
Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_0001 contig31566 GTT 3 12 TGTTGGAATATGTGTTTGATTCGG 62.932 AGCGATCTAACTTGGACTCAATGC 63.051 100

HM_0002 contig16009 TGT 3 21 CGAGATCTAGgAagCACCATCtgT 63.128 TCaACCTCATGCTCACCTACtTCa 63.265 89

HM_0003 contig01096 AAG 3 12 AGTTGGAACTGGGACTACTGATGC 62.925 CAAGAACCTACCCTCCTCATTGAA 62.782 157

HM_0004 contig46492 TCA 3 12 ATTTTAGTCCTCCGAGAAAATCCg 62.888 TCGATCAGAAAGCAAGGAAAGaAG 63.214 160

HM_0005 contig10748 TGT 3 15 TTCCACCGTGGTACAATTTTCTCT 63.019 CGAGAAATTTTCGAAtTTCAGCTC 62.533 141

HM_0006 contig19898 TGA 3 12 GGATGTGGTCGAGAAAGGCTACTA 62.923 TCTGGACTTCTTACTCTTCCGCTc 62.497 130

HM_0007 contig02757 CTA 3 12 GTTcTCCCGCACTTtGTTTctATG 63.239 ACGCAAGAAACCAGAACTCTTCAG 63.245 126

HM_0008 contig37674 CTG 3 12 ATAACACCTTCCCGATTTCCATTC 63.376 GGCAGAGCGTTAGCAGTAGCAGTA 64.211 160

HM_0009 contig34175 TCG 3 12 CTTCTTCCtGGTCTTGcTCTCaTC 62.898 TTCTCGAGATGAGTTCGGAGATTT 62.686 154

HM_0010 contig23826 CCT 3 12 ATAAGCTGGAGTtcGACcAAGAtG 62.923 GCGTAGGATAGGGAGATGCAGATA 62.83 145

HM_0011 contig18883 GGT 3 15 TCATTGATGATTCTtCcGGCTAGT 63.223 TGAAGTGTATGCGACCATCAtTCT 62.951 153

HM_0012 contig51104 CGT 3 15 AATGGGGACTTCCATCATCAATTC 64.303 GGTGTcaAAATACGcCGCATTAC 64.59 125

HM_0013 contig47077 AGG 3 18 TCTGGCATTGGTCTTTCACATAGA 63.038 TAAGCGTTGGTGACCTTCTTCTTC 63.031 159

HM_0014 contig10977 TCA 3 12 TTACcTGGATACCATTCGATCTCC 62.482 TTGACAATCCCaAAGGTTTTAAGC 62.532 154

HM_0015 contig44435 GAG 3 18 CTTCAAGCATTCCAACAGTCACAC 63.173 CCaACAAACACCACTCTTCCTCTT 62.906 109

HM_0016 contig29161 TTG 3 12 cAaCCCCcTTCTtCTTTtCAAtCT 62.968 TTTGGTGCTTTAATCTgtTTGGGT 62.932 124

HM_0017 contig11328 GAA 3 12 GGAAAAGAGACTTACCGTGAATGG 62.299 GTTGCTCGTGTGCAATaGAAAGAA 62.772 154

HM_0018 contig02208 CGA 3 12 CAATCCTTGGTCGGTTAAGTCATC 63.009 ATATTGGCTGTATGCCTGTATCGC 63.373 155

HM_0019 contig14520 ATC 3 12 CTTTTtCATTCTCTGCGAAATtGG 63.216 AGCCAGCATCTGTTAAAGCAGAAC 63.171 83

HM_0020 contig50106 TGA 3 12 AaCACTCCAATTGGcAGATCCTta 63.121 TGCAAAcCtTCCCTTTATTCTTGA 63.109 101

HM_0021 contig48344 TCC 3 12 CAGCCGTCCATTTGTATCTCTTCT 62.923 CCATAAAGGTGACCGGAAGTACAC 62.921 143

HM_0022 contig36424 CCA 3 15 AACCAcTCcAAACCcTAATcACAA 62.907 CtTTAGTGGTTTTGGGGAGCTAGG 63.379 153

HM_0023 contig22620 AGA 3 12 ATAGACCGCTGATGTAGAGCTTGG 63.048 GTTCAAATCGATCCCAACAACTTC 63.013 141

HM_0024 contig21081 GCT 3 12 AACCATTTGAGGTGAAAGGAACAA 63.006 ATTGCACCATGTgGTgGATATGTA 63.275 159

HM_0025 contig28509 CCA 3 18 CATGAGGACGAAGAaCTGGAagAT 63 GTGAGATTTTGAGGTATGCAGGCT 62.94 160

HM_0026 contig04543 GAT 3 15 GAAAGCGATGGGGTTgTGTAATAa 63.233 TTAAgAAGGGCCATTACAGCAGAA 63.228 105

HM_0027 contig18836 CAC 3 18 ATCCCCAAAaTagAATCACCCACT 62.974 ATGAGAAAACagGTGCAAATTGGT 63.035 155

HM_0028 contig12441 CAC 3 12 ATCTTCCCCCTAAATTCCTTCTCC 63.029 TGATTTGGAGGATTTGTTGAGAGC 63.743 153

HM_0029 contig38911 GAT 3 12 CGAGCTCGAACAGAGTAACACAAA 62.969 TGCCTTGAATAGGAATGACACtCA 63.038 156

HM_0030 contig21467 GGT 3 12 CTTACTTGGGgAGGGTCAGACAAT 63.791 AACCTTCTCCACGACAACAAACTC 62.922 106

HM_0031 contig01551 CAC 3 24 TGGGTGTTTGTGGGAGTAGTTGTA 62.723 TGAAGTTTCtTGAGTGagTCGTGG 62.93 134

HM_0032 contig01642 ACT 3 12 ATTGATTTTTCTGGGATCGACTGA 63.099 tATTGaAAAGCTgATCCCATCGAG 63.62 159

HM_0033 contig09809 TCT 3 15 ACTCGGAAGTGATTTCTGATCTGG 63 AGACAcCAACAAACTGATGCTTGA 63.173 94

HM_0034 contig28998 AGC 3 12 TTGGTAGGTTCAGCTTCTTCTGCT 62.835 AAGAAAATcCTCCCCAAGAGTGAC 63.071 134

HM_0035 contig38948 GGT 3 18 GTCGTTCGAGATGTAGAATTTGGC 63.248 CCAAACACAATGAAGAAGAAGCaG 62.31 159

HM_0036 contig35244 CTT 3 12 GtGcaTCAGATTGCgaGTAGTGAT 62.759 GTAAGCCGATCGAACTGACTGATT 62.94 140

HM_0037 contig06669 TCT 3 12 GTCGATGAGATTAGCAAAAGCTGC 63.576 TTCTacCCAAGAATCAGTTGAGGG 62.782 131

HM_0038 contig16648 GGT 3 12 GCTTGAATTCTACTCCACGGTGTT 62.838 CACAAACATCTCAATCCTCCCAAT 63.419 100

HM_0039 contig02468 CCA 3 12 TGAACAGCAAGCAATTCAAGGATA 63.059 GTGGAGCTGAAACTGTTGTTGTTG 63.181 145

HM_0040 contig38744 CAT 3 12 ATGATGTTCACAAAGAATGCGAAA 62.848 TGGCTTAGGATTCCATTGGATAAG 62.506 129

HM_0041 contig49457 GCC 3 15 CGTGATCCTCCAaCTCTTTCTGAT 63 AGCTGCCCCGATTTAcCTATTTT 63.2 154

HM_0042 contig02334 TCT 3 12 TTGAATCCGATATCGATCTCTCTG 61.735 TcTGTGTCAAGAGActGAAACTTGC 62.201 135

HM_0043 contig02493 AGA 3 24 GCTGACCAAAGTCTATGGCTAGTTG 62.562 GCGGTACGGtCTCGTTCTCTATC 63.459 160

HM_0044 contig44645 TTC 3 12 AGGCCTCTGTCTCACTCCTCTGTA 63.015 CCTGCCACTACTGCAATATAAGGG 63.039 137

HM_0045 contig18955 GTG 3 12 GGAGGGGAAACACTTATGACAGATT 62.794 CAATCCACCACCTCCACAACTA 62.092 105

HM_0046 contig23746 TCC 3 15 TCGACATCGACCTtGTTGTTATTG 63.265 GAAGGGAAgGaAGGAATATCATCG 63.259 120

HM_0047 contig19987 TCA 3 12 AGTTTTCTCTGAGAGGGCTGGAAT 62.986 GCTGCTgGaCTTGAAGATTCTGAT 63.247 145

HM_0048 contig11596 CGA 3 12 GATCATCAAACTGATCCCTCGTCT 62.89 TTTACGACGACGACATTGACATTT 62.758 150

HM_0049 contig07826 CCT 3 15 CCACTGTGCAAATCCCGTAGTAAT 63.348 GAAGAGTCtTTTTGGGGGAAAGAA 63.062 145

HM_0050 contig41069 ATG 3 12 TCAAGGGAGTGAACATTATCACCA 62.803 GCCATCATGAAATTAGTTTCCACC 62.817 151

HM_0051 contig02188 TAC 3 12 AaGATGCCTAAaCCAaCACTCCAa 63.129 GTAAAATTCTGGCGCTTCTCTGAA 63.043 135

HM_0052 contig16057 TCT 3 12 CATACCTTGGCTAATATCCTTGCG 62.945 TTGAGGAAGAAATCGAAGTgGAAG 62.993 158

HM_0053 contig13763 GAA 3 15 CTTTgaCCCGGATTCATGTTTTAC 62.813 CAAGAAAGCATTCTCGAGTCCCT 63.215 88

HM_0054 contig37551 GGC 3 12 ATGCAAATTCACATCACTCCTGAC 62.504 GGTTATCAGACCAGTGGGTATGGA 63.318 141

HM_0055 contig46159 GAG 3 15 GAACCAATGGCACACTTCCATATC 63.762 TCACTAGAACTTTCCTTTTCagTGCC 63.222 151

HM_0056 contig19224 ATC 3 12 CCGAGGATGCACAGGTACTCTACT 63.036 GAcGACCTAGTTACGATTGTGCAG 62.236 121

HM_0057 contig39910 AGT 3 15 GTTTtGTAACAGGGAATCATGGga 63.206 CTTGACTTGGGtTGTGCTAtGTTG 62.955 140

HM_0058 contig06141 AGG 3 12 CCAGGAGGATTATTGGGAACTAGC 63.278 TCACATCTTCTTCTCCTCCGTCTT 62.782 135

HM_0059 contig01526 TCA 3 12 AAAGGGAGCAGAAAAGTGGgTAAC 63.005 AATTATCAGCCGACTTCTAGCTGC 62.274 98

HM_0060 contig29391 GAA 3 12 GgcTtAATTTTACgAGGGAGATGG 63.187 AAGGTACTGACTGAAACACTGGGG 62.805 144

HM_0061 contig12294 TGA 3 15 TGACATTCGAATTCCAAGTACCCT 63.009 TCATTCACTaACAAGCCtcACGTC 62.741 143

HM_0062 contig36796 GGA 3 12 TGAGGAAGAGCTAGACCCTGAAGA 62.997 AGAATTGATCCAAGTTGAAACCCC 63.578 137

HM_0063 contig24706 TAC 3 15 CTGAAGCATTTGAAGAACAAGGGT 62.921 GTGGTGGTGGAGGAACATAGACAT 63.449 124

HM_0064 contig23579 ATC 3 12 AGACCCAATGATCTGCAATCTCTC 63.007 AAGCAGTAGTTTCGGCAAATGAAG 62.957 158

HM_0065 contig39568 GTG 3 15 gCCTCTTGAGCTTGGAATATCTGA 63.125 GTAACAACAGAGTCACCGGCTACC 63.263 96

HM_0066 contig34923 CAT 3 12 AGGGTTTTGGTGTTGATTGTTGTT 62.822 AGTGGTAGCAATGGGCTTATGTGT 63.06 126

HM_0067 contig39980 CAT 3 18 TTCCAACATCCCTATCTCCACATT 62.887 AAGGCGAGAAGGAGAGTGAGATTT 63.096 87

HM_0068 contig28329 TTC 3 30 CcATTTCATCTATCCTTCACTGCC 63.112 GaAAAGAAGAAGAtTTTgGGGGAA 62.863 160

HM_0069 contig15666 TGG 3 21 GGTGGCTGAGTTGGAGACTGACTA 64.118 CaAAAcaCCCTAGTGCTCATCCAC 64.09 142

HM_0070 contig49352 TCT 3 18 AAGGGAAAaGCATCCAGTACCTTC 62.995 GCTTCAACCGATCCTAATCCTCTT 63.093 124

HM_0071 contig13444 TGC 3 12 GAAACCGtGAACTCAACTTTTTGG 63.125 CTTGGCCTatTGGTTTGCTCTCTA 62.932 125

HM_0072 contig27013 TCT 3 24 TGTGAGTGAGTTGCGATAACGATT 63.078 TCAATATTCCATGTCTCTGaTCGC 62.501 155

HM_0073 contig38335 CCA 3 18 GCCATGTACGCCACCTATCAAC 63.723 GATTTCTAGGGCTTTGtCTGGGTT 62.995 143

HM_0074 contig21039 AGA 3 15 AGCTGCAGCATTTCCCAAaA 63.045 GAAGTGAACCACTCTTCTTCCCAA 62.997 94

HM_0075 contig36561 TGG 3 18 TGATCGATATTGGTAGGgTTTGCT 62.925 CAGTCATCGGAAACCTCATCG 62.891 160

HM_0076 contig12565 TAT 3 12 CAAGaGATGATCAGGGTTCCAAAT 62.672 gaCAgGACgGtttttgAAGTGATT 62.712 158

HM_0077 contig10671 CAT 3 12 ATGAGTGGAGTCATCCcTGTAACC 62.68 TGTCTACTAGTTTTGCCTCGTCCC 62.933 152

HM_0078 contig03695 TCT 3 24 TAATTCCAGACCCACTCTTCACCT 62.368 aAGTTGAAGAGAGAAAGGGAAcCG 63.28 160

HM_0079 contig13240 GTG 3 12 TCCAGCATCCATTTTATTCTTGTTT 62.063 AGTGTAACAACTTTCTGCAACCCC 62.737 151

HM_0080 contig15629 CAA 3 15 GCAAATGCATCTCACAGATTCAGA 63.723 AGAATGCCCTTTTCACTGCAGATT 64.426 91

HM_0081 contig00416 GTG 3 18 CGATTCCATTACCACTTTTCTTCG 63.014 CCACCTCAATCTCAGTTcCTCTTg 63.527 154

HM_0082 contig19688 GGC 3 12 GTGGCGTGGGATAGTTTTtATACG 62.759 CCAGCGGCGGTTACTACTACTCT 63.055 108

HM_0083 contig23789 CCA 3 15 TGAGCAACAAATCCGTAAACCTCT 63.239 GATTGGAAAGGTTTCACAAACTCAA 62.619 142

HM_0084 contig10506 CTT 3 12 CGAACAACCTGAAAATCTTGTCCT 62.809 CAAACACGAGTCTCTGATGGAGAA 62.919 158

HM_0085 contig22363 TCG 3 12 CCTGTTCAACATCTCACACAATCC 62.922 GTTCCTCCGATGTATTCAAACTGC 63.137 157

HM_0086 contig51205 ACG 3 15 ACAACACCCCTACCCTCCATAATC 63.386 ACCTCTGCtGTTCCtGCTGATAGT 62.837 116

HM_0087 contig23212 ATC 3 15 ACGTTCGTGGACGTCAGAATAGAt 63.255 ATGGAAACTTTCAcCTTCCCAATC 63.578 148

HM_0088 contig40626 AAT 3 18 GCACCTATGgTGCcAaTGTTATTA 62.062 CAAAATGAGGTCTATCAACCGAGA 61.656 160

HM_0089 contig30383 TCA 3 12 GGTCATACTTCCACTTGCTGAGGT 62.925 TCAAGCATACCAAATCAAAACCCT 62.922 102

HM_0090 contig26832 CAC 3 18 GGTGCTCTCCTTCCACTTCAtACT 62.179 GGACGATaATAACAAcACCgcTTC 62.95 122

HM_0091 contig21420 ACA 3 12 GAGTTGTGCCGATACCAATAAaGG 62.935 TGGATTCAATaATAACCGAATGGC 63.02 97

HM_0092 contig09296 TCT 3 21 TCcTACAGTGAAGCaCTAATATGTGgA 62.289 CTTATCCGCCTAATCAAAGTCGTG 63.134 143

HM_0093 contig43289 ATC 3 12 TTCTACAgTGGGCATTATTCCACC 63.329 aAGTAAtTTTTCCCCGTCCTTGTG 63.476 132

HM_0094 contig14768 CTC 3 15 GCCaCCAAACTCTCAAACAACATA 62.426 TGAAACaGGTGGTCGAACTGAA 62.916 160

HM_0095 contig06643 TGA 3 15 TACcTCTCTTTCTGGTTCTGGTGG 62.993 CAAAGGCTTCAATAAGCACATCAA 62.552 156
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HM_0096 contig39949 TAA 3 12 CAAAAATCAACCCAGCTCTGAATAA 62.639 AGGGAAAATATTCCAATTTGAgGG 62.489 115

HM_0097 contig33941 CTG 3 12 GTCGGTCGGTTAGGTATTGTTGAT 62.425 CTTTGTGTTCCACAATCTGAATGG 62.814 160

HM_0098 contig04793 TCA 3 12 ATACTTATTTTACGGCGGCCATTT 62.86 TGAAGAACAAGAACAGGAGGATGA 62.351 135

HM_0099 contig10275 AAC 3 18 GGCAAAAATGATTCAAGACACACA 63.27 GTACATACgGACGAtTTTTGGAGC 62.95 159

HM_0100 contig02549 TTC 3 15 CCCAAAATCCAAAAACCCTAAATC 62.785 GCTGTGAAGAATAAAGACGAAGAcG 62.659 106

HM_0101 contig41242 GTA 3 30 AAATTGATGTCGAACTCGTGACCT 63.242 GCAGAGCATTGTATTGGTTGATTG 62.861 154

HM_0102 contig07831 CTT 3 15 GTGTTGCCCATGAAACAATCACTA 63.168 ACCACAGCCCTTTGTCAtTTAGTC 62.725 142

HM_0103 contig09783 TCC 3 15 TGAgCACAAAGAGCTTCTACGTTTT 62.778 CCCATTTTCCGGAATAAAAATCAT 63.07 159

HM_0104 contig45804 AGC 3 12 CCTCcACTGCCATCCATATTTTTA 63.209 GAAATcAACAACAATCCGAGtTCC 63.013 114

HM_0105 contig04059 ACC 3 21 GTTGAGCAACACCAAGTCCTCTTT 63.036 GACCAAAAATGCCTCAAGAAGatG 63.219 138

HM_0106 contig06330 CAT 3 12 CATACACGTGTCCTTGCTGCATA 63.216 ATGGCAGTTCTGTAAATATGGGGA 62.815 120

HM_0107 contig23369 CTG 3 12 TGGACTTCTTAGACCCCTGAGTTG 62.993 CAAGCAGGGAAAGAAAGTTTGCTA 63.036 129

HM_0108 contig19358 CGA 3 12 AATCTGAAAACAGATTTCCGGCTC 63.896 CATCGACCAATCAACaACTAACCA 63.15 160

HM_0109 contig09714 GTG 3 12 AATGAAGATGGGTAAGGAAGGAGG 62.863 CcTCTCCTCAAATTCATCACAGGT 62.884 81

HM_0110 contig13416 AAC 3 18 CCCAACTGtcTCTGGTTTTGATTC 63.212 AGTCTTGCAATCCAGCTACTGCTT 62.864 112

HM_0111 contig12399 CAT 3 24 CcACTTGCTCTCCACGTGAC 61.9 GACattGACATTGACATTGACGAC 61.587 133

HM_0112 contig43245 CAA 3 18 CCCACCACCAGCATTATACTCAT 62.174 CTAGGGTTTTTATGTGCCGGTATG 62.744 93

HM_0113 contig38154 CTT 3 12 AATTTTAAGCTCTCCATTGTCCCC 62.797 ATGGGATTTGCAATCTGTCTTTGT 63.026 116

HM_0114 contig04453 TTC 3 15 AACAGGTCCAGAgAAAaGGTGATG 62.895 TTTTAAATCGGCTTTGGTTGAAGA 63.022 140

HM_0115 contig42349 ATT 3 12 TGtCTTGGAGATCTAATGTTGGCA 63.038 CCTGTCCAAACCCTAAAGGCTAGT 63.001 160

HM_0116 contig16388 CCG 3 12 GACAATACGGAGAACGGAGAGAAA 62.91 CGTTCTTCAAAATGGAGAATACGG 63.014 154

HM_0117 contig17535 TTA 3 12 GCCTAATTACACTTTACAcGCTTGG 62.227 TTGTAAAACCAGACAGCGTTATGC 62.481 147

HM_0118 contig03728 TGG 3 15 AAGAAACCCAAAGACCCAAAGAAG 62.977 GGAAAACACGGAAGAAAAAGAGGT 62.992 132

HM_0119 contig10898 TCC 3 15 AaCCAAAGGCCCAATTCCTG 63.31 AGTTTTCAATcCCATcCTcCAAAT 63.069 131

HM_0120 contig49936 GAT 3 15 GTAGTGCCAAGCTTGTTGTCAATG 63.087 TCTCACCTTCaTTGGCTTCTCTTC 63.217 114

HM_0121 contig17543 TCT 3 24 TCGGATTtGgTGAGAATTCAGTTT 63.108 GAAGAAGAAGCAGACGAAGACGAC 63.04 140

HM_0122 contig44651 TAG 3 12 CATCCAATATCAaCCTCCTCCTTG 62.983 CTACCTTCAATCCCAAACCATTCA 63.3 150

HM_0123 contig35718 TCA 3 12 GATTTTGCATTCCAAGAGCTGACT 63.039 GTAATGCGTGTGCCAGACtATGAG 63.091 157

HM_0124 contig38707 CGG 3 12 CGTACATCGAGTAGAACACCACGA 63.506 GATCGAGAACACCACCATCTCCT 63.886 122

HM_0125 contig46034 TCT 3 24 TACAGAAATGTTATGGCCGTCTGA 62.845 AGAAAACCAGGTGGTGAGCTACTG 63.033 160

HM_0126 contig28152 TCT 3 18 GCAaAaCCaGAaTTAtAaTGCCCTC 63.028 TTCAGACAAAGTGAAGACCAATCG 62.71 157

HM_0127 contig02993 TGA 3 15 TTTGGGTTAGAATTGACCCATTTG 63.097 TACACAcaACCGaAAAGTGCTcTC 62.753 121

HM_0128 contig13233 GGT 3 21 AGCAACAACGACaCTGAGATCTTG 62.961 TCTCaAAACCACAgCAGTCATCTC 62.937 137

HM_0129 contig28543 TCT 3 12 AAGGTTTGgAAGATCACCAGTTCA 63.212 TCGATTGGGGTTGTAAAAGATTTG 63.204 143

HM_0130 contig28223 ACG 3 12 TTTCCTCTTCTGTTCTGGCATTTC 63.009 GTTGAATGACTGAgAAGGGGCAT 63.763 126

HM_0131 contig02548 GAA 3 12 TGTTCATCTTCTTGGCTGTGAGAG 63.04 CCTGACTCACCaCCAAtTCtTTTT 62.696 150

HM_0132 contig43495 CAT 3 12 CCATtGGCTTGactAATTTTCCTG 63.014 AtTCCatTTTTagCTTCGCAACAC 62.667 80

HM_0133 contig12520 AGA 3 18 GGTTCTGATTCGGTGATTAtCAGG 63 ATCaGAATCAGATGCAACCTCTCC 63.007 106

HM_0134 contig17172 GAA 3 12 CAGATAAAGGTGGgTGTTCCTTTG 63.003 TGTTGGGAGAGTTTTGTTGTGTTG 63.371 153

HM_0135 contig41901 TGG 3 15 CTAcAAaCTGAACTGGTGCTGGTG 63.177 TTCACGATTGGCACTAGAGTTGTC 62.741 155

HM_0136 contig30302 TGG 3 18 CGCTGAGTCTTGCTTAATGGGTAG 63.45 TCTTCAGATTCCATTTCCGATAGC 62.804 147

HM_0137 contig05360 TCT 3 12 ATCAaTATTTCCTGGCTTGCTTTG 62.641 GAAGTCTTGGATTTGCAAGGTTGT 62.824 159

HM_0138 contig03852 TCC 3 12 TGAACACCTTCACGTACCTTGCTA 63.07 AATGTGGATTTTCTCTCGGaACAG 62.798 160

HM_0139 contig12096 TCT 3 18 ATCTCCTTTCTTCCTCGTCATCCT 62.865 CAATTATTTTGCAAGTTTGCATCG 62.683 160

HM_0140 contig26031 GCA 3 12 ATACAATACCTgCGGgTCACATCT 62.94 AAATTTGACaGGAAAgTGGGTTCA 63.006 159

HM_0141 contig25991 TCC 3 12 AAGGTGGCGATTAGAGGAGAAGAG 63.392 CCtgATCGGAGTaCAGGAGAGGTa 62.997 157

HM_0142 contig27558 TCT 3 12 CAGAAGCTCTCAACCGACACATT 62.935 TCCTTACCCAACATCATGAAATCC 63.198 128

HM_0143 contig14204 GAA 3 15 GGAATGATTGAAAGGGTGAAGTTG 62.996 GAGTCTCTgGTGGGTAAAATCCAA 62.684 156

HM_0144 contig28284 GAA 3 12 CAAGTATGTGTCTCCATAAAAAGGAGG 62.371 GGAGCCTTTAGTgCCATCTCAGT 63.131 158

HM_0145 contig08009 CCA 3 12 CCGAATATGACCTCAATtCTTTCg 63.005 GAAGTGGAGATGGAAGGAGGTTTT 63.071 152

HM_0146 contig01026 AAT 3 12 TCACTTAAATGATTCAAAAaCTATCCG 60.862 ACACAAATTGCACACAAATTACTGA 60.703 111

HM_0147 contig32065 ACC 3 12 TCCAGACGCCTTCTTGAAATAGAC 63.022 AGACAACCATAGGTGGTGATGCTT 63.141 120

HM_0148 contig46301 CAG 3 12 AAGTAAGTCATCCTTGGTGAAGCG 62.933 TCTCCCTAGCTGGATTTCATACCA 63.206 148

HM_0149 contig18778 ACC 3 12 GAGTACAAAACCCATCAGTCCCAC 63.014 GAATGAATaCTCTTGGTGGGTTCG 63.009 84

HM_0150 contig01526 GCT 3 12 TCTCTTCcTCAGGGTCAAtCTTTG 63.085 GGAGTGGCTCATGAAAAAGAGAAA 63.009 140

HM_0151 contig02277 GGT 3 12 CTGCTCTATTTTGGTTTTGCTTGC 63.357 CAACCCCATGATCTCCAACTCTAA 63.513 146

HM_0152 contig29750 ACC 3 12 AATCTACATGATCGAGTAGCCTGGA 62.425 TGTTTGCACTGTAAGGCTTGTGAT 63.087 102

HM_0153 contig49995 TTC 3 18 CAAAgAGgCCCTAAACCTCCTAGA 63.176 AATCATGCCCTGCTATTTGAAGAA 63.13 122

HM_0154 contig45884 GAG 3 12 ACGAAGGAGATATGGAGAcGGACT 63.611 GCTTCCTCTGCaACTTCTCTTCAC 63.04 157

HM_0155 contig07377 CTT 3 12 GATGCtGCCACATGAAGAAAAGTA 62.645 GtAtTAAGCGCAACCACagAAACC 63.067 154

HM_0156 contig07993 GGT 3 12 CGTACGAGTACTGTGGATAGTGCG 63.096 AATACCCTTACTACCAACAcCCCC 62.41 156

HM_0157 contig41426 TCA 3 30 CCATAATAAAaTCCcGCTGgTGTA 63.026 GGAAAATcCAGaAAGaaAGGGaAA 62.863 159

HM_0158 contig01201 GTG 3 12 GTGGTGGAAATaTATGTGGCGAAC 63.553 ACCACCACCACaccactTCTTaTC 63.455 87

HM_0159 contig44856 TCC 3 21 TTCATTTTtCACCCaCTACTACGgA 62.93 TGTTGGTTTTGTGAGTGTTGTTTg 62.093 108

HM_0160 contig33912 CTC 3 21 ATTTCTCCTTGGGCTGAAGTTTTC 63.09 TTCTTCTTCGTTGCTTCATCATCA 63.257 152

HM_0161 contig37740 GGT 3 21 AATTTCTCAACGCGTTCTGCTTAC 62.972 CATCACCCACAAACTACGAAAACA 63.159 140

HM_0162 contig36350 TCA 3 18 GCTTTTATGGTCATGTCCTCAACC 63.026 GAGGATGATGGAATTGAGCTGTTT 62.802 140

HM_0163 contig03315 TGA 3 12 ATACCGAaTGGATACGGAaTGCTA 62.737 GGTgGTGGTGTTTCATacCAAAG 62.592 105

HM_0164 contig39893 ATC 3 12 CCCCACAAGATCAAAGAGAAGAGA 63.085 GACTGCGATGTCATTGAAGAAGAG 62.503 137

HM_0165 contig30155 GAG 3 12 TACTCATTCGGtgTGGTGTTGTTC 63.278 ACGATCTGATCAAGACTCCCTGTT 62.576 155

HM_0166 contig35788 GGC 3 12 GGGATCGTGACTTAGAGTCTGTGC 63.577 TCTTCTCCAGTTGCTACAAAAGCC 63.142 142

HM_0167 contig07016 TTC 3 12 TCTCCTTGAAAACAAGTCTCCCAC 62.997 GGAGGCAAAAAGAAAGAGAGGAAG 62.98 84

HM_0168 contig30900 TTC 3 18 GAACCCCTTTGAAGATGaCTCAGA 62.987 CGCAGAGGAACAAGATCACTATCA 62.831 144

HM_0169 contig11838 TCT 3 12 ATTCTCGTCAATAGTTGTCTCGgC 62.94 AGAGGGCtTTTACCTTCGTAGAGC 62.543 112

HM_0170 contig24548 GGA 3 12 GAAAAGGAGTCgTtAAGTGGAGCA 63.031 CGCAGACAAGTGAACATCAAGAAT 62.741 151

HM_0171 contig08936 CCA 3 18 TAGCCAAAGCAAGATTACCCAAAA 63.034 GGGTAACAGAGGAGGGaaataGGA 62.863 144

HM_0172 contig22320 GTA 3 12 TTCTTGTTCTAGAAGTTgTGGGGG 62.793 AACCAAGCTAGGCTTCTTGTGATG 63.044 141

HM_0173 contig32009 GGT 3 12 AAGAAGCTGGCGAGTAAGGAGATt 63.02 ACAACTgCTATCCATACgCAAACA 62.885 130

HM_0174 contig07900 TAC 3 12 GGATAATTTCCAACGTGTTTGgTC 62.718 GGTGAtTTTaACAATAcGCCAAGG 62.746 155

HM_0175 contig43979 GGT 3 12 TTGTCTCAAATTGGAGGTACGAGC 63.758 CCAGACGTCAAAGACTCaAAAGAGA 63.23 118

HM_0176 contig00898 GGT 3 24 AGGTGTGTTTTCGGTTTAGGGTTT 63.106 TTCCCCCATCTCTCATCTGTaAAA 63.083 136

HM_0177 contig45862 CTA 3 18 GACAATTGGAAGAATCAACCGAaC 63.013 ACACCATCTACTTTCGCCATTGTT 63.048 113

HM_0178 contig07216 TTG 3 18 CTTTGTTTGAGCTACGTTTGGGAG 63.337 cCaaCCCAATCAATATGGGTGATA 63.706 159

HM_0179 contig01325 AGA 3 12 GCATATTCATATCAGCCAGCAAAA 62.369 TTTTCCCCGtCTTTTTCTTTTCTC 62.977 120

HM_0180 contig05392 ACT 3 12 ATGTGGTTGAGACCTGTTGTTTCA 62.933 CTCAATTTTTCTCTGGATCATGGG 63.083 127

HM_0181 contig33906 ATT 3 12 TGTGGAGTAGGAGGAGGATATGGA 63.191 AAAACAGGGGCTTCATATTCACAA 62.922 110

HM_0182 contig41076 TGA 3 12 TTGGGTTCTGGTTCTTCTGATGAT 63.204 ATGtTGTgGGaAAAAtTGAACACC 63.121 136

HM_0183 contig09926 CGG 3 12 GGGAAGGGTTGGGTTCTTtagTAG 62.397 ACCCCAAACTCAActTCTCTCTGA 62.677 152

HM_0184 contig32260 GGT 3 24 AaCTCATCACAACcTGGTGAGGTC 63.792 tCtTCCAAACTTCTCAgTgGCtTc 63.225 159

HM_0185 contig49304 TCC 3 15 CAAATAGAAAGGAAAATCAGTCGAA 60.016 GGATCGTTAGCGAGcAAAAA 60.343 121

HM_0186 contig09059 TTC 3 15 CTGCATCaGGCTCTGTTACTTCAA 62.958 GTCGGCTGTGATTaAAAACCCTTT 63.595 146

HM_0187 contig27512 AAT 3 12 GACCTGATCACTTCACAGGCAATA 62.609 TGCAATTCCTTCGATTCCAATATC 63.314 143

HM_0188 contig31738 AGA 3 12 GTGGGGTTCCtGAAGGAGTAAAAG 63.375 GCTTCTTGAATATGACGAGGAGGA 63.013 117

HM_0189 contig33759 TTC 3 18 CCCATAATTCTACCACTATTtGGGC 62.823 ATTTGGAGATTGTGATCCGAAGAA 63.099 129

HM_0190 contig30630 TCG 3 21 TTCGACCCCTcTTTTtATtCTTCC 62.875 gATGGATTTGCCTCTGAGATCAAC 63.329 133
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HM_0191 contig24885 TGT 3 12 AAAACTTGATCCACTCCAATCTGC 62.813 GTTTTGTACACTGGTCAGGGGAAG 63.12 149

HM_0192 contig17739 CTT 3 12 TGTGCTTGCTGTAAAACCTGAGAG 62.969 ATGCTCCCATATAGCACGTGTTTC 63.468 138

HM_0193 contig27776 GAA 3 12 TCCGAATGCAACAGAATTAGATGA 62.935 GAACTGGGGAAGGAGAAAAAGATG 63.465 96

HM_0194 contig25333 CTT 3 30 TTGGACGAAATGCCTcACTTGTAT 63.965 AGTAACTCAAATTCGCGAAATGCC 64.591 134

HM_0195 contig43085 CAC 3 12 GATTCTGAGTGGTTTAGCGAAGGA 63.022 AGACACCACCATTCTTCTTCTTGG 62.895 152

HM_0196 contig49824 GGA 3 12 AGTGTGATGAGGGTAATTtGGGAA 62.897 aAAACATGCACCTCCAAAAACCT 63.02 101

HM_0197 contig25167 TCA 3 12 TTTttAGAATTCGATCGCAGAAGC 62.948 CAATATTTGGAGcCtcACCAAGAA 63.517 156

HM_0198 contig24358 GAG 3 12 TATCCCCTCcATCAAATTACtCCC 63.353 TGGATTGGTGGTTTCtCGAAGTTA 63.935 147

HM_0199 contig43233 ACC 3 15 GCAAAACCCATCAATCAGTACCTC 63.026 AGACCATCGAAATGCTTGCTTC 62.822 160

HM_0200 contig34751 GAG 3 12 ACTCATCAAGAAGATGGGGACAAG 62.884 GGTAGACACTGATTGGCCTGAAAC 63.242 102

HM_0201 contig42742 CCT 3 12 TTTGGGTGTGGAGTTGATTTTCTT 63.006 TTATAGCTCGCTCTCACAACATGC 62.888 140

HM_0202 contig23153 CTT 3 15 TCAATCCTTtGCTGATTCCtcTtc 63 GTGATCATTaCaaagAAAGGCGCT 62.854 95

HM_0203 contig21090 TCA 3 15 GAGAGGGAGAGGCTCGACTACTTT 62.791 GATTGACAACAGCGATGATGATTC 62.944 97

HM_0204 contig03487 GTT 3 12 ATCTCGAAACCATAGCAATCCATC 62.609 GTGAAAGCGATAGGGGTGTTGTTA 63.444 83

HM_0205 contig27009 TCA 3 12 AGTCAAGCCTCTGCAACTTCAACT 62.949 ACTTTGAAGAAGCGGACATTGTTG 63.762 156

HM_0206 contig06630 CAC 3 21 AACAAGCAGACAACATCAACCCTT 63.25 AGAGTTGGAGTGGTGGTGGAAAT 63.212 102

HM_0207 contig02125 CCG 3 12 CTCGAACCCAACACTCCTTATTCA 63.629 CTATGCGAGAAGCGTGGCAG 64.36 142

HM_0208 contig39673 CCA 3 12 CCACCAGCGTTAATACCCAAATTA 63.034 GGTGGTCAGAACAAGAATGGTAGC 63.242 155

HM_0209 contig29927 AGA 3 12 AAGTAACAACCTCCAAAGCCACAA 63.138 GAAAAAGGATAAGTGGGTGTCCCT 62.78 152

HM_0210 contig07639 ATC 3 15 CTTtGTTTTGTTTGTCTCTGAACTcAA 62.089 AATCCCACCTcCAAAAAGAAGAAg 62.968 107

HM_0211 contig21273 GTC 3 18 AaGgaTGTTgcTtCcTTtaGggTC 62.995 GCAtgAGCAGCAGAGcTAGAAAt 62.338 89

HM_0212 contig48213 GAT 3 12 CAAAAGaTGGGATTTGAGGAACAC 62.996 CCAATTTCTGGCGATATTTGACTC 63.021 99

HM_0213 contig40231 GGT 3 18 CCTAACGGAACAGGaGCAGAAGTA 63.028 ACtGTTAAAGTCACCACCAcCCAT 62.922 153

HM_0214 contig42728 GAC 3 12 GCAGGTGAGAcTGATAAGGAGTGA 62.045 TAGGGTTTTTCTCGACATTCTTGG 62.701 111

HM_0215 contig23253 TCT 3 21 GTCTTACCCTCGGATCAATCTCAA 62.786 GTTGTTCTTGTTCAGTGATGGAGC 62.291 159

HM_0216 contig47498 AAC 3 30 TCTTCTGCTTCTTTGCTAAATCGG 63.134 AGTATAATTTTGGGTTGGGTCCGT 62.808 156

HM_0217 contig14167 AAT 3 12 CGTTATGATTGTtGTGGAGCTCTG 63.061 AGTCGGTTTCTTTCTcCTCCTCTG 63.488 135

HM_0218 contig48604 GGT 3 24 GGGACTGTTTGGCTGTGGTTATAG 63.031 GTTCCTTCTCAGAAAGTcCCCAAT 63.071 85

HM_0219 contig18376 CAT 3 12 GCAGAATAGAAAAGGAGAAGGGGA 63.172 ACTGTCCTCGAtGGTGTTAGGaAg 62.909 146

HM_0220 contig37222 TGG 3 12 ACCTTGAAACACAAAACATGGTGA 62.724 ATGGATTTGATCAGAAAGGTCCAA 62.987 157

HM_0221 contig17084 GAA 3 12 GCTCTGGTTTgTtCATgagTTGAA 62.726 TCTATAATGGCgTTGGCTGCTA 61.912 95

HM_0222 contig24442 TTC 3 12 GCTGCCAAaTGCTGATTCTCTAAT 62.953 AAGGAGTCTGGATCGTCTAATcCC 63.075 149

HM_0223 contig38543 AGG 3 12 CTCATGAGAATCGCTCTGCTCC 63.714 GATCTACTCATCAAAGCTCGTCGAA 63.148 159

HM_0224 contig26887 CAA 3 12 TATCTCCATTCAATCCTCgCATTT 63.012 CGGTGAGATTTGATCGGAAAATAG 63.005 127

HM_0225 contig21998 GGT 3 12 AGAATAGCTGAACGGtGACCAGAC 63.04 gCGCTACTTATCCTCCTCCACTTA 62.151 131

HM_0226 contig21917 AAC 3 12 CAGGTGGAGGAGCCAACTTACTAC 62.511 CTTTTATTGGCCCCACTCCTCTAT 62.795 142

HM_0227 contig33066 GGC 3 12 ACGGCAACCGGAGTGTATTTAGTA 62.957 GGAGTCCTCCACTACGTTCTGAAA 63.01 122

HM_0228 contig07792 AGT 3 12 CCTAGAAAAGCGAACAGTGTCGTC 63.566 GAATAGAGGACGTTGAAACCAcCA 63.537 110

HM_0229 contig16155 CTT 3 12 TGTACTCCTTAATAAACTCGCGGC 62.771 CTCCGTGATGTCAAAGAGAAAGGT 63.01 137

HM_0230 contig27156 TGG 3 12 TGCAGAAATTGAAGTAGCCATTGA 63.059 AGAGCAAGAAAACAGAgAGGCAAA 62.933 132

HM_0231 contig20782 GAA 3 12 AGGTAACAGCTGAAGTCGTTCCTG 63.146 CTGGCAGAGTCTGGTCTATGTCCT 63.236 111

HM_0232 contig14816 GTG 3 12 ATTCCCCCAAATTAGAAATACCCC 63.225 AAAAATCCTCCCACCAACATCATA 62.691 105

HM_0233 contig36634 AAT 3 30 AAACAAGGaCcATctACCtCTcaca 62.397 TCAAGATTTTGAACCAAGGcCtaA 63.109 142

HM_0234 contig17567 CAT 3 12 CTCTACACTTtCcTCCCcGAGAAT 63.177 CGGAGAGTCCTATGAAGGAACAGA 63.098 156

HM_0235 contig29178 GGA 3 21 ATCGCATCTCGAATCATCAAGAC 62.704 TTTCCTCTTCCTCCaAAAATaCGA 62.301 126

HM_0236 contig02011 GGT 3 12 CAGATtGTGAAgCTcAAAGTGAGG 62.502 CGGAATCGATATAGGCATTGTGtT 63.237 120

HM_0237 contig52391 CGA 3 12 AAGTTTCAATGTCCAAcTCTtGGC 62.824 cTcCtTCaAATCGCTTGTTTTAgc 62.558 114

HM_0238 contig45335 TCC 3 21 TTTGTTCGAGCAAGTCCCTTAGAC 63.031 AACGTCCGATGATCACATCCAT 63.709 110

HM_0239 contig12378 TGT 3 12 AGAtAGGTACAgCTTACATGGCGG 62.755 TCTAGTTGTCGCCGAGACTGAATA 62.426 149

HM_0240 contig08248 GTG 3 15 GGGGAGGTTCTAGGCCTGATTAT 62.867 CATTATCATTGGCAAAGGGGTTTA 63.013 153

HM_0241 contig28145 TCC 3 18 AATTGGATCAAACGCGAAATTG 63.137 GAAAGTGGAGTGTAAACAGGAGGC 62.512 157

HM_0242 contig46607 ATC 3 12 GTTCGAATCCCTCATTACAACACC 62.913 AGGCCAGAATAGTTAGCGGATCTT 62.73 131

HM_0243 contig17567 TTG 3 15 ACACTGGGTCTACGCTGTCTTTTT 62.539 CAGCAATAGTACCACCTTCGACTG 62.222 97

HM_0244 contig05205 TTC 3 12 AGACATAAAGGAGCTGAGGTGGTG 63.023 ATTCCAAAAGATGGTATGAAGCCA 62.912 105

HM_0245 contig15519 TAT 3 12 TCATAAACGCTTAAAACCACTCCA 61.953 TCCTATTTGGTAACAATTTTTGGATCA 62.746 160

HM_0246 contig02775 CCA 3 18 AGCCCCCTAAACTACTGCTACCAA 63.406 GGTTATGGTgGCTATGGTAGTGCT 62.55 88

HM_0247 contig26230 AAG 3 18 GATcGTTCTCGATCTCATGTCTCA 62.914 CGCGTTAGCTAGACCGTTTACTTC 62.596 160

HM_0248 contig10424 TCT 3 15 ATTGTCACCTGGAGTGTCTTCTCC 63.005 CtTCAAGGGAAACCCTAGCCTCTA 63.176 104

HM_0249 contig45962 TCA 3 12 ACGGAACCACTTGATTCTCTCCTT 63.604 CAATTGTCCTGACAGAGACGAAGA 62.919 152

HM_0250 contig20563 TGA 3 12 AGACCcTACCCAATTtACCCAAAA 62.885 ATGTCAATCtTCGTCGCTTAGGAG 63.035 107

HM_0251 contig00970 AAG 3 15 ATGCGAAGACACAGCCTGCTA 63.317 GAGGTGGGTCCCTAAAATTCTCAT 62.769 129

HM_0252 contig47537 GAA 3 21 CGATAGCAGAAGAGGCAGAGGTAG 62.933 TCAGATTCaAACCCTTTCCAACTC 62.784 138

HM_0253 contig25977 CTT 3 18 AATCAAACACATCTGGGTCAGCTA 62.086 TGAGGAAGAAGTAGAATCTGAACACG 62.23 149

HM_0254 contig41975 TGA 3 12 GGTCAGAGGGAGGAGAAGAAGAAG 63.161 TTGTTTATTTGCTTTGGATTTGGG 63.115 157

HM_0255 contig09361 CCT 3 18 GTAAACTACTACTCAGgCCGCCCA 64.71 TTCGATTTCAACTTGGTCGTCAAT 63.954 88

HM_0256 contig39024 AAT 3 12 ATGAACCTTGGTTCTTGACTGGAG 62.895 TTGCTAAACAGGGGATCACAATCT 63.121 151

HM_0257 contig04588 AGA 3 12 CATTCGAGCGGTTTTAGTTCTCAT 62.839 TAATCCGGGAAGTTGAGTTTTTCA 63.002 106

HM_0258 contig20561 TAC 3 15 TTGGTTAATTGTtGGGTTGGACTT 62.714 CCaAACATTTCCCATATTCCATTC 62.493 146

HM_0259 contig32007 CGC 3 12 AAAATGgTTTCTCtGCGTTTCCTT 63.4 AGCAAGAGATTGAATGGGtTTTTG 62.716 158

HM_0260 contig00376 TCA 3 12 ATCCTCATCGTCACCACTAAGCTC 63.031 TGAGGATGAAATTGATGCAGAAGA 63.132 100

HM_0261 contig36981 CGC 3 12 CCATTCTGCCTTAATTCCACATTC 62.912 TTTCTCATTCAGaCACCCTCTCAG 62.015 144

HM_0262 contig07274 CTG 3 15 AGCTTCTTCAGCTCTTCATCGC 62.504 TCAATTGTAGCCTCACCCATCTC 62.58 160

HM_0263 contig41621 CCT 3 24 CCCAGTATCCAGCTTCCTCTTCTT 63.285 CCTCCTCATCCTCCTTTTATTGCT 63.078 123

HM_0264 contig07931 CTT 3 12 TTAGATGTCAAACCTGGTGATGGA 62.803 gtgtgagaagagaactaggctcgc 63.053 138

HM_0265 contig13683 TGA 3 12 TGGGACGATTAAAGTCTCACCAAT 63.009 CTCTGCCATCACAAGTACAGAGGA 62.933 157

HM_0266 contig13227 ATC 3 15 GCTTTAGGtACCAAGGAAGCAGAG 61.85 GGTGATGTTTTAGGTCGTCTGGAT 62.599 160

HM_0267 contig12203 CAG 3 12 CTAGCATCGGAGTACCGtccTcTA 63.031 CCGAATCTAATAGCGATaCAACGG 62.945 135

HM_0268 contig36835 TAG 3 12 CCAGTTCTCTTGGAGTTTGGAGTC 62.677 TGTAACAACCACCACCAATCAGTT 62.621 141

HM_0269 contig31837 GTG 3 12 tCTtGAGCGAAATTGATACGGATt 63.13 ACCAAGaAAAATGCaTCGATCAAC 63.444 111

HM_0270 contig01453 CGT 3 12 AATGGGATATAATTGCATGACGGA 63.421 TTGAAAGGAGGAAGAtTTTTGGTG 62.688 146

HM_0271 contig09301 TTC 3 12 CATCTTCGATTTCTTGCTGAGGTT 63.022 GCAGATCGATGAGtTACAGACCAA 62.728 86

HM_0272 contig49031 TAC 3 21 ATAAACTTATGGGCTTTCGGATCG 63.481 TTTCCACAGTAAGCTCACCCCTAC 62.822 123

HM_0273 contig13917 ATC 3 12 ACTGATGATGCACTTCTGTTCTGC 62.968 TGCCTTAACCACTGGATCAATCTT 63.121 115

HM_0274 contig46784 CCA 3 24 ACGCCCTGAGATATTTGATCTGTC 62.816 ACAGCTTCGACTTCAACATCTGC 63.073 125

HM_0275 contig52477 TTC 3 36 GGAGTATCCATGGAAAAGCAATGA 63.42 GAAGaAGAAGAGTGACTGCAAGGG 62.909 129

HM_0276 contig46010 TGG 3 18 CCTAAGAAATTGAACCCACGGTCT 63.682 ACTAACTTGATCAGAATGGCTGgG 62.811 116

HM_0277 contig29345 AAG 3 18 CgAAaaGAAAaCGAAaTCGAAATG 63.022 AGTTGGATTACCGGCATCCTTATT 63.007 91

HM_0278 contig05515 GTC 3 12 GACAAGGTGCTTTGGGAGATTT 61.703 TCtATTGATGAAACAGTGGATGCC 62.397 117

HM_0279 contig25565 AGA 3 12 TTTTATCTCACTCCAAAGGGCATC 62.705 GtCACAGTTGGAGTATCCTCAGCA 62.829 135

HM_0280 contig34695 CAT 3 12 TCATTTTCAAAAAGCATATCAGAGTC 60.034 ATTTAGCGGGTTGAGTGGTATGT 60.976 160

HM_0281 contig07611 CTC 3 15 GAGTGATCTTGATCCTCCAGAACC 62.548 GTGTCAGTGAGCTTCTACAATGGG 62.291 160

HM_0282 contig27356 AAT 3 12 AAGATTGAagTGGGaGGAGGAgAT 62.753 ACACACAAACaGACAGATGCATGA 62.866 137

HM_0283 contig01824 CAT 3 12 GAGgCGAAGAATTTGAACTAACCA 62.826 GGGAAATTTGAAAAGTGATAATGGG 62.798 152

HM_0284 contig00479 TTA 3 12 CAAAAGAGAGACCAGATGTGTGGA 62.798 CACGAcCTTAAAAACACATACtTTCG 62.123 95

HM_0285 contig23480 CCA 3 18 AATTCTTGACCAACGTACTTCCGA 63.129 AAGaAGAACCCATTTGTGATGGTG 63.425 150
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HM_0286 contig28555 ACC 3 15 AAATGGCCCAAGACtcAAGAAATC 63.79 GTTTGGAgGGTCatCAAtttcATC 62.889 157

HM_0287 contig08081 AAG 3 24 GCGAGAACGATAAACAACagCAAT 63.677 TCTTCTATCACAGTCACCACAGGC 62.829 124

HM_0288 contig07085 TCA 3 18 TCTACTTCCACGTGAATCCCTCTC 63 TATGGACGCAAAGGATGaAGAAAT 63.021 91

HM_0289 contig30195 TCT 3 12 TCCGATATCAGGATGAACTTGCTT 63.223 AGAGAAGAAGCTGctGAAGGACG 63.669 124

HM_0290 contig35693 CGC 3 12 CTGCTTCGTGGTCGAACAATC 63.049 tTaCCACTACCGTTACAAGGACCG 63.337 126

HM_0291 contig09334 CGG 3 12 CTGCCGATTTCATATTCACATTCA 63.15 ATCCCCGGTAACTCAACAAGGTT 63.999 130

HM_0292 contig35006 CTT 3 15 ACTGGTGAAGGTtCAACAAGGAAG 62.906 TCACCACCTCAACCTCATCAATTA 62.803 126

HM_0293 contig34919 ACC 3 15 CTCAGTACTGCGTCCTCTTCAGG 62.704 GGCGATTTAtTGCTCGAGGTC 63.139 119

HM_0294 contig02256 ACC 3 12 CACAGACCAGATCAACTTCCTCCT 63.106 GTGAATGTTGTGAAACTGAGGGTg 62.933 112

HM_0295 contig24825 CTT 3 15 GAACAGGTtGTGGAAGACTGAAGG 63.437 AAATGCAACGAAAGAGTTCTGGAC 62.936 160

HM_0296 contig06305 GAT 3 12 CCCACGCTTGTAAAATTCTCACTC 63.239 GTCGTGCCCATCTCATAGAAACTT 62.827 106

HM_0297 contig34882 GAA 3 12 AGAGATCTTGAAGCTTCGGCAGTA 62.936 CATAAGTACCCATCCTCTCTGCCT 61.985 158

HM_0298 contig23688 GGC 3 12 GCTGCGTAGCCAATGAAGAAGA 63.934 GTCGGCTACTACAGCGACCG 63.188 110

HM_0299 contig28497 AAG 3 12 aGAGTGAAgAAGCAAtGATGGaGG 63.115 ATaAGTTAGGGTgAAGGCCGAGAC 63.008 127

HM_0300 contig13585 CTG 3 12 ACTGACCCCATCAAAAGaCACAAT 63.014 TCGACAGAGCCATAGTTTGGTACA 63.061 81

HM_0301 contig21047 CCA 3 12 CAGGCCTTAAAGTACCCACAAATG 62.929 GGTTTCCaAGAAGGGTTTGGTAGT 62.791 94

HM_0302 contig01701 TAC 3 12 ACAACTCCGAGGATAACAAAAaCG 62.631 CGTTGATAAACTTTGAGAGAGGGG 62.397 81

HM_0303 contig20779 AGA 3 12 GTGAAAAaGCCTATTCGTCAATGG 63.03 tttgacagaaagcccctagctg 62.918 144

HM_0304 contig21404 GTG 3 21 GAGTGTTGAAGCAGAGGATTTTACG 62.549 CTTGTCTTCCTCTTCATCCTCAGC 62.898 140

HM_0305 contig35383 CGC 3 15 CGAACCTCTATCAGCTTCTCCTCA 63.325 CTTGAATGTGCATTCTGGACTTTG 63.048 159

HM_0306 contig20346 CCT 3 12 AACCATATAAGTCACcACCCCCTT 62.888 CTGTCCTAGTTGTGGAgGCAAGAT 63.023 136

HM_0307 contig38360 GCA 3 15 CATCATCTCAgTTTGGTCAAGCAc 63.164 AcTGAATCTCTCTTgGagGCAcC 63.217 156

HM_0308 contig24597 ATC 3 12 TCcATGAGATTCAGTGAGaTCAGC 62.914 AAACCGTCCAATCAGaACATTCAt 62.913 107

HM_0309 contig28827 AGA 3 12 TTGCAGTTGGAACTGATCAGAGAG 63.04 CAGGTgATGGAGATGGGGATATAG 62.873 160

HM_0310 contig26378 TCA 3 21 GGGAGGGTACGATTGTCTTCTGTA 62.698 CTGAACATTCAACAAATCCACCAG 62.814 137

HM_0311 contig22710 GAA 3 12 ATTCTGAAATGCTGCTGGAAAGAT 62.523 ACCCGACTTGACCGCTTTATTTA 63.028 114

HM_0312 contig41541 CAT 3 15 aCCAAACAGgTCCTCTATTgtCcA 63.111 CGATGATCTGGGATTGAGATTAGG 63.086 148

HM_0313 contig34379 GAG 3 15 ACATCATCCTGAGTGACAATCCTG 62.57 GCTTTGCTGAAATGTGGAAAGATT 62.841 140

HM_0314 contig51115 AAG 3 12 GCCATGACAACTCATCTAGCTCAA 62.847 CaAAGCCCaTCTCATCTCAATTCT 62.9 108

HM_0315 contig00229 CGC 3 12 CCTTGTTCGTCGTCTCTTCGTATT 62.933 GTCGTCGAGTGCTTGAGAGTTGT 63.185 127

HM_0316 contig05726 CCG 3 12 AGACGATAACAAGTTTGACCCTCG 62.822 ACAAtgtcgatgTCAATGTCCTGT 62.832 150

HM_0317 contig15151 TGA 3 12 AGGTGCAaCTAAACTTGGATCTGG 62.822 GGTCaAgcaaaTACaAcCaTCCTC 63.026 156

HM_0318 contig50879 GGT 3 21 GAGAGTGAAGTGAGCGGAGATGAT 63.351 AAACTCTCCTACACTCCCACCACC 63.93 159

HM_0319 contig31936 CAG 3 12 CTTCTCAGCTCATGGCCTACTCtC 63.027 GCCaAACTTATgGACATCtTCACC 63.026 134

HM_0320 contig03965 GGT 3 12 TTTGAAGaGGGTGACGAAAGAAAG 63.003 CCATaCACATTCATaGAAACGCCA 63.059 110

HM_0321 contig32975 AGA 3 12 GAGAAGGACGAGAATGAGGAACAA 63.102 GTGGTCAGAGAGCTTCaAACAACA 62.947 144

HM_0322 contig34454 CGC 3 12 TTTCTAGGTGGTGCTTCATTCTCC 62.91 CACCGACTACAATAGAGAACGGCT 62.946 130

HM_0323 contig21140 GAT 3 15 TGAGGAaGAGGACAGTGATGATGA 63.352 TAcCGGatTTaAAAGGCaAAATGA 62.737 130

HM_0324 contig35697 GGT 3 12 GTTTGGAGGCGCTTTTtATTtGTT 63.597 TACAGCCACAAGAAGACCAAAGTG 62.737 116

HM_0325 contig06064 TTC 3 12 TCTATATTGATCCTTCGCGCTTGT 63.249 GcAGTCCAAACAAGGACTAACCAC 63.25 123

HM_0326 contig01474 TGA 3 12 ATaGAagAgTTGgAATcGgCcATc 63.798 CGGATCAAATGTACCCTTCTTCAC 63.009 85

HM_0327 contig16530 TCC 3 24 gTAAATCCATCCCATTTACCCCAT 62.974 AGCAAAGGaAAATGAACTGACCAA 63.227 113

HM_0328 contig05274 GAA 3 12 CCGGAAGACCGAGATAGAAATCTT 63.078 GGGAATTTTATCAGCATCAACCAA 63.213 121

HM_0329 contig27587 ACC 3 12 TGATTCGTGGAGGTAGAAATCACA 62.921 gaGGTATCTGCTATGGGTGTTTGG 63.022 113

HM_0330 contig04286 GAG 3 12 GGTTTTGAGGTACCGGAGATTTTC 63.184 AACCATTTCCTCATTCTCTcCCaT 63.27 135

HM_0331 contig13026 TCA 3 15 CTTCAACCTCAaCACCATCATCAA 63.357 GGGAAgGGGTAGCATTaAGaAGaA 62.888 83

HM_0332 contig24884 TGA 3 15 CTTGACGTCGTGGCTGTCCT 63.784 TTTCTACAAAGAGGAAGACGAAGGC 63.305 154

HM_0333 contig00983 GCA 3 12 CAAAGTTTGGGATGATCATTGGAT 63.198 ATCCCAAAGCCTTAATAGCTCCTG 63.004 113

HM_0334 contig12499 CCA 3 12 TGTGAGAGGGGTCCTTGACTTTAG 62.993 GTGGAGATGTGTGGATCAATGAGA 63.482 156

HM_0335 contig19123 TTG 3 12 TGGTTCGATTTTCAATTCTTCGAT 63.009 GCCGGAAGAAGAAACTGTAGTCAA 63.031 130

HM_0336 contig15756 TGA 3 15 aaaGgTAaTGCTAATGCCACCTCA 63.043 CCTACTACTAcCACACCACCACCC 62.919 140

HM_0337 contig08406 TCA 3 12 CTAGAGCATCCTTGGCAAGATCA 62.922 TTATTGGGAAAGGAGGAGCTGTAA 62.315 156

HM_0338 contig01757 TTC 3 21 GCTGTTCTTTTGGTCTTCTTGCTC 62.838 GGGAGGACAtTTTTGTTTCAGAGA 62.784 122

HM_0339 contig38799 GGT 3 15 TAATGAGGGAGGAAGAGAATGCTG 62.996 ACAGAGAAAGCAACAGCAAATTCC 63.048 148

HM_0340 contig20738 GAA 3 15 GAAGTCGTGGAGGACAGACAGACT 63.355 GTTCGGTGACAATACATTGGGATT 63.125 155

HM_0341 contig17067 CCG 3 12 ATTCGTCTTCCAGATCTGCTTCTC 62.382 CGGAGATTAGGGTTCTCGAAGTTT 63.086 90

HM_0342 contig04023 CGA 3 12 ACTCCACAACCACCCTCATCATAC 63.449 GCTCATcGtcCTCgTCTACATCtT 63.146 153

HM_0343 contig07568 CCA 3 24 TTTGGAACTTCATAGCTCCACCTC 62.91 CTCGTTTGGCTTTGaAAAATATGC 63.05 136

HM_0344 contig30018 GAA 3 18 AGAAAAGAGGAaGGCCACAAAAAC 63.098 GCCTGATTTTTCgCATCTTTGTTA 63.538 160

HM_0345 contig21191 GAG 3 18 CACACCAGCAGCTTTAtCATCATC 63.069 ATCATTAAGGGCTCCAATCCTCTC 62.977 102

HM_0346 contig07242 TCT 3 12 CGGTCGTAGAAGTCATCTTCATCA 62.712 AGACCCTGAATGAAAGCATACGAG 62.923 127

HM_0347 contig21399 GAT 3 12 CCcAtAAACACGAAGATTCTGGAG 63.104 TCATAGTCtTgGGGTTTTCGaAATTA 63.009 116

HM_0348 contig31707 TTC 3 12 AATtCCAATCTCATCGAGAACCTG 62.786 AGGCAGAATGAGAAGATGGAAATG 62.9 129

HM_0349 contig21996 CTA 3 18 GGgAGCCACTAAGAAGGAACAAAT 62.995 CATAACTTGATTTCAAATTGCCCA 62.132 139

HM_0350 contig04833 AAC 3 24 TAGAATCACCACCACACGAAACAT 62.726 AAGCTCTGTAACTCGTCGTTGGTC 63.163 129

HM_0351 contig05840 TTC 3 15 GATACCTCTTCTTCGGCATCTCC 62.572 ACTCCACTTTTCTCACAAACCCAG 62.906 141

HM_0352 contig33275 CCA 3 15 TGGAACCTCTACCAGTTTcTCCAC 62.895 CCTCTCTTCCCTCATGCTTATGAA 62.996 133

HM_0353 contig17909 AGA 3 15 CGTCCAATGgAGGAAAAaGTAAAg 62.22 GCAGAGCAAAGTATGAGTACAAATTTTC 61.827 157

HM_0354 contig20941 TCA 3 12 AAAaCATtcgATAcccAGAGAGCA 63.231 GCAGTTGaATaAATCGcCTTTAcG 63.062 108

HM_0355 contig23970 TTC 3 15 AAGGaCGGAGACtGAGtAAgagCA 62.922 ACATAGCAAGGAGAAGAATGCAGC 63.162 94

HM_0356 contig26435 TTC 3 12 GAATTCTAtGGTGCTCCGAgAAAG 62.509 GcATCTCCTACCatGAtctcCCta 62.789 157

HM_0357 contig27464 CCA 3 12 AGAGTAgCaCAGCATGTGACTTGG 62.975 AATGACACTGTTGATTTCGAGCCT 63.356 149

HM_0358 contig10431 GAA 3 12 CATTGAGGAAGTCCTCCAAAGCTA 63.006 ATCAAGATTGGTTGCACTTGACTG 62.622 85

HM_0359 contig28952 GTG 3 15 TGAGAACCACCCTATCCTCTCAAG 62.984 TATGGGTCTGCAACTCCACCTAAT 63.022 115

HM_0360 contig20682 TGA 3 12 TGGATTGTATTGGAAATGTTGGTG 62.818 TGCTTGGTCCTTctCTTCagAACT 62.909 119

HM_0361 contig04127 CGG 3 15 GAGATCcACGgtGgTTgAAAAA 63.336 CGCTCGATGAGACCTTAACAACAT 63.769 98

HM_0362 contig36846 CGG 3 12 TTGTCTTTCCAAAGCCTTGATCTC 63.009 TGATCGTGAATGGGCTCTGTaTaA 62.834 128

HM_0363 contig35724 CGG 3 12 GTCACGGGTGTTCCTAAATGGTTA 63.227 GCGTCAGTGATGGTTGTAAAGTTG 62.972 137

HM_0364 contig13570 TTC 3 12 ATTTCCCTCTTATTCTCCGTTGGT 62.397 AGGAGGATGAAGAACTGGTGTCTG 63.106 103

HM_0365 contig11964 AAT 3 15 GCCACcTGAAAAACcaGTACAAAC 63.044 GAGAGGATGTTGAATTGGAATTGG 62.987 124

HM_0366 contig30120 TCT 3 21 AACATCCAAGCTTTCTCCTTCTGA 62.698 TCAGGAACTAAAGATGAGGATAAAATGC 63.021 101

HM_0367 contig51422 GAA 3 15 GTTCCCCTTTTTGTTTCTCATCCT 62.876 GTTTGTTTCCTCCTTCTcCTCCTC 62.863 119

HM_0368 contig11816 CTC 3 12 TTCTTCTTTTTCCCTTCGTCTGTG 63.003 GagTGAGGAGGATaAtAGGAgGcg 63.589 158

HM_0369 contig07699 AGA 3 21 TtACGTTAATCGTCTGGCTCACCT 63.251 TCTTCGGTCGCCTCTATAATCAAC 62.828 139

HM_0370 contig33916 GAG 3 15 ATGTTGAGGGTGATGAATTTTGCT 63.026 TaAgGGAACTCATCCTCCTTCTCC 63.156 110

HM_0371 contig22713 TTC 3 12 TCCAATGGTTTCGACAATGATACA 63.462 CTCTGATTAAAGCAGCGGTCACTC 63.671 136

HM_0372 contig34373 TGA 3 12 AGTAAAATCGTGTGACTCGTCGGT 63.263 CCATGGTTCACAAACATCTTCAGT 62.382 147

HM_0373 contig34122 AAG 3 15 AAAAAGAAGTTGAGGGGAAGGTTG 62.977 AGATGGGAAgAGTTCAACAACAGG 62.895 154

HM_0374 contig34789 CCG 3 12 AGCAACACATCtCTTCTTGCAGTC 62.2 GTGTGTAAAGAAAAGGGTCCgTGT 62.624 147

HM_0375 contig11255 AAT 3 12 TGTTGACCAAAaCTCTCCCAAATAA 62.918 GAGATTGATGTGGTTCACCGtTTT 63.444 118

HM_0376 contig01666 TAG 3 15 GAGAGATCTCGTACTGgaTGGGAA 62.99 CgGGGcATCTGAAGAAGTTAGATA 62.813 125

HM_0377 contig01797 CAC 3 12 GTCTATGACTACTGCACCGACACG 63.199 TTCTCTTTAGGTCCGTGGATGTGT 63.225 105

HM_0378 contig01598 TCT 3 12 TCACCGTTTCTTTCTTCTTCTCGT 62.71 CAACAGTGACAtACCCAAAAGGAA 62.295 123

HM_0379 contig15377 TCG 3 12 ATATAAGTGGACCAGCACAGGCA 62.95 GGGcTTTGATATGATGTGTGGTTT 63.236 152

HM_0380 contig03647 CAC 3 15 CTGTATCCTCCAGAAGCCCCATA 63.616 GATCATCATATGGTGGaGGGAAAA 63.19 157
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HM_0381 contig26753 TGA 3 15 GAGaGAAaTGGgTATgTGgATATGG 61.895 TTGGGAAATGTAGGGAAgATTTGA 62.884 140

HM_0382 contig38122 AGA 3 12 GGGgTTCACAAAATTCATGTAGGT 62.298 cattctcttccatacttgcccact 62.811 153

HM_0383 contig19569 GAG 3 12 AATAAAGAGGAATCGGTGGgAGAG 62.971 ATATACAgGcCTTgCaCCatgaAT 62.843 80

HM_0384 contig33948 TCG 3 12 CATTATCGAGTGTGCAGTCCAATC 62.951 GCAGTGAGCTGGATGATGATATTG 63.059 159

HM_0385 contig17800 CCA 3 12 ACACCGACAACCACACTAACAAtG 63.181 GTTCGGTTTCCATATCAGGAgTTG 63.009 129

HM_0386 contig07558 TTG 3 15 TCTCTAACTTCACACCCTTTTCGC 63.031 CTCCCTCAAAAATAGCCACAACAC 63.129 141

HM_0387 contig32955 GGA 3 15 GTGGAGGAATAGGTAATTGGAGGG 63.065 CGATCACTGCTCATCAAACCAATA 63.372 157

HM_0388 contig13632 GAT 3 15 TAGTGTGTTGAGCTGAcTGTGGTG 62.637 AcCTCCACCTCCTTCACTTTCATA 62.368 119

HM_0389 contig37069 GAA 3 12 CTTCGTATGaaacaATCAccACCA 63.15 TCCgggATATTCtcctttCTCAAT 63.259 101

HM_0390 contig47251 GTG 3 15 TAATTGGTGTCGGTTGTCCAAAAT 63.529 GGTCATGGTGTTAACCAAATACAGC 62.756 136

HM_0391 contig51908 TGT 3 30 TGCTGTAATTGTTGTTGGGgTTTT 63.641 CTCTCACTCCACATCAATCGACAT 62.694 159

HM_0392 contig16272 GTG 3 24 GAGGAGGCCCTAATCATCATCTTT 62.977 aAAAACAACCACAACCACCACAtT 63.554 152

HM_0393 contig24287 AAT 3 12 GAATTTCATTtCATGGGTCAGAAAA 62.41 GGtCGGACCATGATAAGCATAATAA 62.263 157

HM_0394 contig17947 AAC 3 12 CATtATGGTTCACcTCTAgACGCA 62.528 ATTTCtCTGGAGACGTTTGGGATT 63.386 105

HM_0395 contig10376 CTT 3 12 TTTGATGCAGTGCTTTTCACATTT 62.972 TATATCTTTTCTCAAGGGCAACGC 62.748 142

HM_0396 contig06953 TGG 3 12 AACTCCGGTGGATACATTCCTTTT 63.09 TCATGGCTTAGTGAATcACCTTCA 63.038 159

HM_0397 contig43179 TGG 3 12 AAaaGgTGGTGGcACTTGtATTGT 62.946 GTCGTACTcCTCCAACaGCTTCTC 62.823 95

HM_0398 contig04798 GAG 3 12 CTAGTATTGGGTTTGGGTGATGGA 63.202 CTTCTACCTAATTCAGACGCCCTG 62.521 144

HM_0399 contig27680 GCG 3 12 ATTCAGTAtCGCGTCTTCTTCAGG 63.035 AGGGGAGGAGCaAGAATGTaAAAC 62.995 94

HM_0400 contig06816 AAG 3 12 tCCCATCTACCTTCAAATTtcTcTCA 63.378 TTTGGCTTCAATCATAtTGCCTTT 62.935 157

HM_0401 contig26753 AAC 3 12 GGTTGAAAATGAGGGTTTTGACAG 63.006 CAGAGATGAAAGCCTTGTAAGGGA 63.006 133

HM_0402 contig28667 TGA 3 12 CATTAGCAATCTTGTTCCGGTTGT 63.444 CTGTGTCTAACaAAAGAATGGCTCAA 62.859 156

HM_0403 contig29762 CAG 3 12 CCCAATTGTGAAGTACTGGAAACC 62.907 GACACGGGCTTCTTATGTCAAAAC 63.146 87

HM_0404 contig33988 TGT 3 24 CTTCAAAAGCTGCTGCTGATACAT 62.054 TTCTCAGAGACAAATGCATGGAAG 62.817 145

HM_0405 contig37888 TGA 3 15 TTACCACCTCGTGTCTCTCTGTTG 62.824 GtTTGTTTGGTGAATGAAATGTCG 62.629 130

HM_0406 contig13877 CAC 3 12 CTTCACCGACAGAATCCTCAAAg 62.351 TGGTGGTGGGGAACTAGGATAGTA 62.894 110

HM_0407 contig04351 GGT 3 21 GCAACCACTGCAAATTCTCTTCTT 63.048 GGAAGACAACAAGGACACCAAGTC 63.34 139

HM_0408 contig35800 TCT 3 12 AGGGTCTAGCTTCATCTCCTCCTC 62.667 TGGACAAcCACAATTACTATGGGA 62.499 110

HM_0409 contig18556 ACC 3 12 AGAGCCATCAGATTTCGAGCATTA 63.444 TGAAGTGTTGAAGATGGTTGTGGT 62.933 154

HM_0410 contig20689 TCG 3 12 AGCTTCACCTTTTTCTCTTTCCGT 62.911 TAACAATTCTAATCGCCGATCCAC 63.332 123

HM_0411 contig11149 GAT 3 15 TTACAATACTGCCCCTCAAAAGTTG 62.557 TTTGCACAGATGAAGTACCATTGA 61.762 160

HM_0412 contig17818 TCA 3 12 GAGCAAGAGAGGAAAGTGATGAGC 63.031 AATCATCATGACATCCAAgTCCAA 62.687 156

HM_0413 contig49610 TGG 3 15 AGATGGTTGTTGATCAGCTGGc 63.726 TCGGGTTCAATACCAAATGGATAC 63.009 160

HM_0414 contig16706 CCG 3 12 GCTTTTAAGTGATTCTGGTGCTGG 63.348 TTGGAAGGGCAAAAACTCTGATAA 63.109 141

HM_0415 contig39658 CCT 3 12 CGACTCTTCTCCGACTTTCTTCAC 62.909 CTAAGCTTTTCTCTGCTTTCGTCG 62.954 152

HM_0416 contig08886 TTC 3 12 CCcAAGTCCTCAAGTCCTCTCATA 62.984 AGACCCAAATCAGATCAGTGCTTC 63.017 129

HM_0417 contig29078 CGG 3 12 TGCGGTGGAGAAGGATTATAGTTG 63.529 GCCCCTGAAACCCTAGATAGAGAG 62.78 152

HM_0418 contig35683 GAT 3 12 GTCGGAACTCTCTGTCGAGTTTGT 63.249 gagccagcagtgaaaAGAGaGTGT 63.48 155

HM_0419 contig34855 CAT 3 12 GATGAaGTCTCCATACCCcTTCCT 62.964 TTGAGATTTGACTTCTGAGGACGA 62.473 128

HM_0420 contig13982 CAC 3 15 GAGCAAAAATGGAGGAAGATGATG 63.211 GTTATCACAAAGGCTgAGGGGAC 63.219 157

HM_0421 contig20226 TCT 3 12 AGGCAAGACCATCATAAGAGCATC 62.929 TATGAAACCGTTGAAAACCCAACT 62.823 114

HM_0422 contig16518 GAC 3 18 CGACGAACACCTCTGAACTTTTTC 63.444 GAGGCACGTCACTGAGATCAACTA 62.951 156

HM_0423 contig18164 GGT 3 12 CTAGCCGATGCATTTGTGTCATTa 63.283 ATTACATGGCCGCTAGGGTTTATT 62.937 157

HM_0424 contig15223 AAG 3 12 AGAAAGCTCCGGCAGAGAAGAAG 64.639 gGACCTGTTTCAGCACCTTGAATA 63.648 147

HM_0425 contig16701 TGG 3 12 TTTGCTTTTCCACTGAAAGATTgA 62.212 GACCATAAACAAGACgGTTCATCC 62.913 149

HM_0426 contig33805 GTG 3 18 GTgaCACTGAaGAAGAGGTGGTGA 62.921 CATCTATTCCcGGcCTATATCCAT 63.275 158

HM_0427 contig05381 TGA 3 12 GATTTTGCGAGAGGTGTGATTTTC 63.236 CCAACaAAAAGCACTTTTGGAATC 63.027 141

HM_0428 contig18920 AGC 3 12 TGAATTGGGATACCTTCTTGTCGT 63.009 aCTCCCAGTCTGGACATTCTCTGT 62.672 143

HM_0429 contig29398 GTG 3 12 AGTGATATCTCCTTGCCATTGAGC 62.929 CGAAACCCTAATATTGCCAATCAA 63.118 138

HM_0430 contig03446 ATG 3 15 GAACCTAGGAGGTGCCAAAGCTAC 63.616 TCTTCATCCTCTTCGTCACTCTCA 62.677 135

HM_0431 contig35696 GCG 3 12 CcTCTTAAATTGATCATCATCGGC 63.012 GACgGTGTCCtTTCTTTCaACTGT 62.922 157

HM_0432 contig19051 CAC 3 12 GGTACAACTGACCCCAACTCAATC 63.014 AGGATTGTGGCCAAGGATGTT 62.884 143

HM_0433 contig33426 CCT 3 12 GcTtCATTGTGTCCCTcTTCAGAT 63.017 CTGGTAAAGGAGTTGGAAGAGCAG 62.708 140

HM_0434 contig13040 CCA 3 15 CAGCATCAGTtCtcATCCTCTTCA 63.03 GCACAATCCCAAAAGAGACAAGAT 62.813 153

HM_0435 contig05414 GCC 3 12 TCCTTGAGAGTGTCCTGAAACCA 63.343 CaGTTGAATCGGAGAGATTGTTGA 62.698 148

HM_0436 contig46159 TTC 3 15 TTAACTTTGCTACCAGTTGAGCcA 62.256 AAATTCGTTCGGCAATCTTATTCA 62.935 92

HM_0437 contig09899 GAG 3 12 AGGGAGCCTATTCTCACAAAACAA 62.411 GTGATACTTCACTGGGCTGTTCCT 62.925 115

HM_0438 contig00140 TCT 3 18 CTCTTAGCCACTCTGATTCCTCCA 63.212 CCTTTTTCTCTGTCCAAAAACGTG 63.218 160

HM_0439 contig41660 AAT 3 12 AAAaTTAAACCCtaacGATGTGGC 61.515 TTCCtcTgtTGTCTATAAGCATGtcC 61.958 80

HM_0440 contig18738 TGG 3 15 TAGTCCTTGTTGTCCTTGAATGGG 63.519 AGATCTCACATGTTCCCCTCACTC 62.994 106

HM_0441 contig07761 TTC 3 15 GTGTATCCGGACTTTGTTTGTTCC 62.923 TTCCTCAGGCAAAAGAGAAAAGAA 62.701 135

HM_0442 contig02163 CCT 3 18 ctACATCGGTAGtcGTccacACAA 63.389 GAATGATTGGGATGTTGATGATGA 63.008 140

HM_0443 contig31912 TCA 3 12 GAACATTGCAAGCTGAGATCAGTG 63.401 TGTCTGGTTCTGGCTAGAGAAAGG 63.22 148

HM_0444 contig37827 CGG 3 12 CTGTGcaGATGATGAATTTGAAGG 63.038 ATACTGCTAATAGGCgTGGAATGC 62.681 159

HM_0445 contig38172 GAT 3 12 TATGGACTGAAGACGACcTGTCTG 62.812 ATGAAGCTCAAGTTCAACCCTcTG 63.124 124

HM_0446 contig42401 TGA 3 12 ACCAAaTGCATTGTTGCTGATG 63.074 cCtccTTTTctccTTTCTCTTTcCT 62.762 149

HM_0447 contig07631 TCA 3 12 CCATGGCTTTCGTAATCTAGCCTT 63.789 CCCTGATGATGATTCAGAGGCA 64.619 121

HM_0448 contig18684 GAA 3 12 GCCACAGTATACCCAATCGAGTTC 63.039 gTTCTGCTTCAAACAAGGAATTGG 63.227 156

HM_0449 contig18604 CGT 3 21 GTATCGTCCATAGCGTCATCGTC 62.956 CAATCCACTGCCACTACAAGCTC 63.28 135

HM_0450 contig00018 CAC 3 12 cAtAGCTGaCACCTTCCCTGATCT 63.014 AAAACCCATATCGAGCTTTGtGTC 62.634 124

HM_0451 contig34655 TGA 3 12 TCtACcACACCCCCACTACTCATT 63.01 CATCTCTCtTCGTTCAAGCCAAAT 63.022 150

HM_0452 contig23754 GTG 3 15 TACCAAAGGGAGACCAAGAAACAA 63.1 TGCTACTGAAGCTATGCAATCCAA 63.184 116

HM_0453 contig25097 TGG 3 12 CGGACTTctGTCGGTGGAGTT 63.82 GTTTGGTCCTCCTCTGATTTCTCC 63.588 124

HM_0454 contig12396 ATC 3 12 CTAGATCCATGGGATTCCATTCTG 62.974 AGATGCTATGTTCGACAAAGAGGG 62.923 119

HM_0455 contig13107 ACC 3 12 CctCcTttgtCccagacTtactca 62.993 GCTCAGAGACGGGAACAGAAATAA 63.022 134

HM_0456 contig32464 CGA 3 15 GCCAGTCGAAACTCTTCTTATCCA 63.022 cGTCTTGaTCTTTATAGTCGCGGT 62.851 121

HM_0457 contig03504 CCT 3 12 CCTTATGGATATGGCGCAAGTAGT 62.559 AGGATGATAATACCCTcCATTGGC 63.382 147

HM_0458 contig28498 CAC 3 12 ACAaGACCACTGCCAGTAGAAaGC 63.163 CTCaGAAGCCCTAcaCATGGTCtT 63.023 85

HM_0459 contig10536 CTT 3 15 GGCAAAGGGTagAGGAGCGTAG 63.537 AAGAAACTGGTGGagGTTTGAGTG 62.906 129

HM_0460 contig20552 CCT 3 15 CTCACCTCCTCCTATCCTTCATCA 62.974 TTGGAAAGAGAATTGAAGAATCGAA 62.41 152

HM_0461 contig19725 ATC 3 12 TCTATAGCCGAACACATCAATCCC 63.432 AGATAAACCCTTGCCGGTTTCTAA 63.194 154

HM_0462 contig51144 TCA 3 12 CATCGAATACGTGTTTCCTCACAA 63.265 CAGGGCACTGGAAAGAAGAATAAA 62.811 154

HM_0463 contig10126 GGT 3 12 CGTAAGTCGTATCCCTGTGTTTCC 63.031 ACTCCACACATTTTCCTTTCCCTT 63.285 158

HM_0464 contig10960 ATC 3 12 GAATACCATTATACAACTCCCACTCCA 62.462 TCAATCAAGATGGTTGATGGTGAC 63.248 99

HM_0465 contig14837 TAA 3 12 AGCTCAAATTCAACCCAACAGAAA 63.227 GCCCGTTTAAcAAAAGtAgGTCAA 62.558 95

HM_0466 contig33067 CAT 3 12 TTCCCTTTATCAAGCCATAAGCAA 63.026 AGCATGGAAATTTTACGTcCTCAA 63.03 104

HM_0467 contig01214 GAG 3 12 CATCGTCAATTTCGAGCTTTTTCT 62.935 CAAGaGCaGGTCCattTCTTCTTC 62.698 123

HM_0468 contig10744 GTT 3 12 CATTGGTGATGGAGAGATCGAAG 63.111 AAACACAAACAATGGACTCAGCAA 62.958 135

HM_0469 contig03555 GCG 3 12 ATGGACCGAGGAGAGTTGAAGG 63.967 GAAGaGAGGCCGTCCATTCG 64.389 95

HM_0470 contig51421 GAA 3 15 GTTCCCCTTTTTGTTTCTCATCCT 62.876 GTTTGTTTCCTCCTTCTcCTCCTC 62.863 119

HM_0471 contig29456 ATC 3 15 CTTCTTCGATCTTGAAACGCTGAC 63.66 gATCAACGATCCACTTTCACTCCT 62.901 101

HM_0472 contig05898 TGG 3 15 CACTGGATTAAATGCTTTTGGGAG 63.014 AAACGAGAAGCCTCTTGATCTcCt 63.096 159

HM_0473 contig27832 TTC 3 12 AACTTGAAGGGACTCCAGCTCTTT 62.996 AACGACGCAaAGATCTACCTCAAG 63.044 158

HM_0474 contig07376 AGG 3 12 GATAAGCGGGAGCTTCGTATGTT 62.842 CTAAAGGATATGCACCACCTCCAC 63.022 159

HM_0475 contig31109 GAG 3 12 TGTACTCATTGGGGACTGTGATTG 63.251 CTAACTTCTGCGTAATCGACAGCa 62.883 120
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HM_0476 contig33866 GGT 3 15 ACTTATTTTCGAGATGCTTGGGTG 62.729 CTCTACATCGcCTCAACCACTAGc 63.573 160

HM_0477 contig32752 ACC 3 18 AAATAACCTACCCATGTTGTCCCC 63.184 TTTGGGGGTGAGTGATTGTGTATT 63.636 119

HM_0478 contig00101 GCG 3 12 AGACATGTTCCGATGAATGAGGAT 63.111 ATTCTCACAAACAATAGCCGAACC 62.634 81

HM_0479 contig07368 ACT 3 18 cTCGTTCaCTTCTTTCgATTCCTC 62.698 TTCaATAAGATACTCCTCCGTGGC 62.718 145

HM_0480 contig02878 GGA 3 18 ACGCAGCTTTGAGAATTTCCATTA 63.245 TGGTAAcCATgGAGTGACtTTGaA 62.814 117

HM_0481 contig33485 TCA 3 12 GTGAGCCAACTACTCTCAGGCATT 63.154 TCAAATACAGAAAGCTCgaAAGGC 63.043 137

HM_0482 contig02041 GGC 3 15 TCATCTCCAGAAATACCGGCTTTA 63.113 CTACCCGGATGCAGAAAATGG 63.767 156

HM_0483 contig45108 TTC 3 15 ATAGCCCTTcAAATCCACTGTCAC 62.713 CCACTAcTCTCTCGCagAATTTCA 62.088 138

HM_0484 contig07995 GTT 3 15 CCACTAGATCCAACAATTTGGGG 63.709 AACAATATGCGTATTATCAGGCCG 63.158 145

HM_0485 contig12330 GGT 3 30 ACCACAGTGACAACAACGAGTGAT 63.074 CGACGAATACTATCCTCCACAACA 62.411 136

HM_0486 contig20674 CAT 3 15 CAAGgCACCATCACAACAaCTAAA 63.273 ACACTACAAcCGTTTTGATTGGGT 62.835 91

HM_0487 contig31092 TTG 3 24 TGAAGAAACACTTGCTTGATCACC 62.726 TCCAGAAAGaAGATGATgAAAGGC 63 129

HM_0488 contig45798 GAG 3 12 ACCAAAGAgCGAGAGTGAAAGATG 63.238 TGGTTACCTATGGCCATGTCTCtT 63.022 81

HM_0489 contig13936 TGG 3 18 TATGATATCCCAGTTATCGGTGGC 63.121 CACCATCCCCTATTTACAATTCCC 63.558 148

HM_0490 contig36051 CAC 3 12 ACGAACGTAGCTCCCTTCTtCTTC 63.416 ACCTTcATTTCaTAccCAGTGTGC 63.456 153

HM_0491 contig11934 GCA 3 15 ATCCACAACCAAGCTGAATCAAAT 63.026 GTGGTGAGAAATTTGGTGAGGACT 62.795 156

HM_0492 contig13011 TCA 3 12 TTTtCATCCCATTCCTcACAcAC 63.232 ATGCAcAGTgGaAAACGATGaGTA 62.962 99

HM_0493 contig41206 GTA 3 12 AaCCCAGATCAATTTCCAATtCCt 63.069 GGAGaGCAAATcTCAgTCCAtTTC 62.586 103

HM_0494 contig31516 GAA 3 21 GAAGGGCTCCAAAGTATTTCGATT 62.903 TCaAAAAtCCCCTTATTTGCTTCA 62.908 153

HM_0495 contig27368 CCT 3 12 CATCCTCTCAGCAGCCTTAAAAaG 62.728 TTCATGATTTGAACGCTGAGAAAT 62.108 107

HM_0496 contig44380 ATC 3 15 tcTGATAcTcAaTaaCTCCAAGGAAGG 62.163 TGATGATCAAgaagGTTCAACCAA 62.907 124

HM_0497 contig33973 TCT 3 12 AGCTTCAACTTcAACCCCTATTCC 62.995 AGATAATTCGATGGTgGGAGTGAA 63 123

HM_0498 contig26074 ACT 3 15 TGAATCAATGTCATCCACTGTGTG 63.062 TCAGGAAGGAAGAAGAATTAGAAATTGA 62.815 107

HM_0499 contig28976 CCG 3 15 GTAGCCCACGAACAATAACTCGAT 62.647 GTGGTAGAGGGCAATCATCTTCAA 63.643 150

HM_0500 contig05169 ACT 3 12 CCCCTAATTATCTTCTCATTTCGCT 62.076 CATTTCCTGGGTTCTTTCTAGGGT 62.873 156

HM_0501 contig48543 GAA 3 15 GTTCCCCTTTTTGTTTCTCATCCT 62.876 GTTTGTTTCCTCCTTCTcCTCCTC 62.863 119

HM_0502 contig34462 AGT 3 18 GCATATCCAGCCATACCAACATTT 63.146 GttTTTGTGGTCGCGACTATGATT 63.462 137

HM_0503 contig01302 ACT 3 12 AATTATATCGAATCGGCGGTTCTC 63.492 ATGGCCGTTGTTGAAATCAAAGTA 63.743 116

HM_0504 contig36958 TAT 3 15 AGCTTCGATTACCACAAAAAGCAT 62.37 ATATGCCTAACGTTCCTGCTGTGT 63.171 153

HM_0505 contig50616 GAT 3 21 AGAGGAAAAGAACGGTGACATCTG 63.01 TCCTTGTCTTGCAAGGTCAACATA 63.048 121

HM_0506 contig10782 AGC 3 18 TAGTtGGTTTtCCTTGGCAGAGAG 63.015 CCGATCTATAttTTGGCAGAACCA 63.316 153

HM_0507 contig34460 GTG 3 12 CTCTGAGTAGCTGAAGGAGGTGGT 62.485 CCAATTCGAGTTTTCCACAACATT 63.324 142

HM_0508 contig35925 AGG 3 12 AGGAGATGTTTGTGCTTTGGAATC 62.813 AGAGGTGTTTCTGTTCACCCAAAG 62.906 98

HM_0509 contig05865 CCG 3 12 TAAGCCCTCCTGTGTCGAATTTTA 63.122 ATGAGAACTCCATTGGCATTGTTT 63.026 133

HM_0510 contig30622 TCG 3 12 GAGAAGTCTAGTGGTCGTCAAGGC 62.823 CTTCTTCATCACCGGACCATACAT 63.431 148

HM_0511 contig04524 GAT 3 12 GCATTGTCCCTTCTTGGTTCTGTA 63.648 TAAACTGTGAGAAGCTAATGCCCC 62.839 132

HM_0512 contig25167 ATT 3 18 TGATGAACCAATTTGGGTTtCTTT 62.8 GGTAGTACCAGCAATGGAAGCAGT 62.851 144

HM_0513 contig23711 ACC 3 15 ACAACTCTCCTTCAACAGCAGCTT 62.949 TCTTTCTTATGGGCAGGATGGTAA 63.005 158

HM_0514 contig08770 GGA 3 15 ATCTGCATCAGAGTCCCTCTCTTC 62.457 GATCTGATaAGTTCAGACCCCTCG 62.469 155

HM_0515 contig02923 ATC 3 18 GAGCTGCTAATTGCAAAAGTGAAA 61.981 GCTCaAAtTATgGAAGCTTTTAGCa 62.035 158

HM_0516 contig43669 TCG 3 12 GTTtAGTAGGGCGATGTTGAATGG 62.935 CTgGAGATCtTGAGATGaTgGaGG 63.515 158

HM_0517 contig37406 GAA 3 12 TTGAAATTGGGGGTGAGAGAGTAA 63.091 CCTTCTTCAATCTCCGATCAACAT 62.786 137

HM_0518 contig27840 ACT 3 12 AACAACTGGTCCATAATTGGGAGA 62.897 AACAAACTCTTGGTTGGTCATGGT 63.023 108

HM_0519 contig07404 CCA 3 15 TACATCAGGGTCTGGAATTCCTTC 62.672 CTTCAAATGCACAATGAAAGCAAC 62.972 112

HM_0520 contig47299 GAA 3 12 TATCACTCAGAACACCCAACTCCA 63.026 AACCTGAGAAATCAATGGTCCAAA 62.996 151

HM_0521 contig00169 CAT 3 18 CCCAAACTCACCTCCTAATGAGAC 62.368 TGTGGGTTGTTGTCATTGTAATTg 61.766 160

HM_0522 contig22964 TTG 3 18 AGGGTTGGAGGAGAAGGAAATG 62.843 TTGAGAAGCATTTCCACaAAAGAA 62.212 159

HM_0523 contig24994 TCT 3 12 TTTTtGTTtCCGTGTTTGAAGGAT 62.919 GAAATTGACATTTCAGTCGAAGGG 63.108 159

HM_0524 contig11111 GAA 3 15 GCTCGTCTTCCTAATTTCTCCGTT 63.208 TGGTCGtAGTTCTTCTTAATTTgCttTC 63.132 148

HM_0525 contig03604 GGT 3 15 ATTAACCTCAAAACATCGGTGGTG 63.227 TTCAAATTCAGCTACCCCTTCAAC 62.716 142

HM_0526 contig26254 CTC 3 15 AATGATGACAAGGAATGATTTGGC 63.327 ATATCGCAATCCAGACCTTGGAG 63.635 155

HM_0527 contig24524 AGT 3 24 CTCACAGCGTCATCCACATTACAT 63.401 ACGATTTGCTCAGAAGAATCACCT 62.613 141

HM_0528 contig17625 TCG 3 18 GCTGAGtGTTTtGATTGTTTGTGC 63.091 ACTAGCTCTGAGagGACGGGAAAT 62.999 122

HM_0529 contig14536 TCA 3 21 CCATTTCCACAATtAGGGTTTTCA 63.097 CTCCTACTATGATGGCCGGAACTA 62.716 111

HM_0530 contig52530 TGA 3 15 TCGTAGTGCTCTATCAGCTCTTGC 62.353 AATTCAATTCCCACATGGAACAAC 63.112 135

HM_0531 contig39682 GGT 3 15 CGTTCTTCGATCTACATTCTCCGT 62.923 CCGtTTTGTACAATCTGTTCGTGA 63.273 108

HM_0532 contig19848 CTC 3 12 GTATGCTGGTCGGACGACAGTT 63.623 GCTGAGAAGTTGGGTAATGCTCTC 62.727 135

HM_0533 contig20693 GAT 3 15 AATCGGAAATTAATGTCTGGGGAT 62.881 CCAATCGAAATAGACACTTTGGCT 62.729 144

HM_0534 contig34811 ATT 3 12 ATTGTTGGATTGCGAAAAATCACT 62.937 GAGATCACCTTGGAGGAGTTCTTG 62.664 117

HM_0535 contig52062 TGA 3 24 ACGTCTACATCTTCGTCTTCCTCG 63.137 CTCATCTCCAAAACCACCCAAATA 63.3 159

HM_0536 contig39032 CAG 3 18 GTTTCTCATGTCAAGACAATCCCC 63.106 GCTGCTGAGAaATAGCCTTCAAAA 63.15 128

HM_0537 contig02871 CGG 3 12 CTATTATCCACAACTGCCGGAAAG 63.027 ATCGGGTTAATGGGTTGAGAGATT 63.081 152

HM_0538 contig51280 CCA 3 12 CACCGCCAGTTTACAAGTACAAATC 62.968 TACTTGTAgGGttTCtTGGGTGGT 62.103 97

HM_0539 contig41106 GAG 3 12 TTgTTAGCTAGgaGGAGTGGGAAG 62.201 GGTTGGTTGCTTgtttGGTTATTC 62.839 160

HM_0540 contig18476 ATC 3 12 TACTCCAAGGGCTTCAGAAAGTTG 63.015 AAAATTTACAAAAAGTTCCCCCGA 62.897 96

HM_0541 contig19526 AGT 3 12 CTAGAAGTCCACTGCTTGCTCCTC 63.036 TCCACTGCTGTCAAAATAGCTGAC 62.858 125

HM_0542 contig00169 ATC 3 15 cTCCCTTGAGGACTACAACTCGTG 63.545 ATCAGGAtTAATGCCACTCCACAC 63.45 142

HM_0543 contig10593 GAA 3 12 GAGACGAGTTCGCTTGGTTGAA 63.936 GGGTTTGGGTTTTGTATGGAAACT 63.285 114

HM_0544 contig33468 CCA 3 12 CAATGTCCGGAAAAAGTATGAAGG 62.906 CTTTAGAGGGCGAGGACGTG 62.204 92

HM_0545 contig21455 ATG 3 12 CTCTCCCTTGGCTTTtCCAGTATT 63.086 CAGTAGCAACtTgAAgCCTTCTcC 62.835 149

HM_0546 contig52141 CTT 3 12 ACTTTCTtGGCTTTTGTTTTTCCC 62.91 AAATCCAAGGATGAGACACCTGAG 62.884 156

HM_0547 contig39263 CCT 3 12 TCAGACCATCTATTCCTCACCCTC 62.874 ACACTCTGTTTGGAAGGaAAAACG 62.82 136

HM_0548 contig15788 CAC 3 15 AAAAGAGCcTGCTAATGTGACACC 62.949 ATGACTGCAATGGAATGGTATGTG 63.055 156

HM_0549 contig16240 CCA 3 18 ATATCCCCTCACCCTAAGATCGTC 62.772 AACAAGAAAGTCAGGGGAGTGTTG 62.906 159

HM_0550 contig03270 TCT 3 12 CTGAtCtaCATGGCTCTCCGTTTC 63.444 CAACAACGAGAAGGAGATTGAAcC 63.325 160

HM_0551 contig10387 CAA 3 12 CTCTGCCTTCAATTCGGATACCT 62.899 GACTgGGAGCAgGAGAAGTAACAA 63.124 160

HM_0552 contig11114 GGT 3 12 CACCATAAGAGTTGgAAAAGGTGC 63.129 CaTgGCTaAGATTGtgAGCCTcTT 63.035 140

HM_0553 contig20652 TTC 3 18 TTGATGATCCGATTGATACGATTC 62.177 GTGACATTACGAATCAACAGAGCG 63.078 160

HM_0554 contig18933 TCT 3 15 TGCTTCTTCTACCCTTCTTGCAGT 62.835 CCAGTCCAAGTGTTGGTTCAATAG 61.971 143

HM_0555 contig04714 AAG 3 12 AGCCAAAATCCCTAAAATGCAATC 63.486 CAGTTGCTTaGGAAATTGGACgaG 63.331 156

HM_0556 contig27918 GTA 3 12 CCTCCATTtCCCTtACCCAAATAC 62.875 TGAAACTGAAACCCTAgaacTcCaa 62.411 91

HM_0557 contig38240 CCA 3 12 AAAACCCAAACTCAAGTTCCACAA 63.015 GTGGATCGTCTCTGGATTACCTGT 62.798 129

HM_0558 contig21909 GGC 3 12 ACAGAGCATCATAGCCATCGAAAT 63.253 GATTCAGTTTTCTGATCACTCGCC 63.45 148

HM_0559 contig12957 CTA 3 12 GGTGGTTCagCTTGAATACTTGTG 62.103 TTCTCCATCAAACACGATGACAGT 63.044 111

HM_0560 contig06134 TCT 3 12 GCATTCACCTCTTTGAAAAGCAC 62.308 GCAGTAGATAACTTGAATGGCGCT 62.975 156

HM_0561 contig13797 CTT 3 18 ATACCAGTGTCGGGATGAACTTGT 63.027 ATCCGGTAAAGCTGTTAAGAAGGC 63.028 144

HM_0562 contig41644 GAT 3 15 TCTCGCTAtAGGGACACCTTCATC 62.913 GTCGCTGGAACtcATGATCTTCTT 63.133 116

HM_0563 contig47132 GGA 3 15 CTACTAGGCCGTATAGCGACGATG 63.264 CAGAGAGCGaCAAAAATCACAGAA 62.945 112

HM_0564 contig39243 CTT 3 36 AGAACCAAGTTGGCCAGATGTTA 62.072 TCAAGAAGCTCCTAACGAACTTGA 61.692 157

HM_0565 contig03739 GAT 3 12 gATAGGCATGAAAATGGgCATAAG 62.832 tCCCtATTTCTcTcCCTTCTATGCT 61.933 131

HM_0566 contig22384 GTG 3 15 TGCAGTAACTTTCCTTTCTCTGGC 63.142 TAATTCCATCAcCGTGTAAGGACC 63.219 121

HM_0567 contig30235 AGT 3 12 ATGAGAACTTCAGGCATTGGTAGC 62.94 ATAAAACCTTCAGTTGACGGACCA 63.019 116

HM_0568 contig00699 GAG 3 12 CGGCTGTGGAGAAGAGATACAGAC 63.672 TGTCAACCCACCTCCATaGAATG 63.227 127

HM_0569 contig17187 GAC 3 12 AAATGGTCCGAAGTGTCCTGTAAA 63.019 AGCCAGGCAAAATACAAGAAAGTG 62.849 143

HM_0570 contig10834 AAG 3 12 TTCCAGAGGTCTCGGTAATACCAC 62.698 GCTACCTCGGGTCAcAGTATGATT 62.727 142
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HM_0571 contig00729 GCT 3 18 GATCTTGTTCCTGCTGAGAAGCAC 63.794 CAACAACCCCAAGTTTCTCAAATC 63.006 157

HM_0572 contig41308 CAC 3 15 GaCCcAaGAAATCCctAGTCAaCC 63.278 TTAATGGTGGGTTTGATGGATCtT 62.691 126

HM_0573 contig06592 GTT 3 12 ATTGAGCCACTCTCCTTCTTTCCT 62.986 ACAATgGGcTGCTAAGAAAAACAA 63.146 96

HM_0574 contig48683 AGA 3 12 tGCCCTGTGTACATAAGCTCTGTT 62.236 AACTCGAGGTctTCAGTGTTTTGG 63.02 122

HM_0575 contig00585 TCT 3 24 TAATTCCAGACCCACTCTTCACCT 62.368 aAGTTGAAGAGAGAAAGGGAAcCG 63.28 160

HM_0576 contig00216 CAG 3 12 ATAAGAAGAAGCCTGTGTTCTCCG 62.215 CGGAGCTAGGTTAAAACCCtctTC 62.714 128

HM_0577 contig24199 CGA 3 12 CGATCATCACACCTAAACATGgAA 63.141 TTGTAACGTTCCtTTTTCTCTCCG 62.821 131

HM_0578 contig11684 ACC 3 12 CcTCTTTtGACTAACcGCTTCCTt 63.199 CGGTGCTCTTGGTGCTAGTAATCT 63.057 133

HM_0579 contig21545 CTT 3 12 ATTTCTTTTGAGGCCTTTGAGTCC 63.09 AAcTCCATCCCATTAGCtcTCGAT 63.5 153

HM_0580 contig04783 TGA 3 15 AGTTTGCAGCCTGAACAGATTGAT 63.468 TTGAACCATGAACCATACATCACC 62.924 137

HM_0581 contig05499 CCA 3 15 TAATGCTCACTAGACCGTCCAACA 63.061 CACAAAGAACAAACAAGCCTCCTT 62.931 150

HM_0582 contig27925 CGA 3 18 GATAAGATAATGAACGTCACCGGC 62.94 TCTTCATCGATATGAACTTCGTCG 62.617 101

HM_0583 contig47583 CTT 3 15 CTTGCCAATGTCGAATGCTAAGTT 63.659 TCGGAGTCCAAATCGAATTTAATG 63.304 144

HM_0584 contig31717 TTC 3 15 TGCGTATGATCTCAGTTTCTTCCA 63.154 GTGTCTCATTTGGGTGTCTCCTCT 63.005 111

HM_0585 contig02141 CCA 3 12 TGTCCTCCTTATGCTACGTTCACA 63.061 AGCGGAGGCAGAGAGTTGATT 62.68 83

HM_0586 contig08791 GCC 3 12 CGTCCTCTTATACGGAAGAGCTGA 63.129 GGTTTgAgCTGCTACtatTTTCGG 62.464 144

HM_0587 contig30815 CTA 3 15 CTATTACCACGCAATCCACCTTCT 62.633 gGGGAATTGGCATCATCATTATC 63.51 100

HM_0588 contig08907 CTT 3 12 aTGCTGGTTAGCTCATCTGGTAGC 63.064 TTATCCCTAgaTCCCCATCCAAGT 63.057 133

HM_0589 contig10916 CCG 3 15 GGTAGTACTGCTTCGCATCGCT 62.979 TGATGATGGGAAGAAGAAGAGAGG 63.076 140

HM_0590 contig27032 CTT 3 12 TTCCCAGAATCATCCACCTTGTAG 63.513 GCCAAGAAGAGGAAGAAGAAGACC 63.084 110

HM_0591 contig12341 TCA 3 12 GCGTGCTAGGAGTTTCAAGGATAC 62.55 GTGGTGGTaAAGTTGACAcgAATG 62.739 123

HM_0592 contig19707 GAA 3 18 ATTTTGGTGCTTGGTTTTGATAGG 62.437 TCCAAGTTAGAGGCTTTTCTTCCC 63.18 132

HM_0593 contig26865 GAT 3 15 CACTATGTCGTTTTGCACCTTCAC 62.972 CAGCTGCTGACAATGAAAGAAGAG 62.739 150

HM_0594 contig15067 TTG 3 12 GGTGGTCAATCGGTTTtATTTCAG 62.813 TAACAGGCGTGCTATCTAAGACCA 62.255 123

HM_0595 contig35335 CCG 3 12 CTGACTTCGATTCCGCCTTG 63.131 CTCAGGTGCTGTTTGTCTGTGTCT 63.07 154

HM_0596 contig21606 AAT 3 12 GCCTCTTTTAAATTATTTTtCGAGGA 61.276 CGTACACAACTATATGAATTATTGCACC 61.024 135

HM_0597 contig15710 ATG 3 15 AAATGCATTGTAGTGGTGGTGATG 63.065 GCAACTGCAAAGATGAATTCTcAA 62.746 146

HM_0598 contig38913 GGC 3 15 TTACAAACTTTTCACCCCCAAAAA 62.717 GAAGACGGGTGATCTTTTTCACAC 63.23 115

HM_0599 contig03121 TTC 3 12 TTTCTTTATTGGCTTGCCTCTTCA 63.322 CTTATCTTCGCCTTGGATCATCTG 63.317 159

HM_0600 contig15155 GTT 3 24 ATTGAAGCcGAGTTTGAGAAGATG 63.022 GCCAATCTGtCCCTTTTGATAGC 63.226 152

HM_0601 contig06490 CAA 3 12 AGGttttAGTGCAACCGcAaGTAG 62.872 CTgGGtTAAgCTGGaAATaACgG 63.013 107

HM_0602 contig50268 TCT 3 12 TTGAACAAGTGCATCCTCCAGTAA 63.048 CATCGGAAgAGCAAAAcaGTcaAT 63.758 113

HM_0603 contig25274 CAT 3 15 AACTCAGCCAATTGAAGTATGGGA 63.121 CTCtTGTTTTCCCCATCTCTcCTT 63.164 149

HM_0604 contig24707 ACA 3 12 AAGCTAACTGGAAGACCTCTGGGT 62.899 TGCACATGTTCAAGTTTGGTCTTT 62.958 122

HM_0605 contig05181 TCT 3 12 AACcTTCCACTGCAGATCAAAAAC 62.824 ATGCCATATGATCCTCCTGAAGAA 63.103 129

HM_0606 contig03104 GGT 3 12 TGCTAGGATACCGATGACTCCAAT 63.125 ATTTATTGCCCACAATGGTGCTAC 63.154 123

HM_0607 contig33249 CTT 3 15 CAGGGTGTACAAGAAAATGATGAGAG 62.327 TTgCTTTTGTGATCAAAgTCCGTA 62.956 151

HM_0608 contig30003 CGG 3 15 CTTCTATCCCAGATGGAATCGGT 62.659 GCGAAAACTCCCAACAGAAATG 63.025 123

HM_0609 contig29565 CAA 3 15 CAAGACAAATGAATCCACAGATGC 62.938 ATCGGTCTTTCCATGCTCATAGTC 62.816 136

HM_0610 contig19942 GGT 3 12 TCTTCTTTCTTGGTTCGGCTAATG 62.919 CCTAAAAACCCACTTCAAAAACCC 62.986 114

HM_0611 contig42716 CCA 3 12 GGTCAGGAGAGCCATATCTAGGGT 63.088 TCCACCTGTAGATTTGGAAGGTTT 62.186 152

HM_0612 contig04021 TGT 3 21 GGGGGCTCTGTTGATGTTGaT 63.458 GAGCAACCAGATCGAAGAAACATT 62.926 160

HM_0613 contig24328 TCA 3 12 TAGGCCTGAGAGATCTTCCTCTGA 62.987 AAATGGTTCTGGTGCTATGCAGAT 63.15 132

HM_0614 contig21041 CAC 3 12 TtCCCCcAaTtATCAGAaTCAaTG 63.08 AGTTGGGTGTCGACTAAGaGCTTC 62.311 146

HM_0615 contig36104 CAA 3 24 AATCGAACCACCTGAAATGGTACA 63.747 TGGTaATGTTGGTgGTGTTGTTGT 63.389 160

HM_0616 contig24557 GGT 3 12 TCCCATTAATCTGGAATAGATCGC 62.507 ATCTCCCAACCTTTCAGTTTCTCC 63.071 150

HM_0617 contig09424 ATC 3 15 TAATTTCAAAGGGTGATTTGGGTG 63.097 GTTTGTTTGCAGAGCAtGTCAAcT 62.769 160

HM_0618 contig02465 TGA 3 15 AAAAGAAGTCAATTGCAAAGGGTG 62.728 GAAtTTgGGAACtAcCAATaGcCC 62.995 116

HM_0619 contig44273 CGA 3 15 GATCCGAAAAATCTTGGCCTTTAC 63.191 GAGAAGATCgCCGATAAGTTTCAC 62.523 117

HM_0620 contig10334 CTT 3 18 TACCTTTCTCCCATTTTCGGGTAT 62.98 ATCGATTATTCATCTTCGGGCATA 62.821 118

HM_0621 contig15923 GAT 3 12 GAATTGGAGGGATGAAGAATGAaG 62.254 AACTCCTCaACagACAATTcCCAc 62.795 80

HM_0622 contig30029 GCA 3 12 CAATTATGAGGGCTTTGTTTTTCG 62.93 GCATACAAGCGTCTTTTACTTGGC 63.28 160

HM_0623 contig25541 TGG 3 21 TTTCTTGAATCTCTGGATTGTGGC 63.743 ACCACCTCCTCCGACACCTT 63.212 157

HM_0624 contig09510 GGC 3 15 gTTTGGGAgTGGGGAgTtGG 63.898 TTCtCtTTCTTCACATTCGCCTTC 63.121 130

HM_0625 contig29387 AAG 3 18 ACTCAAAACGACGCtGTTTGTATG 62.569 GAGTGTAGAGGTGGTGACTCCTGG 63.561 159

HM_0626 contig26167 TAT 3 12 TACTGGAATGAAAGCGTTTGTTGA 62.956 GCCCaAAACAAACaATGATGAGAT 63.334 124

HM_0627 contig13234 CCG 3 12 CTCGCCTTCTCCTTCTTCTTTCC 63.989 TTGATTCaAAAATGAGTGGCAGTG 63.367 113

HM_0628 contig02554 GTT 3 12 ACAAAACAATaGTCTGCGGCAAAT 63.067 GTTGGGCAGAGAAGGGATAGAGAT 63.185 115

HM_0629 contig31093 TGC 3 15 GTGATGGCGATGATGTACAAGC 62.734 CTAGCATGGGACCCACAATTCTAC 63.022 141

HM_0630 contig47500 GGT 3 12 CCATGATCAACAAcAACCCACTAC 62.607 GCATCCTTaACgGaAGTCTCTCCT 63.302 145

HM_0631 contig06225 AGC 3 12 GACACATCACTGGAGTCACcAAaC 63.049 TGCTGCAATTAAGTCGCAGAGAG 64.045 121

HM_0632 contig42470 AGA 3 12 TCTCTTCAACCCAAACCTAACGAG 62.905 CTTGAAACTCACAAACCCACTCCT 62.906 141

HM_0633 contig00223 AGA 3 15 tGATGAaTATGgTTGAGCTGTGAGA 63.053 tTcCaTgGATcCaATatTTctCtTTC 62.607 106

HM_0634 contig45979 GCT 3 24 AAAAGCAGTTGGTTTtGGTGTTG 62.426 CCTCAGCTACTcCatTGTTATCGG 63.227 109

HM_0635 contig25073 TGG 3 12 ACAAGCCTGAACAATCCATTTTGT 63.035 CCCAATTTGCCCATGTagTAGTGt 63.239 127

HM_0636 contig37699 CCA 3 15 GTCcccATaTGAAAaCCcATATCA 62.889 TCCACAAGTCCAAGTCCtTCTAGC 63.124 149

HM_0637 contig26270 CGT 3 15 GATACCCAATTCGTCGTTTGAGTC 63.026 AATTCAGACTTGAAATCCTCACCG 62.798 146

HM_0638 contig34906 TCT 3 12 CAGATCCTGAAGATCCAGTGTCAA 62.786 TTTGTTGTCCAAGTCTGGTAAGCA 63.057 137

HM_0639 contig49182 GTG 3 15 tgAAGGGcACTAtGGgTTTGTACT 63.031 GAtTTCCCCAATAAAAcGCAAAAC 63.671 125

HM_0640 contig34766 GGA 3 30 TGCTGCAGCTGAACTCGTACTC 63.105 CTACACAACCTCATGTTcCACCAC 62.827 160

HM_0641 contig39096 TCA 3 21 TGCTCTtCTCAAGCTCAaTCtCAA 62.831 tTTATCAGGTGAGGCAAATCATCA 62.821 138

HM_0642 contig01439 CCG 3 12 TCCACTGATAGCTAGCTTAGTAACCCC 63.215 GTTTGTCCTGctcAATTGCTACCT 62.949 93

HM_0643 contig01265 CTT 3 21 GGGTCATAATTACTgggAaGACCC 62.974 CTGTCACTGTACTGTTCTCGACCG 63.4 144

HM_0644 contig33059 GAG 3 12 GCCATAAAAGGATTTTTGGGAAAG 62.989 TCTGCAACATTGCTAGGTCAGTTC 62.858 141

HM_0645 contig16701 GGA 3 12 TTCGAAGTTGTAGGAGTCCGAGAT 62.598 ATCGCCACCGTCGTATTTACTCT 63.148 102

HM_0646 contig10998 TGC 3 12 ATGAGTTGCTGCTGTTGGAAGTG 63.849 AAACATGCCCTTCCAGCTTAATTC 63.694 87

HM_0647 contig02014 GAA 3 15 GGTAATGATTGGTGGGATGTTTGT 63.013 GCTGGCAACACTGTCTGATCTCt 63.176 149

HM_0648 contig15814 TCA 3 12 ACCCTATCACGCAACTCCAATTTA 62.935 ACCAAAGAAGAACCCTCAAATCAA 62.284 155

HM_0649 contig05937 CTC 3 21 CCAACAAGTTCTCTGACtGACTCG 62.596 ACCCTCGAATACTAAGACGGAGGA 63.488 158

HM_0650 contig27586 GTT 3 21 GCCAAATTCTCCACCAAGTGTAGT 62.725 AGCAACAGTTTCAGACTCATCAGC 62.2 151

HM_0651 contig19293 TTC 3 15 CcACCcTTATTTCAGCAATTTGAA 63.311 TTGAAGGACCAGGACCaAATTATC 62.481 235

HM_0652 contig39043 CTA 3 15 ACTTCCATGAAAGgTCTCATGCTC 63.017 TTCCTcATCATTCAAAcCTCCATT 62.987 93

HM_0653 contig21493 TGC 3 12 AAAGCAtGATTCTTCCATTTGTCC 62.608 ACGAGGAGCCaAAAAGAgGTTTAC 63.11 158

HM_0654 contig07801 ATC 3 12 GGAGGAACAATGGCTTGAGAAGTA 62.91 ACTTGATGATGAATCATGGACCCT 62.994 133

HM_0655 contig14452 TCT 3 12 caCAACcAGAGCAAAGTaTCCCAT 63.549 CCATCAAATTCCAATaATAAGCCG 62.634 160

HM_0656 contig09331 AAG 3 12 AAACATGTGGTAGACGAGAAAGCC 62.838 AAAAACTGCCCCAGTAAAAGAAGC 63.024 99

HM_0657 contig25184 CAC 3 12 CACTACTACTGCCCCTCTCACCAG 63.557 AGCCAATTGGATCATTCTTTTGAA 63.009 148

HM_0658 contig21848 AGA 3 15 CATCTACTCGTCCTCGCACATTTA 62.643 CCTCTCCGGATTCTTCTTCAGATT 63.266 87

HM_0659 contig02249 CTT 3 12 TGTAGTCCTGGTTTGCCTCAATTT 63.129 TGATAAATCAAACAAGGCAGCAGA 63.059 135

HM_0660 contig05495 GGT 3 15 AATTGCAGAGAAGAAGATGAACGC 63.15 CTTCTCGGTCATTGCAGAAGATG 63.36 155

HM_0661 contig25694 TTG 3 18 CAGGAATCTTTGACCAGCTTGTTT 62.921 TAAGCaAtAACTTGAAAGGCCCAA 63.034 97

HM_0662 contig17096 CTT 3 12 CCACCCAATATTCACATCCTTTTC 62.691 AATGGTGTTGGTTGTcCtGATCTT 63.014 122

HM_0663 contig10104 GGT 3 12 GAATCATCAAGCCTTTGCCTCTTT 64 GACCTTTTGTTCCTCTTCCAATCC 63.374 154

HM_0664 contig36582 CGA 3 12 GATGGGTTCTTGCTAAGCTCGTA 61.906 TGATGGATATGATTACATACGCCG 62.851 97

HM_0665 contig50271 CCA 3 12 CACCACCCAAGTATAaGTCCGC 62.817 GGTGGtGGtGGaGACTTGTAGACt 62.91 152
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HM_0666 contig12814 AGA 3 12 CTTTGTTTGGTTTTGCTGTTGTTG 62.864 CATACTAGAAAGCCCAGTTGGTGG 63.125 121

HM_0667 contig50824 TTG 3 15 TGGTAACTTTGGACTCCATGAACA 62.814 CGACCCTGTACTCTTGTTCTCTCC 62.691 109

HM_0668 contig23479 GCC 3 12 GGAAATAAATCAAAGgAATCCCCA 63.248 ATGATGGTTGAGACTGGTTGGTTT 63.014 130

HM_0669 contig37123 TCA 3 12 TATTTCCATCATCATCGTCGTCAT 62.605 ACATGAAGGAGACAAATCAGGAGG 62.884 110

HM_0670 contig22920 GGT 3 18 CAGAAATGGAGGGCAGAGAATAgA 62.996 TTAACAATGtcGAGAAATGATGGC 62.325 113

HM_0671 contig24108 TGA 3 18 GATACGGATTAGTGGGAAACCCAT 63.282 ATTCAACTGCAAACCCCAGAATTA 62.922 141

HM_0672 contig40270 GAT 3 12 TGATGACAAAGATGAGGATGAGGA 63.113 cCaTTTTAGTTCGtTCACTcgGtC 63.129 131

HM_0673 contig31689 CAT 3 12 ATAGACTAAACCCcTcACGAAGCC 63.008 GGCCAGATGATACAAAAGAACCAG 63.121 104

HM_0674 contig30611 ACT 3 12 cAGTAGGgCTGCTATTGTCCTCAT 62.936 TCTTACTATCTTCCGAcGACCTGC 63.035 101

HM_0675 contig31858 TTC 3 12 GTTCTTGGTTGCTAGTGTCTgCcT 63.163 CACtCTTCCGCaCAAgaGGACT 63.141 121

HM_0676 contig08355 ATC 3 15 CATCAaCATTATTGACAGAAGCCG 62.845 TTCGAACAACTTCAAACCGAATTT 63.027 111

HM_0677 contig05140 GTT 3 12 CACGGTctCTCCATAGCAACTTTT 62.933 GAACCAGAGTTTTCtTCCAGTCCA 62.997 104

HM_0678 contig01982 CTT 3 12 GCATAGAGAATCGCCACGTAAAAC 63.166 CTGAGAATCTGAGAGGTTTGGGC 63.64 123

HM_0679 contig15510 TCT 3 24 AAACCGAGATTAAAATGGTGGgAG 63.47 CgGTTGGAATTaCCGAATATGaAA 63.013 137

HM_0680 contig40457 AAG 3 12 TGCACAAATCTGAAATCTCCTTACA 62.126 gCCGaACAGGACACTAGGATAGAc 62.512 150

HM_0681 contig31499 TGA 3 15 TCATCATCGACAAAAATTGTACCG 63.046 GTAGATACAACAAGAGCACCACGC 62.25 146

HM_0682 contig05109 TTG 3 12 ACTCTCCAACCGCAATATTCACAT 63.039 TCCTCCTCTCTCCTCtTTCCTCAT 63.152 159

HM_0683 contig07247 TGA 3 15 TGGAATTAGAGACTTCATCCCCag 62.771 CATCTCTTTcCGAAGATTGAGAGC 62.8 153

HM_0684 contig50392 TTG 3 12 CGGAGATTGTGTAGGATTTGACG 62.919 TACCTTCCTCTGTCTCACCCAACT 62.574 143

HM_0685 contig37575 TCA 3 18 AGGGACTTTGAGTGCATGGTTATC 62.713 GTTCAAGAACTCACAGGCCAAGAC 63.57 156

HM_0686 contig05338 TGT 3 24 CACCACCAACGTGTTTGTGTTTAt 62.969 CACCTCAAACaTGAGATGTCCAAG 63.026 109

HM_0687 contig16760 GGT 3 15 ATACACCGGAATACCCTTTATCGG 63.187 GAGTTCAAGAACAGCCATCACAAA 62.726 119

HM_0688 contig02498 GAA 3 12 CATTTTAGCCCAGATAGGAAACCC 63.084 GAAAACTTGGCGTCTGAGATTGAT 62.926 152

HM_0689 contig05517 GGT 3 15 AACGAAAGCATAaGTATGGGGCTT 63.221 GTGTACGGAAGGGATGAAGAATTG 63.009 159

HM_0690 contig29976 ATT 3 15 ACAGAtcaTCATCAGTGGATGTGG 63.372 TGTGTgaGTTGACATTGACCTTCA 62.833 145

HM_0691 contig03195 GTA 3 12 TAGAGCAAGATTTTATGCCGGAAC 62.748 TGAGGCATATCAATGCTCACATTT 62.85 147

HM_0692 contig14346 AGA 3 15 CTTGAACGTCCTCCTCTTCACCT 63.208 AAACCCTAGCCGCGACACAT 64.052 138

HM_0693 contig50951 TAA 3 12 GCGGAATAGGTAACTCGGTGATTT 63.602 GATGACATGcCtATcCtTCCATTC 63.007 148

HM_0694 contig29591 CGT 3 12 ACACGATCTCCCTCATTAGTCTCG 63.014 ATctTCCTTGGACGAGGAACTTCT 62.876 102

HM_0695 contig15219 CTG 3 12 GCACTCTTATTCCTCTCGtCTGGA 63.23 GAAAAAGAATAAGGAGGGAGGCAA 62.98 140

HM_0696 contig39490 ATG 3 12 TGCATGGGTTAGTAGgCctAGAtG 63.54 GagcTgactGACACGATGAATGAC 63.412 107

HM_0697 contig24222 TCC 3 12 TCTACCACGATCTTTTtCAGCCTC 63.022 GACAGGCTAGGtTAGAGAGGGAGC 63.109 131

HM_0698 contig24682 ATT 3 12 CTGAACTTGCGTCAGTGATTGAAA 63.711 GGGCTATTCACTTGAGTGCTCTTG 63.561 137

HM_0699 contig41103 TAG 3 12 CCGCATGAGTCCCTCTTTATGTAT 62.62 AAGGTTTGGTTGATGGAGTGAGTC 62.795 117

HM_0700 contig03805 CAC 3 12 TCCTCTGTCACAAACAATTCCAAA 62.918 TGCAGAAGTTCCAAAACACTTCAA 63.159 84

HM_0701 contig12506 TCA 3 12 AAaCCGTGCAAGaCTAcaGCAAC 62.768 cagagatggtgctattggagatga 62.7 147

HM_0702 contig10918 GAA 3 12 TTACTAGCGAATCCTCGAGCTGTT 62.755 TTGATCAAtTATGGaGaAgAgGGG 62.566 148

HM_0703 contig06522 GCA 3 12 gCCTAATGAAAGGaTTTGACATGC 63.037 TGTCACTGTATCCTATGAGTCCGC 62.623 156

HM_0704 contig08955 GGT 3 12 ATTTTCAGTTGGTTTGATGGCACT 63.035 ACCACTCTCGAATCTCCACAATTC 62.901 87

HM_0705 contig08430 TCC 3 18 CCTCAATATTAAGAGGAAGGCCCA 63.655 AGAATCAGGGGCACATGTTGTAAT 62.926 128

HM_0706 contig05056 CAC 3 15 GGAGCTACGGAGAGGACAGATGtA 63.128 CAcCaAtTTTTcCtgGtTTCaATg 63.607 100

HM_0707 contig01906 TCT 3 12 ATAGCTGATCTTTTCCGGGATTTC 62.893 TAGGGTCTGGTGCtcTGCTAATTC 63.035 129

HM_0708 contig37481 TCA 3 12 CTGATGATATGGACAACCCACAAA 63.025 ACGtcTGCCCTCAATCTTTACCTT 63.511 125

HM_0709 contig33900 GTG 3 15 AAAaTTGAGACAAaCAGGTGGTGG 63.432 CtTTCCAAGCAACATCAAGAtTCC 63.219 86

HM_0710 contig02291 GTG 3 18 GACTTCGAGTTTTTCGAGATCGG 63.528 CTCCCCTTACCTGAAATCTCAGAAC 62.684 141

HM_0711 contig11579 CCG 3 12 TCAAGTCTTCAAACTTCTCCGGTC 63.111 ATGTTTTCCtTCGAGACGTCAGTC 63.027 115

HM_0712 contig35284 GTA 3 12 GTGATTGGTTTGAAATTTGAGGGA 63.305 ATGTCCTGATTTGGATGAGAATGG 63.413 146

HM_0713 contig10101 TTC 3 12 TTGCAGTGAAATCTTTCATAATTGGA 62.945 TTACTCGGACATCTTTACCCTTGG 62.605 156

HM_0714 contig01530 AGT 3 15 GAAGGTGGTGGTCAGTTTGAGTTT 62.807 CCTTCTTTGCTTCTTAAACCCCAC 63.384 140

HM_0715 contig04499 TAG 3 30 ttttCtGGGGTTTTGTGAATTGAT 62.8 CTCATTGCTCCATTGtTTTCACAC 62.948 99

HM_0716 contig11598 GGA 3 12 CCAAAGTCATGGAGAGACAAGGTT 62.895 CAGaAACTCAACCGCCTgATACTT 62.933 159

HM_0717 contig18450 TCA 3 12 CATCCTGAATTGACCAAAGAGgTT 62.684 GTGAATTCAACACATGCTTTCTGG 62.948 101

HM_0718 contig46297 ACC 3 12 GGCGTTGAGAAGGTCAGACTTAGA 63.238 TGACGTACACAACGAGAACGACTT 63.194 154

HM_0719 contig13440 TCT 3 18 TcTTCCCTcACAATATGAAcACCA 62.803 TCACCaAAATCaAAAGGGaAACAT 62.8 137

HM_0720 contig11761 AGC 3 12 TTCCACTAAATTCCTCCTTTCTGC 62.011 AGGTGGCAAAGGTTGTTAAAATCA 62.932 105

HM_0721 contig13418 AGG 3 12 GATtAGGAAACGAGGTAAGCGGaT 62.915 ATCTTTCGAAATCAAAGCTTGACG 62.935 124

HM_0722 contig13581 TGA 3 18 GTGGTCTGTTTGGCTTGACAGTTA 62.635 CAACAAGATCGGTCTGCTCTGATA 62.831 143

HM_0723 contig35766 TTC 3 12 ACTCATCATCATTCTTCCGTCCTc 62.89 GATTTcGTTGtgGTTTGTGaATTG 62.629 84

HM_0724 contig27071 GAA 3 12 GACGACTGTAGATCAGAAAaTGGTGA 62.838 GGAAGGCTAAAAGGCTGTTCAAAt 63.016 97

HM_0725 contig27970 AGA 3 15 CCATACAATCCCAATCTTCATCGT 63.211 GGGGTAAAGAGATTTGAGGGAAGA 62.958 147

HM_0726 contig47258 CTA 3 15 CGGCGACTACTACTGCTACTGCTA 62.201 AGTTCATTCGTGGGCTGTCAAT 63.033 149

HM_0727 contig37860 TCT 3 18 ACATCACAGCAAATCCAGAACTCA 63.164 CTAAGcCTGTAAAGCCGTCTCCTC 63.808 157

HM_0728 contig31904 ACA 3 12 CCAAAATCTGTCGACCAAGAAAAA 63.511 TGCTATTTTGTCTCTcCTTTTCGG 62.919 131

HM_0729 contig06790 ACC 3 15 CCATGAAGCAGAAGATGGTAATCC 63.112 TTACGAGTTGAACTTGCACATGGT 62.972 150

HM_0730 contig29804 CCG 3 12 AAGCTTTTGCAAGCTGTGATGAAA 64.382 GTGGTGGTGATGGAAGGGtaAGT 63.433 148

HM_0731 contig32581 TGG 3 15 TGGCCGTACAATAAGGGTCAATTA 63.521 ACCATAACCACCACCAGATCCATA 63.532 160

HM_0732 contig10851 GGA 3 15 AATGGCTTGGGATTAACTGGTACA 62.826 ATTTTgGAAGCGCACCACAT 62.701 93

HM_0733 contig09401 GGT 3 12 TGCTGAGAGGATGAATTGTTGGTA 63.038 CTATTGCTCACTCtTACTTCGCCG 63.557 135

HM_0734 contig32933 TCT 3 15 CTTGATCaTAAAaTGGAGCATCCC 62.902 AGTTTTTGACGCAGCCATTAAAGT 62.383 96

HM_0735 contig04444 AAG 3 12 AAAaGAGAGTGACCAACCCTAGCC 63.201 TAAAAATTGTTAGGTGGTAGGCGG 62.371 144

HM_0736 contig00917 TAG 3 15 TGTTGTTGaCTACACtCCGTTGgT 62.958 TGATCAATCGCACaAAAAtcTGTT 62.848 122

HM_0737 contig00060 CAC 3 21 CTCTTCCTCAAAATGGACATCCC 63.181 CTTGGAGTCGTAGGCGGTGTAGT 63.886 87

HM_0738 contig44817 GAT 3 15 ACCTGAACTCAACGTCAGCCAT 63.269 CaAtttTGTCCCCTCtTTTCCTCT 62.968 116

HM_0739 contig31347 CTC 3 12 CCAGAGTCTTGTCTCCTTCCTCTG 62.984 AGCAACATTGGACACAATAAGGGT 62.936 150

HM_0740 contig17066 CCA 3 15 TCCAACTCCCTCTTATCACAGTCA 62.245 GGGtTGTTGCATATTTGAAAGGAg 62.922 158

HM_0741 contig17107 TGG 3 15 ACTTGTTGGCGAACATCGAGAC 63.731 CGGAACCGATACCTACTACTCCGT 63.703 143

HM_0742 contig17258 AGA 3 12 CCATCCAAATTCATCATCAAGAGC 63.95 CTCTACACCAGGGTCAAAGCTGAT 63.023 85

HM_0743 contig17444 CGG 3 15 ACTTCTCGATCACTGCTCGTCTCT 63.15 GCTCTGTCCATTGTAGAGCTCCTT 62.411 157

HM_0744 contig24570 TCA 3 12 CCACCTTGCCACTTCAGTATtCTT 62.822 CATCAAGTGCAAGGGAACCTAAct 62.822 122

HM_0745 contig25991 TAT 3 15 GTTTTACAATTGGGGCACAGATTC 62.828 TCTGTTCCTTATCCTATGGATGGC 62.594 140

HM_0746 contig17067 TCC 3 12 CGGAGTCAAAATCTTCACCCTCT 62.985 GCGGTGGTGAATGATAAGTCTTG 62.936 90

HM_0747 contig03237 TGG 3 12 TTTTGATACATCGACGGGTATGAG 62.211 GGcGGTAAATTCTGGGTCTTTATC 63.099 159

HM_0748 contig05800 AGG 3 15 GGAGaGAActGAGAgAAGCGAAGA 62.795 AACTTTTCGAGtGAGACGATGTCC 63.027 145

HM_0749 contig28446 CCA 3 12 GCAACtGGTGGGTTGTATCCTACT 62.626 TCTGCTAGGAAGGACAAGGCTAAA 62.728 107

HM_0750 contig04849 TAC 3 15 ACCCCATTGAAAAACaCCTTCTCT 63.285 cAAAGTTGTGATTGTTAAGCTTGGG 63.046 113

HM_0751 contig19995 TCA 3 12 TCAACTGCTCGTGAATAAAATCCA 62.946 GAAGCAAATTGTAACTGCCAATCC 63.046 140

HM_0752 contig29355 AGA 3 15 GCTCCTTCAACAGGACTTGTTCTC 62.809 GTTCAGGTTCgTCCTCTCGTTCT 63.226 151

HM_0753 contig16744 GCT 3 12 ATCTgATTgTtGAACCCCATTGAa 63.732 TgGaCAACaAGGCTATGAAGaTGA 63.038 153

HM_0754 contig17411 CTT 3 12 GCCCCcACTCTCTTTCTCAACTAT 63.193 GTTTTTGAAAATGAAATCGAAGCG 63.038 120

HM_0755 contig25268 GCT 3 21 TGTATTATATCCCTGGTTGCTGCC 63.237 GGTGGTaTGTTCAGCGGTAGTTTT 62.549 138

HM_0756 contig05302 GAG 3 12 AATACTTCCCTTTGCCATATTCcG 63.38 GGGTTTCCAATCATACAAGAAACG 62.813 146

HM_0757 contig44300 CCA 3 12 ACCCAAATCACCCAATTTTCTTCT 63.078 GTCGAAGCGCTTGAATATGTCTTT 62.963 119

HM_0758 contig33725 GAT 3 15 AGCTCTCATAACTGATTCCAACCG 62.923 TCTCGTGctCTTGAGTTCAGaaaa 62.724 82

HM_0759 contig22245 GGA 3 12 AACTCGGAGGATGATACAGAGACG 63.014 CTGTCCATTTCACGCTAACCTCTT 62.933 94

HM_0760 contig41290 GGA 3 12 GTATGAGGgATGGAAAaGTGGACA 63.419 TATTTCACCAAACAAAAGGAGGGA 62.894 98
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HM_0761 contig13581 ATC 3 15 TACTTGCATtGACCTGAATGGaCc 64.399 TGAATTGTCTGATTGCTGCTCTGT 63.401 125

HM_0762 contig14100 GGA 3 12 GCTGTAGCTGACTAGCACCGTAGG 63.698 CACCACTCACTcCCCCAgtC 62.981 131

HM_0763 contig18236 GGT 3 12 CCAGTAtGTTTGTCTTCTTTCCACG 63.136 GTCATCACACACCACCACCG 63.45 80

HM_0764 contig13930 AGA 3 12 ACCAaCGGTACCCATGCTTATACA 63.552 ATTAGAGTGTGATGTTGGGTTGGG 63.325 160

HM_0765 contig16894 GGT 3 18 CATGGTTTGgAGGTGGCTCAT 64.394 CTCAAGGGTACCCACCACCCTAT 64.417 119

HM_0766 contig16196 TGC 3 18 AGCTGCAAGCATAAGAGGTgATCT 62.853 AATAtTcCAAGGACTCTTGCCCAG 63.783 157

HM_0767 contig09794 CTT 3 12 GAACAGGACTCACATTTGCTCCAT 63.782 CCAAGATGCTACTGCTGATGAAGA 62.948 82

HM_0768 contig20675 CTC 3 12 CCCCAGACGATGTCGTATCTACTC 63.23 CCGTGTGAAGCAAAAGaAGGTAAG 63.337 105

HM_0769 contig00176 TCT 3 12 TGCATCTCAATCTAAGTTCACCCTT 62.425 GATGTTGGTCAGTAACGACATTGC 62.861 92

HM_0770 contig40282 GAA 3 24 TATCTTCCAGAGACCAGCTTCGAG 63.325 CAGGGTCAGAGCCAtTAAAGAGAA 63.006 134

HM_0771 contig32123 CTT 3 15 CTCACTCCCCAATATGGGAAAAA 63.278 ATGATGATGTCGTTTCGGAGTACC 63.45 136

HM_0772 contig04061 TCT 3 15 AGCcAAATCACAAATTCCCAAAcT 63.991 gAAGAAGGCAGAAACCCTAGGAGA 63.381 109

HM_0773 contig08989 GCC 3 12 TCATCAAGAAGCGAACTCAGATCA 63.481 CTCGCTATCCTCATCTTCGTCAAT 63.026 158

HM_0774 contig48614 TGG 3 12 GTTGTGATTGTTTGtGGTGgTGAT 63.057 TCACGTgGTGGTTCCAATACATAC 62.948 128

HM_0775 contig17435 CCA 3 21 TCCTTTATCTCCCATGGTGTCCTA 62.983 AGAGGATAGTGGAGGACCCTTTTG 63.068 124

HM_0776 contig26283 CAG 3 12 GATTTTATCAGCAATCGCAGCTCT 63.062 CTCCAAAGGAAACATTTTTGGATG 62.894 143

HM_0777 contig08426 CTC 3 18 ATCCAATTCCCAGTtCCAAACac 63.308 TCCTTCGTTTGGCTTTATGGTTTA 62.93 154

HM_0778 contig09801 TTG 3 12 TTGTTGAGTCAATGCTGGTTCTGT 63.173 CTAATCCTCCCAGAAAACCCAAAC 63.168 132

HM_0779 contig33631 TGA 3 18 CCATTGTAGACATCGCTAGGGTTT 62.633 AAgAAAAGAAAAGGGAAACGGAgA 62.689 151

HM_0780 contig36118 CTT 3 12 TCAACACTCTTTCCCTTATCCGTC 62.798 GATGATGATGAATGGGGTAGAAGG 62.876 128

HM_0781 contig17413 GAA 3 15 tcTCTGTcTAGTGACCTCCGACcT 62.896 AGATTGGGCGAAGACAGGGTAG 63.853 158

HM_0782 contig19309 TCT 3 18 CTTTATGCCAATTTGTTCCACCTC 62.922 GCTTTGCGATATCATTGAAAGGAA 63.533 160

HM_0783 contig25066 CTC 3 12 AtcTcTTAGCCAACTTTGCgTCtg 63.154 TATTGCTCAACCTCGTGAGAACAA 63.163 158

HM_0784 contig39598 GCA 3 12 AGGTTGATGGAGACTTGAGAGTGG 63.106 ATATCGACATCAGATGGGAAATGG 63.203 149

HM_0785 contig17327 AAG 3 18 aTAATCTTCTCCTCGCTTCCGATT 62.706 TCTTTCACGGATGTTGATTATTGC 62.325 148

HM_0786 contig12448 CAT 3 15 TACAAAACACCAACAAAGCCAGTG 63.28 GTCTCAAGTTTCGAGGActGGTTC 62.693 98

HM_0787 contig37334 CGA 3 15 CTGAGACGAGTTAtCGGAGgAgaG 62.895 GCCGATATGCTTCAGGATTACATT 62.548 102

HM_0788 contig48172 TTC 3 12 GCCTCTCCTAGCTCTCACATGAAT 62.397 AAAGGATCCCAAAGAAGTGAAGG 61.941 154

HM_0789 contig49695 GGC 3 18 GTACTGGAGATCCCCAATCCAAAG 64.09 CAACCACAACAGCAGCAGTACTCA 64.761 102

HM_0790 contig37277 CTG 3 24 TGAGGACTTATCATGTTTGGGACA 62.803 CCAGTTGGACAAGTATACCCTTcG 63.015 137

HM_0791 contig21653 GTG 3 15 AaTAATGGGTAATGCAGGGgTGAG 64.178 TCACACCCATCAGATCCAAACTC 63.465 144

HM_0792 contig24850 CTT 3 30 GTCACaCcTTGTTCCTCACTTCCT 63.015 GAGGTAAAGGTTGCaAAAATGTCG 63.039 137

HM_0793 contig45237 GAA 3 15 GTTCTTCATCTCTCTTCCCCATCA 62.977 TGCAAAAACGAAATCTTCATTCAA 62.846 152

HM_0794 contig22621 CTT 3 15 CAGCTGCTGCTTTCTtCTCTTTTT 62.658 GAAGAGAAAGTTCAGAGTCAGCCC 62.061 154

HM_0795 contig50371 ATC 3 12 TCTAGCACCACACACTCATCATCA 62.964 ATTCCTGCTCTACCACAAATGCAC 63.678 129

HM_0796 contig14885 CTT 3 12 TGGCCACTCTCATCAATCTATCAA 63.028 tTTTgGGGTCTGTgATGcaATTAT 63.632 96

HM_0797 contig19833 AAG 3 30 TCAGGGGgTTTtAACTtATGGGAG 63.453 ACATAGATTGaCAgccCCCAAtTC 64.418 111

HM_0798 contig19366 GAG 3 15 AATCATTTCTCGTACAACGACGGT 63.048 ACCAAGTCCATGTCCTTTCTCTTG 62.895 140

HM_0799 contig34654 TCA 3 21 GTACAATGGCAATGTGTTCTTTGG 62.643 TTCACAGAAGTGGAAGAGGAAAGC 63.225 134

HM_0800 contig07997 ATT 3 12 ATACTACATGAGAGCAACCaCGCA 63.091 CCCATACTCCTTAAAcGtTTTCCC 62.989 113

HM_0801 contig21440 TAG 3 12 CCACCAATATCCAAATCACCACTT 63.108 GGGGTCATATGCTTTGAAACTCTG 63.121 122

HM_0802 contig41993 GGT 3 18 CGCGTTATACGAACTGAATTGTTG 62.786 GCTGCTAGTGAGGTCATGAAATTG 62.323 104

HM_0803 contig10390 CAA 3 18 CCCCGTAAGTGATATTCCAAGTGA 63.312 CGGGCTCCTTGTTATTaTGTGTTT 62.451 111

HM_0804 contig19847 CCT 3 12 TCCGAGTAACATACCCACTTCTCCT 63.401 CACGTCtTcCGAgGATGACaAC 64.18 157

HM_0805 contig29527 TCT 3 12 AATTCAGAGCATAACCCAAAAGCA 63.138 AAACAGCAATTTCTCCAACCAAAA 63.027 145

HM_0806 contig12517 TCC 3 15 CTTCGTCGTCTCCTTCGTAGTTTC 62.723 GCATACTAGGTGGTGGATTTGGAG 63.022 145

HM_0807 contig37019 CAA 3 18 CAAAACCAAACATATTCAGTcAAACC 61.893 CTCAACCAAACACACCACTAAGGA 62.501 152

HM_0808 contig27062 AAC 3 15 TCAaCAAACagTAACCCATCACAGA 62.841 GAGCTTCTTGTTCATTTCtGAGGC 62.827 132

HM_0809 contig27302 GGA 3 12 CTCCTTCTCTTCCTTCACCATGC 63.64 CCACTCTGTTACTCTCCACCACCT 63.011 135

HM_0810 contig08868 GAA 3 12 GAAGATTCTAGGGTTACGGCTGGT 63.008 CTTCTTCTTCGTCGTCATCGTCTT 63.238 110

HM_0811 contig24799 TTC 3 12 GATTTCATGGCTATGGCGTTAGG 63.839 GCAATCGAAAGCTGAAAATAGCAG 63.456 84

HM_0812 contig23083 TGG 3 24 CATGATCAGACCAAACTTCTTCCA 62.578 gaAGGAGCATGATTCGaAAAGAAA 62.912 124

HM_0813 contig31034 TCA 3 12 TTGTCCAATGCTTCTTCTTTCTCC 63.009 AAGGCAGCACGTTACTTACAATGa 62.171 126

HM_0814 contig29072 CCA 3 18 ACACTGATCAACCCAAACTCCATT 63.014 GTTGCCTCGAACaAGAAATCAACT 62.936 102

HM_0815 contig25006 CTT 3 12 GTCAAACAGCTTTGATCAGTCGAa 62.844 TCACCATTATTAtTTCCAGTGGGC 63.117 128

HM_0816 contig16661 TCT 3 15 GTTCGTGATCAAAATCACTTGCTG 63.065 GATGCaAATTTCTCAGTTCAACCC 63.125 129

HM_0817 contig40651 TCA 3 12 GTATGCCTGtGCCTGTGATCTTC 63.171 CtTGtTAACCGTGCTTGCTCAAT 62.657 149

HM_0818 contig13954 CCT 3 18 AGCACAATGTTGAATTAGGCCTTC 62.744 ATTCGTATTCGTTGCCGTCTACTC 62.757 156

HM_0819 contig36012 TGC 3 18 AATGTTCGTGAAATaCGAACTCGg 63.444 AGAtCtTCaAAATCCTCGTCATCG 62.9 133

HM_0820 contig18069 GAA 3 21 CACGCAAGaGACCACACAGTTTAT 62.649 tcCTTTTGAtTTCaACTCCACTcC 62.784 106

HM_0821 contig20749 CTT 3 12 GATTCATTGGATTGGACAGTGTTG 62.7 TTCCGCAATTCTTCtTcATTTGTT 63.126 137

HM_0822 contig43372 CAT 3 18 TGCTGCAGgAgCATAGtCATAATC 62.762 AATAcGGTCaAAAAGCATGCAGAT 63.058 129

HM_0823 contig33888 GCT 3 12 AAGAGCGTATTATCCAGCACTTGG 62.851 gGAGGTGCATTGGACTGATTAGAG 63.331 145

HM_0824 contig21074 TTC 3 12 ACTTCTTCACACTTTTCCACTGGG 62.906 CTGTTTGAGAAACTCCACCGATCT 63.01 146

HM_0825 contig14186 GTG 3 12 ATCATCTCCCTCCACCTTCTCTTC 63.27 AGCCTGTGCTAGTGTATTCAAGGG 62.946 160

HM_0826 contig06460 TGA 3 12 TTGAGATTCCTGAAGATTGGGAAG 62.871 GGGTGATCATTAGGCACTTCTTCA 63.643 130

HM_0827 contig09602 ATT 3 18 ACAAGAAgCGgATTTgTTGTAGGA 63.239 ATGCTTGATGAAGAGGAGGAtTTG 62.9 152

HM_0828 contig46023 ACC 3 15 CCTCTCCTTCAAAAGCAAGAGTGA 63.32 taGATGATGTGTACGAGGACGGTG 63.383 159

HM_0829 contig04204 ATG 3 30 CCAACAACCCTAGCACACTTCATA 62.426 GGACTTAGTTGCACTTGGGATGTC 63.242 210

HM_0830 contig39786 GCA 3 12 CGGGTTCTCTCCGACTGAATAAAT 63.783 TGTACCAAGGTGACCAAAGCaGTA 62.955 153

HM_0831 contig12278 ATT 3 21 CACCATAGGACTGATCTGGGATTT 62.571 TCAGTCAACCAGGAGGTCTTCTTC 63.21 122

HM_0832 contig34392 AAC 3 15 CACTCTTTGGAGCTAAGCTGCTCT 62.75 CTGTGGCTGTGAAACCAATTTTC 62.933 128

HM_0833 contig26434 GAA 3 15 TGAGCAGATTTTGAtcTCTGTTGC 62.951 GAGGTGAGCTCTAGATTTATGTcTCCA 62.45 119

HM_0834 contig02662 GTG 3 12 CAAGCTCAAACTCCACCTATTGCT 63.044 GTaCACTGTCATgGTGGACCTCTG 63.045 132

HM_0835 contig32212 TAC 3 15 TTCATTCAaTTCATGgCTtCTCTG 62.602 GGATGTGGGTCTTGAATTGGATAG 62.887 129

HM_0836 contig47781 GAG 3 12 CTTTGGACTCATCGGTCTTGTCTT 63.01 ATGGCCGAAGAGGTACCTAAAAAG 62.91 157

HM_0837 contig46605 CCG 3 15 AGACTAAGAAAGAAcGGGACCACC 63.092 aTAAAACTCCAACCACTGCTCTGC 62.949 118

HM_0838 contig18976 GAA 3 12 TCCCATTTTCtCTTTCTCTTTCCC 63.053 GAATGCTGCAATTCCATCTACTCA 62.632 120

HM_0839 contig03031 AGA 3 12 TCGtGTACCAGCTAAATTGGAGAA 62.126 CtATGTTCACCTCGTAGCTTGGCT 63.057 138

HM_0840 contig27518 TCT 3 12 GATACGCGtCTTCTTTTCAGCTtC 62.757 GTTACCATGACATCTCTCCAAGGG 63.102 143

HM_0841 contig40200 TAT 3 15 aTTCCAGTACGCTTCATCAACaCA 62.962 CAAAGaAGTGGAGAGGCTGcTG 63.702 130

HM_0842 contig03181 GAA 3 24 AGATtgTAGTTAcACCGCAGAGGG 62.835 CATCATATTCCTCGtTGCCATTCT 63.432 153

HM_0843 contig17421 GGA 3 12 GTGGTGGTGGCTGTGGATCT 63.399 ACCACCAGTAACCACTCACTCCTC 62.91 125

HM_0844 contig09794 TAA 3 12 AGCCATTCAAACATCAACaCGTAG 62.44 AACTGAGATGCTTGGTTCTGGTTC 63.027 137

HM_0845 contig39749 CCA 3 12 CACCGCCAGTTTACAAGTACAAATC 62.968 TACTTGTAgGGttTCtTGGGTGGT 62.103 97

HM_0846 contig21373 TTC 3 15 CACCCATTAATTGAACGAAGGAAG 62.906 TGCAGAACTTaGcCCCTaAAACAA 63.236 123

HM_0847 contig09031 CGG 3 12 GAGGAGGAGGGATTGGATagTCAC 63.483 CACCaAATGCCCTAATCGAAGAC 63.948 117

HM_0848 contig47481 CTT 3 15 GTgCCCATATGaGAaTTTTTGCTC 63.037 TGAAAATGACAATAATGTCCAGTCCT 62.04 83

HM_0849 contig18171 TTC 3 12 CCaCTTTTGGTGATTTAGGGATTG 62.798 GGATGTTCTTGAAATcTCTCCCAA 62.773 134

HM_0850 contig46341 GAA 3 15 GAACCGATAAAAACCCCAACTTTC 62.992 AATCACAACTATTCTTTGGACGCC 62.634 122

HM_0851 contig10095 TCA 3 12 CCTCcAtGGTtAcTtCAgATGgTC 63.102 AGTCTAcTTTTAAtTTTGGTTGTTTCGG 62.104 101

HM_0852 contig18239 TGA 3 12 GCAGGGGATGTTCTTGAAGAGTTA 62.91 gGGagGAGGATCTAATGGAGTACG 63.374 157

HM_0853 contig13705 GTG 3 15 GGATGCTCCAAAGAATCATCTTGT 62.802 CCGAAGCAGAGAAACTTCCAAATa 62.919 106

HM_0854 contig35013 AGA 3 12 GCAAAATTGCAGCAAAagACCTAa 63.647 ACgaAACGAAGAACTACGACCATC 62.838 148

HM_0855 contig04809 GGT 3 15 TCACTGAAATTGGGGGAgAATTTA 62.884 CAGCCATTATCTCCTGCCACTACT 62.936 100
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HM_0856 contig29854 TAG 3 24 GCTTGCTAAATTGTTCTTGGTCTT 60.182 CTACCACTACTACTGCTCTaCTacccct 60.095 159

HM_0857 contig37250 TCT 3 15 GATGAAGCTCCACTGACCACACTA 62.829 GCTGAATATGCTTCTTCCGTCACT 63.051 157

HM_0858 contig42094 AGC 3 12 TGTCTCTGAATTGCCTtCATCTCA 63.362 CACGtAGTTGTCGACATATCCAGc 62.975 143

HM_0859 contig05734 CTT 3 15 TGCTCATTTACCATTCagTCTTGC 62.645 CATGTAGTTGAATTTAGCTGCAAGTAGG 62.545 148

HM_0860 contig34696 TGA 3 12 CTCTCAAATCCCCAATGTGTTCAT 63.419 CATATcCCTTcCAGTCAACTCCAC 63.102 111

HM_0861 contig15199 CCA 3 12 AGAAgAAACACAgAGCCCAACAAC 63.036 GAGTGGTGGTTCTTTTGGTAGTGG 63.12 141

HM_0862 contig39180 ACC 3 12 CTTTCTGGCTAaGAAATGAGCTGC 62.851 GTTGTCGAAGCTTATGGGATCG 63.028 158

HM_0863 contig35250 CTG 3 15 tCCAcACTGtGAaGAGCCTCAG 62.918 GGTCTGCATCTTCATCCCAGTTAT 62.701 154

HM_0864 contig38948 CAT 3 12 CTCATCATCAAACTTCACAATCGG 62.921 AAATCCCAAACCACAACCCTAGAT 62.983 153

HM_0865 contig18587 ATG 3 12 aCAACcACCGTTGATtCTTTTGAT 62.923 CAACGATGCTGGTTGTAACCTATG 62.756 145

HM_0866 contig20015 TTA 3 12 TCCGTGAAATCAAAGTTCTTCTCC 62.897 AACATCGGAGAGCAACAATCTACC 62.827 108

HM_0867 contig22591 ATT 3 18 GGAGCTGAAAGGGTCTCCAACTAT 63.193 CTAAACCCCAAATaCACCCaTCaa 63.002 145

HM_0868 contig02486 ATG 3 12 GCGTTTGTAGTAATTGTGGGgTTG 63.652 CTTCCGTGAAATTCTTATCGCAGT 62.839 127

HM_0869 contig17961 TTG 3 12 GCACCTGAATTGAAGGAGTGATTT 62.813 CACACTCTGAATCGAAcgaGAAGA 63.04 140

HM_0870 contig35054 CAT 3 12 TTCACAGTGTTGTTCTCAAGCTCC 62.947 AGAGTTCGAAATCGGTCAAGAGTG 63.124 144

HM_0871 contig31946 GCT 3 15 TCGATTTTTAGTGCTTCGTGTTGA 63.068 TCATTCAATTCCAGATTCTTCTCCA 63.196 155

HM_0872 contig21871 TCC 3 12 ACCTtGGGAGGAGGTAATAACCAA 63.074 AGTTGATAAGGAAGGGAAGAACGG 62.98 99

HM_0873 contig10671 GTG 3 15 TTGGTTGGTCCACAATCATAATCC 63.941 ATTTCGCAGAtTctCtTcTTTCCC 63.188 120

HM_0874 contig30420 CAC 3 15 CAACAAAGCATAATTCTGGCTCCT 62.839 GAGaGAAATAGCGGTGGTAGTGGT 62.015 99

HM_0875 contig29904 CGC 3 12 TGACGAAAACTAGGGCTAGGAATG 62.823 TTACCTAAAGAtTTTTCCGGCGAT 63.101 134

HM_0876 contig03408 TTG 3 12 AGAGAGGAGGGTTCTGTTCTGGTT 62.974 TCTTcCtCtTCacCtTCCTCCTcT 63.161 131

HM_0877 contig47617 GTG 3 21 TCTCTTGATCTTGGAATTTGGGAC 62.773 TTCTCCACCAATTTCACTCTCTCC 62.987 102

HM_0878 contig33127 TGG 3 15 TCCTTTCTCTTCTTCTGCAGTTGg 63.32 AGCGAGTAGATCACATCCTTGCAT 63.474 113

HM_0879 contig43405 GCA 3 15 GTTATCCTGGTGGTCCATCTCATC 62.994 GAATCCgaCCATGTCCATAGTGA 63.237 147

HM_0880 contig44348 AGA 3 21 ACCTCTGAGAACTGGCTCTCGTtA 62.922 CCACAGAATCGAAGaAAACTAGGG 62.397 128

HM_0881 contig42201 TCA 3 12 TTCATCTTCATCACcATCACCATC 63.24 ATGACAACAAGAACAAGAAAgcCC 62.824 152

HM_0882 contig50252 TTG 3 12 AATGGAGGAAGAGGAAGAGGAAGA 62.948 GGCGGTAAAACATACAAGCGTAAG 62.978 132

HM_0883 contig20357 TCG 3 15 TCGACAACTACATATTTCCGAGCA 62.959 AGGAAGAAACTTCAAAAAGCTGCC 63.308 149

HM_0884 contig07058 TTC 3 12 GTGAAATGGACTTTTGTGCAACAC 62.858 ATGTGAAGTGGTGTCTGGAATTGA 62.922 112

HM_0885 contig34562 TCA 3 21 GAGAATCAGGAGTGAGACAGGAGG 62.871 GCCAGTTCTCCTCAATCCATAGAA 62.9 139

HM_0886 contig28839 ACC 3 12 CTTATCCTCCTTCCCTCCATCTCA 63.972 GTTCTCAAAGGGCAGAGATGGTTT 64.014 158

HM_0887 contig37549 TGG 3 12 AGGATCACCAAGGTGTTCTTCTGA 63.43 GAAATTTCTTCAGCCTTCAGGGAC 63.589 160

HM_0888 contig05468 CGG 3 12 GTCAGAGTCGGAGAAGCAGAGG 62.895 AAATGTCAACAATAGAGGCTCCCA 63.121 155

HM_0889 contig43451 TCT 3 12 AATTTCCtCcTTTTCCGAATCTCC 63.904 gaAGAGaAAGCAGAGGACAAAGAGG 63.199 144

HM_0890 contig04378 TTC 3 12 AGTCAATCTTACcTCcGTCTTTGG 61.988 AGAGaGTAAAAATGTCGGCAAAcG 62.849 99

HM_0891 contig20148 AAC 3 21 CcAGcaGgAGTTtGATGtaTTatGg 62.933 CAAGATTGCTTAGCtcCTTGtTCA 62.026 119

HM_0892 contig16932 GTG 3 15 AAAGAaGGAAATGCTGGTACTGGA 62.411 GCCTTCACTGTTTGGAGATTCTTCT 63.311 153

HM_0893 contig05440 GGC 3 12 CATAGAAAAACAaTCcGCTGCtCT 62.947 GGaAGaAGAAGatAACCAGGGAGG 62.659 84

HM_0894 contig35814 GAA 3 18 CCTTTGGCCTAAACAaTTCCTTTT 62.718 ATTAGGGtTTGTTGCTCGAGTTCA 63.239 151

HM_0895 contig34058 GAA 3 15 GGAGAAGTCGGCGGTTGTATAAAT 63.602 TATACTCTCTTCGCCGTTCTCGTC 63.146 157

HM_0896 contig38603 GAA 3 12 CCTTTGAACCAAAAAGTTGcActc 63.234 ACGAATATGAATTCAAgGTGCGTC 63.456 128

HM_0897 contig28949 TGT 3 12 TTCATGTGTAGTTtCGGGTCTTGA 62.931 CAGAAAATGAGAGGTTGagaGGGA 63.085 131

HM_0898 contig31855 TTC 3 12 ACgTttCCTCATCTTCTTGCTGTC 63.141 TGGCACGAAATGTTCACAAATATC 63.063 138

HM_0899 contig01528 ACC 3 15 GACCACTACCACCACCAATTCAG 62.799 CAGCCATCTTCAGATAATCTCCGT 62.913 143

HM_0900 contig18933 CAC 3 21 ATACATCCCTGTCCCTAGGCATCT 63.295 ACTTCGGATTGCTTTAACAGGTGA 63.239 103

HM_0901 contig51131 GAA 3 18 GGGTGTGTAAGGATCTGTTTGGTC 63.014 CAGTCTCCAATCCCTATTCCCTTT 62.863 109

HM_0902 contig19203 ATC 3 12 TGATTGTTCAACCAGGACATCAAC 63.256 GGGATTTCGAGGAGGTTAGAGAGA 63.266 144

HM_0903 contig05004 GTA 3 12 ATATTAAGCGTTGAGACACTCGGG 62.742 AAATGCAGCTTATGGAGTAGTCGC 62.975 132

HM_0904 contig27982 TGA 3 18 TAGATCATgTGGGTGAAATCAGGA 62.791 aAAGCTCAATTTTCGGAGTATCCA 62.328 91

HM_0905 contig23234 CCA 3 18 aCTACCgTTCCCATATCCCTtACC 62.504 ACTTCTgGATATGGTGGTGTTGGT 62.912 114

HM_0906 contig02350 TTC 3 12 AATTCTCTCATTCTTGAGATGCCG 63.013 CCGAAATTAAAGCTTGGTTAGCCT 62.932 159

HM_0907 contig33222 TCT 3 12 AAAGTGGACAGAGCAGACTTGGAC 63.249 GCCAACACAGACACTTATGCAAAC 62.989 117

HM_0908 contig34358 ACC 3 12 CATCAATATCGTCCCATACCCATT 62.902 TGGAcCAATCTGTGAAGATGATGT 62.911 137

HM_0909 contig01917 GAA 3 12 TTCtCGGATCAAACAAATCCAAAT 62.899 TAAGGCCAAGTCAGTCaATTAGGG 62.714 101

HM_0910 contig18687 CGG 3 12 GTTCTCGGTCAAAGAACCCAAC 62.121 ATTGGTTTCGGAAGGTTTAACGAT 63.004 160

HM_0911 contig35890 GAG 3 12 TTATTTTCCTCATTGGTGTTTGGG 63.097 ATCATCTCCCCTTCCTCTCTCATC 63.262 99

HM_0912 contig18276 TCT 3 24 TAATTCCAGACCCACTCTTCACCT 62.368 aAGTTGAAGAGAGAAAGGGAAcCG 63.28 160

HM_0913 contig50904 TTA 3 12 aCTAATCATTGGATTTGAAGCAGAAAA 62.397 CGaAGGTTGGtTTAGtTCTCTGGA 62.905 157

HM_0914 contig06640 TTC 3 12 GAAAGGGAGAAGAAAAACCAGGTG 63.47 CGACATGATCGAAGAAGGAGAAGA 64.067 133

HM_0915 contig01473 GAC 3 12 CGAACACAGAGTTGTGAGCGTAGT 62.986 GAGGTTAAGAGCTCtGGTTCGACA 63.238 121

HM_0916 contig14494 CCA 3 12 ATTACCATTACTGCTCCTCCGCTC 63.917 TTAGAACgCATATTCTCGGACAGG 63.636 159

HM_0917 contig24342 AAG 3 12 GGGAACTGGGAAGGTAGTGAAAGT 62.983 GGTTACTTCTCCAATTGGGTACTCCT 62.992 134

HM_0918 contig14301 ATT 3 18 CACCTCAAGCTTTTGtCTCtGTTG 62.516 TGaAGAAGAAATgGTGATgGAAGa 62.144 127

HM_0919 contig26137 TGG 3 12 CAGCAGAAGATGATGTTTGGTTTG 63.048 CTTCAATGGGCTGTAGAGAAGCAT 63.035 115

HM_0920 contig12250 TCT 3 12 CACCAAGCCTAGTCACCTTCAACT 63.033 TAACAGTGGTTGCTTCTGTGCATT 63.087 155

HM_0921 contig16643 GCC 3 12 TCAAGTTAAATGGATCGGAGGGTA 62.896 ACGAGCTTCTAGGCTTTGATTTCC 63.313 120

HM_0922 contig21942 GGC 3 15 GCAACAGAGTAAGCCTGTTTGGTT 62.959 GAAATGGTTTGGGaAGGAAAAATC 62.971 153

HM_0923 contig15405 CCT 3 18 CAaGGTCCTCAAAGCACTTGATCT 63.124 TCTTCCCAGTCTCTGGAggATCTA 62.754 160

HM_0924 contig19426 GCT 3 24 GAACCCTTGGCGAGTGACTCTA 62.908 CGtttGCCCTAAAATGAAAGGAAT 63.475 92

HM_0925 contig03137 ATG 3 12 GAGAAGACGAAGGTCGAAGACTTG 62.909 TCTTAGAAGCAAATCCGGTATGGA 63.113 138

HM_0926 contig14710 TGG 3 12 CAaGCTCCGAGTCTGTAGGGTtAC 62.624 ctATTTgATGAAAtTgGACACCCC 62.691 160

HM_0927 contig40355 GTG 3 12 ATCATTtGGGGGTAACAGAGGAAT 62.974 GTGGAgGAGTGAGAAAAGGGaTCT 63.278 141

HM_0928 contig11518 CAT 3 15 AAGGACCCTAGTAAGCATCCATCC 62.891 TCAATGTTGcTCCAGCTGAGATAG 62.948 157

HM_0929 contig13175 GCT 3 15 GGAACATCCAGGAaTATCCATTCA 63.19 CTCTTGGGTTTCTTGTTAGTTGcC 62.425 114

HM_0930 contig08230 ATT 3 12 GAAACGTAGTCGATTAGGGCTTG 61.305 aAAGATGATGAgTTGTGTTaACAGAGTG 61.136 150

HM_0931 contig11716 TGG 3 12 GAATCTGAAACAGCTTTGGGAGAA 63.009 GAGATGAtTCGGTTGAATTCTGCT 62.916 95

HM_0932 contig32671 TGG 3 12 AtGTCAGCCAAAACCtCTCTcAAC 63.027 ATCCGACGAAGAGTGAACACTAcC 62.925 119

HM_0933 contig51113 GTA 3 15 AATCCTCAGTGGCAAGTCAAGAaG 63.124 AATCACCGGAAAAAGACTAcCacC 63.594 126

HM_0934 contig40393 GAG 3 24 TCGTCGGAGTTGATCTTTAGGTTT 62.411 AAAAATAGCCGaAAATACCCtTCG 62.648 118

HM_0935 contig04798 TAC 3 15 TCCCCTTCCCcTcGTAaTAATAAA 62.875 GTTGAGCCCACCATAGAGAGTAGG 62.497 103

HM_0936 contig02138 TCT 3 15 CACCAAGTCTTTGATTGCTTCCAT 63.648 TCAACAGtTTGTGATCTGAAACGAA 63.059 118

HM_0937 contig17284 CCT 3 15 TGATCCTCAAATCCAAGACAATCC 63.514 TTGAGAGTTGTCAGAATGGAATCg 62.698 116

HM_0938 contig11764 CTG 3 12 ATTtGAAGaCGATGAGACCCAAAa 63.108 CAgTAGCtTCTCTcaAATatTGCaTGG 63.427 99

HM_0939 contig32279 ACC 3 12 CAACTACTTCTTCAGGAGGCCCTT 63.292 GGTTCAGGGGCGGTAGAGAT 62.635 129

HM_0940 contig29897 CTG 3 12 CACTTTTACCTGGAGACCACCAAC 63.12 GCAAgTCTGAgGCTAGCACTTCTT 62.653 105

HM_0941 contig17820 CAG 3 12 GTagTtGGGAAAtACCCTTcGGTt 62.61 TTTGAGCCAAGGGCATGTAGTAtT 63.043 140

HM_0942 contig05519 GGA 3 12 CCTGATCTGAGCCGTAAGACTAGC 62.838 ACTCCTCTCaTCCTCCTTCgtCTT 63.077 146

HM_0943 contig10817 CTT 3 12 GTCTTGCTAATGGGTCTGCACTTT 62.949 CAcCCCAAGTACAAGAGAAGGGT 62.778 119

HM_0944 contig24442 TTC 3 12 GCCAtAaTCACTGAAACGgTCAaT 63.346 GAGGACGAAGAAGAATTACGCAAA 62.935 130

HM_0945 contig05251 TCT 3 18 CGGTGGATAAAAGTGAAGGAACAC 63.019 GGAAGACGAAGACGAAGAACAAGA 63.225 119

HM_0946 contig14265 AAC 3 12 TTATCGAAAACCCAGAAAAATTGG 62.331 GGTCTTGAAATCGAAgGAGGCTAT 63.093 153

HM_0947 contig02531 CAA 3 12 AAAtaccAcAAACcTCAAAaCCCC 63.285 GAGACCCAGCTTCTCTGtTTCGta 63.238 101

HM_0948 contig43260 CAT 3 21 aGAACCCATGTCGATGTAaCCaCt 63.027 GGGTAATCCtTTTctTTGTGGAcC 63.078 139

HM_0949 contig25602 AGA 3 12 CTGCGAATTACCTTGTAAAATGCC 62.957 CTAGAACGTCTGATTCCGGTAGGA 62.907 146

HM_0950 contig37948 CAC 3 12 CtCACCATTACTtCCCCACcaTAG 62.894 TGGGAGGTTGATAGTGGTAGTGGT 63.01 98
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HM_0951 contig35429 CTT 3 24 CCCCACCcACATATTtCAATACTC 62.593 TTGGATTCAGGTTCAGGATTCACT 63.204 157

HM_0952 contig22633 TGT 3 18 GGTCAGGTTTGAATCATGGGTTAG 62.897 TCACTGCTCTTACTTTCCCTTCTCA 62.821 156

HM_0953 contig36042 CCA 3 12 AAAGaCTTTCtGCTCTAGAtCTTCTTCA 60.835 CCATGACCCATGTTTCATCTAGtC 61.826 145

HM_0954 contig08860 TAA 3 12 CAACAACAAAACCTTCCGAAAGAA 63.517 GTTTGGGTCGTTCAATTTTAGGTG 62.823 136

HM_0955 contig19732 TCA 3 12 ACCTCCGACTtaTCTCTGACTCcA 62.678 ATGAGCAAGCAAAATGTAATGGGT 62.95 93

HM_0956 contig15868 TCA 3 24 CGTTGtcGTCGTCTaCCTTATGTG 62.969 CTGGCTTGCTGTAgGAAACCTCTA 63.138 136

HM_0957 contig13174 TCC 3 12 CCATGGCCTAAATACTCATCATTTTC 62.925 CTGCAAACCAAACAGAGCCTTAGT 63.053 127

HM_0958 contig25605 TGA 3 12 GGATGCTGAtGAGGActCGTTACT 63.031 CATCAAAGTCCACGTGATCCATTa 63.141 155

HM_0959 contig30368 AAG 3 12 AAAATCGATGAGTTCGACATGACA 62.938 AATGTCGTCGTTTACGGTGAATCT 63.048 95

HM_0960 contig00200 GGT 3 12 CAGTTtGTGTTGATTGTTGGGTTC 62.724 AAATTGGCATCACTCACCACATC 63.264 160

HM_0961 contig14810 TGA 3 12 CTCTCTCATCATCATCCACAATGG 63.005 TATTTGTAATGGGGCAGTGGAAAC 63.126 131

HM_0962 contig30237 CAA 3 30 CGGTGCTTACTGAATCTCCAAATC 63.231 TGGcTTcGtCTTgtTCTTGTaTGA 63.163 110

HM_0963 contig29644 CAC 3 12 ACTCAGTGACCGAaCTGCCTTAG 62.064 ACTATTACAATGGTGGCTTGACCC 62.425 128

HM_0964 contig05920 TGA 3 12 GAAGAGTTCGTTGATAGAGACCGC 62.727 AGGAGATTCagTTCCGTTCACAAC 62.912 144

HM_0965 contig09216 TTC 3 15 AATATTGTTGCTAGACGGGGAGgT 63.208 CtTGAAAgGtGAACCAGAAAGAGG 62.582 128

HM_0966 contig35399 CTG 3 12 CTACCAAAACTGgTTTCGCTGTCT 62.943 caactgaaagagatggaGGAGCAT 63.115 149

HM_0967 contig00595 TTC 3 18 ATCCTGATCTTGTGAATCTGCTCC 63.007 CTGAAGAGTTGAAGCCGCTTTT 62.191 156

HM_0968 contig15974 TGA 3 12 TTAGAAATGGACGGTGTTGATGAG 62.397 GGCTTGTTCTGAACCCACTTCTT 63.012 158

HM_0969 contig27787 ATG 3 18 TATGGGCTTCGAGATCGATTGTAT 63.025 ttcaaaggttcctgtctgtcaatg 62.592 126

HM_0970 contig34654 CAC 3 12 aGGGAGGGAGAGTTGTGAGACCTA 63.808 TTATTATCGTTTCCAGGTGATGGG 63.101 160

HM_0971 contig38468 TGA 3 12 GTAAACGAAGTGATTGGCAGGAAT 62.634 TGGATCTGCAACATTTGTATCAACA 63.596 110

HM_0972 contig18672 TTC 3 24 TCTTCTTCGTTCTACTTCGTTCGG 63.125 CCAACtTTTCCCCACTTTCTCTCT 63.172 128

HM_0973 contig08411 ATT 3 15 aGCCACCGGTcTACAATGATCTTA 63.133 cTGATGAAGATGGGtGTGACAAAG 63.026 154

HM_0974 contig34232 TGA 3 12 TGAAAAagTTGACCCCAAaatCtG 63.403 AATTTCCTCACTCTAGcAAACCCC 62.995 138

HM_0975 contig06721 TAC 3 15 TAGTTGCTGATTGGAGGAGGAGTC 63.115 CCTCCTTATACTTTCACTGCGTCG 63.343 155

HM_0976 contig30524 CTT 3 15 CCGTACTACAGTTTCCCTCTGACG 63.339 TGTTGCGTTAGTTCCCCTGTATTT 62.944 112

HM_0977 contig04170 AAG 3 15 GGAAGAAGTGGAGCAAGAAAATGA 63.009 TCAAAGCTTTTGTTGACTTGTTGG 62.641 141

HM_0978 contig36688 TTC 3 12 CTCATTTGCATCAAACAGGTGAAC 62.948 TTTATTTTGGGAATGGGTTTTGTG 62.905 150

HM_0979 contig20855 CCA 3 12 CCTCTACCTCCTCTCCCTCCATC 63.786 AGAGAACCCTTcCTTGTCTCTGGT 62.974 129

HM_0980 contig12715 AGA 3 12 AGCAaCATTTTGCGTACCTGTGTA 62.896 AAGTGCCAAAGTTCCCATATTCAA 62.922 116

HM_0981 contig48760 AGT 3 12 GAAGAAACTGCAATGACGTCCAC 63.166 gGTTCtTTTCGATCCTTCTTTTTCA 62.99 87

HM_0982 contig09956 TCA 3 12 TGATCCACAGAACTGAGAAATGTTG 62.607 AAGTTTGTTCCATGGATGAGCTTC 62.813 145

HM_0983 contig07981 TGA 3 21 GGGCGCTTATTAGGCTTTTCTTTA 62.944 GAGGACGTAAACGCATAATTGAGG 63.043 136

HM_0984 contig13548 GAA 3 12 AgTATCCTCcTCCGAGGTAAATGG 62.876 aacgatttcaaattCCtagctccc 62.903 160

HM_0985 contig10718 ATC 3 12 GATAAGATTGTTCCGTTTTcTGCG 63.138 TGCATGATGATGAAGATGaAGATG 62.255 117

HM_0986 contig05870 TGA 3 21 GCGTAGGTTCGAAGAGACAGAAAT 62.228 AGGTGCTTCTCATCAGCTCCTAAA 62.824 129

HM_0987 contig44891 GCG 3 12 CCTCTGTTTGATCTTCAACTCGGT 63.01 TAATGGAACCAAACAGGCCATAAC 63.126 137

HM_0988 contig25373 TGG 3 18 TTGAACAAACTTCAACATGGTGGT 62.724 GGTTTTGCATAGCCCTCaTCATTa 63.332 137

HM_0989 contig41963 ACT 3 15 AACTCcGACTGCATaGAAaCTGCT 62.752 GAAATctGCAAAtTCGTCTATCCG 63.13 159

HM_0990 contig38103 AAG 3 12 ATGGAGAAGAAAATGGAAGGGAAC 62.865 CTTCTTTGCTTTCATTTTGGAACC 62.329 92

HM_0991 contig00859 GAG 3 12 TTTTAAACGCTCGTCAAAAGCATC 63.647 TAAATAAGCATGGATGATCCCCGT 64.567 156

HM_0992 contig32170 GGA 3 12 GATGCTTCAGGTGAGGAGTTGAAT 63.017 GATaTGCtGAGGCGACTGTATTCC 63.253 134

HM_0993 contig15839 AGA 3 15 CCTTTGATTCCTTGTTTCCTGAAG 62.383 AGTTTCCACTcAGCAcCATGC 62.579 136

HM_0994 contig20735 CGA 3 18 cagAAGAACAACACCACCAAATCA 63.364 TTCTTCAATTTCTTACGAGCAGGG 62.919 116

HM_0995 contig21477 AAG 3 12 CCTGAAAGTCACCCTTCAGCTAAC 62.61 TGCGAGAGGCATACCTTACTCTCT 62.838 103

HM_0996 contig42762 GTG 3 18 GTTTGTTGTGCCTTTGGAGGAG 63.132 CCTAAGACACCATCTCCACCTGTT 62.793 158

HM_0997 contig51790 GTA 3 30 TTGgaGAAGAGATCCAAGTTCTCG 63.199 TCTGaAGGAATCTGTAgTCgGGG 63.837 160

HM_0998 contig06920 TCA 3 12 GTTGCAGGGgCTTGAATAAGtcTA 62.839 ACCGGAAATTGCAAACTACTACGA 63.051 118

HM_0999 contig39586 GTG 3 12 GTGCCAAAAATAaGTGCCAAAATC 62.854 GAGGTCTGAGCAGCGTAAGATCA 63.166 143

HM_1000 contig39950 TAT 3 12 TTGGATTTATTCGAGATTTGTGGC 63.321 GGACGGCTCTGTTAAGTGGaATAA 62.729 157

HM_1001 contig43960 GGT 3 12 CAGTACGAGATTTGCTTCTCCGTT 63.044 TGAATCTACACCACCACTACCAGG 62.382 122

HM_1002 contig34967 TCT 3 12 CTGTATTTTCCTCTCAGGCTCCAA 63.006 GGGACATTGATGAAATGTCTGATG 62.687 140

HM_1003 contig20065 TTC 3 12 CTCAAAaTCTTCTtcACCCcTCcT 63.164 AAGAGAATAATACCCCATCCCCAA 62.866 95

HM_1004 contig31882 CTT 3 24 CATCACAAGGCTCTAGGATCAACA 62.712 GGTAcCACaTCATCAGACAACGAG 62.937 91

HM_1005 contig06370 GGC 3 15 GTCAACTCTCCTGTTCCTACCGAa 63.01 GACACCATGTATATCGACTTCCCC 62.802 119

HM_1006 contig12273 AAT 3 12 AAAAAGACTGCTCAACTTTAAGTCCC 61.552 ATTTCAAATTACCTCCTTTGGCTG 61.752 121

HM_1007 contig32714 AGT 3 12 ATTGACACAGGGATCAAACGTGTA 62.726 AACAACTGCTTCGTCTTCATCTCC 63.141 152

HM_1008 contig31860 GAA 3 12 CTCTCCTTCTTGCAATtCCTTtCA 63.104 CAGCCTTCTACCACCAATTCATCT 62.811 130

HM_1009 contig36339 TCA 3 15 tCCTTAATGTCAACgCTTtCcTtC 62.826 CTCCaGAAATgGTGGTGATTGAG 63 130

HM_1010 contig13896 ACT 3 12 CAaCAGTGAGCAAAATGAACACAA 62.321 GCCACTATTATGGAAGTTGCATCC 62.94 132

HM_1011 contig09658 TCT 3 15 ACCATCAACATAACAAgCaTAAGCA 61.881 cGTAcCCCTGAAATGGAtTTTG 62.573 107

HM_1012 contig06635 TGC 3 12 CCAGTATATCATGGAGAaAAGGCG 63.018 CACACATAACTCTGGCATTAACCG 62.756 160

HM_1013 contig19416 ATC 3 24 ATAAATTGTGGGGAAAGGTctGGT 62.983 TCTTGGTTACAGGCGTTACAGGTT 63.15 157

HM_1014 contig36340 CTA 3 15 TGAAGATGAGGAGAGACGAGAGGT 62.991 TGCATATGGATTGAAATGGaAAAA 62.425 147

HM_1015 contig19363 TAT 3 18 TGATTCTCTTCCTCCATTTCTTGC 63 GCtACCAGCTTGGAACCCAATTA 63.532 129

HM_1016 contig01899 CAC 3 18 AGAGAGAAAATGGCATGgACTTCA 63.431 GATAGCAGTGGGAGTcAGAAGAGG 62.795 147

HM_1017 contig40774 CAT 3 12 TATTGTTCTCCAGTTCCCTCCTCA 63.3 tGACACaACAATGGGAAGATGACT 62.922 87

HM_1018 contig29672 GGT 3 15 TGAGTAGTTGGGATAGCATGTGGa 62.934 CaGGcCCAGtTATCAtcAAAGAAG 63.214 154

HM_1019 contig07522 TTC 3 15 ATCCAGGTGAGACAGAAATCGAAG 63 cCGAAGAAGAAGAGGAAGATGATG 62.67 124

HM_1020 contig08411 TCT 3 15 TGCTGAACGGAAGTCTTGGAGTAT 63.45 CAGGTTCAGGGAAGAAGAAACAGA 63.094 131

HM_1021 contig08862 TTC 3 12 CACGTATTCTTCGTGAAACTGCAA 63.498 CCTCAAGCTGATAAATGAAACGCT 62.947 94

HM_1022 contig09469 GGT 3 12 AATTTGTTGAAAGTGAAATTGGCG 63.334 AATGATTACAGCCTTGACCCTGTC 62.713 134

HM_1023 contig16725 GGC 3 12 GGTACCCATATCCcGCCACT 63.104 ATGGACCCGTCATGGCATATC 64.043 159

HM_1024 contig41283 TCT 3 12 TTGGAGTCTTTGATTGCTGATCTC 61.948 CACTGCACCAATAATGAGAAATGC 62.861 157

HM_1025 contig25674 CTG 3 12 GTCCAATTCTTCAGAGTGCTGGAT 63.017 TCAACTTTTAGAACAGCTACGCCC 62.957 112

HM_1026 contig14849 TCA 3 12 GTTGGAGAACGAAAGCAACCTCTA 63.031 GATATGCCAcATGACAAAGCTACG 62.875 86

HM_1027 contig07779 GGC 3 12 CTCtCTgTGtGTTTTGCTGCACTt 63.09 TTTAAAGGaAGACgaTGAAGCAGC 63.043 109

HM_1028 contig36220 AGT 3 12 GGACGATCCAGAGTAGAGGACACA 64.001 aAGATCTGGAGGCGAGTGTACAAG 63.137 147

HM_1029 contig45559 TGT 3 12 CTGCTTCCATTTCTTGTTCTTCGT 63.031 GAATGTGGAAATTCTCTCTGTgGG 63.204 126

HM_1030 contig05212 TCT 3 15 CTGACAACcGAATTGCTAGAGTTG 62.324 TGTGCAATCTTGTTATGTTTTGGG 63.055 152

HM_1031 contig27586 GTT 3 18 TGTTGTTGATGCTGATGAGTCTGA 63.076 GATCCACAGTAACCCAGCTACACC 63.141 135

HM_1032 contig27844 ACC 3 12 TCTGCTGTCTTAATCACTTCGTCG 62.958 ACACTCGAGGAGAAACaAAAATGG 62.809 134

HM_1033 contig08214 CGT 3 12 CAATCGCTGCTCAGGaCTATCAT 62.834 aaGACGAGtcggAGatTGAgAAtG 63.115 115

HM_1034 contig41942 TTG 3 12 TCCTCTAATTTTCCTTCCGgTTTC 62.875 CAAAAGAAtcGAAAGAGAAGCCAC 62.619 109

HM_1035 contig37225 GAT 3 24 CCTAGTTTGGCTCAAAACATCTCC 62.411 ATCCGGTTTTATCTCAACCACCTT 63.09 160

HM_1036 contig29889 CCA 3 18 TGCAGGTACTGATTCTGGTACTGG 62.621 gGGTCGtAGTGGTGGTGGTTAtT 63.227 93

HM_1037 contig07250 AGG 3 12 AACAAGCTTACATCAGGTGgAGGT 62.411 CGaAGTTcCaTCgCtTTTTCTCT 63.119 121

HM_1038 contig30111 TCA 3 18 AATTAAGTCGGATCGCCAAAGAGT 63.406 GATTGGAAAgTACAATGGGTGCTC 63.026 139

HM_1039 contig10469 TCC 3 12 TctAaTtGATcTCAGgTtGGGAGC 62.9 aAAAACTTGGAATacCTTTCGGGA 63.08 144

HM_1040 contig39730 AGG 3 15 AGTGCTCAGCCAAGAATGATCCTA 63.556 CACTCTCCTCCACCCCTCTTACTC 63.808 116

HM_1041 contig31960 TAT 3 12 CTCGTCCATATAAACTGGTCTGGG 63.006 cTTTCAAAACGCCTACTCCTCAAA 62.929 154

HM_1042 contig16039 TCT 3 12 AAGATTCCCCCAACcTTACAACAT 62.983 GAAAGATTCCaTTGAcGAAGTTGG 63.108 99

HM_1043 contig02234 GGC 3 15 GGGTTTTGGAGGAGTAGACGAAA 62.783 CACCCAGCTCGTGTTCTACg 61.837 113

HM_1044 contig00251 GGT 3 15 GGCGTGATTCTTGAGACACTCTTT 63.141 TATCCTTCACCAACGGGGTACTAA 62.811 92

HM_1045 contig05751 TGG 3 12 GTTTGAGTGGGAgTAGGGGTtCTt 62.983 CGGAGCAAAgtAGTGAGTTATGGG 63.234 145



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_1046 contig02677 CCT 3 12 AACCCTCTTATCCTCCGAAATCAC 62.878 TTGGTGGTTGGGAATTACGTTAAG 63.118 138

HM_1047 contig03753 TCG 3 12 ATCACCGACAGGTCATCTTTTACG 63.549 ACAATCCGACGaACCAAAAcC 63.232 90

HM_1048 contig36555 TTC 3 12 TCACCTTCCTCAGTGACTTTCTCC 63.21 AGAAGAAGACGAAGCGAAAGGAAG 63.599 134

HM_1049 contig00057 GCC 3 12 CCATTTGCTTATCCTGCACGTACT 63.563 GCTTATAAGAAGATGGTGGTGGGG 63.981 145

HM_1050 contig03332 TTC 3 12 CGGCAACTATTCGAATctCAACTT 62.839 AAGAtTGGTTAGaAGATCgGAGGC 63.093 138

HM_1051 contig21496 TGA 3 12 CCACTCtCCACATaGAACCAAaGG 63.208 TCaTCAGCTCCATTAATCCCTCTC 62.889 136

HM_1052 contig06862 GGC 3 12 TGAGATTGGAGAAGAGAGGTGAGG 63.301 GGCACAGGTTTACCAGAGTCAATC 63.242 142

HM_1053 contig05550 TTC 3 12 TAAACTCGTGTCGAGGACCATCTT 63.338 ATTGGAAGTTTGTGGATTGGATTG 63.206 159

HM_1054 contig49999 CCA 3 12 ACCCAAGTATAaGTCCGCCACC 63.431 gTagACTgGGGTGGtGGAGAGTG 64.344 131

HM_1055 contig00075 CCG 3 12 AAGCTCTCCTCAGCCGTAGAAATC 63.517 GTCGATAGACCTAGGGGAAACTGG 63.381 90

HM_1056 contig22675 TCT 3 12 CCATTACTGGTTGgTtgAGGAGTC 63.111 CCTAGGCGAtaAGGCCAAGAAG 63.409 117

HM_1057 contig48151 GAA 3 12 TCTCCTCCGAACTCTCATCAATTT 62.571 CCAGCTATCTGTCTCACTCCCACT 63.236 160

HM_1058 contig14010 GAG 3 12 ACGATCTTGAGGTAAGGATCGGAG 64.004 CaAAACTACGTCGTCTTACCCGTC 63.15 146

HM_1059 contig00870 TCT 3 12 CCTATTGGCGCTTGTAAGTAGGG 63.132 GAAAGAGCATGGGCTGAAAGATTA 62.925 102

HM_1060 contig13697 TAG 3 15 cgTTacGTtACGTtCGTttacGTtt 62.448 CaAAcACGTCGATGaATCTTGTTc 62.948 121

HM_1061 contig00614 TAT 3 12 ATCTTTGAAGCTGGTTCTGATGCT 62.727 GGCAGATcACCATTTCATCAACTA 62.397 143

HM_1062 contig18556 GAG 3 12 tAATGGATTCGagAGATCACAGCA 63.146 ATTgaACaTCTCGGACAACATTCC 63.437 151

HM_1063 contig01633 TGT 3 18 AAGACCTATATCCGTTCCGAGGAG 62.983 CCGATCATCATCTCATCCTAATCC 62.98 110

HM_1064 contig06136 TCT 3 24 AAGAAAAaCCCAGAAACAAGTCCA 62.299 TTGCCATTTGAgGaATCAAAgAAt 63.009 88

HM_1065 contig05950 TAC 3 12 AAAAAGGtgttCTGTTCTGTAGCCA 62.452 AgGGAgGGtTTAtTTTGCCtTTTT 63.249 108

HM_1066 contig15207 CTG 3 15 CGtcTTTCtCCTTGtCATCCTcAT 63 AGCCTTCAtCtGAATGTgGTgATT 63.234 148

HM_1067 contig50404 TGG 3 12 AGCTAGGGTTtCTTGGGTAACTGG 63.001 ACGTCTTCAATCtCTTTGCTCCAC 63.141 110

HM_1068 contig04560 ATC 3 12 TAAAGGCTTAGCCCTGGAGATAGG 63.092 CAAAATCAACAACGAAACCTTTGA 62.326 113

HM_1069 contig24642 GAA 3 24 AATTTACACCGATTCCACCACAAC 63.133 TTCGTTCGTGATTTCTTCTTCCTC 63.009 106

HM_1070 contig42015 TAC 3 12 AGTAaTgaTTtGAGGgCACAatCC 62.51 AATGGATCTGATGGACAGTCAAAA 61.932 148

HM_1071 contig01113 GGT 3 12 GTtGTTGAAGAAGCTCGTCGTATG 62.339 GcTTGATCCTGATcCACtGCTACT 63.146 144

HM_1072 contig45888 AGT 3 21 AGTTGTACGTACGCTGGGATATGA 61.939 TAAATAGAAgCAtACACAACTTCATCCa 61.329 80

HM_1073 contig03692 CGG 3 12 TGTTTGGATGAGCTTGTGAGAGAG 63.04 CGCTCTAGTGAAGAAGAGTCCGAG 63.133 103

HM_1074 contig45548 CTT 3 18 CCTCTGCGATTGTCTTCTTTGAAT 63.022 GTGACTGAAACTgaAAGGGAAACC 62.382 160

HM_1075 contig03017 TCT 3 12 atGGctCgaCaCTTCTTTCTTTTG 63.031 GATCGatTGCATTATGAACGtGAC 62.75 159

HM_1076 contig51727 GCT 3 12 AATCTCATCGGAGCTAGTAGGCtG 62.327 CAACAACCACCTCAACAATTTACG 62.641 150

HM_1077 contig33421 CCA 3 15 GCAGCTTTTAACtCCACCAAGTGT 62.959 AGCGTTGTCTGACCAGAGTAAAGG 63.146 153

HM_1078 contig12220 CAA 3 12 TTCTCAACATTTCCTTCTCCAAGC 63.009 AGAATTGGGATCATGGTGTTCTGT 63.004 115

HM_1079 contig17786 TCT 3 21 AGAGGTGAGATCTTATCTGGGCGT 63.72 AATGAAGTTTGACGAAGAGTTGCC 62.936 156

HM_1080 contig25633 TCG 3 12 AGCGAGAATGTCTTTtGACCAATC 62.926 CGAcACTaACAACAATCAAAAGCg 62.979 91

HM_1081 contig49618 TCT 3 21 ACCATGGTAGAGTCCTTGAGCG 62.8 CgTACGCTaACTCGAgAgGaAATC 62.646 160

HM_1082 contig14716 GAA 3 12 aGGTTTGGTTCTTCAAGgTCTTTt 60.721 AGATGCTTGTATACTCCAGTgtGTTTT 60.687 141

HM_1083 contig02705 GTG 3 12 GTGGAGCAGAGACAGTAGGAGGAG 63.015 CTCAACCTCAACCTCAACCTCAAC 63.437 120

HM_1084 contig38987 TTC 3 12 TGAAATCTTGCCATTTACCCAAGT 62.922 ATaCAAGGGAATGCTGAAAATGGA 62.912 109

HM_1085 contig24098 GGT 3 15 GGAGGAAAACGAgACTCTGGAAGT 63.396 CCAGAAATGTTCTTTCCCTTACCA 62.591 158

HM_1086 contig32593 TTC 3 12 GTCTCTTTGTGCTAATGACCACGC 64.331 GGTGGGTAACAGGATCATCAAGAA 63.419 155

HM_1087 contig18303 CGG 3 12 ATTCCCAAaCAGGCcTTTAGACTC 62.995 CGTACAGTgTCATTCCCTGTAAGC 62.119 154

HM_1088 contig07930 CTT 3 21 ACCTGAACAAATCAtCCcTTTGAA 62.996 GGAGaAAcaGaAAcCAGAAcCAGA 62.997 135

HM_1089 contig00468 CTA 3 24 TAAAaTCCcAAaCCCTCCTCTCTC 62.958 TGCGGtTGtACTGTAGCAGTGAAT 63.1 158

HM_1090 contig07004 AGT 3 18 CTGTGcaGTTGTTCTCAaGTTGGT 62.852 TCAGCaCCAAGACCCTCTATTCTC 63.115 151

HM_1091 contig00637 TGG 3 12 TCTTGTAGAGGTGTTGTCCTCcGT 63.449 GTCCCATTCTCATCTCCTCCAgTA 62.874 160

HM_1092 contig24186 CAT 3 18 TTGTGAGCCACCATAAAGAAGTgA 63.048 CCAAAATTTTCAAGTCCAATGACC 62.8 141

HM_1093 contig05868 GAA 3 12 CAAAGAACTCAAATTCAAACCTCtcA 62.044 GGTCGAGAGcCATAATGAGGTAGA 62.913 109

HM_1094 contig21613 TCT 3 15 AATAGCTCGAACCCAcGAATGATA 63.034 GaAGAAGAGTGACTGCaAGGGAAA 63.225 160

HM_1095 contig45504 TGT 3 15 GTGAACTGGTttGGGCGTGT 63.286 TCTCTTCTACCaCCAGTACCGTCC 62.909 119

HM_1096 contig11970 GCT 3 18 GCTTGTTGGTGCTGGTGTAGAAG 63.288 GCAACAAGGAGGGTTTTACATGC 63.97 159

HM_1097 contig22196 CGC 3 12 CGTGACTTCCTCTGTGACTGTGTT 62.947 GTGAAACAACCCAGTTCACCTTCT 62.807 137

HM_1098 contig08535 AGA 3 12 GGATCAATTCGTAGAGCTTCCTCA 63.013 CTGTTTATGAAAGGAACTCACGGC 63.239 121

HM_1099 contig21462 CGG 3 12 TCCTCGCTCTtCCCTCCTTATTAC 63.184 GTCTATTTGGTGGAGCTGAAGTGC 63.468 109

HM_1100 contig06799 TGA 3 12 AGGCGACTTCTTCCTCTTCTTTGT 63.105 GATCCTCAAGAGTCAAGACCCAGA 63.202 143

HM_1101 contig25717 TCG 3 12 CAGCAGGAAATTAGGGTTTGCTTA 62.744 CACGCTTTCACTATCTTTGCATTG 63.081 138

HM_1102 contig34614 CGG 3 15 CTTCGAGAACTGAGCCTCTTCG 62.905 CACAGTGTGATAGACCCCAAAATG 62.71 111

HM_1103 contig35686 GAA 3 15 GACGACGATGATATTGAATCCTCC 63.007 TTGGTTTTCAAATCCCAGtTCtTC 62.592 147

HM_1104 contig39084 GTT 3 12 TTGTAGTAGTCATCAAAACCGGGG 63.319 AACAGAGAGAATGTTTGGAAGcGT 62.626 140

HM_1105 contig04773 TCT 3 24 AATACATGGGGTACGGGACACTTA 62.619 CAATTCGACACCAATTCAATACGA 63.046 157

HM_1106 contig40410 TGG 3 15 AAAaGaGGGTTTtCCCAGTGAGAC 63.08 TGGAGACAGAAAAGCTTTCACCTT 62.71 158

HM_1107 contig41531 GAA 3 24 AAACCTTtCCCTAAACCAAAGACG 62.804 TACTGTTCATCGTCTTCCTTTCCC 62.798 142

HM_1108 contig15821 CCT 3 18 TAAGCCTCGTCCAATCGATTTCTA 63.221 CTGATATCGCCGAGAATCATCTGT 63.762 147

HM_1109 contig24295 TCT 3 12 CCTGTCCTTGTTTGAcgTTCTCTT 63.02 AGCAAACCAGCTGAATTCAAAGAC 63.048 117

HM_1110 contig46174 TCA 3 12 ATCTTCATCATACCACCACCCAcT 62.901 TCAAGGTCTGAAGTGAACGATGAG 62.919 108

HM_1111 contig04464 TCC 3 21 AGCTGTCGCCTAAGTGTCGTAATC 63.073 ACACACCACACGCAGTCacC 63.227 108

HM_1112 contig09402 GAA 3 12 AAAATGAGGGAGTGTCAGTTGAGC 63.027 tGTCGctCCCAACtaTACTAACgG 63.546 156

HM_1113 contig05984 AGC 3 12 GCCAGTTTTGATTGGGTAAGTTGA 63.432 GGCTCAGCATCAGTCCCtTCTTAT 64.13 122

HM_1114 contig12247 TCT 3 12 GGAAGAGATTGTTGAGGGAGTGAA 62.987 GTCCTTTGAATCTCAGAGAgGCTG 62.898 127

HM_1115 contig04800 TGA 3 18 TACGGTCGTTGACGGCATCTATAA 64.666 CATGGCGAGTACCAGATCAGATG 64.047 130

HM_1116 contig17432 ACA 3 12 GACATGACtGAggCTCACATCCTA 62.817 gAAGGCTTGACGACCTCTCTATTG 62.712 155

HM_1117 contig49135 TCT 3 24 CCTCCAAATTCAAATTCTCTGACG 63.202 GCTGTTGAAAAATGCATTGAGAAAT 62.667 151

HM_1118 contig25376 TGT 3 12 TCGTCTCTGTGATCACTTCTGGTC 63.035 TTCGTTCTCTGTCTCAGCAATGTC 63.057 96

HM_1119 contig31065 CTG 3 12 GATGATGACATCGGTTGAGAAGTG 63.033 gGGACTTCTTGGAgGAgGaAAGTA 63.164 128

HM_1120 contig42388 TGT 3 18 AACAATTTTGCCAACTTGAAAGGA 63.027 TCCCGATTCGATATGAAAGAAAGA 63.092 119

HM_1121 contig20274 TCT 3 15 TTCTTCAATTTAGCCTTCACTGCC 62.935 aAAAGAAAATGCGCAAAGTGGATA 63.05 130

HM_1122 contig08715 ACT 3 12 CCTCCCTATTTATCCTCCTCCAAA 62.758 ATGATAAAAAGCACGATGACCGAT 62.94 120

HM_1123 contig24996 TGG 3 12 CATTAGTGGGACCATCATTCCAG 62.67 ACTTTACAGCCTGATGTATTGCCC 62.647 123

HM_1124 contig35903 TGT 3 12 GTGTGGATCCATGGAGGTAATAGG 62.786 GACATGTCTTCGTGAGCGATTTC 63.278 158

HM_1125 contig13753 GCG 3 12 TTAACCTTGGCAAGAACAAGATCG 63.63 AGCTCTGAAACTTCAATCTTCCCA 62.698 121

HM_1126 contig03804 GGA 3 12 TACCTTTGTTtCGCTGCTAGGAaG 63.048 TaCACACAAGGACatGAGAcCACC 63.386 146

HM_1127 contig31156 GAG 3 12 GcGTTGGTGgCATAGAaGAgATAG 63.353 GCTgaAAATTaAGGtGCTAGAAAATGG 63.384 104

HM_1128 contig49922 TTC 3 15 CACCACCATTCTCTTCATCctCTT 62.884 CAtTGCTAATTGGGTATgTGCAAG 62.664 96

HM_1129 contig01755 CCG 3 12 AaCCTAGATTTTCAAACCTCCACCA 63.189 GTGTTcGGTGGtTTTACGAGGTC 63.984 147

HM_1130 contig51291 TGT 3 21 GTCTTTGTAAGTCCACcAACACCC 63.023 TGGTGACCGTAGGGATATcatTgT 63.643 107

HM_1131 contig20751 AGA 3 24 TTGCAAAACAATTTGGGTGTTCTA 62.649 ACACTAACAGCATGTTTCCCGAAT 63.048 159

HM_1132 contig47380 TGG 3 30 GACTCAACGACTGTTGGCGTCT 63.984 CAAATCGTTACTTTCTAGGGTTCCG 63.199 143

HM_1133 contig26234 TCT 3 24 ATGTGACTTCTCACCAAAATCCGT 63.128 CGCACATGCTCTCTACTCAAACTc 62.651 137

HM_1134 contig21404 CTT 3 21 CtGAGTCGcCTCTGTTTCAACTTT 63.245 AAAGCATTCAAAATCCATAACCCA 62.722 106

HM_1135 contig06738 CCA 3 21 TAGTTGTTGCCACCATAACCATTG 62.956 CTGGTTTTGGAGATGGAGGATATG 62.983 136

HM_1136 contig00959 GTT 3 12 AGCTCCCATTGATGGACTCTTTC 62.992 GGATTCCTAAGAGGTCAAAGGCAC 63.494 117

HM_1137 contig50421 CTG 3 18 TGAGgTCcGACTGAGgATATTGTT 63.217 GTCATCaAGagCTATGAAGCCGAT 63.042 94

HM_1138 contig49439 TCG 3 12 GCTACGATTCGACGCTAAAACaCT 62.985 CAATCGACATTTCTGTTCTCATCG 63.038 139

HM_1139 contig00179 TCA 3 12 CaTCTtCTCGTCATCATCATCGTC 63.146 AGTACCGGAGGCCTACTTACGAGA 63.61 110

HM_1140 contig33191 AAT 3 18 AAGGCCAAAACATCAGTTCAGAGT 62.512 CTTTAAAGGCAATTGATGGTCagG 63.014 145
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HM_1141 contig11235 AGA 3 12 GTAACCTTCATGACTTCGACAGGG 63.225 ATGATGCAACCCAGATCCACATAC 64.21 121

HM_1142 contig06479 TCT 3 12 CAAGGTTCAAATCAGGACACCTCT 62.895 GGTCAAAACCATATCTTTTGCTCCT 62.821 149

HM_1143 contig21371 GTG 3 12 CGCTAGGAAGTCCGATAAtGAGTC 62.523 cCtTTTCtTTGAgcCaAGTcCtTT 63.187 130

HM_1144 contig26071 GTG 3 12 TTCCTCAGAATTCTCACCTTAGCG 63.117 TTAGTTGTACGTGCTTGCGAAGAG 62.893 143

HM_1145 contig02111 GGA 3 12 CACCAAACAAATTCCATACCCATT 62.909 GGTTACGTCTCAATTCCTGCAGAT 62.827 83

HM_1146 contig32464 GAT 3 15 TCATCTGAGAaTGGTGATGATTCC 62.443 CCCCAAACTTCTgaATTGAAtCTG 63.091 136

HM_1147 contig18485 CAC 3 12 CCCcAAGGTTtgTTtGGTTTATTT 63.179 TGGGTGTGTTTAGAAGCTGGtTTT 63.138 153

HM_1148 contig18174 GGA 3 12 GGACCCCAATATCAATTGTTTCAA 62.996 CAGTCAACATTTTCTTGCCAGTTG 63.057 109

HM_1149 contig14418 CAA 3 15 CAAAACCGGAgTGAAATCAGAATC 63.108 TgGGTGGTATGATTTGATGAATTG 62.807 132

HM_1150 contig13565 TTG 3 12 TCCTCTAATTTTCCTTCCGgTTTC 62.875 CAAAAGAAtcGAAAGAGAAGCCAC 62.619 109

HM_1151 contig19602 TTG 3 12 TTAGTTCTTTTGGCGGAGATGAAA 63.216 AACTGCTGCTCTTGTTCTTCCACT 62.949 87

HM_1152 contig23069 TCT 3 12 GATGACGAATCTTGAGAAGCCAGT 63.133 atTCtTccTcTgTGAGAgGTTTGG 62.15 131

HM_1153 contig00982 CTC 3 12 TGCTATCcTGACTGGtGACACTTC 62.829 GcTTGATgAGGGGAGTGAAGAtAC 62.484 116

HM_1154 contig01173 TTC 3 12 CTTTGATAGTGTTAATCTGGCGGG 63.027 CAGTGAAGGCCAAGAAGAAGAAAG 62.806 152

HM_1155 contig45655 ATG 3 12 CAGCGTTGGGGTTTAAGATAGAAC 62.247 GTAGATAGTGACCGCAGTCTGTGC 62.442 139

HM_1156 contig06459 AAT 3 15 AaTgaCTTCCATgaCAAGCCAAAT 63.026 GAGTCTTTGAGGCCATCACTCAAT 63.017 142

HM_1157 contig46329 CGG 3 12 GTTGGTAGGAATTCCGAGAGTGTG 63.225 TAGTACCGATCAAGACAACCGTCC 63.549 140

HM_1158 contig14328 ACG 3 15 CTTGATCTCAACATGAAAGCGGAT 63.754 GATCTGAAGCTCAAGAAACCCaaA 63.009 156

HM_1159 contig45788 AAG 3 12 TCTTGAAGAACACAAGAAGCAGGTT 62.736 TGTTGAGCTCTCTTCAACATGAgaC 62.185 160

HM_1160 contig28096 TCT 3 12 CCAAGGCAATTTCAGTTTCTGACT 62.921 CTTCGGAAAGAACACACAACAATG 62.942 153

HM_1161 contig21337 CAC 3 15 AATCCGgTtAGCATACCCAAaTG 63.115 AATTTTCCAACTCCAGTTGCTCTG 62.921 110

HM_1162 contig52040 ATC 3 12 TAGCTCCTCTCCCTCGTCCAC 63.105 CCaaatgATGTACAAGCaGCACTC 63.078 128

HM_1163 contig36475 CTT 3 18 GgAGGTATCTGGAAAACCaGACCT 62.974 ATgGTTACGAcTGAAgGCAAAGAg 62.933 129

HM_1164 contig35154 TCT 3 12 ATTGTGTCCGATCAAAACCaTTTC 63.223 ACCTCTGCTCCTTGCCTAGACTTT 63.117 126

HM_1165 contig06846 AGA 3 12 AGTATTGGACGGTCTTGTGGAAAA 63.019 CTTCACACATTCAAGATCAGGTgG 63.026 109

HM_1166 contig30173 CTT 3 12 TCTGCcTTTTTAGTACCATCTCGC 62.947 TGTTGATGTCACAgacACAGAAGG 62.478 156

HM_1167 contig09688 ATG 3 15 ATCATACGGACCAAATATCGGTGT 62.622 GCAGCAGTGATATCAGTTTCAACG 63.194 152

HM_1168 contig06482 GGC 3 21 TACACAAACTCATTGAATGTCCCC 62.175 ATCTGAGAGTGACGAACGTAAGCC 63.154 123

HM_1169 contig24514 GAA 3 12 TAGTTGTGAAAAAGCCAAGATGCC 63.648 TAACCACACGTCTTCATCAgTTCG 63.493 150

HM_1170 contig33748 AAG 3 12 GGTGCCTCTACATCTGAAACTCGT 63.04 AAATGACTGATCATCTCCCTGCTC 63.007 153

HM_1171 contig10312 AGA 3 15 TTGCTTCGTCTAACCACTCACAAA 63.172 AAGATTTcAACCCTGCGGACTATT 63.301 134

HM_1172 contig34499 ACC 3 18 GGTGGTTGGAATAGgAGgAGTACA 62.584 CAATTTTATGCTGTGGATGGTGAA 63.046 99

HM_1173 contig41351 GAA 3 12 AAGAGACCCAGAAAGGGATCTGAG 63.372 TTTCTCTAcTTCCCtCCCAcCTTC 63.164 83

HM_1174 contig00061 CCA 3 12 CCCCTaCcTTTCCTTTtCACCTC 63.354 GAAGAAGGATTGCAGGGTGAGTT 63.002 129

HM_1175 contig15684 TGG 3 24 GGTAGAGCTTTCGTTTCTCATCGT 62.228 AAAAtATTTCCAAACATcCTcCCC 62.397 114

HM_1176 contig37678 CTC 3 12 GGAAaTGCCGTTCCAGAATTACTa 62.533 CTAAGCCAGTTTTAAGGGTGCTGA 62.941 156

HM_1177 contig23760 CAA 3 12 TCATCATTTCTGCCAAAAACAGAA 62.932 TCTGAATGAGAAAGACTCCCTTGG 63.085 135

HM_1178 contig05684 TGA 3 12 ACAATGGTCGAACTTGGCTGTAAT 63.048 TGTTATTGGCATTACAAAGAGCCA 62.761 144

HM_1179 contig12287 AGA 3 15 ACGCTTGGTAACTTGGCTGAATAA 63.158 TTGTCCGCTTTTCTCGGATATTTA 63.026 139

HM_1180 contig05449 GCC 3 12 GATTTGAATCTGAATTCCGTTGTTG 62.923 AAGAGAAGCACAGTTACCGGAGG 63.122 112

HM_1181 contig36998 CCA 3 24 GGGTGGAATCGTGTTATTGAAAAG 62.813 GCCACCTGAAGAAACTACAAGCTC 62.739 123

HM_1182 contig15262 CAT 3 12 CAACAAATTCAGGCTTGTCATCAA 63.367 GAGGATGATGATGAGGATTATGCC 62.997 106

HM_1183 contig05578 CCA 3 12 AATTAGGCAATTCGCCATGTCTT 63.035 CGGTTATGACCTCCTCTAGCTCCT 63.297 143

HM_1184 contig03859 TTC 3 12 TAGAAGAAATCAGGTGTTCCTGCC 62.91 TTGCCAGAGtTGGtTTCAAttTTT 63.027 84

HM_1185 contig27648 CAC 3 18 ATTTTATTtcAAACCCTCCACCGT 62.9 GGaATAGTGCTAACGTGAACAGGG 63.142 145

HM_1186 contig33838 GGT 3 12 AAAaGaGTCAAAATCGAAGGCTGA 62.619 CCAGGGATGCCTTCCTAGTACTCT 63.189 148

HM_1187 contig33615 GTA 3 12 TGGCCTGTAACACTAATAGCAcGA 62.982 ATCAATGCACAAAGAGTAATGCGA 62.975 120

HM_1188 contig05623 ATC 3 21 TCTACGTCCAAAACCaCATCTTGA 62.931 ATGATTATGATGTTGGTGGCAATG 62.837 130

HM_1189 contig07790 TTC 3 12 CtCcACCAGTCTCTTCTTCATGCT 63.34 AGTACGAAAATTGAGAGGCACGAG 63.044 139

HM_1190 contig07324 GAA 3 12 ACAATCGACGgAAcTGAAGTtGA 63.148 GACTGtTCTTCATCTTCaACGGCT 63.141 82

HM_1191 contig43767 CGT 3 12 AAATTGGAGAAGAATGAGCGGACT 63.601 GTCTCCAATGAAGCGTGACGAC 64.324 117

HM_1192 contig06914 AGG 3 12 AGAATTGAACCCAAACAACAGAGC 62.824 GTCTCAGATTCAAATCCATCCCC 63.073 143

HM_1193 contig01221 TTC 3 18 GTCCTTTGATTTTtGGTGTGCTCT 62.824 AGAGCCCTGGGAAGTAGAAGAAGA 63.08 147

HM_1194 contig01408 AGA 3 18 AGAAGATGATTGTGGGTACGAGGA 63.217 tgttGTCgggtttGAGGAAGTAGT 63.233 157

HM_1195 contig22897 CTT 3 12 GCAGTCAGCATTTCAATCAATGTC 63.073 AATTAGGGCTTTAGATGACGAGGC 63.019 157

HM_1196 contig20695 CCA 3 15 ATAAAACCCTCGACCAGAAACCTC 62.888 TCCTCTTCCACCTCTCCTCCTC 63.389 132

HM_1197 contig30422 TCA 3 21 TCCACATTTCACTCCAAAAATCAA 62.703 CCCATTGCTCTTGAGAAATTACCT 61.914 155

HM_1198 contig25571 ATG 3 15 tCcGTCTCCGTCTTAGTCCTACTC 62.281 ATATCGACTACTGTCCTCGCCATC 62.829 136

HM_1199 contig50059 GGT 3 21 TACGATTGGAATcTTGGTGTTCG 63.242 GATTGCAACTCACCACATCAACTC 63.061 129

HM_1200 contig22581 AGA 3 12 CAATTGGAGGATTGTCTTCTCACC 63.204 TCTCCACACTATCCTCaAACATGG 62.473 131

HM_1201 contig00978 GGA 3 12 TCAGGTGTCGAATTCAAGTTCAAA 63.034 CTCCAGAGAGGACTCAAACACGAT 63.223 147

HM_1202 contig10865 AGC 3 12 CACGAATCAGATCCACTAGCACTG 63.278 GAATGGCtTTTGGTACTgGAAGTG 63.129 145

HM_1203 contig12305 TAC 3 12 AATTAATAGACAATGCCCACCAGC 62.451 CTGGTCTGTctGTTTTGTTTCacC 62.171 102

HM_1204 contig06141 CAC 3 12 TGTCTACTAGGGTTTCTGATGGGC 62.811 GAGCTCAACTTTTACCACGGACAT 62.838 156

HM_1205 contig46985 GGT 3 12 TCTGTCATACCCTGaagaatCCAA 62.039 CACTTACCAGGAAGAAGCACCAGT 63.033 110

HM_1206 contig00331 AGA 3 12 AACAGCATTCACAACAGAAACGAG 62.753 CGCAGTATGCATTAGTGGTTCTTG 62.982 122

HM_1207 contig20194 TCA 3 15 CAGAAGAAaCAAACCAGTGAAATGA 61.694 ATGATCCGATCGAAACTGGTAATC 62.496 106

HM_1208 contig28844 GAA 3 15 GTTCCCCTTTTTGTTTCTCATCCT 62.876 GTTTGTTTCCTCCTTCTcCTCCTC 62.863 119

HM_1209 contig12020 CGG 3 12 CGAGGTTCTGGAATTCAaCgTC 63.123 CGAGaAAATTGtTCCgGGTAGtC 63.106 119

HM_1210 contig03013 TTC 3 15 GCTCTTCTGATAATGGCGCTAGAC 62.759 CTTCTgAAGACCAGAGTcCaCACA 63.027 117

HM_1211 contig38759 GTG 3 12 AAGAGCAATGATGGCACAaGTGTA 63.078 CATcCCTGTgATTTTAtACAGCAGC 63.057 146

HM_1212 contig37032 ATG 3 12 CTGGCATGcTCCAtACTTTGAGAT 63.766 CAATTCGGAACTAGGACTAAGCGA 62.932 106

HM_1213 contig17566 CGA 3 12 TCTGTGTACGAGCcAAACCCTAAC 63.664 GAGGATCGGCCACTACGAGAG 63.465 159

HM_1214 contig25566 TCT 3 12 TGAGATACTTGAAAGTCCCTTGCC 62.91 AACTTGtGGGTTCGagATCTGAGT 62.589 81

HM_1215 contig14878 TTC 3 12 ccTCTCTTCCTTTTCAAAGGCTTC 62.98 TAAAAGTTCAATGGCGGACTCAAT 63.03 108

HM_1216 contig21643 ATG 3 12 ATCATATGGTCATGATGGAGgAGG 63.303 TGCTACTGCTACTGCtacTGCtgc 63.353 159

HM_1217 contig09121 AGC 3 12 TGCAGTATCCTTAACTGCTGCAAG 62.883 TTCTAGTTGGATGACCTTTTTGGG 62.591 160

HM_1218 contig29429 AGA 3 12 AAGATATTTCACtaTGCTCAAAGGCA 61.545 GGTAGCTAACGTGGAGCTTGAGA 62.103 160

HM_1219 contig48925 GAA 3 12 CGATTAATTGCTGGAAGATGGTGT 63.438 TCCATCTACTATTCAACCGTGGCT 63.133 137

HM_1220 contig08918 GCT 3 12 AGGCTGAGCTCTCAGTTCCTtCTT 63.42 TCACTTGGCATGGAAATCAGAGTA 63.038 120

HM_1221 contig13079 CGT 3 12 AGGTGGTAGTCGTGGCCTTAATC 62.712 CCTCTTCTCATGCTCCATCTCTTC 62.887 137

HM_1222 contig18276 CTT 3 18 CTTCTTCCTTTTCATCCTCAGTCG 62.683 GAGGAAGAGAACAATGGAGTGGaA 62.987 145

HM_1223 contig17307 CAC 3 12 CCACTTTCTCCTCTTTCTTTGGCT 63.387 CACTGAACTAATTGCCCATGGAA 63.242 146

HM_1224 contig45194 GAG 3 15 AGAGGAGAGGAaTGAGGATTGGaG 63.365 ATCTcgGcCGTCAATTGTCTATAA 63.034 115

HM_1225 contig43565 GCG 3 12 TCTACATGTTGGCATTTTCAAGGA 62.832 tCTATCCCCTCTCTGTTCTCTCCA 62.754 128

HM_1226 contig48601 TCT 3 18 CACAGCCAAACTAGCAGAGAATGA 62.958 GAAGAAGATTCTCAAGATTCCGaAGA 62.504 147

HM_1227 contig11231 CCA 3 12 TATTGATCCAGTGACCATGATTGC 63.15 GCATCTATATCTAGTGCAgGTGGGA 62.745 126

HM_1228 contig07730 CCG 3 21 GTTTTTGGGGTCCATAGAAGAAGC 63.289 TCAACCCaACAACAGCaATaACAC 63.176 157

HM_1229 contig09991 TTC 3 12 GAACCTCCTGATTATCGCAAAGAA 62.815 GGAAAGCAACAGGaAAAGAAGGTT 63.098 97

HM_1230 contig20266 TCC 3 18 TCTCTGATATACGGCGACTGGACT 63.456 AATAGAGGTAGAGaAAgGGGCGAA 62.703 126

HM_1231 contig32159 CTT 3 21 GTCAAAGGAATTTTGTGTTCGAGG 63.117 CAAAAGTGAGACTGAGAGCAGCAg 62.958 159

HM_1232 contig24845 AGA 3 21 TTTTtCCTTCCAAAAACTCCACAA 62.999 AGGGTTTTTCTTAACATCAGAtGGG 62.702 153

HM_1233 contig31987 CCA 3 15 ATACATgTAGCCATCCTCTGCCaC 63.574 AGTATCACCGTTGCGTTGGATATG 64.181 158

HM_1234 contig29260 AAG 3 24 TGCATAATTGATTTTCTGTGTGGG 63.046 GCCTCACGAGTTCTTGTTCTTGTT 63.15 141

HM_1235 contig01540 TTG 3 24 GAGGAAGAAGATGTTAACTCGGGC 63.601 GACCTTCCCAATGTTCCCATTATT 63.271 140
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HM_1236 contig10892 CAT 3 12 CCATTGTCATTGTCATCATCACC 62.332 AATTCCCCTCCTATAGCTCCTCCT 62.858 80

HM_1237 contig31359 CTT 3 12 AAGGCttaaaaaGTGCcaCATTCA 63.146 CataGaAgaAGGTACgATGCACGA 62.643 96

HM_1238 contig17530 CCG 3 12 GATGACAAGgAaGATGAAGACGGT 62.901 gtACAGAAAATTGGGTCGATCAGG 63.009 124

HM_1239 contig04792 ACC 3 18 CTGGTAGTGTCTCTCTGGTTGGGT 63.011 TTCAGAACCAGACGTTAATGGGAT 63.009 154

HM_1240 contig11816 TCT 3 21 TAATTCCGTACTTTCCCCAGGAAT 62.98 AAGAGAGAAAGGCAAGGACACAGA 62.909 122

HM_1241 contig30573 AGT 3 15 tGGAAGAATGGGGATAAAGGAAaT 62.959 CTCTATCATCAATGCCCTCTGACA 62.7 141

HM_1242 contig40778 CTC 3 24 GctCCTTCCAgtCtATcatCTCTCa 62.382 AACCTGGaAAACaAGAAgATGcTG 62.921 125

HM_1243 contig18587 TGA 3 12 GATCAAAGGGACTTGTTGAATTGG 62.996 GGAGGCTCATCATCATCTTCTTCT 62.249 135

HM_1244 contig36012 CCA 3 15 TATGGCGGATAAGATTTGAATTGC 63.231 CCCAAACAACACACCTTAgCTACC 63.041 121

HM_1245 contig49604 CTG 3 15 AAGGGATGTGAAGGGATTGAGATT 63.27 AACGATCTCTCCTCCATCACaAAA 63.318 117

HM_1246 contig33479 CTC 3 12 CTGGTCCACAGTCAGTCCTAGCTT 63.244 CGAGGATAGCCTTTTGACTGAAGA 63.117 160

HM_1247 contig02852 CAC 3 12 GGTCCTCTTCAGCCAGACAAGTAA 63.124 ACaTGTTGAGTCCGTGTGGGT 62.67 159

HM_1248 contig11787 ACC 3 12 AATATtGGTGAGCCAGGAACTTCA 63.121 ACCCAGCAATGATTAAGGCTTCTT 63.406 124

HM_1249 contig34847 AGG 3 18 TGTCGGAGTGCGAAACACTAGTAA 63.184 ATACATTTCACATGGACTGCATCG 63.172 159

HM_1250 contig32155 AGA 3 12 CTTTCTCAGTGGGAAGAACAGGGT 64.118 CCATTTCAAATTTTCAACCCAgaA 63.192 157

HM_1251 contig05591 GGT 3 12 ACGAGCTTCGAATCTGATGATACC 62.929 AATACCTCGCTCTGTGCCTTATCA 63.353 121

HM_1252 contig18999 TGG 3 12 CTCCACCAAACAAGAACCCATTAT 62.397 CGAAACCCTAGATGGAGAAGAAGA 62.171 137

HM_1253 contig36626 CGG 3 12 AGTGTCTCCATCTTCCACTGGTTC 63.005 GATTTGATAGTGGGACCACCTGAG 63.102 150

HM_1254 contig11307 CAT 3 24 TCTAGGTGAAATTGGTCCACCATC 63.419 CgGGGGAGaTAATGAGGAAGATAG 63.254 145

HM_1255 contig16220 GGA 3 12 GCCGGAGAGATGAGAAGAAGAAG 62.989 GATGACAAATCgTCGTCAATGGTA 63.159 141

HM_1256 contig26311 GAA 3 12 AtCGATGAGGACGAGGAGGATAG 62.979 ATCCTAAACTTGGACACTGCgTTC 62.838 158

HM_1257 contig02998 CGA 3 12 ATATTCTCCGACGACCTCACCTTT 63.398 GTTGTGGTGAGGAAGTCTTCGTTT 62.922 146

HM_1258 contig30879 CCA 3 21 aTCATCCTcATCAAGCTCCATTtC 62.791 CtGTGaAAAGAAGTTGTTCCTCGG 63.426 139

HM_1259 contig44061 TCA 3 21 ATCATCCTCTCCATCACCACATCT 63.211 GGAGGACCGGCTaAAGAAACAGTA 63.89 113

HM_1260 contig24602 AGA 3 12 TACTCGTCAGCTTCATTGTCGAAC 62.858 GGCGTAGTGTTCTCTACTTCCaGC 62.752 98

HM_1261 contig14415 GGT 3 12 GTGGACATTAGGTTACGGATGGAC 62.813 TTTCTTTCTTGTGTCCAGTGCTGA 63.377 136

HM_1262 contig04923 GTG 3 15 GTCTCAGGAAACTAGTGgAGGACG 62.691 CTCCTTGGTaTCCTACTCCCTGCT 63.189 92

HM_1263 contig33700 TCT 3 12 GCCCATTAGATGAATTTTCCACAG 62.912 AAACCCTAGtcCCTAGATCGAACG 62.992 95

HM_1264 contig33418 CTT 3 12 ATAGAACAGAGGcTTCCCCATCTT 62.686 TACATTCATCAGGAGACCCACTCA 63.016 160

HM_1265 contig28210 GTG 3 15 AAGGGTTATGGTTAGGGTTTGCAT 62.912 CACCACTCATGGACACTACCACTC 63.045 134

HM_1266 contig22974 GAA 3 21 TGAaTTTATTTTCAAATGGGCTCG 63.211 GAGCTTTAtGCAAATaATACGGCg 62.981 113

HM_1267 contig10801 TGG 3 15 cTCcGATTTAAAaGGGGTTAaTGC 63 TTTAGGATCAGAGGTGAGGACCAG 62.984 158

HM_1268 contig03887 AAG 3 18 ATATCTTCCTCGAACGCCAACAGT 64.331 ACTGTAGCGACTTTCAGAGACCCA 63.677 115

HM_1269 contig23920 CAT 3 12 TTtAtGTcTCaCAACTTGCctCCA 63.048 TTCTgGGaTTgGTAGTgGTGTTTT 62.907 126

HM_1270 contig31486 TTC 3 12 TGCATATTGCTTGGCTCTATTGAA 62.972 TTCCCGAgTCTGTACTGAAGAAGC 63.238 134

HM_1271 contig45940 TGC 3 21 AATTCCaGTTCTTTCCGGTTGATT 63.184 TCGCATACGCTTTTCTGATTTACA 62.982 151

HM_1272 contig11762 GAA 3 12 CCACCATACTCCAAAAGATCATCC 62.887 GAATAGGTCGTCGTCGTTGTTACC 63.048 132

HM_1273 contig43451 TCT 3 18 TCTTCCTCTTTGTCCTCTGCTTtC 62.483 cCATGAAGACATAGCTAACACCGA 62.528 105

HM_1274 contig41525 CAG 3 15 AAAGTAGCGAGCAgaTTGAGCATC 63.273 TGcTgtgaCTGAAGGTGCTGATAG 63.962 145

HM_1275 contig17974 CCG 3 12 CTCTTTCTCACTCCTCGAAACCTG 62.892 TCTCtcTAAAGTTTGGCCCTTTCC 63.18 153

HM_1276 contig15798 GCT 3 12 GaTGtCcAaTtCcTGCTGgTAAaC 63.026 TCTCAGGTCATTGGATATgGAgGt 63.093 135

HM_1277 contig09428 CAT 3 12 CACATCTGATGAAGATGATGATCCA 63.358 AGGCaagaaTCAAATGCTTAGGGT 63.406 151

HM_1278 contig19309 TGA 3 30 CGATAAAGATCTTCGCAGGTGACT 63.035 CTCCTCCTATGTGCATCCCTCTAA 62.897 140

HM_1279 contig01934 TTG 3 12 AATTCCCATTATAgCCCTTGGTGT 62.903 ACATTGGGAGCTACAAAGAGTCCA 63.338 138

HM_1280 contig11532 CTC 3 15 AAGAACAGGGGAGTGGTGAATTTT 63.285 AAACCCTAGAAGAAGGTAAGCCCA 62.609 133

HM_1281 contig03295 ACA 3 18 ATtCTGCAaCATCCAAAcAGAACA 62.948 gtggtggtggaacgttaatcTGTC 63.887 147

HM_1282 contig16937 GCC 3 12 GTTGTAAAAGTTCCTCCAAAGGGC 63.296 TTAATTCCCAGGAAAACAAtgaCG 63.204 149

HM_1283 contig08137 GGA 3 12 GTCGCGAAAGAAAGAACCAGTAGA 63.142 AGAGTTGGGTTGATGaGAAATCGT 62.382 138

HM_1284 contig21733 CCT 3 15 CATCATATATGCAGACCCATCCAA 62.925 GCGGAAGATGAGGAAgAAGAAGa 63.308 132

HM_1285 contig50547 AGG 3 15 GAGGTGGGAGAAAGATCCCAAAT 63.777 AACAACATCCCAAAACACCACAC 63.042 106

HM_1286 contig41841 GAA 3 12 TTCCACAtCCAccTTTTCGATACT 63.009 CTGAAAGTTGCTGGGAAGTTGAGT 63.133 118

HM_1287 contig22310 GAT 3 15 GAAAaTCCGATGTGGGTATTTCAA 63.105 AACCCaAAACAGAGTCACCATCAT 63.014 141

HM_1288 contig24212 ACC 3 12 AGCACGACACATAACCACTCTTGA 63.186 TGAAAAAGCTAGTGATTGGGAAGG 62.811 142

HM_1289 contig02081 TCG 3 12 GatttCTCAAAGGAGAGGGAAAGG 62.755 GTAAAGGTAGGGAGAAGAGGCGAG 62.898 121

HM_1290 contig31112 ATC 3 12 TGCTTCCATATCCTCAAGATCTCC 62.889 ATTGAGCGATTGAGAGGGACATTA 63.223 138

HM_1291 contig18906 GTG 3 12 CTTTCACAGCGTCCTCGTACTCTT 63.258 TGTCTATCATGCAACTCCaACCat 62.833 122

HM_1292 contig18295 ATA 3 21 CGAAAACCaCAGAACCATCCATAC 63.747 AATGAGCAAAGGAGTGTAAGCTGG 63.044 140

HM_1293 contig12948 CAC 3 24 TGTcTtGCCTCtCACGTATAATGAa 62.14 TGTAATAGCCATATGGAGGATGGG 63.105 151

HM_1294 contig28135 GAA 3 12 GCGTTTAGGATACTCGGTCTCAAA 62.839 GATACTCAAcCTTTTCCCCATTCC 63.069 92

HM_1295 contig00669 GGT 3 12 TATGCGTGAACCACATGGAATC 62.939 CCATTGTGTTCAACATACTCCTcG 62.828 148

HM_1296 contig46830 GGA 3 18 TCTGCAGAAACGTTGCTTACAAAT 62.27 CCCAGAAGAAGATAGGCAATCGTA 62.813 145

HM_1297 contig28304 TCA 3 12 CTGTGGCTTCGGTTCTCTACTCTC 62.922 TGAAAATCGAGGGCAGACTATTaAA 62.264 92

HM_1298 contig33727 GCT 3 21 CTCACCTTCAAGATGGCAAAGAAT 62.91 AAAACAGCTTTCTTCCACCAGAGA 62.71 127

HM_1299 contig18793 TGG 3 15 tCtGGTAATGTGTTGTTGGGAGTG 63.259 CAGAGCCGCTAACAGAAGaAAATg 63.546 86

HM_1300 contig21803 ACT 3 15 ATGATACAATCTCAGcAACCCCAT 62.916 GGTGTCAGAGAAGTGGAGCTATCC 62.694 145

HM_1301 contig01869 TGT 3 15 CGATACTCGTGCATGATCCAATTA 63.163 TATTGGAAGGCAACAGGAACAGAT 63.121 152

HM_1302 contig18118 GAA 3 12 TACGATTGAAGAACAGTGATCGGA 63.038 TCACCATCtTCTCCACaATCTCAT 62.119 95

HM_1303 contig26098 TTC 3 12 TCgTACCATGTAGGCATAGCACAC 63.308 ATGTCagCGAGAAAGATTTGAAGC 63.15 127

HM_1304 contig13281 TCA 3 24 TTAAGCTTACGCTTCTTCTGGTGC 63.17 GTTGACAACGACGATGATAACGAC 62.861 155

HM_1305 contig21530 CAC 3 12 CTCCAATGAAAGTCAACAAtGCAG 63.048 GTGGAAATTCAGGTGGAAAAAGTG 63.006 141

HM_1306 contig39796 ATG 3 21 GATGGgtCttccTTGgaGATACAG 62.353 AACTCTCACTCTTCAACCAATcCG 63.01 128

HM_1307 contig25268 GTG 3 15 CTTCTTCCACATTAGCACTCCCAT 62.811 TGCAATATCAAAAGGCAGATGTTG 63.27 147

HM_1308 contig00134 GTG 3 12 GAAAGACATGGTTTATGCCTTTGG 62.922 ATCTCATCCCAATCATTGCCTTAG 62.594 147

HM_1309 contig43952 GAA 3 15 TGAACAATCGTCAAAAaGACCTGA 63.034 AGTGTCAAGCTCAGTTGGAACCTT 62.719 134

HM_1310 contig29583 CCA 3 12 GAGAACTATGGTCgATTCCTCGAA 62.9 TGGAGAAATCAGATGCGTaCaAAA 62.946 158

HM_1311 contig17469 TGA 3 12 AGTGATTGGAGATTTGAGATTGGG 62.672 TTTTCTAGAGAGTGAAgGCAACCC 62.2 90

HM_1312 contig20992 TAG 3 12 TATCGGATAGTTGGAAATGGGAAA 62.696 GcAGTACCACCCTCTTCAAATCAC 63.242 152

HM_1313 contig14488 ATC 3 12 CTCGTCCAGATtTtCTtCATTTGG 63.202 TATCAGAAGGAATTGGGACCAGAG 62.771 135

HM_1314 contig20915 TGA 3 21 AGaGATGATGTTGGTTGTGGCAT 62.927 TCCATCTACTAAGTCTCGGTTGCC 62.923 156

HM_1315 contig22751 AAG 3 12 AGTtATTTGGGCTTCCCAAGACTC 62.995 TATTATGACCCTGATCGACCCAAG 63.305 159

HM_1316 contig04187 CCA 3 12 CAGAAGCTCAACAAAGACAATCCA 62.828 CGGTAGAATCCGAAGGCATAGAG 63.314 115

HM_1317 contig23130 TCT 3 12 AAGAACTTGTCAAGGCTTCCATTG 62.921 TAGTATGGGAAGGTTGAGGCACAG 63.641 117

HM_1318 contig51328 TTG 3 12 TCAAGAAGAGGGTAGGAGGAGGTT 62.86 GACAATCGTACAGTCCTTGCAGAA 62.741 158

HM_1319 contig16782 TAC 3 15 AGTCCTCCAAGTTTTtCAGTCACG 63.02 TTgGCAGCGACATTTTGTCTACTA 63.081 124

HM_1320 contig29638 CAT 3 12 CAGAGTCTTTAACCATCCGAAGGA 62.894 AAGTGCTTCTCAAACTGCACACTG 63.09 113

HM_1321 contig19490 TGT 3 12 TGAATTCATTTTCATGCTGGTTTG 63.146 ATATCAGTGCAAGGGCATTGTTG 63.273 155

HM_1322 contig19682 ATC 3 12 CTCCTGTGATCTTTCTGGCTCACT 63.34 CCCTTTAAGCCGTTCagAGtTTTT 63.01 148

HM_1323 contig48051 TGT 3 12 GCACTTCCTAACCTTGAACTCGAA 63.031 CTGCTCACACTACGACGCTTTAAC 62.483 160

HM_1324 contig38205 AAT 3 21 gAATTTCATGctCAAGTCTTCCAGA 63.024 TCTCATTCAAGTGATGTTTTGGGA 62.907 114

HM_1325 contig24713 AGA 3 30 TCCCGAAATTTAGAAGGTGACAAA 63.002 GTCTCGAGTTCATGCAACACAGTT 62.858 151

HM_1326 contig00674 TCT 3 12 AGCTTCATCAGTTCACCCAAaTtC 62.813 ACCGATTGATCAGCTGAAAGAGtT 62.613 139

HM_1327 contig22117 CGC 3 18 ACTTCTTCAAACCCTCGCTACtCC 63.309 CGGTGTAGTAATGGTGGGCTTCTA 63.439 153

HM_1328 contig25428 CTA 3 18 GGATTTCCATCGGAGATAGTGGTT 63.584 CTGAGCTAAgGCCTTCAAAACAGA 63.234 122

HM_1329 contig40442 GGT 3 15 GAGGCCGTACTTGAGAAAATTGAA 62.826 CGTTGAAAATCCTCACAGAGAACC 63.325 142

HM_1330 contig04743 ATC 3 12 ACATAGTTATCATGGTCCCGCCTA 62.828 CCCAACCCACGTTGAGTAATTTAG 62.821 127
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HM_1331 contig06274 CAC 3 15 GgTGCAATATTCATAACCGGAAGA 63.225 ATTGATCAAGCCATAAGGGAGTTG 62.607 153

HM_1332 contig31936 TGG 3 12 CcAaCAATCaCCCACTTTCTCTCT 62.895 AAGACGGGTTAGGGATACTAAgCG 62.922 141

HM_1333 contig05868 TCT 3 12 AATCTCAAACCTTCTTCCCCAATC 62.865 TTGTTGTTTCGCTTTTGGGTTATT 62.85 158

HM_1334 contig08758 GAT 3 12 AGTTACAAGCGGACAAGAACCATC 62.838 TTTCACTAGGTTTTTGGTCCTCCA 63.1 129

HM_1335 contig52037 AGC 3 21 ATAGCTGTCAAGTGGAAGTGGAGG 63.023 GTTGCCCGtTTCtATCTCaCAtCT 62.827 122

HM_1336 contig03452 TGG 3 18 CCCAATAGTAGTTGGCTCCATGAC 63.022 TGGCTCCTCCTAATTTCTTTCCTC 63.172 142

HM_1337 contig29744 TTG 3 12 GGAGTGAGAAGTGAGAGGACGAAG 63.001 ACCAGAACCCAGATTTCAATTTCA 62.996 112

HM_1338 contig39482 CAC 3 12 GCATCTCTCCACCcATTACAGACT 62.915 GtGGttTgGGAGGAGCaAAGAT 63.747 151

HM_1339 contig20628 CAC 3 12 GAATGAATCCAAAAGCTTTGATGG 63.009 TGAGGTCAGACtTTGATGTGtTTTG 62.62 128

HM_1340 contig19242 CTC 3 12 AAGGCCACCAAACAGTATCCACTA 63.031 CTGCACCAtTCAATAAGAAGCTCA 62.744 160

HM_1341 contig39626 GTG 3 18 TCCATTACTGCTGTCTTCcACAAA 63.048 GACTACCACtACCACCTCCtcCAtC 63.411 90

HM_1342 contig12146 TGG 3 15 GGTGGCCTTTATGTACTCCAACAG 63.031 AtTTcCTCTCTCCCCTCAAACAAC 63.071 132

HM_1343 contig01235 TCG 3 12 GTGTAGTCTTCGTCGTCGTCTTCC 63.583 CTTCTCCAACCTTTCTGTGACGAT 63.01 95

HM_1344 contig49027 GTG 3 15 ATGGGTTGGATgAATCAGAAACTG 63.419 aCAAAAACAAAAAGCAGAAGCAGC 63.076 138

HM_1345 contig32910 TCT 3 15 ACTTCCAACCTCACACCAAACAAC 63.564 AGGAAAATGGGTTCCTAAGCTCTG 63.086 157

HM_1346 contig38474 CAT 3 12 cACCAGCcATATgAATaTCgTGAA 63.05 TGCTAGAAAGAGAAGTgGGATTGaA 62.619 132

HM_1347 contig21645 ATT 3 12 TTTTtGGgAATCTTTTTCTCCGAT 63.163 ATATCGGAATAGTCGCCGGACTT 64.098 151

HM_1348 contig15581 TCA 3 12 ATATGCATCGTCatCGtcATCaTC 63.173 CTCCTCCTCCTGAGTTCAACAGTC 62.882 95

HM_1349 contig33060 TTG 3 12 TAAGGTCTTGATCGCCATAACCAT 62.925 TTCAGTCACAAATTGGCTCTACCA 63.048 151

HM_1350 contig39925 GAG 3 12 GCTGAGGAGCAGGGAGAGGT 63.347 aATCTAGtCCTCAcCAcCCTCAATC 62.988 159

HM_1351 contig51305 TCT 3 21 TACAACTCCAAGGAATGTTCGAGG 63.629 TCTCATCTTCAACCACCATTGAAA 62.907 132

HM_1352 contig25976 GGA 3 18 GTTTCGCTCGAAGATGTGGATTT 63.758 CGAGCTGAACAACCTCCTaAtGTT 62.933 138

HM_1353 contig08932 TCC 3 15 GGCAGATCATACTTGAAGCAAaGG 63.341 TCTTGTTCTTGCTGAAGTGACGAG 63.168 158

HM_1354 contig13876 GTC 3 21 ACAATAACAAtAATGTGGGGgACG 62.922 TGCTTTTGGATTCTTCTTCCAAAg 62.906 132

HM_1355 contig24648 CCA 3 12 tACCCCtcttCTTCGAATCCGT 63.293 AAGAcCTACTCTGCGtTTCCGAAT 63.616 160

HM_1356 contig25782 ACC 3 12 CCATTTTATGATTCTGCGGAAGAG 63.113 GGCGGTTACTGGTAATCCtTcTTT 62.82 110

HM_1357 contig15921 TGT 3 15 CTGATGATTGGGCaTCTTCTTCTt 62.9 ATCAACaAACCCaAAACCTACCCT 62.992 124

HM_1358 contig03041 GAG 3 15 CTaTTGACCGTTAATTCGTCGgAG 63.027 ACAAAACAAGACCTCTCCACCCTT 63.5 121

HM_1359 contig46210 AGA 3 12 AACCCCAGAACCAAACACAAAGT 63.008 GAAAACgAAGACACTGTTTGACGA 62.739 159

HM_1360 contig27687 GCT 3 12 CAAGTTGGTATGGAAAAGTGGGAG 63.003 GCAGTTCAGATAAAATGGTGAGGC 63.248 128

HM_1361 contig12686 CCA 3 12 AGAAAAATGTTCTTCATTGCCAGG 62.716 AATAGAGTACCGCCTTCTCAGGCT 62.926 108

HM_1362 contig15675 CCA 3 15 GCTGTTGTTTGGCAAATTACCATT 63.256 GAAGAAGACGGTGAAATTGAGGAG 62.584 111

HM_1363 contig32014 TCC 3 12 ATCGGAAGTCTCAGATATTGCAGG 62.913 cGTCGGATGTTGAGCTATTAAACC 63.043 89

HM_1364 contig15695 GGA 3 15 CGAAaTGCAGAAACTTAGAATCCCT 63.014 ATTTCAAtTTTGGTCAGATTGGGA 62.789 157

HM_1365 contig39160 TCT 3 21 CcAGtGACGGAGATGAActGTCTA 62.812 GGCATTCACTagAcTGGGTCtGTT 62.925 124

HM_1366 contig25925 CTT 3 12 ATCTTCTTGTTGaTGATGGGATcG 63.526 GGATGCTATTGAACAGACAATCCTG 63.135 120

HM_1367 contig27856 GAC 3 18 TCACTTCATCCTCCCAATCTTCTC 62.977 CCTCATTTGGATGGTCGTAgGTAG 63.006 118

HM_1368 contig28654 TGT 3 15 CGCCATACAAGCTCACTACTACCC 63.263 GGTGGAATGTGAAGAAAGGTTTTG 63.006 99

HM_1369 contig20810 TTC 3 12 TACTAGGACCGACTGTGCTGACTG 62.958 CCATTATTGTTGATGTTGCATCTGA 63.061 116

HM_1370 contig45684 GTC 3 12 TGTCAGAATCATtATCGTcGTCGT 62.951 AAGTTCAGAAGTTGATCCAGTGGG 62.895 102

HM_1371 contig06981 TGT 3 12 TGTTGACCTGCTTGAATGAATTGT 62.948 agCAGCAACAAATGAATCATCAAC 62.544 151

HM_1372 contig23064 TTC 3 12 tGCACTATTTCctGTTTtCCCTtc 62.716 CATAGATTGAAGCTCCCtCTTCCa 62.996 153

HM_1373 contig37591 TTC 3 12 TCAATtCcTTTGTTACCATCGCTT 63.03 ATCCTTAATGGGTCGGATGAGATT 63.073 119

HM_1374 contig27475 TCC 3 18 GTCATTGCAGACCTCCCATTTTAC 63.026 AAATTCCTGGAGGATATGACCCAT 62.964 146

HM_1375 contig30154 GAA 3 18 GGGATGTTTTTGGTGTTCAGCTAC 63.035 CCTCCAATTCCTCTTCCTCAATCT 63.156 150

HM_1376 contig33326 TAC 3 15 GCTACAATCACTGAtCCTCCTCGT 63.031 TCAAACAATTGGCATTCAAGAAGA 62.932 86

HM_1377 contig19577 CCG 3 12 CTCCATAGAATTTGCAACCGAAAC 63.03 GAAAAtGAAGGTAAAGAATCGGCA 62.628 147

HM_1378 contig28789 AAG 3 12 GATCGAGAAAGAGATGGACAAGGA 63.093 AGAACTATGTTCGATGAGGTTGGC 62.827 133

HM_1379 contig03942 TAG 3 15 ACCATCAAAACCAAGCAGCATAAT 62.95 CCACATTCACTTGTCTCTTCTGGA 62.798 120

HM_1380 contig14269 ATG 3 12 GAGGATAGCCAgCTTTTGATAGTACA 61.25 AGaAGGATCACAATAGCAGGAAGC 62.213 160

HM_1381 contig02690 CGC 3 12 GATTTCTCAAAACTCCATGAACGG 63.108 TGTGATGGTCGTACTCGTTCTGAT 63.057 128

HM_1382 contig41559 CAT 3 15 CTTCATCATCATTATCGTCGTCcA 63.249 CAAAATGTcGAGGAGTGGAGATTC 63.318 155

HM_1383 contig41418 TCT 3 15 CTCGATATTCCGATGTCAGGaTG 62.897 GaAAGAAGCtCCCGAAGGACTC 62.874 136

HM_1384 contig10737 TGA 3 12 TTCCTTCTTTCTCCCTTCTCCAGT 62.958 TTAAACGGAGGCAGTTCATCGTAT 63.043 148

HM_1385 contig29957 TCA 3 12 ACCTAGAtCctCGgCTCTTtCaTC 63.295 CgGAtTCAAAATCAGAAGTGTCG 63.023 131

HM_1386 contig22234 TCT 3 15 CCCTTAATGCCTtATCcTTCTTCG 63.273 CACTGCATTTTTCACAgGCAAtAA 63.278 82

HM_1387 contig08580 ACC 3 12 AAGTGGTGTTGTTGAGAGTGTTCG 62.732 AGAAGAAAgAGTGtGTTTgggGGT 63.5 121

HM_1388 contig25439 GTG 3 18 GCAGGTGAACTCAGTGGTGGTAG 63.275 AACCCTAGTCCAACTCCAAACCAT 63.189 155

HM_1389 contig02124 AGG 3 21 GACAAGGCTAATGAAGTCATGCTG 62.323 TGGTGTAGAGGGAGTCGAATTAGC 62.923 147

HM_1390 contig09630 CGC 3 18 CATCCCCTCCTCTCCTCTTCTTAG 62.945 GGGGGCTAGGGTTTTGAGTAGTAA 62.806 131

HM_1391 contig51309 GGT 3 12 GTACCAAATCGGAGGGACTGATT 62.571 TACTCTTCGAGGGGTGGATGG 63.541 151

HM_1392 contig27921 TCT 3 12 GATATCTTCGGGATTTGCAGATGT 62.609 CTCCTCCTGGTGGCtTCTTTTATT 63.086 138

HM_1393 contig50511 TCT 3 36 AGCTTACAAATAATGAGATCGCCG 62.761 GTCAAACAACAAGCTGAGCAAGAA 62.972 128

HM_1394 contig20633 GAA 3 24 GCAGACTTCGAGAGGATTGGAGT 63.335 CtAACAATTTCACCCATTTGAGGC 62.922 113

HM_1395 contig16237 CGC 3 12 AAAaTCGAAGcTCcTGTTGTCTTG 63.031 CTAcCAAGGAGTGAGTTTCAAATGG 62.314 125

HM_1396 contig17489 TGG 3 18 ATGTTCTTTCAGGTTGCCTctGAT 62.498 GTaCAAACCCaCTCgTAAAAAcCG 62.847 148

HM_1397 contig27465 TCC 3 21 TCTATAAGATGATAGGCGATGGGG 62.507 TCATCAGAATGAATCCTCCTCCTC 62.967 126

HM_1398 contig09491 CTT 3 12 AATTCCTTTGCTAATGGCGATTCT 63.305 TcCCCAACACAGACCTAAAAGGTA 63.003 139

HM_1399 contig05127 GAA 3 15 CCACAACCTGACTGACACCATTAG 62.93 ATTTCCCTTCCGTGATTACCAAGT 63.09 141

HM_1400 contig44455 TCC 3 12 CTTCCTCCTCCTCTTCCTCTTCAT 62.639 GGTTTTGAGGTGTTGGAAGATGAC 63.115 103

HM_1401 contig19413 CCT 3 15 AAGAATGGACTCTACACCACTGGC 62.925 CATTTTGAAGCTGTAAATCTCGACG 63.25 150

HM_1402 contig36558 TCT 3 18 TTTtGGATGGAGGAGATGATGTCT 63.196 GAGGGTACCACTACCTCTGCCAC 63.343 134

HM_1403 contig52182 TGT 3 30 ATCTGGCAGTAGGCTTCACACATT 63.368 CAAAACCACCATCtTCTTTTCGAG 63.21 133

HM_1404 contig45886 CAG 3 12 GATtGTTCAAGCAGATGGGGTATC 63.016 GGGTTAAGCCATCAGTTGCTAAGA 62.839 113

HM_1405 contig30251 GAA 3 12 AGACGATGAGAATGcTAAAGTGGG 62.923 CTTCGGGTTCTACTGCTACTCCAA 63.028 158

HM_1406 contig38266 ACT 3 12 GCTTTTGGCTTAAAATAtccTCCC 62.358 TGGGATACAAATATGGGAAAGCAT 62.616 128

HM_1407 contig41771 GAG 3 12 CCtCTTTCCCcATCTCTTTCTTTC 62.755 TAGTaCGGTCATCAGCTTCATCCA 63.051 153

HM_1408 contig35018 TCT 3 21 GCGACTGAGTCCCTCTCTACAACT 62.5 AATTGCAGAAACACAAAACAACCC 63.348 159

HM_1409 contig19946 AGA 3 30 ATCAAACAGAATCCCAGATTTTTCA 62.107 CCACCACCTCCTCTAGTTTTCTCA 62.993 160

HM_1410 contig39188 ATC 3 12 AATTGGTTGAATATGACCGTCCTG 63.219 GAAcAGGAACAATCAgAGCATGAA 62.714 147

HM_1411 contig13599 GTA 3 12 TGAAGACTGTGACTGTAAGTGGTCC 61.85 CCCtTTTACAAACCGCaGTaAAGA 62.65 147

HM_1412 contig27897 CCT 3 12 ATCTGTGGATGAACCTAAGTCGCT 62.512 ATCAGGTGCATTAACaGCTAAcCC 62.647 130

HM_1413 contig06617 TTC 3 18 AtgTCCTTCTATCTcTCCAGCGTG 63.128 GATGTCGAAGACAAAGATGACGTG 63.164 99

HM_1414 contig31159 GTT 3 12 AGAAGTTAAGGGAACAGGTGAGGG 63.076 CTTTTACCCCTTTTctGTCCCAAc 63.176 103

HM_1415 contig38704 CTG 3 15 GCTTTGCTCAAATTCAAACTCCAC 63.353 AAGAAGACAAGGCAGTTGCAAAAC 63.057 95

HM_1416 contig07982 GCG 3 12 CCttgttcTTTCATCaacAAaCCc 63.006 TGCTAGTAGCTGAAGaTCTGGCTG 62.339 134

HM_1417 contig19923 GAT 3 12 ATTCTCTCACCTCTTCTTGCCCTT 62.986 AACACAGCGACCTACTCCATCATT 63.255 154

HM_1418 contig10104 AGG 3 12 CGAGGAAGATTCAGAGCTAGTCCA 63.325 GATCAAAACGATGCTGCCAACTAT 63.565 131

HM_1419 contig04324 GCG 3 12 CCAAACACCTGAGAGAATTTCCAC 63.212 GATGTgGTGATTAGAtTTTTgGGC 62.817 130

HM_1420 contig08631 GAA 3 18 TCCGTTATGATCAAACaTTTGGAA 62.511 TAGACACCaAAACAAAACCACCCT 62.918 125

HM_1421 contig01821 CCA 3 15 GACCCACAACCACCACCATAAc 63.475 AGGTCCCACTAGATTTGATGCTTG 62.811 144

HM_1422 contig26638 CTT 3 21 tGTTCACTGTAAAGCCCCAATTTT 62.932 ACCTTTGATTTCAAACTGCGAGTG 63.762 121

HM_1423 contig04005 TGA 3 24 TAATATCTATCCATTCGTTCGCCG 63.227 ATaGCtTGGTTGAGGTTGAAGGCT 63.616 154

HM_1424 contig22448 CTA 3 12 TCAACCATTTCAGAAAACCACTCA 62.918 CATCATCGAAAATGAATGAAGCAG 62.935 142

HM_1425 contig31381 ATC 3 12 TAAGATCCAAaCAAAGGAAaCCCA 62.894 GTCAAGGATCCAGATTTCCACAAG 63.204 153
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HM_1426 contig08023 AGG 3 15 AtttaGGCTGTTGTTTCGGATTTG 62.545 ATCTGGTCTAACTCGGTCCCAACT 63.506 147

HM_1427 contig19363 TGA 3 12 ATGATTTTGGATTTGGGTTTGTTG 63.005 AAGACCCATCATCAGAGCAAGAAC 63.017 83

HM_1428 contig44599 TCT 3 12 CATCTCCTTCCTCATCACTCCAAT 62.874 CGtTTTCGTTTCAATCTCTTCCTC 62.508 152

HM_1429 contig04041 GGT 3 15 TTGGTACTAAAGCCGGTGAAAGAA 63.13 CAATGATGTGAAGAACCATTGGAA 63.128 143

HM_1430 contig01234 CGG 3 15 CaaTTGtCGGTGTAGGTTTGGTC 62.711 CaCagAATCaAGCtCTaCGaCACC 62.412 136

HM_1431 contig25878 TTC 3 24 CAGAAATTCATCGTCTCTTTGCCT 63.022 AGCGTTCAAGGACTGAGAATGAAG 63.238 116

HM_1432 contig01390 GGC 3 12 AGCACTTCCTTCACAGTCTCTTCC 62.486 ATGGGTTGCTGTATTAGCACCAGT 63.06 152

HM_1433 contig38163 GAA 3 12 AACCTCATCCTCAGAACTgcAATC 63.017 GGTGCCGGaAAACTTATATCCTCT 62.81 90

HM_1434 contig18760 TCT 3 24 CAAACGTCGGAGAACAAGAGGTAT 62.822 gTgGGAAGCCCTAGTCCCTAGATa 62.983 109

HM_1435 contig31703 TCA 3 12 TTCAAACTCTCTCCATTATCCCCA 63.083 GAAGAAGCAGTGCGACGATCTAAT 63.162 153

HM_1436 contig21035 GCT 3 15 GAGAGATTTGGGTCTCTTGCAATTT 63.104 CACAACATAGAAGTGGTGCAAAGAA 62.555 152

HM_1437 contig19366 GTC 3 15 CGGCGTCTTCTtCTTTCTCTAcaC 62.835 TCAATTCTACCTCGTTCACCATGA 62.921 80

HM_1438 contig21842 TGT 3 18 ATCCAGCAACGAAGACGATTTCT 63.446 AATAACAGCTTTCCGATAACTGCG 62.771 157

HM_1439 contig05983 ACC 3 12 TGTCTtCTtCTCaCTgTCTCCGtc 62.24 TCGGATTTGAGtTTTgATATGGCT 63.021 115

HM_1440 contig16277 CAG 3 18 CAACAATTtCAACAGCAACCTCAG 63.057 GTAATTGGCaGGAGTCTTGTCGTT 62.838 93

HM_1441 contig17465 GAT 3 12 ACAGCCTGGTGAACAACTAGAAGG 63.033 CGTGTTTGACCCTAACTGAAGGTT 62.721 158

HM_1442 contig25499 TCT 3 12 TTGATCCCACAggCaTAAAaCTCT 63.121 TAACAACCAAGTAcGAGGAGGAcg 63.646 108

HM_1443 contig07891 TGG 3 15 TCAAAGaCcGAaCCGTATTTAtGC 63.339 GGTGATGAGAAAGTGGTGGTGTCT 63.792 145

HM_1444 contig13762 TTG 3 12 TTTGACAGCTTTGTGAACAGCATT 63.189 ACAAGTGGAAAGATATCGAGCGAA 63.341 98

HM_1445 contig00434 TTC 3 15 CTTCTCTTGTGGGAGCACATTCTT 63.124 GGGTAAATGTGGAGAAGTTCGATG 63.009 125

HM_1446 contig00161 CCA 3 18 CCTACTGGCATTTCCAAAGAACAT 62.619 GTAGAAAATGGCGGTTTGGGTAAT 63.3 150

HM_1447 contig28838 TTC 3 18 TCATTTCTTGGGAGCTTCTCAATC 63 TTGGCAATTCTGGATTCAAtTTCT 63.009 148

HM_1448 contig52059 GGT 3 12 GAGAGCCACTTCCAGAAGGTTTTA 62.2 CCCATTaAAACCAcCAACACATTT 62.919 147

HM_1449 contig28017 CAC 3 12 TGCTTCTGAGTGATGAGAAGAACG 63.159 GGATGCAATGCAGCAATAAGTGTA 63.3 149

HM_1450 contig13738 GAG 3 18 AAAGGAGGAGTAGgagCTGAAGGA 63.08 CTGCAGTTGCGACTGTTACTCAG 62.428 88

HM_1451 contig04218 TCT 3 15 TGGAATCAGAAGTGGTGATAGTGG 62.473 TTCTGAGTCTGCTCCtTctGAGGt 63.119 158

HM_1452 contig43150 CGG 3 12 GGGTACCATGTCTGAAAGACGAAC 63.128 GATCATGTTATTGGTCTGGCAGTG 62.833 111

HM_1453 contig31237 GAT 3 18 AATTGAAAACCcGTtCTTCCTAGC 62.912 AAACTACATTAGGGTCgCAGTTgG 62.645 158

HM_1454 contig10845 AGA 3 18 GCTACGGgAAGAAAAAGTAGGGAA 63.001 GTAGCAAACTCCTTCCAGTTCCAA 62.921 160

HM_1455 contig28918 CTT 3 18 TTAtACGCTATGGTCTGCTCAACG 62.579 aTAACGGTAACAACGAGAAcCCAA 62.836 119

HM_1456 contig18587 AAG 3 12 TTCTTTtCTTGGAACAATGGCATC 63.524 CTAATCTGTCTCAGGTCTCGTCCG 63.653 141

HM_1457 contig29276 GAC 3 12 ATTTCAATGCACAACTAGCAGCAG 62.785 GTCGAAAAGGTATTGATCTCACCG 63.121 148

HM_1458 contig01256 ACC 3 12 AGCAAAGAAAGGGTTTCCACTACC 63.005 AGCCTAACAGAGGAGGAAAATTGG 63.086 116

HM_1459 contig40928 CAA 3 12 tGTTtGGATTTTTGGATTTtGTCC 63.101 TATAAcacccAGAgaCCTTGcCAT 63.022 113

HM_1460 contig12749 TCG 3 12 TGAACAGCTACAGGTAAAGCaCcA 63.184 GTGGAGGGAGAGTGATAGTAGGGC 63.611 148

HM_1461 contig48277 TTA 3 15 tGGaTAATGcTtCaGaCGAGGG 63.561 TcTTTTAGCATACaCTGCCACTGC 62.785 155

HM_1462 contig13573 CTT 3 15 TGGTGCCTCTGAATCTAATTCCTC 62.9 GTTCCAAAcCCAAACCCCTaCTAC 62.992 146

HM_1463 contig11927 TTC 3 18 AGACCCACTTTGTCCTTGGATTTT 63.285 CTCACACTCTCCTGGTTCCATTCT 63.106 131

HM_1464 contig15685 ATA 3 24 ATTCCTTCGACAGAAGTCAATCCA 63.318 TGGCGTAACCTCATTTTCACATAA 62.65 106

HM_1465 contig34044 GAA 3 15 GAGAGcATATCATTATCGAGGTCCA 62.721 GTCGCTATCTCTGGAAGAATGTGG 63.444 86

HM_1466 contig19926 CCT 3 12 CCCATCaTtctGTCTTCTTCGTCT 63 CTTAATGGCAATGGAGGGTAtcAA 63.209 98

HM_1467 contig02638 TTC 3 12 TCTTGCTTCTAGtGgCAaCACTTTt 62.67 CTAAGCAGAACTCTgCAGGTGACA 63.181 138

HM_1468 contig00108 CCG 3 12 AACCACCAGAACCATCACAGtcTC 63.792 GGGAAATCGAAATCCTTCAACAG 63.085 132

HM_1469 contig03896 GAG 3 12 AACAAGTTTCTAGTGTGGTGCTGTTG 62.882 GAATCACCACCGTTCATCTTCTCT 62.901 126

HM_1470 contig40425 TGG 3 12 TTTCCAATATTACCCTTGGTGGTG 63.002 GGTTTGGTAGCCCTATGTGAAGTG 63.031 93

HM_1471 contig29365 GGT 3 15 GTTGCTAACGTAGACGGTGGATTT 62.659 AAACCTTCtACTACCGCTACGCCT 62.764 151

HM_1472 contig37031 TCA 3 15 ATCACcGTcATACCCCAAACc 62.993 CGATGGaGaAAATGATGAAGATGA 62.471 142

HM_1473 contig13715 AGA 3 12 CAGAGAGAAGAATtGGGGAAGAAG 61.842 TGAATCTCAACTTCTTTCATTTTCTGA 61.674 159

HM_1474 contig06679 CTT 3 12 GAATAGAAGACACGCCGATAaTGG 63.034 TGTgGTTAtTaAGGActTGtTTgGC 62.464 95

HM_1475 contig46308 AAC 3 15 TTGCAAATCATGGTACTCCCTTCT 63.121 AGGTGCGAAGGAGTAATAGATCCC 62.999 125

HM_1476 contig20488 CAC 3 15 CATTGGTCCTCTCTCGATCCATAC 63.209 GGATCAGAGGTTGGAGTTGATGTT 62.784 114

HM_1477 contig44319 AGT 3 24 GCCTTGGAACCGTAATtCTCActt 63.804 CATCGCCGGACTTATCAAATTC 62.809 93

HM_1478 contig03394 TTC 3 18 ACTAACACTGTCAACCATGGCACT 62.095 ATTATTCTCACCTCCCTCCTCACC 62.964 130

HM_1479 contig01520 GAT 3 12 GGAGACGATGAAGAAGAGAACGAA 63.217 AGTGTTGACTCaGAACCCTCGACT 62.805 99

HM_1480 contig10037 GGT 3 15 CTAAAGTGGTGCATTGGAGTGATG 62.945 GAGGAATCAAGAGgGAGATGAGC 62.759 91

HM_1481 contig30907 GGA 3 12 CcACTCCCAATCAAAGTACAAAGC 63.129 AAGGATGGGATCTTGTGGAACATA 62.887 146

HM_1482 contig22504 GAA 3 15 CCCAAAGAAGATGAAAATTTGGAA 62.492 TTCGTGCATTCTCTTATTAGCTTCA 61.495 156

HM_1483 contig34900 ACC 3 12 aGACTTCTCAACGgCTTTCTtCCT 63.105 ATCGTGGTTCTGGTCAAAGAAATC 62.7 158

HM_1484 contig28242 CCT 3 12 TCACTActCTCACTCTTCACTGCCC 63.362 TGTGATGAGTGTGGTGGGTATCTT 62.815 116

HM_1485 contig47730 GAA 3 12 ACTAAGATATGTCGGGCTGAGTGG 62.824 GGGAATTaAAATCCATTCCTGCAT 63.275 158

HM_1486 contig35407 CAT 3 15 GATGCCGAGAGTGTCTTAGAGCAT 63.26 AAGAGGTAGtGGTGGAAGTCATCG 62.909 119

HM_1487 contig29911 CAT 3 15 CTTAaCTTCCACAAGCCAAGCACT 63.053 TGCCATCAAATTCACTGTGGATAC 63.159 143

HM_1488 contig37010 CTT 3 21 TTGTCATACACAGCATCAAAACCA 62.534 ACCTGAAGAATCATGTCCAGAGGA 63.424 147

HM_1489 contig16064 TCT 3 18 ACTCCAATTCGTTCGAACAAGAAC 62.824 AAAATGGAGAGACTCGGAAAAAGC 63.196 150

HM_1490 contig43257 TTC 3 12 TtCCGACATCCTCcAATGTtCTAT 63 GAAGATTATCCGAATGTGGATTGC 62.918 83

HM_1491 contig06809 CAT 3 12 AAGAAATCAACTGTCATagCAAGCG 62.971 ATTACCTCGTGCATCTTCTACCCA 63.133 156

HM_1492 contig37155 CAT 3 12 AGGCTGCTGTTGTTGTGGTGT 63.081 GATCCTTTCTTTGCCTCCAACACT 64.014 138

HM_1493 contig21860 AGA 3 15 GTTCAAGCACCGATCTTTCTCCTA 63.022 AAAgcCCAATCATCACCAATTCTT 63.99 81

HM_1494 contig34980 GAT 3 12 TTGTGTCTGAATTTGGAGTGAGGA 63.132 GCTATGAAGCGAGGTTACCAAGAA 62.947 80

HM_1495 contig30995 CAC 3 12 AATCCCCTCCTTTGATGAAGAATC 62.855 GGGGAATTGAAGAAGAGGGAGATA 62.949 158

HM_1496 contig41121 TGG 3 18 TCTGCTCATTTCGTGAACAATTTC 62.631 ATGGAGACGAGAGGACCACAAG 62.88 85

HM_1497 contig15012 CAA 3 12 AAGAACAAGCAGTTAGCTTCCCAA 62.645 TCTCGATTCCTTTTGGAGATTCAC 62.887 139

HM_1498 contig03157 CCT 3 15 GCAAGCCTGAGGAGGTAAATGATA 62.828 TGGATAATTTCACGGGTTCGATAG 63.209 136

HM_1499 contig00745 GAA 3 15 TCAACCTGAAAAGAaGGAGAGGAA 62.669 ATTTCCCTTCCCATTCAACCC 63.262 102

HM_1500 contig32191 GAG 3 15 TGATTTCATGAAGATTATTCGACG 60.324 TCTGCGACCAATATGAACACTCTA 61.021 106

HM_1501 contig11681 TTG 3 12 GGTCACAAACTCATTGAgaCCAGA 62.692 CAAATGAAGTGGCAACAAGAACAG 63.057 141

HM_1502 contig22847 CTA 3 12 GGAGTCCGTGATCTTGAGAGGTTA 63 AAGTAcCAAACATAGCCATTCCGA 62.935 117

HM_1503 contig25633 GGC 3 12 TTGATCGATTTTTCACCCACAAC 63.13 TGAGAATGATCAATTGAGGACCAA 62.896 155

HM_1504 contig38191 TGG 3 12 GCAATTGTAGGATCTGGGTGTTCT 62.713 TTATCTTCATCACCACCaACATGG 63.025 152

HM_1505 contig22373 TCT 3 12 TTCAGTCTGCTCCTCCAAAAGaTT 62.698 AAGGAGATTGAGAGAATGGtGGTG 62.884 90

HM_1506 contig18641 GTC 3 12 TCGTTCACATCAGCCTcTAACTTG 62.842 AAAACCCTAGAACCACAAAGCTCC 63.005 98

HM_1507 contig03781 CGG 3 21 CGACCTTTTGGTCTGGTATGAAGT 62.71 TTCCAGAAATTCGCTATTGCTTTC 62.842 145

HM_1508 contig35802 TGA 3 12 TGTGGCAAGCTGTTCTGATTTCT 63.385 TTCTACTTCCCACTTCCGTCTCAC 63.01 136

HM_1509 contig22258 TTG 3 21 CAGTGATTGAGCcACTACCCTTCT 63.023 AAAAGACAGCAAAAGAGCCAGAGA 62.933 121

HM_1510 contig49272 GCC 3 12 CCATcTcAgAAATtAGcAcAaCCa 62.514 ACTGCAGAGGTCTTCTCTTgaTGA 61.812 133

HM_1511 contig46596 GCT 3 12 GACATCATCATCGGAGACATCATC 62.906 CTCCCGAACCCTAACTTTCAGAAC 63.482 95

HM_1512 contig10844 CTT 3 12 AATcGTCGTAATGATGATCGGTCT 63.029 TCGGATATACTGCAGATTGATGGA 62.823 145

HM_1513 contig31553 CTC 3 15 CcTTTCCTTCCCATTCTTTtCTCT 62.275 AATCCGAGTTGTGCAAATGAAGTT 63.146 90

HM_1514 contig14015 TGG 3 15 CTGAACTGCACATTTCGCTACTGT 62.883 TGCtTTTACTTTTTCGCTCTCCAC 63.051 122

HM_1515 contig15029 TTC 3 15 TCTTAGCTGCAGCAATTGACTAATTT 61.776 GACTTTGACAATGGTTACTTTGCG 62.041 87

HM_1516 contig14316 TGA 3 12 TTGGATTTTtGGTGATTGATGATG 62.909 CGTTCAAGAAAGCCTGTGGATACT 62.933 154

HM_1517 contig45708 AAG 3 15 CCTCcGTGAAaTCACAAaTACTCc 63.009 TcGTaACTCTCTGCATTCtAGGGTTT 62.751 115

HM_1518 contig38761 ACC 3 12 CTtCTCGCAGCTTTTAAATACCGA 62.954 cCTCACCAAAAGTTTGGAATCAAC 63.006 110

HM_1519 contig21525 TGG 3 18 CAAAGATGAAGaGCGTGACGTATC 62.323 GGGGAAtTTATCTCCAAGTCATCA 62.468 156

HM_1520 contig06738 GCC 3 12 TAGTTGTTGCCACCATAACCATTG 62.956 CTGGTTTTGGAGATGGAGGATATG 62.983 136
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HM_1521 contig00076 CAC 3 15 CGAGGCTTCTTCTCTGGTTCTACA 63.332 GTATGCTTTCGTTTACTTCGGGTG 63.051 154

HM_1522 contig45473 AGC 3 12 CAAGAAAGGGCAaCTTGAAgaCAT 62.921 TGATAGAGGAGAATTGCTTGGaGG 62.996 94

HM_1523 contig26767 TCG 3 12 CTTCTTcGGCTTCATCTTCTTGTC 62.811 GAAGCTCaGAAAGCAGCAATCTCT 62.741 153

HM_1524 contig06899 ATG 3 12 CAACACTACACCTCCAGAGCAGAA 62.944 GCAAAGGAGGAATATGCTGAGAAA 62.925 156

HM_1525 contig44704 AGA 3 12 tACTGGGTTGGAcTCgagTGAGTT 63.449 CATCTTGTCaTCAtcCTTCCtcCT 62.874 148

HM_1526 contig09285 GAA 3 12 CTAGgCcATAGATCGAAcgAAGAG 62.619 TTTGCTaACAAATCTGCAACTGGA 63.068 87

HM_1527 contig33958 TCC 3 12 CTGCCTCTGAAGCAACTTCTCTCT 62.821 TTATTTCGACGATTGAGGAGGAAA 63.101 119

HM_1528 contig23841 ACA 3 15 CAACAACTATGCACCAAATTTCCA 63.055 TGCACTTGCGAGTAAGACCTAAGA 62.555 150

HM_1529 contig18223 ACA 3 15 GAATCAAACCATCTTCATCATCCC 62.879 ATTGTTGATTTAAGGGGCCAAGAC 63.487 148

HM_1530 contig19394 TCT 3 15 GAAGAGATCGTCaGAGGGTGAGAG 62.991 ACAGAGAcGACGACGTTTTTGAGT 63.588 149

HM_1531 contig34888 CTG 3 12 GAGGAGAGAAGAGGCCTCCATtAC 62.977 TAGGGTTTTGCTGTTTCATTTTGG 63.317 124

HM_1532 contig28568 TCA 3 12 CCCATTTCCTAGTTTCATCTCTGg 62.27 CTAAGGAAGCAAGAATGACCCCTT 63.086 128

HM_1533 contig05331 GAT 3 12 GCGTGTGTTCTCTATGTGAACGAT 62.652 TGGCGAAACTAGTATGAGCCACTT 63.36 145

HM_1534 contig48616 TTC 3 12 CTCAGtGAGTTATGGCCGCTG 63.172 GTACAGATTTCCTGTTTTGCGGAG 63.239 156

HM_1535 contig12020 TGT 3 12 CTGATTTTCGCATTGGGAAGTTAC 63.03 TCGATCTCACCCATTTTCTTCAAC 63.632 124

HM_1536 contig04040 AAG 3 12 AGCAGAGTGGTCAGAAGCAGTTTT 62.949 aAAATCaATTGTTGTACCCCCTCC 63.278 137

HM_1537 contig18550 GAG 3 12 TGTGTGCTTAATTATGTGGTGGTGA 63.501 TATATTGAAAATGCCATGTGGctG 62.959 159

HM_1538 contig22572 TTC 3 12 TCCCATGAATTTCTTCgTGTTCTT 63.108 TCTcCGATcCAGtTTGaAAGGTAG 62.894 119

HM_1539 contig42553 ATC 3 24 CATGAGTGGACTACTACTGAGATTGATG 61.574 ATgGAgGAGTACTCGATCtTcCC 62.011 116

HM_1540 contig34150 GTT 3 30 GGCTTGGGAGAGGAGGAGTAGTAG 62.983 AGTTATGAGGAGTTACGTCGGCAg 62.946 149

HM_1541 contig32801 GGA 3 18 AGTGTGTACAATCATTTGGACGGA 62.726 AGCAACTTTGGTGATGACATGGTA 62.844 149

HM_1542 contig05616 TCA 3 12 ATGCTCTTGCTGGGTATCAGACAT 63.361 GTTACTGACGAAGTGGTGGCTTTT 62.848 132

HM_1543 contig17952 AAG 3 12 CAGTGATGGTGGAACCGAGAG 63.006 GcGTTTAcACCTCCgACCAC 62.808 84

HM_1544 contig19760 CTT 3 18 TCgTCTTCTTCTTAGGCCTTTTCA 62.714 AAGTGGAAAAATCTGAGCCaAAAA 62.329 135

HM_1545 contig37440 GTG 3 36 CACGCTATTAGGTTTATCGGCATT 62.489 CaAAAGAgGAgGTCGAATGGtTc 63.303 142

HM_1546 contig05131 AGA 3 12 GGTTTGTGAGGGCAGATCAGATAG 63.331 TTTCCCAGTCTTGTCTGGTAGAGG 62.993 156

HM_1547 contig46472 TTG 3 12 CACGGACTTGAATAGGAGGAGAGA 63.098 CCGAGACTTAGCACTTGGAAGAAG 62.82 160

HM_1548 contig18624 GAG 3 18 TAGGATGTCAGGAACACAGGATTG 62.473 ACTCAATACTCGGCGATGAAGAAA 63.341 146

HM_1549 contig00864 ATG 3 15 GCACCTTCTTCTCCGAACTATTCA 63.022 ATGAAGCGAAcGCTACTCCTAAtc 62.164 111

HM_1550 contig29092 GAA 3 18 cTGGGAGAGAAAGATCAACCAAAA 62.881 ATCACGACTCCTAACTCCAGCtTC 62.295 125

HM_1551 contig40165 CAT 3 12 AACTGGAGGGAGATCCTTGAGTtc 63.278 AGATAAGGGATTCCGAGAAGATGG 62.961 110

HM_1552 contig22276 TGG 3 18 GGAAGAGGACAAGAAGGTTTGtGA 62.997 CTGACCaCCGAAACATGTCAATTA 63.15 124

HM_1553 contig45495 GGT 3 15 TGAGTTTGGAGTGTTGTTGTTGGT 62.944 TCTTATTACGACaATGCCCTCACC 63.438 125

HM_1554 contig35441 TTC 3 12 CCCCAACTACCTTCTTCTTCGACT 63.185 TGGGtGTTTTTCAGCAAGTAGTGA 63.057 99

HM_1555 contig29668 GTG 3 21 CGTCAAAATTGcTACCACAACAAG 62.867 ATTGAGAAGCAATCTCGAGCAAGT 62.84 146

HM_1556 contig23977 TCA 3 12 ACTTTTCAGATTCCATGGCTTCAC 62.813 GTCAAATACCCACGAAGAcGAAAC 63.035 121

HM_1557 contig00385 CTT 3 12 TCCTTGAACCTTTGCTTTGCTATC 62.935 CAGAAAATGGGTATGACTTGCACC 63.856 158

HM_1558 contig29308 CGG 3 15 cTCGCCATTATACCATTCTCATCC 62.915 GATcaAACCCtacCTTCACTCCCT 62.974 146

HM_1559 contig07729 CCA 3 12 ACtCCTtAACCTACTTGCACCCAA 62.327 TTTAGTACCCTTAcCAATGCCAGC 62.558 160

HM_1560 contig02041 CCT 3 18 cGATCTAGCTATCGCTTTCGACAT 63.058 GAGGAGTTGGGtTGAGaAGATgG 63.408 108

HM_1561 contig21479 GCT 3 12 ATAGCTTCTCAACATTTGCCTCCA 63.341 TCAGATCAAGGCGGGTACTATCAT 63.125 159

HM_1562 contig15167 TCA 3 15 TCCTCAACTTCATCGTCATAGTCG 62.712 GGTCCTATCCTCCCAATCATAGGT 62.661 160

HM_1563 contig11046 GCC 3 12 CGAGGATTCCACCTCTAGGGTTAT 62.876 AATCTTCCAtTTTCCTCCAATTCA 62.077 127

HM_1564 contig39612 CGT 3 12 ATCCAATGATTTTCTtGGTGTCGT 62.913 ATACTCGAAGACGATGAGGTGAGG 63.014 117

HM_1565 contig08844 GGT 3 12 CTCTTGGAGCCTCCCAACTTTATT 63.086 CCACCGGtCTACATCTATGCTTCT 62.824 130

HM_1566 contig16171 AGA 3 12 CAGATGAATACCAAAAGgAAAAaCC 61.19 AGCTACTAGCATGAGCAGACATGG 62.132 159

HM_1567 contig35294 AAC 3 12 AAAGTCATCACATGAACcTCCCTC 62.784 CAACGTGTATGCAACGATCTGATT 63.296 123

HM_1568 contig04915 CCT 3 12 GGTgTGTTTGACCTTCTTGTTCCT 62.807 GCAAGCTTGATGATGAGACTGAAG 62.623 122

HM_1569 contig27314 CTC 3 12 TCAAAATGCTGTCTTCtgTCCAAA 63.15 GTGGGAGATGAAGTTGGGGTTT 63.515 154

HM_1570 contig06981 TTG 3 24 TTTGTTGCTGctGTTGATTCATTT 62.972 CAGTTGCAACaACAAGTTCaGGAC 63.181 160

HM_1571 contig38998 CTA 3 12 CTCCTGGTCAATTCTGATTCCATC 63.196 aGTGATTTGCTCAAGCACAAAAGC 63.997 129

HM_1572 contig13668 CAT 3 12 CTTCATCTTCCTCATCACCATCCT 62.874 GATGAAGATTTCTCGGGTGAAGAG 62.571 157

HM_1573 contig43910 AGT 3 12 tGAAATCTCGGCTATTGGATtcTC 62.804 CCCACTTCTGGAAACTTCTAAGCA 63.015 157

HM_1574 contig16681 TGG 3 12 AGCATACGAATCCCCAAATACAAA 62.735 CCTTGTGCTTCTTCTTCCTCATTT 62.2 155

HM_1575 contig42630 ACG 3 12 AaTCTTGGAGATCAAAACTCGGTG 62.798 GATaAtCTGcCTACGGAtTTCTGG 62.218 157

HM_1576 contig16807 TCT 3 18 TCGAATCCACTTAGATTCTTCGGA 63.305 tTTTGCCGGAATTGtAATCTTAGC 62.568 154

HM_1577 contig47443 CAT 3 12 tAGCTCGATGAACTCAGGGTCATT 63.444 CAAGTGTACTGAAATTCTTCCGGG 63.113 122

HM_1578 contig25006 ACT 3 15 CGATCATCTTCCtCTTCTTTCGAC 62.686 GACATCCAGCTTTGGAGAATATgG 63.112 155

HM_1579 contig04313 CTT 3 12 TCACCCAGTTTtAaCTTCCAATCC 62.495 CACATACAGCAGCCTGTGtTTTTAC 62.087 92

HM_1580 contig03779 TAT 3 18 TCTTTCGATTCTTTCTGCTTTTGC 63.138 AtTTATGaAtTCTTGGCGtTTcCC 63.385 107

HM_1581 contig09370 AAG 3 21 GAAGACTCCAAGACAGCATCGTTT 63.141 TTAAGCATGaAAAGGCTCaAAAGC 62.957 152

HM_1582 contig01072 CGA 3 12 GTATCGCAGTTGCAACCTCTTTG 63.178 CAAGGACGAGGTCATGAAGATCA 63.689 149

HM_1583 contig09549 GAG 3 15 TGATGAATTTGAATTGGGGTTAGG 63.089 CAACAATGGCaAGACTCCTCtTTT 62.921 98

HM_1584 contig04117 AGC 3 12 ACTTCTTAGCCCGCTCAAATGAAT 63.509 GAGGTACCACTCGTTAGCCCCTAT 62.913 101

HM_1585 contig36776 ATC 3 12 GAGCTGTCATAGtACTGGgCGAAT 62.953 GAGATGCGTGAAGACACAGAAGAA 63.057 118

HM_1586 contig10967 TAG 3 12 GGgAaCACCTACCTGGTGTATGAG 63.01 AATCCtTTGCTTCCATCCTAGTCC 62.986 147

HM_1587 contig29587 TCA 3 12 ATTCTGTGTTGTTTCCGTTTCTCC 62.712 GGTCAGGTGAGGTCTACGACAAGT 63.028 87

HM_1588 contig08442 GAA 3 12 CTTTCGCTTCCATTTCATAGCATC 63.237 tTCGTTCAAAGcTACTCCAAAAGC 63.051 89

HM_1589 contig20321 CTC 3 12 AAGCCACACAGATGTGTTGAAGAa 63.173 TTGGGagGAACttTcACGtGTTAT 63.019 128

HM_1590 contig04964 CAT 3 30 aCcATCATCGTcATCGTCAAC 60.807 TCCGAGCCATGAAATAAAGAATTA 61.065 126

HM_1591 contig07910 CTT 3 12 ACACACCATCAGGCTTTATTCTCC 62.713 GTACAGAGGCAGCAGATGAAGGTT 63.154 144

HM_1592 contig22691 TTC 3 12 GTTTGGGGTTTTCAGAGAGTCGTT 63.91 AAAAATaGTCAGGTGGGGTTGGTC 63.488 101

HM_1593 contig01398 AAG 3 12 TTCCAGAATTAAATCAAGCCCAAA 62.908 TCTTCAGCTTATCTTTGATTTACGGC 63.046 133

HM_1594 contig49686 AGG 3 21 TTCTCTTCCCACGATAGTCGAATC 62.9 AACAAGCAAATGATTTTGGTCTCC 62.62 137

HM_1595 contig03014 GTT 3 24 CATGTTGTTGTtGATTTGAGGAGC 62.948 GaTaGTGcCCTTGCATTGTATTCC 62.94 157

HM_1596 contig23101 TGG 3 12 ACCCTAACATCACCGGAGGACTA 63.1 AAATTCATCCAACACAAGTCCCAC 63.331 135

HM_1597 contig23346 CCG 3 12 ATCAGATCGGAGAAaCTGATCGAc 63.007 GGCGcTAGaTTTaAGcAgTTTTGA 62.969 136

HM_1598 contig08609 ACA 3 12 GGATGTTGTTCTGATGACCTGATG 62.911 ATGTGGGGCTGAATTTAtTTTTCA 62.722 151

HM_1599 contig05662 CTT 3 12 GGGGAtcACCATTTTtCTCTttcT 62.865 ATGAAAGtTCaAAAGCATTCAGCC 62.841 130

HM_1600 contig34184 CTT 3 18 ATAAGCATCCATCGAATCCAGAAA 63.012 GAGaAAGAGAAtTTCGtTTTGGGG 63.366 151

HM_1601 contig23941 ACC 3 18 TACTATGTGGCGAAGATCAGCATC 62.646 AGAGAGAAGATGGGTTTCGGAGTT 62.876 109

HM_1602 contig37985 TTC 3 15 TAAAAaCACAGAATtCGGAACCGT 62.932 GACATGGGAGTTAATTGGAGATGG 62.887 100

HM_1603 contig24834 CAC 3 12 AagAGAAATGAAATGCTGACCTGC 63.039 CCTCAGAAAACTCTTATTCCTCATGG 62.609 86

HM_1604 contig33652 CCA 3 12 AAAAGTGATGAGCTGATGAGGGAG 63.115 TTGTTGTAGCCAATATGGTTGGTG 62.956 153

HM_1605 contig39167 CAG 3 12 TTCAACAACAGCAgcTTCTTCATC 62.962 CTCGcACCAATTCATTtTCTCTCT 63.022 135

HM_1606 contig04808 ACC 3 12 GTTTTtGGGATGATGAAATTGAGG 62.789 ATTCGAGAAGAGAGGGATTTTGGT 62.673 136

HM_1607 contig01999 CTT 3 21 GgATTTTCATCTCTTGGTATCCCC 63.06 TTGTTGACGAAGAAGAACGATGAG 62.828 139

HM_1608 contig17279 CCT 3 15 CCTCCAGCTAGTGAAGGTGGC 63.472 TTCTAGCAATCCAATCCACAACCt 63.121 96

HM_1609 contig21140 TCC 3 12 TTACCAAATCCGAAACTTCACGAC 63.432 AAAGTACGCCAAAGCCAAGACTc 63.046 155

HM_1610 contig06693 GAA 3 12 AGGATGCAGATAACGATAGCCTTG 62.841 CTCTTTGTCGATCTTCCACCACTT 63.01 132

HM_1611 contig13563 GTG 3 12 ACTCAAAGTCTGATGAAACTGGGC 63.027 CaGAATCTCCTTCTCCAACGACTT 62.267 116

HM_1612 contig29414 TGG 3 12 GAACAGCCAATTCAGTGTCTTCCT 63.027 CTGTCACCACCATaTACCTCCACA 63.146 137

HM_1613 contig32972 CAT 3 18 CCTTCACCTTCTTTCCCAttttct 62.968 GTCGACgGTGATAgtGATGGAGAT 63.675 156

HM_1614 contig21643 GAG 3 21 GAGTAGCCACAGCGATTTGATTG 63.17 ATTTTCCGGGTTGATTTTGAtTTT 62.799 160

HM_1615 contig38698 GAA 3 12 ATTCCACCAGATTTCATACCCAAA 62.691 TCTTACTCTGGACAAAGGCGTAgG 63.028 134



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_1616 contig39596 ACC 3 21 ACTAGGCTTAGCCACACACCACAT 63.275 gatatGCCACCACTGTTGAGTCC 62.927 150

HM_1617 contig02137 CAG 3 12 GCGCTCCTCCTCTTCCAGTATTAT 63.212 AAAATCCGCGAGAATTGACTAACA 63.138 151

HM_1618 contig21865 TTC 3 12 AGACTAACATCGACAGGACTTCGC 63.154 ATTGAAGAAAGGGAATGGAgGAAG 62.958 97

HM_1619 contig13368 ATC 3 24 TCTtGGGCTTATCACTATCTTCGC 62.937 AGCAGCTCTGAAGGAGATGAAGAG 62.809 151

HM_1620 contig15733 TGC 3 18 CCGAAGcACTACTACAGGCTGATT 63.057 TCAGTGATGAGaAGAGGTCTCGTG 63.141 141

HM_1621 contig47749 GTT 3 24 ATCTTCTGGGTGTCTGAGGAACAC 63.005 TCCGAATATACTCCAGATGCCTTC 62.706 129

HM_1622 contig33762 TTC 3 12 TCATTGCGTAATTGCATTTGTTGT 63.503 CCAAAAGCAAATTTACTATCCAACACC 63.824 152

HM_1623 contig16477 CAA 3 12 ATGAATCGGCATCACTATCAACCT 63.029 GATTgGGATGGATTCGGTTAATG 63.498 131

HM_1624 contig06637 TTC 3 24 AGTGGGCGGCCTAATTATCATATC 63.401 GGAAGAAAAGGAAGATTGGGTTGT 62.876 160

HM_1625 contig05023 CGC 3 12 CTATTGAGGAAAGGACCAAGAGGG 63.459 AAACCCAGAAAATGCAATAGCAGA 63.138 146

HM_1626 contig01273 TCG 3 18 CTGAAAACCCTCACGTTTACGATT 62.631 AAACTTTCGTTGGAAAACGATCAC 62.633 149

HM_1627 contig01192 CGT 3 12 ACCTCGTTGTTGCTCAGGTGTC 63.862 CaAAACGCCTTCTCTTCCTCCt 63.199 140

HM_1628 contig27233 CTT 3 12 GGAAAAaCTAAAaGCCAATGCAAA 62.567 CTTGGTgTGGGCAATATTGAACTT 63.336 132

HM_1629 contig02870 GTA 3 15 CACATTCGAAGCTTgCTCAATAGTT 62.971 CCGTCCCAAGTACAAAATGAGACT 62.71 147

HM_1630 contig12526 ATC 3 12 TACTCCGAAGAACACCAACCAAAT 63.019 GAGAATGAGAGATGGGTCTGTGGT 62.994 143

HM_1631 contig00864 TCT 3 21 AGGgTTAGgTCTTCTTcGTCGTCT 62.899 CtACtTTCGCTctCCTCCACAATg 63.543 143

HM_1632 contig08728 CCA 3 12 AAGTCGGTCTTCGACACTCGTTAc 63.05 AGTGATCTCACCCTTGGTGAACTT 62.471 141

HM_1633 contig12783 ATG 3 21 CCAGTTATGATCAACGACATCGAA 63.257 CATCTCCACCTTACTCCTCCTCTG 62.663 126

HM_1634 contig01862 TGA 3 18 TGAACTTGTTGACTGCTAAATCGG 62.642 GATGGACTTCAGAgCGTTGAGAAT 63.133 158

HM_1635 contig02844 TCT 3 24 ATTCTGCTCTTCCTCACTGCTTTC 62.512 TGATGGAGCAGATAGAGGTTTGTC 61.842 151

HM_1636 contig02205 CAA 3 12 CCATcACCAATTTCAACAACTTCA 63.137 TTAGAGCCGTTAAGATAGGCCACC 63.789 120

HM_1637 contig16337 CCA 3 15 TATGTTGGACAGTGTCTCCGACTC 62.707 CCCAACATGGCCGAGTAGTAGTAg 63.138 152

HM_1638 contig14161 GAA 3 15 CTCCACGAATATTGCTGTCAGATG 63.051 GaCGAAAATGTCAAATTCAGACCC 63.013 151

HM_1639 contig01107 GTG 3 15 TGGGTGTGTCGATGATCTCAATAG 63.362 AAAACAATCGGCTCTGTGTTTTTG 63.546 151

HM_1640 contig00334 GGT 3 12 TTCTTTGTAAGTAACCACCACCGC 63.45 CTTAATCTTCACCAACGGCGTACT 62.754 96

HM_1641 contig32220 CCG 3 12 TGAGGAAATCGAGGAAAATGTTGT 63.108 AGCCATTTTTCCAATCGTCaAATA 62.829 121

HM_1642 contig22169 CCA 3 15 AGTACCTACCGGCCACCGATTAG 64.503 ATCGTAGTGGAGCAGTGGTACTGG 63.789 92

HM_1643 contig47179 CTG 3 12 CATGACCAAGTTCTGTTTGTGCAT 63.395 CTGCTTATACGGATCTTCATTGGG 63.018 141

HM_1644 contig31915 TCT 3 12 CTTCTAACTGTTCCAGCCAATGGT 62.822 GCATACTTGCAAGCTaAAGGGTGT 62.877 110

HM_1645 contig16694 GAA 3 18 AGGCAGAGGCTTGAGGTTGAG 63.239 CATAGCTCGAACCTTCTCTTCGTC 62.824 97

HM_1646 contig00316 GCC 3 15 CACCATACTGTGAACCACCATAGG 62.606 CAAAACCCTCATTTGAATTCTTCG 63.002 151

HM_1647 contig40811 CCT 3 15 GAGTGcTCAAATgAGGAaCAGgAC 63.565 AGTACAACACCAcccAGACCaaaT 62.922 143

HM_1648 contig00183 TTC 3 12 CCACGACTTCTCCTAGTGTTCGtc 63.564 ttccAAGGCAATCAAACAAtTCAT 63.728 111

HM_1649 contig00864 TCG 3 12 GCCGAAGGCTTCTTCGATTC 63.455 GAGAAGTCAcCaTCGCTGTCG 63.289 154

HM_1650 contig30933 CTC 3 12 ATGCTTACATGGCATCTCCTTAGC 62.856 TTCGGTGATCTCCATAGCAAAGAC 63.754 159

HM_1651 contig24625 CCG 3 12 GACTCCGTctcccACTCACTCTC 63.911 GTTTCTTGttGGAGGAGGAAGACC 63.593 134

HM_1652 contig43372 CAT 3 18 TATATAAGCCAGCATGCATCgAAa 62.781 CATCAATgGAgggTGATGAtga 62.996 152

HM_1653 contig36339 TCT 3 12 ACCACCAGATTCACCAACTTCATT 63.014 TAGTGATGGAATTGAGAGAAGCCC 62.9 157

HM_1654 contig47342 GAT 3 24 GACAGAGACTGCGATGAAGGGTAT 63.031 GTCTCCTGTTCCCAAACCCTAAcT 62.983 151

HM_1655 contig35256 TCT 3 12 TtAGCAGTGGTGGTGTTTTCTCCT 63.345 ACCGGAGTATCCaTCTAAACAGCA 63.133 119

HM_1656 contig04981 AGA 3 12 TACCCTTTtCCCATTGCTTTTGTA 62.825 GTACgTGCTCTATCTCTCGCTGTG 62.665 115

HM_1657 contig16491 TCA 3 15 TAAAAACCTTGGGAGGAGGAATTG 63.545 TGATGAGGAGATTTCTGCTCTGGT 63.656 159

HM_1658 contig21236 AAG 3 12 TGATCCACTTTCCTGGAGATTTTC 62.773 CTTTCTCATGAGtTGAGTGCAGGA 63.04 152

HM_1659 contig05525 TGG 3 12 GGTGGACCTGAAGGTGTCtGTACT 62.91 CACCCAGAAAGATATCGAAGACGA 63.735 118

HM_1660 contig01827 GGT 3 15 CGGTGGGTCCTATTATATAGAGCG 62.064 CAGCAATCGTCAGCTAATATGCTC 62.368 137

HM_1661 contig01353 CTG 3 12 AGACATTCCTGAGAATGGCATTTG 63.643 CAtcCCCAGATGCAAGACTTATCT 62.8 156

HM_1662 contig40704 TGG 3 12 ATAGGCCAGGTCTTGTTTCTCCTT 62.698 AAACaCAGAGTGTTAATCTCCGGC 62.838 160

HM_1663 contig30530 ATC 3 12 ACATGCAATCCCATATTCCATCAC 63.97 AAAGAAGAATGAATCACTGCCTGC 63.039 128

HM_1664 contig12113 TTC 3 12 TCCtCTTGAaTCtCcTCAgAATGC 63.209 ATTTGATGCTGCTGtTCTATCgGT 63.261 144

HM_1665 contig30432 AGA 3 12 AGGGGAAGACCCAGAAACAAATAG 62.873 GGTGGTGGTaGTTCGAATCTGAAT 62.599 108

HM_1666 contig00136 CTT 3 12 CTCTTCTGCCTCAGCTCCTGTATC 63.027 ATGGTTGTGAtTTTGATGGTGATG 62.924 116

HM_1667 contig23128 CAT 3 12 AGctGTGTtACTCcGCTTGAAAaC 63.069 atacggctattcaggcttttgtca 63.15 90

HM_1668 contig36644 AGA 3 21 ATGGAGGAACCtaTGCCTGTGATA 63.013 GCCTGGATTGTTCCACATACTAGC 63.15 135

HM_1669 contig03433 CTG 3 12 GCCCAAAAGAGTAGGAGAAAATGAG 62.715 GGCCCTTAATGAGTGATGTGGTAG 63.022 104

HM_1670 contig15090 TGG 3 12 TTGTGTATGATCAGGACGACGACT 63.057 GACCCaCtTCTTCACCATCTCATC 63.325 156

HM_1671 contig39611 TCG 3 12 TCTCTACATACCAGTCGCACctGA 63.278 ACGATGACTCGATGAAGACaACAA 63.164 105

HM_1672 contig33958 TCT 3 12 AGTATCTCTTTCGgATTTCGGGAC 62.986 CCCGAAGAAGAAGAGGAGGAGTTA 63.364 132

HM_1673 contig47716 GAA 3 21 TTttcGACAaTCGTtAGAAGGgAA 63.109 GAAAATACTACaCCGGtTTGAGCG 63.051 145

HM_1674 contig12052 TTA 3 12 gcACGATtGAGTCCACTGATGATa 63.5 TAtACGGACaACAAACCACtcGGT 63.762 117

HM_1675 contig03007 GAC 3 12 GAGGCGTaGgTGATGGCAAC 62.926 GAGTCCCTctTGGACCAGCTCT 63.429 137

HM_1676 contig45370 CGA 3 12 TAAGATCCAATTCGGACAACTGGT 63.009 CTCTCTCGAAGGAAACCCAATTCT 63.273 115

HM_1677 contig32256 ATC 3 12 CCGCTCTCTAATATTGCGCTCTAA 63.062 AAGTTGCAAAtTgGGATGAAGAAA 63.018 137

HM_1678 contig38243 CTT 3 18 GGAGAGATTTCAAGGCCATGTCTA 62.9 TCtTACaACACCAtCTGATCtTTaGCA 62.383 92

HM_1679 contig22948 TGG 3 15 AATGAGTGGTCTTCCCAATCAGAA 63.204 AACGAgGCTCCTCTTGTCTTGTC 63.343 146

HM_1680 contig04771 GGA 3 12 CAGGTTGAGAAGAAGAGTCGGAAG 62.892 TATGACAGGTGTTGAATCTCCCAA 62.803 101

HM_1681 contig15807 ATC 3 12 GCATTGACCCTAGGATTCAACAAA 63.426 CGATCAATCTGAGGTCCTGTCAT 62.665 156

HM_1682 contig09954 CTT 3 12 GGCATACCAGACCTTCACTCTCAT 62.915 TTGTGACatGATTGCacCaaAAA 63.403 80

HM_1683 contig32008 AGG 3 12 CGGCTAGATTGAACCACAGAGAA 62.815 TGTTCGAAGCTGTTTGTGGAGATA 63.163 119

HM_1684 contig03295 GAT 3 24 AAGTTGGAAGGAGAGTTGGGATTC 63.071 ATTCTCAACAAACCaCCCTTTGAA 63.006 157

HM_1685 contig22489 TTC 3 30 ATCATCTTCACCGTGGATGTATTG 62.173 GAAAGTAAAAGGAGCACAACGGAG 62.535 132

HM_1686 contig13650 CTA 3 12 AAGAACCTTCGAAATGGGCAAATA 63.96 TGTGCTTTaCTGGATCAGTGGTGT 63.067 123

HM_1687 contig40645 CGC 3 15 GGgATAAGGCTTGGGATTAAAACTC 63.256 ATaGGTCTGCaAGATCTCTCACCg 63.128 145

HM_1688 contig28105 TTC 3 12 TAGCTCATCGCACAGaGATTGAAG 63.065 aGAAAGAAcaACCaCGGtTAAGGA 62.313 128

HM_1689 contig44546 TTC 3 15 TGGAAAAAGTTACACAGATTCAATCAC 61.703 GGGTGCTGAAGTGAGTCAATATAATC 61.375 120

HM_1690 contig29758 CTC 3 18 TCTTGACTCGCAaCTCCTCTTCTT 63.023 TTTGAGGAACAGaAgTCTTgGaCC 62.997 99

HM_1691 contig43945 CAT 3 15 AAAGGATTCGAAGGCTGCTGTT 63.544 ACACATGACCCATTCTTCGCTT 63.033 158

HM_1692 contig04534 CTC 3 18 AACTGAGTAGGCAATCTGGTGAGG 63.023 AgGAGAAgGGGAAGGTGATAGAGA 62.85 151

HM_1693 contig11030 CCT 3 15 AACAAGTCCTTCAACAAATcGGAC 62.712 AAGAATGTTGATTGCGATGCAGTA 62.975 135

HM_1694 contig26466 CAC 3 18 TTCAAGAAAGCATGTGGAAGTTCA 63.15 ATCAAGTTCAGAAACTGcAGCCAT 63.468 136

HM_1695 contig09546 CCA 3 12 CGAACTAGCGATCTCCACTTTCAC 63.561 ATTCGCATCAGCATTGGATTGT 63.824 121

HM_1696 contig49580 ACC 3 18 TCGTAAGTGTCCCAACTATCCCAA 63.837 ATCTATCGCGATCGGATTCAAAC 63.539 158

HM_1697 contig21517 CAC 3 12 GCAACAACAGCACACTTGATTCTC 63.309 ATCATGGTAcTGAAGGGGTgAAGA 63.102 117

HM_1698 contig21078 GAA 3 12 AaTGAGgAAGCTTTGCTTGAATTg 62.935 CAcCTTCTctTCTTGATCTCCTGTTc 62.996 129

HM_1699 contig00451 GCC 3 15 AGGATAACCAGACCCAGCCATC 63.639 TTCTTTACCCAGTTGCCTCTTCTG 63.015 143

HM_1700 contig17807 TCC 3 15 AGAGATCACAGCATCCAATCATCA 63.146 TCTAGAAGGTAACCTAGCTCCGGC 63.308 114

HM_1701 contig28643 GTT 3 21 TTcccGGCAATCTTACTACTTTTATT 61.529 AtTTATCCGGAACAGCTCCAATAG 61.748 129

HM_1702 contig27791 AGA 3 12 ATACCTCCTGGGTTTCATCTACGg 63.583 AAGCAAAATCAGTGGTGACTGAGG 63.879 102

HM_1703 contig19969 AGC 3 12 GCCTGAATACCATACCTACCAGCa 63.45 ACAAGAACGGTaAATAGGaAgcCC 62.82 135

HM_1704 contig20876 CTT 3 24 TTGGGCAGTAGTAGTGTGTTTGGA 62.955 AGTGAGTGTGGGGAGGTAGTTGAC 62.91 143

HM_1705 contig43451 TCT 3 24 AATTTCCtCcTTTTCCGAATCTCC 63.904 gaAGAGaAAGCAGAGGACAAAGAGG 63.199 144

HM_1706 contig14496 AGG 3 12 gATCAGAgAaCTGCcaTCTGCATt 64.007 TGCTAGtCCATGCTCatCTTAcCA 63.168 133

HM_1707 contig31012 TCA 3 24 ACCATTGGAGAGCTCGATAACTTG 62.923 CCGCTTGAATGCTTATATACAGGG 62.945 83

HM_1708 contig07771 TTA 3 12 CTGCCCCCTTcTTAAACCAaTTAC 63.092 GAGaagaagAGAAGTGAGTgGGGG 63.908 100

HM_1709 contig46154 TCT 3 36 TTCTTCTTCCCTTGGCTTTATTGG 63.75 ACATTCACCGAGCTTTGAGTCAGT 63.583 151

HM_1710 contig18303 TTG 3 12 gAAGGTGAGAAAAATAGCCGGAGT 63.102 GGCTCTGTTCCAATTCAGATCTTC 62.586 120
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HM_1711 contig34005 TCT 3 12 ACTTCTTGGAATCCTCTCCAAACC 63.071 tATGGAAAGAAGCAGAGCAGAAGG 63.227 119

HM_1712 contig51856 TTG 3 12 CtACAGATCGAAAACGCAATGATG 62.959 AAAAGCAAAtTCAAtcaAAAcCCA 62.827 99

HM_1713 contig11871 GCG 3 12 CACCAGTACTCCTGGAGGGTCTC 63.539 GTTGGTGCTCtTGCAACATCTTCT 64.01 112

HM_1714 contig25068 GAG 3 12 GAAGACcAACCGAATtACAGGAAA 62.606 CTGACCGACTGTCCTTCATTCTTC 63.546 116

HM_1715 contig01237 ACA 3 12 ATTAATCCTCTCTTTCGAGGCGAC 63.2 gGAGCAAATTCTGGGATCATTGT 63.529 157

HM_1716 contig01775 GGT 3 12 GTAAATTTTGGAGTGGACAAACCG 62.823 TTTTTGCAGACTCAACACCAAATG 63.373 127

HM_1717 contig36956 TCT 3 12 ACTCTTCATCTTCAAATCCAGCCA 63.431 TTCGGTGTAAATTCGTCAGAGGAT 63.121 148

HM_1718 contig02720 TGT 3 12 ACTTCATCTAAGCTCGAATCAGCC 62.326 AATGCAGAACCATTCACAGTTTCA 62.948 114

HM_1719 contig21901 GAG 3 15 GTAATCGGACGCTGATTTGGAG 63.028 CCATCGCTGTTATCATCTCCTTCT 62.913 130

HM_1720 contig35851 TCA 3 12 GGGGATGAGTCAATGTTGAGAGAG 63.424 AAACCAAAGCCTAAAACCACCATT 63.013 158

HM_1721 contig32578 GAT 3 15 TTACTATTGCGgTATCCATCCTcG 63.327 ACAAGCATGGAATAGGAGGCTATG 62.731 158

HM_1722 contig08422 CGA 3 12 TTGAAAAAgTCAAGGCCATCAAAT 63.018 TCAGATTCGAATTCACCTCATTCA 63.015 118

HM_1723 contig30166 TTA 3 12 CCTCATTTTGAAGGCACTACCAaT 62.619 AGACAAGTACAAGGGTAAATTGTCAGAA 61.674 102

HM_1724 contig00213 CGT 3 15 CCATTATCAGAACAATTCGAACCC 62.802 GTGGTGGTGGAGGATGAAGAAG 63.103 86

HM_1725 contig33693 AAG 3 24 TCACTTCTTGAACCCTTTTTGAGC 63.019 aACCTAGaAACaAACATcCCCCtc 62.78 136

HM_1726 contig21274 TCA 3 21 ccaaccctttCCTaaaCTGCTCTT 63.094 aagggTgTGtttGAGGATGTTGAT 63.014 142

HM_1727 contig25426 CTT 3 21 CTAGGGTTTtACGCGTCCTCTTCT 63.211 cCGCaAttTCTCTCACTTTCTCTC 62.811 156

HM_1728 contig47869 CAG 3 18 AGGGTTTTAACCTGATCATCGACA 63.009 GTGAAGGCAAACTATCTTGGAGGA 62.91 113

HM_1729 contig08131 TCA 3 12 TCCTCAGCTGTCAATATGTCTTCG 62.831 GATATGCTTCATGTGATGGTGAGC 62.958 146

HM_1730 contig25496 TGT 3 21 GAGGCTTGTCTCGAGCCTGAC 63.851 CTGAGCCAACTTCTTCGAGGC 63.701 126

HM_1731 contig09310 GTG 3 12 TGGGTTTGGgTTTTGTTAGAGAGA 63.1 AGtTCCtTCtGtAcCtCCCAAACG 63.901 134

HM_1732 contig00849 CCA 3 12 ACATTTGTTCAATCAGCAGGCTTC 63.777 AGGACTAGGCCGAAGAAGAGGTAA 62.898 140

HM_1733 contig15725 TAA 3 12 CtAAtGTAGCTTTGAGGGTGgCA 62.629 TCTACTTCACTCtTTGtTTTGtCCATTT 61.764 106

HM_1734 contig32378 TTC 3 12 TCAATATCTTCGTCTACCAAGGGC 62.718 ACCCTGTTTGGCAAAAACAAGTAA 62.941 85

HM_1735 contig01695 TCT 3 12 CATCATCAGCAAAAATTGTGATCC 62.721 AAACTTCTGAGTCTTGGGGAGCTT 62.996 133

HM_1736 contig11285 GAA 3 18 AATCGTTAACCCCATTGCCTTC 63.31 GTGGAAGCACCCAGAtGATGATA 63.358 160

HM_1737 contig07754 CTA 3 21 AGTCATTCACTGCCCCTTTTGAT 63.219 GTGAGCCTGTCTAGAGCCCATAAA 63.035 103

HM_1738 contig16658 GAC 3 12 GATTTCTCTGGTTCGTTCTTCGAG 62.698 AGAACAGCCATGGTTTCGTACTGT 63.263 152

HM_1739 contig31594 ATT 3 18 AaTTGTtGAAGAGAGTGGTGGAGG 62.895 AAAAGCCTTCTCAACAGCAACAAC 63.057 89

HM_1740 contig14327 CTG 3 18 GAGGAGCTAGTTtCTTGCTGCTGT 62.653 GATGACCGGCATGAATCTTTACAT 63.339 114

HM_1741 contig10143 CAA 3 12 GCAAAAGTCTCTCCGCAATTAAGA 63.043 CTTGCAAAATGGAAGAAACACCAC 63.957 159

HM_1742 contig07874 GTG 3 12 TAACCGGAgAGAAGTAGAGAGCGA 62.921 GAGaTACCCCTTTCTCgTGTCTGA 63 86

HM_1743 contig40142 ATG 3 12 AATTGGAAATGACGATCGATGAAC 63.327 ACAgaGATGGGAAGGTGCAATCTA 63.331 140

HM_1744 contig42204 CAG 3 30 GTCGAGGATTTCTTCTGCAAAACT 62.214 ACATGTTGTTTCCGGTGTAATTGA 62.528 151

HM_1745 contig07685 CGT 3 12 GGTGGTtGATGATTCTATGTGGC 62.702 TCCATCTCTATGCCAAATGGTTCT 63.112 131

HM_1746 contig03445 AGA 3 12 AAATTTGAATTTGTGAGGGGACAG 62.495 GCTCATCTTTCTTCGTCAAGTTGTT 62.243 98

HM_1747 contig22660 AGA 3 12 AACCAAGGCAAGAgAGGGTCTAGT 62.899 TGAGCTTCGCTTCATTCTATTCaA 62.439 129

HM_1748 contig12129 TGG 3 12 CTACGGCCACCTTTACATAGTTGC 63.064 GATATTTCCAGGGGGACaAAACAT 63.271 121

HM_1749 contig49268 CGA 3 12 AGTCACTTCTTCTTGaTGGGTTCG 63.01 GATACTGGAGAGAAGGAGCCCAAT 63.185 99

HM_1750 contig18324 AAG 3 12 GAGTGTGAGTCTGTGTCCGTGTCT 63.066 AGCCTGCAATTTTGATGTTTCTTC 62.841 96

HM_1751 contig30711 ATC 3 12 TGTCTGTATCCAGGGTGgAAGATT 63.102 TATACGATGAAAAGGACAATGCCA 62.638 85

HM_1752 contig22416 GGT 3 12 GCAAAGGTATCCAAAATATGGTCG 62.735 CaAgTgGTGGGAAGtTTTCAAAGa 63.623 153

HM_1753 contig30051 GAG 3 12 GGAGCTTGAGACATTTGAAGAAGC 62.827 agttttCCACCTTCTCCTCAACAA 62.483 101

HM_1754 contig33858 GCT 3 12 ATTTTGTCcTTTCTTGCTCTCGTG 63.031 CTCACCAATGGTCCAGTacAACAC 62.827 89

HM_1755 contig36198 GCC 3 15 TCGTGACAGAGTCGAACACATAGA 62.158 AACaACCCTAACATCCCATACGAA 62.716 148

HM_1756 contig05135 TTC 3 12 GTCCGACAAACCAACTTCTTTGAT 62.712 CAAGATGGAgGTGAAGCTCTgaTT 63.115 135

HM_1757 contig31681 GAT 3 15 CTCTAACAAAATCACCTCCTCCGA 62.894 CTAGGCATCGATGATGAGGTCAAT 63.651 156

HM_1758 contig23751 ATC 3 12 GTAGACAAGTTGAGcAAGGGTGGT 62.935 TGATAAAGAAAAGCtCATTCGGCT 62.546 126

HM_1759 contig29645 GCA 3 12 CTCCTCGTCTGCCATCACTACTACT 62.325 CAACAACATTTCTACCACCACTGC 62.856 158

HM_1760 contig35970 ATC 3 18 CGATCCTCTCATAATACTCgTGGG 63.108 GCCATCGaAGGtAGAAGAAACTGA 63.022 139

HM_1761 contig14735 AAG 3 12 AAGCTCGAGAACCCTTGAGAAAAC 63.404 TAcCCCTCTCCTTCTCACTCTTCg 64.314 122

HM_1762 contig27384 TTC 3 15 CCACCTTGTTGGTATCATCCATCT 63.318 AGTGCCATTAAGCCCAAAAAGTCT 63.412 95

HM_1763 contig17408 GTC 3 12 GAAGTTCTCTCCAAAGGAGATCCG 63.788 GCGAGAATTCCATCGTAGAAGGT 62.915 89

HM_1764 contig51035 TTC 3 12 TTGTTGTTCGGTTCTCTTCTGGTT 63.332 AAAGTCAGTGATCTCTGTAGCCGc 63.268 127

HM_1765 contig01937 CAT 3 12 CAAGAATTTCAGCAAACTCAGGGT 62.921 CACAAATTGACGAAGACATTGAGG 62.931 147

HM_1766 contig32107 TCT 3 15 TCTGCGAGTTGCTTGATTAaGTtG 62.869 AAGAAGaAGaGtGacTGCaAgGGA 62.909 151

HM_1767 contig08942 ATC 3 18 TTTCCATATTTTTGTCTGCAACCC 63.221 ATGGAGGTTCAAACTACACGCACT 63.263 149

HM_1768 contig03927 TGA 3 12 CGAGATGGATGGTTGATGATGATA 63.123 ATATATTCTGTGCATCGCAGGCtT 63.17 108

HM_1769 contig07503 GGC 3 12 GATCATGGTCATGGTGTGTTGTTT 63.047 TGCTATaTCTCCTCATGCATCACC 62.516 83

HM_1770 contig20100 AAG 3 21 cAAAaCaCCCcAGaCTGAaCACTA 62.501 TTCaACTGTTAGAGGTGtTGGTgG 62.501 148

HM_1771 contig14755 TCT 3 18 AACACAATCATCTGTCCACCTTGA 62.922 AATATTGCGGCAAGTAAGAAGCAG 62.877 91

HM_1772 contig48539 CCT 3 12 TaGAAAACTTTCaCCGGACAcgAT 63.129 GCCGTGGctGAACATTAGAAATAC 63.058 119

HM_1773 contig19506 TGT 3 12 TGGTCCGGATAGCTGATTATCATT 62.915 ATTCAAGGTACAATCCCTGTCGAA 63.009 156

HM_1774 contig10920 GGC 3 12 GCagAGAGTTCCGATTACGTTCAT 62.94 cCCCCAATTTCTACTACACTCTCG 62.299 146

HM_1775 contig45707 ATT 3 15 GACCCTTGAGATCTTGGCCTTAAT 62.986 CAACAACAACAGCAACAAACAACA 63.112 155

HM_1776 contig31525 AAG 3 12 AATTGATCGAAGCaCGAGAAaAAT 62.342 CCTAGCCCTAAGAGGAGTTTCAGC 63.005 154

HM_1777 contig40342 AGA 3 15 CTTGTTCATATTTGAAAgTGGGGg 62.798 ACAATCTCCACACATCGATTCACT 62.043 90

HM_1778 contig24008 CAG 3 15 CTATACAGgTCATCTTCATCAGCCC 62.312 AATTCCGTTTCTCTGAGACCAGTG 63.01 103

HM_1779 contig26877 GAG 3 12 GTACGGAAACGAGTGCCATAGAAG 63.251 ATGaTAgGTCgTCTGCAACTCCTC 63.031 160

HM_1780 contig49212 AGT 3 12 CTCGCTAATTGTGTAATTCCTCCG 63.134 AATTTCCTCAACAAATCTCCTCCC 62.865 142

HM_1781 contig40671 ATG 3 21 GGTATttCGGAGgATGAAATAGGG 62.971 GTGAGCCTaATCTTATCAATgGCG 63.142 142

HM_1782 contig14470 TCT 3 15 GCAGcATTCTGATTTTCCACATCT 63.774 AACAAGCCCTTGAAGGATGAGATT 63.494 131

HM_1783 contig35829 GAA 3 12 GAGTGAAAGCTCATCACAAGCAAA 62.962 CAACCATCGTCCTCAACTCTTCTT 63.01 102

HM_1784 contig34139 TCT 3 21 CCTCCTAGAGCTCAGATGTGTCGT 63.353 agCAGAcCCTGtGtTTGtTCTTTT 62.525 120

HM_1785 contig43226 TCT 3 15 ACTGTACTCAAGTCCCACCCTGAG 63.011 GTCCCTAGATCGAACGAAGAGGAG 63.799 138

HM_1786 contig49450 CAT 3 24 cTAAAgTAGGGTGCgTGGGAGGT 64.731 GtTGATCCAGATGCTGCAACCTT 64.771 95

HM_1787 contig34192 CAG 3 12 CACAACCACCAATCCCATAAATCT 63.108 GCCACCAAGGTTCATTTACGTTAC 62.851 130

HM_1788 contig24162 GGT 3 18 GCTCTTTAGTCCCAATCTTGACGA 63.022 AATCAGAATCAGAACCCTTCATCG 62.786 141

HM_1789 contig30234 ATC 3 12 TTtCtCAGTGTAGCATTGTCGgAA 63.163 GATGACCGTGTAGCAATCCTTCTT 62.827 152

HM_1790 contig51531 GTC 3 15 AACAAGGCATCAAATGAGAAGTCC 62.813 AATCCTcGTCCCtTaACTCTGGTC 63.084 88

HM_1791 contig24768 TGA 3 15 GTTGCAGAATGATCTTGAGTGTGG 63.164 AGCTGGATCTTAGTCGGATCAATG 62.913 154

HM_1792 contig08290 CGG 3 12 ACCATCCTCCTTTTTCAACTTTCC 62.876 GAAAATCAGGAGGACAAGCAAGAA 63.009 120

HM_1793 contig05517 CCT 3 12 TAATTGGCAAAATACCCGAAGATG 63.118 GATACTGATGCTGGGGATTGTTTC 63.016 147

HM_1794 contig31915 GCG 3 15 ATTGGAGAGAGCAGCATTTGAAAG 63.133 CTAGCCaTTTaTCACTGCTTGCCT 62.96 118

HM_1795 contig30812 GAA 3 12 TTCCTCTCGTTTATtCTTTGGCAG 62.919 CGaTctCTGtCTTCCGtTTTCtTT 62.2 92

HM_1796 contig38087 TGA 3 12 CAAGGAGTTTCTGTTCCACCTGTT 62.906 TAGCCGTTCCTCTGAATCTACGTC 63.035 153

HM_1797 contig06789 TCG 3 12 AATCAATTTCATGAGCCAGAAaCC 62.608 TTTGCAACTATTGGTGATGGATTG 63.046 148

HM_1798 contig11243 TTC 3 18 GAATGTCTTGAGTCACCGATCCTC 63.443 ACGAcCCAGAGGACCaGaAAA 63.211 156

HM_1799 contig26856 TCC 3 15 ACACCGTCCTTCTGATGATCCTT 63.322 ACCTGTTGACTCGATTGGTGAAGT 63.353 159

HM_1800 contig46384 GAA 3 12 AGaGTACTTGGAAGCAGTCCCTTG 62.296 CATTAGGAGGATTTGAAATGTCGG 62.896 143

HM_1801 contig09241 GTG 3 15 TAATGACAATTGACCTGCAACCAC 63.168 GGTCTCCtCTCGGCtACCGT 62.995 154

HM_1802 contig36306 AGC 3 12 AGGGTGAATGTGTTGACTCCAAAT 63.014 CAAGGCTATGTTTGAGCAAGTTGA 62.756 101

HM_1803 contig14573 TGA 3 12 AGACCTCTGTGATCCCACTTGAAC 63.005 TGAAGAAACAACAACTCAATCCCA 62.918 155

HM_1804 contig27154 GAA 3 12 GtATTCGTtcGCcAAaTCTtGTtC 63.046 gGGATctACAGATGtAGTGGCTGG 63.23 105

HM_1805 contig34982 ATC 3 15 AGTAGAGGGCCAGGAACAAAATTC 62.995 GGGCTTTGTTGTGATGAAGCTATT 62.744 101
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HM_1806 contig35299 ACT 3 12 CTCAGCCTCTTCGTCTTCTCATTC 63.014 CCTCTGTCAAAGTctCCCAGaAAA 63.094 109

HM_1807 contig27124 GTC 3 12 ATCGATTTTTCCTCTATGACACCG 62.607 GCTGTTTAGCAGGATTTGGagGTA 62.839 91

HM_1808 contig33351 GGC 3 15 TGTAGCGACGAGAAATTGACTCAG 62.958 AAGaTaAAAATGTGGaACAAAGGGC 62.643 103

HM_1809 contig38155 GTG 3 12 TGGGAGGCCATATATAGGGAGTTT 62.983 ACTCCAAGACTCtCTACCAtcACCA 62.589 111

HM_1810 contig30130 AAT 3 15 CTTTCAGACTATTGAGCTCCCACC 62.598 CTTGTACAAATCTGCCCCCATTAC 62.826 139

HM_1811 contig45870 TCA 3 24 CTGTTCCGGACAAGAAGTAGGAGT 62.181 TCCAACGAAGAAGAACAACAAGAA 62.295 150

HM_1812 contig01292 TGG 3 12 ATATTCCcTTTtCCTCTTGGGCTT 63.432 AGGTTCGAGCTTTACGCCTTTTAC 63.138 128

HM_1813 contig02239 GGT 3 12 TCTTGCTCCTTGGTTTTAGCACTC 63.142 ATTGTAGCCAAGTCAACAGCCCTA 63.251 82

HM_1814 contig01584 TGA 3 15 TGTGAACAAACTGTGTTGGAACCT 62.944 CAGGCTTAGAACGTTACGGTGAGA 63.862 141

HM_1815 contig00721 TCT 3 12 CTCCACAGTTTCTCCTTCAAGCTC 62.909 CTCCTAGGACCAAATCGAAACCTT 62.98 158

HM_1816 contig00952 AGT 3 12 ATACTGTGgTAATTGCAGGTGGTG 62.221 TTTGAGAACTTTTGCTTCTGGGAG 63.113 112

HM_1817 contig29246 GGT 3 15 aCTACCcTCcTGGTtATtGGTTGg 63.482 GGtTAgtGGGTCaaACagCAATTC 63.035 127

HM_1818 contig01257 AGA 3 15 TTTGACGGAGTTTGGTAAGAGACC 62.809 CTGAACCTGCTATGGAGTCTCCTC 62.795 147

HM_1819 contig29210 CTC 3 21 TGGATTCTATGATCTCGAAGAGGG 62.873 AAGTGAATTTTGCAGGCATTTCAT 63.046 129

HM_1820 contig16948 AAC 3 12 TGTGTTGgTGTTATTCCGgTTACA 63.373 TTGGAAAAATTGAAAGGAAAAATTGA 62.907 160

HM_1821 contig24555 CTT 3 15 AATTTCCATTGAGATAACCATCGC 62.424 TCGTTTAACCCGTGAACAGTCTTT 63.138 156

HM_1822 contig45317 GAA 3 21 GAGTCTGCGCCTAGTTGGTAGAAA 63.154 GGTTTGGAATCTGTGTAgaATGCC 63.026 160

HM_1823 contig29271 GTG 3 15 CTGAGCTGAGCAGATCATCACAAT 63.061 AATCGGTAGGGTTTTCCAACATTT 62.9 141

HM_1824 contig41906 GTG 3 12 aGcaTCACAACCAAACAATtCTCA 62.948 AAAGAgGGAAGTAtGGTTTCTGCG 63.89 137

HM_1825 contig18237 AAC 3 12 CGATGTCTGCGTCTTTATCATCAG 63.168 AGGAAGGCTCGGTAGTGTTAGTGA 62.624 95

HM_1826 contig00493 TCT 3 15 gCAGAATGGTCCTTTCATTGTTTT 62.62 cAAGAGAttacCCATGcCCATTAC 62.815 123

HM_1827 contig33124 GAT 3 12 CATCAACTGGAAACACCAAACAAG 62.826 GGTTTGCGAGAGAgTGATCGATAG 63.556 150

HM_1828 contig03982 AGA 3 12 GATcgAAAACAGAGGACTCGAAGA 63.217 AAACAAACAGAGCATTCACAGAAGC 63.071 123

HM_1829 contig27601 TGA 3 12 TGCTGGAGAAAGaGAAAGAGTGAGA 63.122 TGGCACCTCCTTACTCTCCTTGTA 63.432 152

HM_1830 contig34090 GGA 3 15 GaGAGGTGGCAGTGGTGGTC 63.14 CAGAAATGTGTGGAAACCCTAGATG 63.017 127

HM_1831 contig03696 TGA 3 12 AGTACTTTCACCCTCATGGCTCAC 62.925 GCTTAGGAcCTCTGATCAATGGAA 62.9 80

HM_1832 contig24757 TTG 3 15 GAGGATCGTTCGGATAATCTCCTT 62.977 CAAACCCTCGAAGAACTcCTCTTT 63.28 153

HM_1833 contig22499 TGG 3 12 GCTGAAGATAGGATGATTCAGGGA 62.889 CAGAGCCAAAACCCTAGCTCTACA 63.138 86

HM_1834 contig39674 ACC 3 12 CATTTTtACCCTCtgAGGTagCCC 63.285 AGtGAATGCCATGGGTgGTAGTag 63.45 157

HM_1835 contig29290 ATT 3 15 GACTTCGATCGTCTTCTTCCACAT 63.017 GTATTGCACCACAGGaAAATAGGG 62.826 109

HM_1836 contig49602 CAT 3 12 TAAaGCCACAAAGTTCTCCTCCAG 63.015 ACTCAATAGTTGGCCGCTTCCTa 63.338 84

HM_1837 contig11889 TTC 3 12 GTTTGAGTTTGAGTTTCGGTgcTT 62.946 ATCATTGACGTCCTTAGActCCCA 63.217 156

HM_1838 contig14966 TGG 3 12 AAGTGATGGGTCTTATGCAAATCC 62.51 ACCATAGCCACCTCCCATGTAAC 63.333 154

HM_1839 contig03098 CCA 3 12 GATGGTCTAGGAgCTGCAcAATTT 62.94 ACGGTACGACATGCTTCTTCTTGT 63.375 139

HM_1840 contig13118 GGT 3 12 GGGGAATATGAGAAAAGATGGGAC 63.06 CATCTTCTATCCTTCGCTCACCAG 63.537 142

HM_1841 contig15457 GTC 3 12 cTGGTCTCAACACAGTCCTCAATg 63.259 CtCTCCAAAcCTGCTCGaCG 63.382 114

HM_1842 contig16811 TCA 3 18 TAaGCAAATTtCACAAGGAGGgAA 63.109 TATGAGAGCTTTGATgGTACGTGG 62.528 142

HM_1843 contig03857 TAC 3 12 TCCAGTTTGATCAACCCAAAAATC 63.305 GGGTTTGGGTTTCGTTTATCAGA 63.302 153

HM_1844 contig02876 TGG 3 21 CGTGGAAaTtAGAGTTTGGGTTTG 62.916 CATACAAtGCCAGTACagTCACCC 62.741 129

HM_1845 contig39239 TGT 3 12 GAaGAGTTGGGGTGAGTGATCTTC 62.561 GATCGcCACCAtTTTCaTAACtTc 62.928 103

HM_1846 contig51852 TGC 3 18 CTCTTCTTCTGGAGGAACTCGTTG 62.892 CTAGAAAACCCATCTCCGtcacag 63.32 149

HM_1847 contig27130 CTT 3 12 CCTTCCGAGTCCATATTCGTACAG 63.117 GGTCGCAATTGGAACCaAAA 63.017 123

HM_1848 contig46041 ACC 3 12 GTAGACGAAGGAGGCGTATTGGT 62.826 TCCAATGACGGAGTAGaAGATgTG 62.593 156

HM_1849 contig15238 TGC 3 15 AATTTGCCATCTCCTGATTCAAAG 62.705 GTCGGGTCTTGGTaGaaAACTTGA 62.809 135

HM_1850 contig32743 TCT 3 12 CtGCTGATTCTGGAGGACATAACC 63.331 AAATCGCTCATCGGTTGTAATGTT 62.95 142

HM_1851 contig39674 ATC 3 12 TTCAGCTtATGCCCATCATCCT 63.018 GTCTGaAATTaCCATTTGGcAAGG 62.922 160

HM_1852 contig04249 TTC 3 15 CCCTCTATTGCAGGACCAgaTAGAT 62.997 gATGtTGGACCAAGTGAAGaTCAA 62.473 134

HM_1853 contig46021 ATC 3 12 TGACCATCaaCAaCATCATCATCA 63.404 AATTCAATGACTTGATGGTGCCTC 63.55 151

HM_1854 contig09901 TAC 3 12 AATTCATTGGGTGTTTCAACGAGT 62.923 TCAGCAATTAATTCTCTGTTGCCA 63.059 138

HM_1855 contig29229 GAT 3 12 TTTcTTGAATGTCATCgAGGTGAA 63.025 TCAGaATcCACAtCCCActACTCA 63.016 152

HM_1856 contig35793 AGG 3 15 agAAGGTGGGTcGgAGAGAACATA 64.432 CCCACAATAAGACAGTGTACGCCT 63.566 112

HM_1857 contig47388 TTA 3 12 gCGAGGGCATTAGAGTAGAAGACA 63.146 GAtATGGGGATGATGAGaAGAACG 62.99 146

HM_1858 contig06295 TCA 3 12 GAACTCCCTAACTCACTGAGCTGC 62.939 AACaGCAcGAAgAAGAcGAAGAAG 63.357 118

HM_1859 contig41009 CAT 3 12 GCGTTGAAACTGAAGACGAGAAAT 63.048 ATGATGACATTGATGAACGACGAC 63.28 141

HM_1860 contig16459 GGA 3 12 GGTGAAGGAGGAGTGGgAGTC 62.364 AGCTCTTGCCTCTCCACCTATCT 62.06 146

HM_1861 contig24183 GAT 3 21 TGGATTaGCTAGCcCGTAATTGAA 63.038 TTCTCTGAGTTCATCACCACCATC 62.679 157

HM_1862 contig01589 TAT 3 21 ATGAACATTCTtCGgTGgTGATTt 62.913 ACGCCCACGTTACCGTTTAGT 62.843 117

HM_1863 contig03819 ACC 3 12 TCCCAAGAATGAAAGCCGTAAATA 62.92 GCATGGTAAGATGCTTGTATGCAG 62.988 109

HM_1864 contig04730 ATC 3 24 GTTtcATCTTGTTGGGAGGATGAT 62.572 AGGATGATGATGGGAGTGATGAGT 63.211 123

HM_1865 contig49936 AAG 3 15 CCAAGACAAACAAGAAACATGTGC 62.958 TTTTCTTTGCCACAAGGATGtTTT 63.027 129

HM_1866 contig50197 GTC 3 15 CGGAGATCTTGAATGAAGACGAAG 63.525 AcTGtTGCTGCTgcATaACTCTGT 62.575 155

HM_1867 contig18236 GGT 3 12 GTAAGGGCTGTCCAGGAGGTAGTT 63.105 CTaAccctaATCACCGCACTCACT 62.835 125

HM_1868 contig10493 TAT 3 12 GGGAATTCAGGTGTGAGATCATTT 62.572 AGTCATGTTGCAGAGAACCATTCA 63.164 92

HM_1869 contig03992 GGA 3 12 TCCCAAACAACTTCTTCACTTTCA 62.177 TTTAGCTACTTCCAGTTTGCTCCG 63.048 107

HM_1870 contig12647 TTC 3 21 ACCaTCTCCATCCTTGTCGAATAA 63 TCTCTCTACCTAtTTCtCAGcCGc 62.425 145

HM_1871 contig08146 GGT 3 12 GAACAATCACAGGGGAGTCTGAGT 63.005 TACTTCCTCTCTCCACAACTCGCT 62.922 99

HM_1872 contig04314 TTC 3 12 TTCGTCCTTTTCTCTCACTTCACC 63.111 CGGAGATTCTACAAGCAAGACCAT 62.923 159

HM_1873 contig37134 ATC 3 12 GTACATGCTCTAGTTCCCTTtCGc 62.55 cCactccTTctAttgctAATTCTcCA 63.013 106

HM_1874 contig26492 AGA 3 12 GAGAGCTCCATTCAGATTCTCTTGA 62.484 CCGAGTTGGGAAACTAGAAGAAGA 62.187 158

HM_1875 contig07333 GTG 3 12 CCGCTTTATGAGCTTTAGGTAGCA 62.966 GGATCAATCCATcCGaAcCtaAG 62.975 155

HM_1876 contig00771 CTG 3 12 TGTGAGACATCTCTGAAATGGAGC 62.926 TCgATTTCACTCAATCCAAATTCA 62.807 156

HM_1877 contig10333 GTG 3 12 GTCGTGAAGAATCTTTAAGCGCA 62.86 TCCTATTGTCTTCATGTCCCTTGC 63.643 139

HM_1878 contig13665 ACC 3 12 CAAACCGGATGTAGgATGTGAGAG 64.068 GTCCTcgGACTACATCATCAAAGG 63.217 92

HM_1879 contig10085 TCA 3 12 TGTTCCTCATCATCCTCATCTTCA 63.113 GAGGATACAAgGGGTCTCGAAAAT 62.878 155

HM_1880 contig17931 GAC 3 12 CTTTACCTTCATCACCCCACTGAC 63.111 AGCTCATCGTCTGCTCTGTGAAG 63.403 144

HM_1881 contig31630 TCT 3 30 AATGATTGAGTCTCTTCTCCGTCG 63.115 GAGTGTGATTGCAAGGGAAACTCT 63.027 104

HM_1882 contig32341 CCA 3 12 TCTCACCGGAGGACAGAGAGATAC 63.215 CACCacCTCTTCGTCCGATATAA 62.382 150

HM_1883 contig32831 GAA 3 15 tAgcAAaaGGGTTttCaGCCAtaa 63.034 cccTGGATTTGATTcCATTGATAA 63.08 108

HM_1884 contig12331 TTA 3 18 TCGATCTTCACTCCGAATaTGTCA 63.028 GGTTCCAGTGCTGCTTTCTGTATT 62.949 156

HM_1885 contig06384 ATC 3 12 AACTGGGGTCCTTACTGGTTGAGT 63.403 CCCCTACTTCAAGAAAGGCtCAAT 63.086 158

HM_1886 contig22710 TAG 3 24 TAATGGAGTCAAAAGGTGGAGAGG 62.782 GGAGTACGCAGCAGATCTGAATTT 63.051 146

HM_1887 contig41793 TTC 3 21 ACGATTTTGAGGTGTGATATGGCT 63.039 AAAGCCTCATaAgTTCAAGTCACCA 62.438 140

HM_1888 contig20983 GTT 3 18 ATTTGCATCTGCATCAACGAAAC 63.393 AAAGaAGAACCGGtTTATTcCGAC 62.808 116

HM_1889 contig39364 CAC 3 15 tCTTCATCATTGTCACCCTCTTCA 63.123 ACTGATAACAGAAATAGCGGCGAC 62.867 125

HM_1890 contig49916 TAT 3 12 TGCACCATATCATTCACCTTTTTG 63.046 GAGATGCATGGAATTGAATCTGTG 62.927 137

HM_1891 contig34587 GGT 3 12 CAGGATCTCAAACCCTAGACCTCA 62.984 TCTCCATCACGATCAGCTACTACG 62.844 155

HM_1892 contig32559 ATC 3 12 CAATTACAGCGTAGATCCGACTCA 62.643 TTTTTCtCTTCACAAAAGGaTGcC 62.813 140

HM_1893 contig01951 GAA 3 12 TCAGACCTGAAGAAGAAGCTGTGA 62.812 TTTGTCTTCTTCGTCTCCTTCGTT 62.71 159

HM_1894 contig36851 GAA 3 15 TCACTAATTCGCCTTAGTTGAGCC 62.947 CAACGGTCACAAATTCCTCTTCTC 63.325 141

HM_1895 contig04542 CTC 3 15 AGCACCTCGtGTTTGTTTTtCTtC 62.946 GTCACTTGGAAATGGGTGAATCTC 63.106 155

HM_1896 contig19087 CAT 3 12 CaTATGGTGTTCTTCGTCGTCAAC 62.844 GATTTTCGAGTTAGACCAGTTGGG 62.299 141

HM_1897 contig15922 GAA 3 15 AGAACCCTTCATCTTACCCTCCAC 62.974 TGAAGATCAAGAAAGGGAAgtCCA 63.401 140

HM_1898 contig38700 ACC 3 12 CACACAAgaaaactaaaGCTTGCaaaa 63.799 TCCAAGAtCCAAACAAAGCCTAAA 63.109 89

HM_1899 contig44561 GAA 3 12 AGTGCGAAGAACATGAAGGAAATC 62.926 AAATACCGATCTCACCCACTCAAA 63.009 120

HM_1900 contig24846 TCC 3 12 CTTTAAGGTACCTGAGCGCAAAGA 63.048 AACCCCTCTAGCATTTCTACCTGC 63.114 144



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 
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HM_1901 contig08687 AGA 3 12 CATCTTCTCCAACAGCTACAGCAA 62.958 GCCGAAGAAGAAGGAtcAGTcC 63.639 137

HM_1902 contig36910 CAT 3 18 ACACTTCTGGTTGGTAAAGCTTGC 62.959 TGCAGAGTTAGGAGAAACCTTGGA 63.531 122

HM_1903 contig44560 CAG 3 12 TCCAATAATAGGGACAACCACTGC 63.329 GTTTGGGACTTGATAAAATTGGCA 63.221 156

HM_1904 contig20831 GGC 3 15 ACAGAAAGGGCAAGCTTCATACTG 63.044 ACCGGAACCGTGtTCTTCTcTAC 62.91 138

HM_1905 contig35458 ATC 3 12 GTGTTGAGAGCTCAAACCCATCTT 63.027 TCCTAGcCTCAATCATCATCAACA 63.028 87

HM_1906 contig00148 TTC 3 12 CTGGTTTTCCTTCATACCCACTTG 63.003 TCAGGAAGAGtTTTTCAAGAACCG 63.003 155

HM_1907 contig22213 TTG 3 12 TCCTCTAATTTTCCTTCCGgTTTC 62.875 CAAAAGAAtcGAAAGAGAAGCCAC 62.619 109

HM_1908 contig23553 CAC 3 12 TACCTTTGAGAGGTTGTGTGCATC 62.622 TGGACAATAAGGAGATGGTTCGTT 63.009 150

HM_1909 contig42984 ATC 3 24 CCTCAAAACaGCATCTGCTCGTAa 64.804 GAACaGCAgTATctGCgAGGGTAA 63.879 153

HM_1910 contig05253 TGG 3 15 GCATCACTAGAaAGAACCAACCTGA 62.935 TcCCACACATATTgaACCAAATCTC 63.221 144

HM_1911 contig20236 CCT 3 15 TTCCTGTAGACATCAATCAAGCCA 63.038 TATTCCCTTGACTATGCTCGAACC 62.718 107

HM_1912 contig13394 CAG 3 12 GATGCAGGAGATGATAAGGAaGgA 62.889 CAGCTTGCTGTACAcATAACCCAC 62.985 107

HM_1913 contig40052 AGT 3 30 TTTGAAaTTGAATTCACAATCCCC 63.092 CACCTGCTGCTGATCATCATACTT 62.743 157

HM_1914 contig12602 TTC 3 12 CCGTTAGTGCAATCTCATCGGTAT 63.45 TctACCACCTTCTGAATCACTCCG 63.856 113

HM_1915 contig41832 CAT 3 12 GCATTCTCTTCGGTGTGGTTAAAG 63.239 AAATTGGCTGAAACAGAAGTTTGC 62.851 142

HM_1916 contig22870 TCT 3 12 ATGGTGgGAGACTGGTCtaCTGTC 62.899 GcCAAGTGATGAACAATAATCAGGA 63.441 100

HM_1917 contig26707 CTT 3 12 GGAcTtGTCAACCTTGTCAGACG 63.261 ATCTCTAGGTATGGGAGCTTGCGT 63.623 157

HM_1918 contig22242 TCG 3 15 GATGGCATCTGACCCATAATCC 62.661 GATCTGAAACAACGGCTGAGATTT 62.926 158

HM_1919 contig19000 CCA 3 12 CCAAATGTTCCGAATTCTCAGTCT 62.798 TTTAGGGTTTACGAGGTTTTGGGT 62.998 142

HM_1920 contig45216 GAT 3 15 ATGAATGACATGGCTCTTTGGATT 63.016 CTCTCACTCTCGATCCCTTCTCAC 62.991 106

HM_1921 contig27739 GCA 3 12 gTgAGGCACTGCCATAAAAAGAaC 63.256 AGCCACGACAAGATTGTTAAGCTC 63.06 133

HM_1922 contig17091 GGC 3 12 TATGACATGAAGCTGAGAATTGCG 63.6 TGAAGCAACCTGCAAGTAGAACAC 62.869 116

HM_1923 contig06524 CTC 3 15 ATTCTTACGCCGACAAGTTCCTC 62.925 ACACTACTAGCCCCATGAATgGAA 63.022 88

HM_1924 contig04559 TTA 3 15 CTTTTCaTGTGCaTATGGgtGgTa 62.946 TTGCTGCTTCTCTTCACCTTAACA 62.541 132

HM_1925 contig13022 GAA 3 12 AGATAGACAAGCACTGTAaCCGCC 62.962 aAATCAAGTGTTTCAGGGTTTGGA 63.006 143

HM_1926 contig12488 TCA 3 12 CCTCAATATCAGCCTCAGTGACCT 63.014 ATCAATTCTTGGTGACGAGGAGAA 63.318 146

HM_1927 contig06260 GCT 3 12 TTGTCCCTGCTATTAAGTCCTTCG 62.823 AGATCCACCGTTCATGGTATATGG 63.112 129

HM_1928 contig18151 GCG 3 12 GAAGTCGTTCTCGAGCTTTCTCTG 63.137 CTCCGGTGACCTCTCCATTG 62.977 82

HM_1929 contig29396 TCA 3 21 CATTGAATGTCGAAATCCTCTCAA 62.485 TCCTAGTAGCTGCaAAACTTATCGG 62.108 82

HM_1930 contig02497 AGT 3 15 ATGGTCTGGTTGACTAAATTCGGA 63.009 TGGTTAGCATTGAGTGTAATGGGA 62.731 151

HM_1931 contig03692 GAA 3 12 TTCGCACTCTTGAATAGGGGTAAA 63.122 TGACCAGATAATGAACATCATGGC 63.15 115

HM_1932 contig50275 CTT 3 15 CAATCCAAAGGTAGGCTACTTCCA 62.714 TGAAACACGACCATTGAAGAAGAA 63.034 93

HM_1933 contig41045 ACC 3 15 GATCAaTGgATTTGCCTTTGAAAC 62.915 TGCAGATGAAGCACAACCCTAATa 62.959 95

HM_1934 contig06392 GAG 3 12 AAGATCAGTTGTGGGGTTCTCATC 62.784 CCTCCACCACtACCAGACCACTAA 63.646 155

HM_1935 contig11788 ACT 3 12 ATTCGTCCTTATAtCcTTGCTCCG 63.683 TGTTCTGCTGAAATCTCACAACTGA 63.392 144

HM_1936 contig15259 AGA 3 24 GAAGTGGAGATGAAGAAGGATGGA 62.977 GaAAAGcgGACTCTGTaAAAcCCT 63.11 107

HM_1937 contig41949 CGG 3 12 TATCCATCTCCTCAAGCTCTGACC 63.106 CtCtTTcCCTCaCTCtCTTTCCCT 62.651 153

HM_1938 contig34532 ATC 3 12 ACAGCGgCTGATAGCTtCcAC 63.962 ACAATGCTCTGTATGGTGGTgaTG 63.283 154

HM_1939 contig50564 AAT 3 24 TACAAGACTGCCGAGGGTTGTAAG 63.754 GTgTGGGTGTGGGTGTCTGAT 63.153 148

HM_1940 contig01509 TCG 3 24 ACATGCCTTTTCACTCTGTATCCC 62.713 GAAGACaGAAATCAACACCACCAC 62.045 138

HM_1941 contig52082 AGG 3 15 TCCCtgAaTCcATACctcTtGAAA 63.083 ATgGAGCTCaAgcCTAGTGTCAtT 62.627 94

HM_1942 contig51631 GCT 3 24 ATTTGTGCTCCTGTGTCTTCGTCT 63.583 tTCtTCTCTAGCTTCACACTGCCA 62.739 138

HM_1943 contig35334 AGT 3 12 ATAGCGTCTCAGATCCAAAAGTGC 63.051 CTAACAAGaAAAATGGTTCGGCAG 63.13 144

HM_1944 contig29352 CTC 3 12 TACTCctCATCTTCCTCCACATCC 62.874 AGGGTTGTGATTGGTTCAGATGTT 63.014 134

HM_1945 contig52351 CTA 3 30 CAGAGCTTTAGAATCGGTTCCGTA 62.932 CgACGGGGTTTCaATTAAAGAAATA 63.282 145

HM_1946 contig08362 CCT 3 12 ACTACAAGTCAATGGGTGATCGTG 62.397 GGCATTGAATTTGTTCAGAAGGAC 63.125 117

HM_1947 contig30922 CAA 3 12 ATATCCAGCCACCAACTTGAAGAG 62.811 CCTATGTTctGGAACTTTTGGAGC 62.411 96

HM_1948 contig07665 TTC 3 12 TGAATTCCTTGTTGTCCTCTTGGT 63.212 GAGCTGAATTGAAAAGGACGAAAC 62.523 101

HM_1949 contig14726 CCA 3 12 CTTGAATGGGgATCTCCTTTTCTT 62.958 TTGGGAAAGAAGTGAAGAAGTTGG 62.892 111

HM_1950 contig11417 AAG 3 12 CGAGCAATGGGTACTTCTTGATTT 62.729 ATCATCATGACTGTGGTGACCAGT 62.928 143

HM_1951 contig26905 GGT 3 12 ATCCTCTACTCCACCGAACTCTCC 63.29 CAACCTAGAGCAAATTCTGGCG 63.252 160

HM_1952 contig32846 CGC 3 12 cTacACCTCCGACCTCTGCTTC 62.569 GAGCGTAGGCTACAAAGTTGGTGT 62.972 116

HM_1953 contig49000 GGT 3 12 ATTGAAaGAGCAGGAACAGAGGC 63.232 GACTCCATCTCCAcTCTCATcCTc 62.754 96

HM_1954 contig18468 GAA 3 24 GAATCGAAGAAGGAACGTGATTTG 63.219 TTCAATTTTCACCTcCTTCAATGG 63.397 118

HM_1955 contig06317 ATG 3 12 GTAGCTTCACCAGTCCAGTTTTGC 63.474 AAGCCTAAAGCGGCGATTAACTAC 63.058 135

HM_1956 contig12866 ACC 3 12 GAAAATACCCAAAGGTTGCGAAAG 63.962 AGCTAATGGGAGGGGAAATAGGtC 63.823 147

HM_1957 contig22503 TTC 3 12 TCAGTGCACACTCCTCTTGAACTT 62.612 CCCAGAGCCAGAACTAGTAAACCA 62.918 126

HM_1958 contig44673 CAT 3 12 GATGaGgAGGATGGTGTTGAAGAG 63.424 TCATGGAAGCAAAGGTAcTCAATG 62.514 160

HM_1959 contig01692 TGG 3 15 AGCACTAGCTGTCAAGTTCCACCT 62.848 TctGTGGCaATCATTCGCTACtC 63.719 144

HM_1960 contig02153 AGT 3 12 TGAAGGGATTAGAAAGGAGGGAAG 63.05 GGATTCAACCTGCCACTGTTTTAG 63.129 158

HM_1961 contig24082 GCG 3 12 GAAATTTGGGTTTCTtGTCGGAAT 63.476 TTCTGATCCTCGCTTGTTCCTACT 62.712 117

HM_1962 contig06842 TTG 3 12 TTGATGATGAAGAGGAAGATTTTTCA 62.315 CCTCACAATTGGGCCTCTCTACTA 62.907 92

HM_1963 contig06643 TTG 3 18 ATGCCTAATTtttCACTTCCACCA 62.922 AGAAAACCCAGCCCAAGTTTATTC 62.808 144

HM_1964 contig16378 ATT 3 12 CCACCATCCCATTTTCAACAA 62.764 gAGTTTAGCCACACCCAAAGAAAA 62.728 139

HM_1965 contig11817 ATC 3 12 GTTCATCAGCCACAGTTACGACAC 63.085 TCAAATGCACCTGACATTAAGACAA 62.857 151

HM_1966 contig09889 AGA 3 12 AAATTGACCTCCGATGAgTAGCtG 62.923 CGACTcATAGATTTGGAGATTTTGC 62.342 84

HM_1967 contig24739 GCA 3 12 ACCACAAACTCAAGGAGAAGCAAG 63.133 CAGTGGCCGGCATGATATTAGT 63.262 146

HM_1968 contig49977 GAA 3 24 AGTTGATGCAGAGGATCCGAAG 62.897 TCGGAGTGTCCAGTTCTTCTTCTT 62.793 134

HM_1969 contig38372 GAT 3 15 CTTGAGAACAGCTTCTTGAGGAGG 63.007 AATGCTCCTATAACGAAACCCCAT 63.007 98

HM_1970 contig29195 TTC 3 12 TttAAtCGCAGTTTCTTTACCGTTT 61.407 ACTGacGAAAATGCAACAGAAGAG 62 141

HM_1971 contig11455 GTG 3 15 GTTTAgTGGGGTTGACATGGTTAG 60.869 TTTCATTCCAAgGtTTTTACTTTCA 60.239 136

HM_1972 contig06154 GAG 3 12 GATCGGAGGAGAGGAATTGAATG 63.288 ACTTCAtcGCCGAGCTTCTAAGT 62.839 87

HM_1973 contig12006 GAA 3 18 AACACTCCAGCAGTGGAAGTCTG 63.043 CATCTCCAACAAGGGACCTCTTC 63.408 117

HM_1974 contig11786 TTC 3 18 ACCACTACCTCCTGACCCCTAGTC 63.086 AATCAAATGGAAGAGGATGGTGAA 62.987 158

HM_1975 contig14509 GAG 3 15 GAGGATTGCTCTTCCTATGCTGAA 63.125 CCTACCAGAAGAACCTTTCCGTTT 62.989 138

HM_1976 contig05181 ATG 3 24 ACGTGTTGAagACGAAGAAGAAGC 63.263 ACATACATGTCGTCGAGTTGCCTA 62.975 123

HM_1977 contig32535 TGC 3 12 TAGCAtATGCGAAGAGCATTCTTG 62.777 CATCTGGATTATATTCCTTTGGCG 62.817 150

HM_1978 contig45573 GAT 3 15 TTCGTGAATCACAAGAATTGGCTa 62.946 TAGGTCGGCATAGCTCTTAGGATG 62.935 160

HM_1979 contig33270 TCT 3 24 CATGCTTTTCCGGtATATCTCTATGG 63.023 GCCATTGAAGGTGAGAAGAACAAT 62.813 142

HM_1980 contig14942 CGC 3 12 AGATGACTTTTAACGCGTAGAGCC 62.179 CCATCATCATCAAACTCAGCTCC 63.13 157

HM_1981 contig12430 CTT 3 12 GACCTTTCCTGAGACCCcACTTAC 63.495 GGTCTGAATTCCTCTTTTTGGTCA 62.784 149

HM_1982 contig38129 AGC 3 12 AGCGGTTGAaTTACTtGCATCAAT 63.058 TGCAGAGACGACTTCTCCTCCTAT 62.912 145

HM_1983 contig22455 ATC 3 12 GCctaGATAATTCTCGTCCTTGGg 63.383 AACTgTGATTGTTAAACGTTCCCG 63.343 154

HM_1984 contig44436 CCA 3 30 GAAGGGCTTGATTGATAGCAGAGA 63.125 GCTCAACCTCCTCCTGTGATTATG 63.331 153

HM_1985 contig08980 CGC 3 12 GGGAGTGGAGCTCTAAATTTCCC 63.473 TACTGAGAGCTTCTAGACCTGGGC 62.512 155

HM_1986 contig04039 TTC 3 18 AATAATCAACCCTTGGACCCACTC 63.482 ACTAAcCAGCAAgGGCAGGC 63.826 103

HM_1987 contig03856 TCG 3 12 AAATGAAGTCATCGGAGGTGAGAG 63 CAGACCAAAATCATACTCCCCaAG 62.993 151

HM_1988 contig16525 CGG 3 12 CAGAAATGAGTGGGAGCTTTGG 63.225 CCACCACCGAAtTTCTCAAACTAC 63.019 135

HM_1989 contig02994 TCT 3 21 CCTCCAATCAACGACGGATAGATA 63.414 TAGTACTCGCGACGACTGTATGGA 63.189 156

HM_1990 contig26149 CCA 3 18 CAAAGAaTAcGGgCAAAGTCAAaG 63.13 ACTATTACGCAATCCAACACCACC 63.256 152

HM_1991 contig03376 TGG 3 12 AGAGTAGGGTTTTTCATGGGGTGT 63.189 ACAACCCTCTGcGTATCTCTGtTC 63.04 120

HM_1992 contig38055 TTC 3 18 ATTTGTGAATGCATTTCCTCCATT 62.817 TAAAAGTGGAAAGcGTCTTGAAGG 62.929 117

HM_1993 contig21033 TCA 3 18 TGATTTCTCGGTTGCTAAGAGAAGAG 63.406 CCACACATGTAGCGTCAGaTAAGC 63.091 156

HM_1994 contig05060 TCG 3 12 CGAGTACGTTCTCTATgAAGGGGA 62.907 GGAGATGTCACAGTGAAGTCGATG 63.269 111

HM_1995 contig35930 GGT 3 12 GTGTTTGGAATTGGGGGATTTATT 63.075 AACCTTTGCCATTGGTCTCACTT 63.227 149
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HM_1996 contig17183 CCT 3 12 GAGCAATTGCAGTAAGAGTTGCAG 62.57 CTGAGGTTATCTGCTGAGATGGGT 63.014 138

HM_1997 contig26537 TGG 3 18 CCATTCAGGCTTtAGCTACCTCAG 62.631 TACTTGTGAAGCTCAAGCACAACC 62.869 159

HM_1998 contig09235 CTT 3 18 AAGCTTCAGCTAAGATAGGTTTCTCAc 61.043 TTGTGTTGATGGATTACGAGGATT 61.771 110

HM_1999 contig14026 TCA 3 12 AGCATATCTGCTTGTTTGTtGGgT 63.158 TCgTGGGtaATcGTTaGcTGAAAt 63.043 106

HM_2000 contig20709 ACT 3 12 AATTTGACTTCCCTGATgCACAAT 63.026 GAAGGAGTTGGAAtGATTGAGAGC 62.586 142

HM_2001 contig20280 CCA 3 12 TAGGCATCGGAAGAAGGGTAACTT 63.389 GTTAGGGAGCTGCTATGGTGTGAT 62.84 90

HM_2002 contig19797 ATA 3 18 GGTGGAAACCGaCAATGTATTCTT 62.411 GGCCATATGCTACCAGATCTGAAc 63.142 129

HM_2003 contig10310 GTG 3 12 GgTGTTGATAGTGATGGTGGTGGT 64.232 GTTATGAGGGAGCTGTGAATTTGC 63.248 148

HM_2004 contig01385 CCA 3 12 CCTAAAAACCCTATGGTGGACACA 63.21 ATAGATTTGGGGGTTAGGGTTGGT 63.816 138

HM_2005 contig40956 TAA 3 12 CAAGAAAAGCCAGACGTGTAGTGA 62.853 TATCAAAGCCACTTCGTCTGTTTG 62.642 113

HM_2006 contig00891 AGA 3 24 aCaTCTCGATCCTCCGATtCAG 62.761 TTCAGATCATCAGAGGTACGCCTT 63.444 160

HM_2007 contig44717 TGG 3 15 AAGAATCATAAATGGGCCTTCCAT 62.986 GTACCCACATCGAGGGTGTTGT 63.256 146

HM_2008 contig39444 GAA 3 15 ACaGCAGGTCAAATCAAGCAAAAT 63.256 TGTATGTAATTCTTATCtTGCCCGC 62.489 91

HM_2009 contig31567 TGA 3 12 ATCTGTTGAAAGTGGGTAaGGCAA 63.129 GGGAATCACTAACTCtTcCCCCTA 62.863 110

HM_2010 contig25640 TTA 3 15 CCTCCtCTCcATGTCcTaTtCCTt 63.059 ATAGGCAATGATGTACGGCAAAAT 62.763 146

HM_2011 contig12873 TTC 3 21 CTCACTGGCGAGTCCTTATCAAGT 63.137 GAGAAATTTCCATGGCAAGAACAg 63.219 136

HM_2012 contig50321 TCG 3 15 AGTTGACGGTGTTGATGAACTTGA 63.053 CACCACTTGCATATATTGGCAGAA 63.171 122

HM_2013 contig28845 CTC 3 12 AATGCTTCAGATTCACTTCTTGGC 63.039 GATGATTGCTTCGGGATGTTATTC 62.918 106

HM_2014 contig21763 GAA 3 15 AAGAAATCGATGATGATAAGGCGA 63.121 AATTGGACTTGAACACTTTCTGGC 62.824 126

HM_2015 contig05808 AAG 3 12 GCCTGCTTGAAGATTGTACTGGTT 62.949 ACAAAGGGATGAGCCTAGCAATTA 62.342 120

HM_2016 contig01629 CGG 3 15 GTAGAGGGAAGATGAGGAAGGGg 63.561 TTCATAtTCTCCCCCAAAACCac 63.184 160

HM_2017 contig31943 TTC 3 15 CCCACACCATCTTAGCTATCCAAA 63.421 aCCgaAAAGGGTCAcTGTTTGtTA 63.028 116

HM_2018 contig48192 GAA 3 12 CAaTTTCGCCAGAAaCCCTAGAAT 63.676 CaAAAtaTGCACaTGaATCTCCCa 63.036 138

HM_2019 contig01796 GAA 3 15 AACCGATCAATGGGTATGATCTTG 63.211 TTCACTTCTCTTTTGCTCTCTTCCA 62.919 125

HM_2020 contig24108 TTG 3 24 GTGTCTGGGCTGAGTCAGACTGTA 63.06 GAGGAGCTATGGATCAGAAACCAA 62.9 149

HM_2021 contig43871 CAT 3 12 aTTcTCTGCCTCATAAGCcACATc 62.929 TTTCCGAGatGGATCAAATCAAAt 62.889 149

HM_2022 contig15333 GCT 3 15 CGAGCATTATCCATCTCAGATTCC 63.216 CCTCAAcCTCAACCTCAAAGAGaA 63.094 155

HM_2023 contig37574 CTT 3 12 CAAACGAGACCTTCCTTGCATAAC 63.239 TTCAGGAAGAGGAGATCAAGATGG 63.076 145

HM_2024 contig47426 TCC 3 12 ATTCTGTATGCCATAACCACTCCG 63.341 GAAAATACGGCCTCTCAGTCGATA 62.828 154

HM_2025 contig17112 GTG 3 18 GAGGCGTAGATTAACGGAATTGTG 63.043 GTCACCCACTCCCTCATTCaAATA 63.419 96

HM_2026 contig14597 CAT 3 12 AACCTTCATCCTCACTACCGGAAC 63.81 GAGGAAGTGGATTTTGGAGGAGTT 63.071 112

HM_2027 contig13039 GAG 3 21 CGTGTTAGACTACTTGGACAGGGC 63.357 TTACACgcTTGCaAAgAGATTTGA 63.179 146

HM_2028 contig32854 CTC 3 15 CCCAAATACCAGAAGACTCGTTGT 62.71 GTGCAGCAGTGCATAGTACAGAGG 63.433 99

HM_2029 contig33441 TCA 3 12 GAAGTGGCTTCCTTGAGCTTTTTC 63.804 ACGGTTTGAATGTGGATCATTTCT 62.913 160

HM_2030 contig08837 TCT 3 12 TAAaGAGAAGACATGAACTGCCCC 62.91 aTTAAGTTCGCTCGAtCCCTTTTC 63.007 153

HM_2031 contig07739 ATG 3 24 CCCAACTTCTTCTTCTCTCTGCTG 63.007 GTTTGAGTCAGTTCCCGAAAAGAA 62.907 150

HM_2032 contig14720 ACC 3 15 GAGATAAAGAAAGGAAGGAGGCGA 63.278 CtGTTTATCCAATCaCAAACgcAg 62.856 135

HM_2033 contig45680 TGA 3 15 GTTTGGGTTAGGGTTTGAAGGTCT 62.791 ATGGAGCGCAATAGTAGAAgAGGa 62.634 128

HM_2034 contig00154 AAC 3 15 GAAACACATCACTTTCAAGAGGCA 62.726 gaagggagtttcttgggtgttctt 63.08 159

HM_2035 contig51759 TAC 3 12 ATAGTTTGAGGGATGAAATTGGCA 62.912 GGCAAGAGTATCTaACAAAAACAATGG 62.321 154

HM_2036 contig09465 CGG 3 18 GAGATGcAGCCCATTAtGAAGAAG 63.334 TACGTCTCCGGACAGATCTCAAAC 63.876 155

HM_2037 contig31636 ATC 3 12 GCTTCCTCTGATCTTTCTtCACCA 63.217 GCCAGTGCATGCAACATTAATAGA 63.3 110

HM_2038 contig35917 AGC 3 15 CAGGTGGGGTGTATAGCTTTGAGA 63.641 ATATACTAGCAGCATGGAGCGGAG 62.963 151

HM_2039 contig04010 TCT 3 12 CGTCAATTACGCCTCTCTGTTCTT 63.044 TCAAGCGGAGACAGGTGAGC 64.029 150

HM_2040 contig28407 GAT 3 18 GTCATCagACGAAACaCTTGCACT 62.858 aATTTCACTGTCCATAcCCCCtTc 63.482 87

HM_2041 contig26894 CAC 3 15 ACaGAGGCTGtACCaCAaGAAACC 62.935 ACAGGaGGTTTaaTGGcTaTgGGt 63.102 111

HM_2042 contig20647 ACA 3 18 CTAGTCGGAAACCATTTCGAGAGA 63.006 ATCACAACAAACTCGTCCTCCTTC 62.912 133

HM_2043 contig16036 GTG 3 12 GTGCTACTGGAGTTGCTCACACAT 62.872 GGACGTTTAAACCTGCTCATTCCT 63.804 160

HM_2044 contig41621 TCT 3 15 TTCATTCTATGCAAATCCTCCTCC 62.693 TACGAGGACATATGCGGTGTTATG 63.072 134

HM_2045 contig01543 CCG 3 18 CAGCCTGATTGCCTGAGGTACTA 62.829 CAATTCGCTCCTCCTCAGTAGTGT 63.137 156

HM_2046 contig14812 AAT 3 21 CCCTAATCCTGCCTTTCTATGTGA 62.703 AATGCAAAATAGGGTTTgGGTAGG 63.284 158

HM_2047 contig42537 TGG 3 12 aTCGGAGCTGTTGTTATGGTTAGG 62.633 TCTCCTACTCGCCTCTTACGTCTG 63.345 103

HM_2048 contig46455 TCG 3 12 TGGTGTTGGTGTTGGTCAACTTAT 62.621 AAACaAAAACAAAAACAATCCCCC 63.183 107

HM_2049 contig03273 TCA 3 12 GGTTTTGAAGGGTGTTTTCTGATG 63.006 CCAACATATCCCTTCCACACAAGT 63.325 147

HM_2050 contig40652 CCA 3 12 GACATTAGGCATCTTCCTAGCCAA 62.828 aCACTGtGGTTCAGTgGAACGAT 63.047 146

HM_2051 contig27017 ATC 3 12 TCTTTTTCTtGCTCTTGTGCTTCA 62.642 AGCGGATTCGGTTCATCATACTTA 63.034 99

HM_2052 contig25059 GCG 3 18 ATGGACGAGAAGCTGATACAgaGG 63.128 ATCATCGAACGCAATGATTGAAG 63.368 153

HM_2053 contig05508 CAG 3 12 AACTTTTTGCCCATTACAAAATGC 62.384 GCTACCCTAGCTTTGCAGTCTCTG 62.959 155

HM_2054 contig49520 ATA 3 12 CCAGCAGAAAGGGGACAAAAA 63.538 cTTCGACTAGGAcCCTgaATGaAA 62.894 159

HM_2055 contig16950 CCA 3 15 CGTACTCTCATGCCCATTACCATA 62.225 ATGTTGCTGTTGCTTTTGTTGAGA 63.189 158

HM_2056 contig13908 GAA 3 12 GAAACTCCACCAGATCTGCTCTCT 62.472 tTTCTTCGTCTTCTTCTTCCtTCTTG 62.62 98

HM_2057 contig32725 AGG 3 15 TTTGATTTCTCTTTAGCACGAGGG 62.919 GAGACTGGAGGAAATTCTTGGTCA 62.987 89

HM_2058 contig14810 ATG 3 15 ATCTGGGATCCACCATTCAAATC 63.293 ACTGGtTTTGTTTCGGTTGTTGTT 62.943 113

HM_2059 contig10152 TTC 3 18 AAAAGAGCCTCTCGAACTCGAAcT 63.213 CCAcCTCGAtTTTGATGAAAtGtT 63.317 114

HM_2060 contig12640 CAG 3 12 GCCCTTTTTGCTTCAACAGTTCTA 62.944 CGTGGATTTGGTTTTGTTGTTTTT 63.13 101

HM_2061 contig33739 GAG 3 12 AAGAGCTTTCGTCATTCgaTCTTC 62.312 AAATAGAACTCCTCGTCAATCCCC 62.878 113

HM_2062 contig00796 GGT 3 15 TAATAGTCTCGGCCAATAGCCTTG 62.746 CATTCCTATGGGAAGAATCACCAG 62.983 117

HM_2063 contig28532 CGA 3 12 TcAtATTTTCACTACTCATCACGGC 61.533 AGGTGAAGTTTAtGTCTCCGCAGt 62.526 120

HM_2064 contig30055 TAC 3 18 ATGGTTTTtGATCATGGAGAGACG 63.532 ACTTCTCAcTGAtTGCtTcAAcCC 63.027 152

HM_2065 contig09805 CTT 3 12 GGAGGGAACAGAACAACACctAAA 62.696 TCCGGTTGAACAGACTCAGCTTAT 63.45 158

HM_2066 contig29337 TCC 3 12 TCCACCCGCTGTTATTGCTATTAT 62.854 GTTTACGCAATTGTATGGATTCCC 62.642 120

HM_2067 contig14966 GGT 3 12 CAAAGGaCCTTCCATGATTTGAAC 62.996 GTTAGTTGAATTGCCAcCAGAACC 63.035 156

HM_2068 contig16239 TGG 3 15 CAGTAaGGGTAAGcGTACAAAGCG 63.266 GATGTGGGAGATGGAATTGaAgaA 63.514 153

HM_2069 contig14064 AAG 3 18 AAACCACCCACCATGAATATGAAG 63.108 AGCCTCAAGAACCTCCTGGTaAAA 63.588 135

HM_2070 contig25319 CAT 3 15 CATTGTATCCCACCTGAtCTCCTC 63.093 TGGTCCTATGATCATTTCTGGTCC 63.413 157

HM_2071 contig27263 CTT 3 15 TCCTCTCGAGTTTGGATCTTATCG 62.996 GAAGTTGAAGGTGTTTCGGATTTG 63.117 86

HM_2072 contig49620 GAG 3 12 CCGGCCGTGTATaTAATCTCAAAAA 64.043 GGCCCGCCATCACTACTTTg 64.958 149

HM_2073 contig49136 GCC 3 24 GTCGCGAAGTAGTCaTCATTGTTC 62.219 TATTTCGATGCCTCAAAACCCTAA 62.92 136

HM_2074 contig32169 ATT 3 12 GAAGTAACGAGACTTTGTCCACCg 63.345 TGGAAGaAtTAGTGAAAcaAcGAGG 62.727 152

HM_2075 contig34387 TGC 3 15 GCtGCTGTTGCTGTTGCTGTT 63.945 CAGGTCTTCtTTGCCTAcCCCTAT 62.992 137

HM_2076 contig33554 GCA 3 12 GTCATCAGGGCATAATTCCAAgaC 63.016 AGGGAAGGCTACTTGCCCAG 62.879 83

HM_2077 contig09551 CAA 3 12 TCGGTAACCTTCATTGAACTTGGT 63.019 TTACaGATAGCTGTTCGTGCTGGT 62.353 137

HM_2078 contig29643 TTC 3 18 ATCATTGGATTGGGAGAGATCAGA 63.187 TGCATTAGAgGTCCGTACAATCAA 62.845 143

HM_2079 contig13495 CAA 3 12 TGCATCCAATGTATGTCCAAACTC 63.159 TAATATCTGCAGAAGATGCCACCA 62.949 155

HM_2080 contig02614 GAG 3 12 TGAGGATGAGTGACAAAATGGGTA 62.803 CTCCCAAAGCAAGTTCTTGTTCAT 62.921 92

HM_2081 contig35480 GAG 3 30 TTAGGgTTTGCAGAGGAGAGAGGT 63.802 CACAGCAATGGCTAGACTCCTCTT 63.25 95

HM_2082 contig44018 GTG 3 15 GAGGGTAGTCTTCGTATGACGGTG 63.238 TTCCAACCAAACATCTTCATTTCA 62.703 158

HM_2083 contig16967 CTC 3 12 ATCCATGGCGACTCTaCATTTCAT 63.029 CTTGGCCGTAATTAACTCCGATAA 62.462 107

HM_2084 contig02575 TGA 3 12 AAGAGATCAAAGCAGACGAATGGT 62.613 GGGTTTTTCTGCACATTAGACGAC 63.146 160

HM_2085 contig51089 GGC 3 12 GTATTTGTGGCACATACCGATCAA 62.962 CGcCCAcCTGaATCtCAACTaTAC 63.133 150

HM_2086 contig12563 TCA 3 12 CTCCGAAGCTACTCAAaGAAGTCG 62.931 AATGATGAAATGGATGCCCAAATA 63.41 160

HM_2087 contig11887 CGC 3 12 CTCGGAGCTCCATTGTTATTGAAC 63.231 GGAAGAAGCTGTGGGTTTAACCAT 63.7 159

HM_2088 contig43850 GAT 3 18 AGATAGATAAGCAGCGCCTTCAAA 62.667 CTCtCGTTCAGCTGATCTGTTaCAA 62.119 135

HM_2089 contig19466 AGG 3 12 TCGGGTTgAAAgAaGGGACTCTAT 63.476 TAATCCAAGTCgCTGAAAtTGcC 64.465 155

HM_2090 contig33870 TTC 3 24 GATGCTGACTGTGGGTATCTCCTT 62.915 AGAGAACAAGCAAATCGaAATTGg 62.826 157
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HM_2091 contig29853 GAA 3 18 CTTTTCTGGGTGAATCCTCATCTG 63.3 ATAATAGCTTCCCATCAGTTGCCA 63.034 141

HM_2092 contig40907 TTC 3 18 CAGTTCAATTGTTCCgaaaGAACC 63.117 CGAATGCCTCTTATTTCTcACaTCTT 63.028 123

HM_2093 contig24308 TTC 3 15 TTTGGAAGAACCTTTGATTTCCAG 62.688 tTTCTTGctTTcATTgGAGGAGAG 63.104 143

HM_2094 contig37993 GAC 3 12 GGAGATTTACAACACTTGCGAAGC 63.365 tactaatgagtggtcgaaacgcaa 62.969 159

HM_2095 contig05573 TCT 3 30 TACCCTCCCAATCATCAAACAATC 63.198 GGTTAAGAGTGGAGTGAATGTGGC 63.242 122

HM_2096 contig27585 GGT 3 15 GTATTCGTGATCGGAGATGAATCG 63.961 atGGCGATCTCAGctttCTACATC 63.042 144

HM_2097 contig33686 TTG 3 12 AAGAcgATATgCTCCTCGATGAAT 62.411 CCaAAACATTTACCTTCACACTTATcA 61.556 138

HM_2098 contig12314 CCA 3 12 CAAAACAAGCAACAGAACACCAAA 63.38 GAGATCCCCAAGAGTGGAGGTATT 62.964 141

HM_2099 contig16021 CAT 3 12 TTCcATTtCATGTTCATCcTCcTT 62.987 ACTGACGATTCTTTCAACTCTGGG 63.01 132

HM_2100 contig50818 TCA 3 12 CATCCACTGCCACTACTACCCTCT 62.922 AGGATTGATTTTGGAAATGGAAGC 63.575 83

HM_2101 contig41140 GAG 3 12 TATTCACATCCCCAAATCAAATCG 63.91 CTGTAGCCAGCCACTGcCaC 64.287 106

HM_2102 contig19412 ACG 3 12 TTCTTGTGAGCAGACTCAATCGTC 63.057 AGGACTATCGTTGTCTTCGAGCAG 63.25 156

HM_2103 contig10120 CTT 3 12 ttGACAGGAAGTACCAGAGGTTCC 62.895 CAGAAGACGGTGAAGAAGAGGAAG 62.892 100

HM_2104 contig19451 GAG 3 12 CGGACGATTCGTACTTTAGGAGG 63.212 CAACTCCTcCGATTCATCCTCTC 63.519 101

HM_2105 contig38814 GCA 3 12 CGGAACTCATCGTCtGATATAATGC 63.048 caacacccaagctacatgatcaaa 63.265 150

HM_2106 contig14701 TTC 3 12 ATTTCCAGTCAATACCACCACGAT 62.813 CCATGAAGAtTTCGTTTGATGACA 63.244 123

HM_2107 contig26514 TTC 3 12 TTCCAATTTGCATATTCACAACTTTC 62.384 aATTTGTTAGGTGGGAGTACTTGGG 62.621 146

HM_2108 contig17285 TTG 3 15 TGGGAATGGAGTCTAGGGTTTGTA 62.993 ATAATTAATCAACAATGGCgGAGG 62.25 111

HM_2109 contig37495 CAT 3 15 TCTTCTCTCCCACTTTCCTTTCCT 62.958 GCTTGCTTGAAGATcCTGAAAATC 62.622 159

HM_2110 contig03877 GAT 3 12 CCCGAGATTATGGACACTAGATGG 62.996 ACTGATCCAAACAAGAACCCACAT 63.014 142

HM_2111 contig09873 TCT 3 12 GATCACAACTTTCCGgTGGAATTA 63.317 CCCAAGAAGCTGTGAGTCTGAAAT 63.124 123

HM_2112 contig05492 TGA 3 12 GATCGTCATTCTGGTCCCTGTtAG 63.217 TCCCATTCTCAGaAGaATCAGAGC 63.209 134

HM_2113 contig01302 GAT 3 12 GATTGGTGAGCTTTTCTGCTTGAT 63.039 TGAATTTGGTGCAATGAAGAACAT 62.733 107

HM_2114 contig35776 TGG 3 24 ATGGACTTTGGGGACATAATGGT 62.673 TCTCAACTTCCCTATCTCCACCAC 62.884 90

HM_2115 contig08985 TCC 3 12 TCTTCCACTGCATTAgtGGACCTT 63.338 TgGTGATTTGACTCAtCaGAATGG 63.349 159

HM_2116 contig29736 TTC 3 24 TCATCTTGATTTGCCCTTTCTCTC 63 AGAATAGAGAgaTTCCCaCacCCC 62.964 132

HM_2117 contig38749 GGT 3 15 TGAGTAACAGAGTTTGGTtGGTGG 62.501 CAAAATCCCTCTCCAGTCTCAAAA 62.881 138

HM_2118 contig11040 TTA 3 12 TGGgTTGGACTTTGATCATTTCTT 62.996 gGtGTGTCCCAAtTTTTACtCCtTC 63.1 153

HM_2119 contig38596 CAC 3 18 GATCGAATTGCTGTTTCTGATTCC 63.228 ATCACCCATTTCTTGAGTCACTgG 63.649 159

HM_2120 contig23777 TCT 3 21 CAGAGCTATGGGAAaCAAAAATGG 63.014 CATCTCCTTCTGGAATCGACTGAT 62.99 95

HM_2121 contig14225 TTG 3 12 TCAATAATCTGGTAATCGGGCTTG 63.316 AACGACAACGACCACTCCATTACt 63.15 159

HM_2122 contig03985 AGA 3 12 AACTTtcATGGTGgCCTGTCTTC 63.767 CAGAATCACCAGTCaCGAAATCAC 63.044 159

HM_2123 contig10322 TCT 3 15 TGCTTTGCCTTCATTGAAAATACA 62.859 GTCCACAAtTgGGTACTCGAAATC 62.913 159

HM_2124 contig09741 AAT 3 15 ATtATCAAATTCCGaGTTTCTGCc 61.745 aaatttacccgTTGCTACAcATATACA 61.013 95

HM_2125 contig51246 GAA 3 15 GTTCCCCTTTTTGTTTCTCATCCT 62.876 GTTTGTTTCCTCCTTCTcCTCCTC 62.863 119

HM_2126 contig10535 GAA 3 15 GTATCAGGGATTCTTGAATGGACG 63 AAGCTTGATCCtTTGGAGAGCC 63.209 136

HM_2127 contig22635 TTC 3 24 GCTTCACAAATCAGGTCCTTGTTC 63.343 AGAgagGGGAAAGAAGAtGGAAGA 62.948 153

HM_2128 contig07661 GAA 3 12 GAGGTCAGGCACACTTTTAGGTtC 62.512 CACTTTTTGcCAACaCATCGTCTA 63.386 154

HM_2129 contig16152 TTG 3 24 GcTCAGCAGAGATTTtGGTTTTtC 62.634 ACTGAtGAGAGTGGAGAATCACCC 62.994 115

HM_2130 contig15645 AGA 3 15 AGAGCATAAATTTGAACGGCAGTC 62.854 AACCgGTTTGAACGTTTTTCTTCT 63.303 156

HM_2131 contig03880 GAG 3 15 CAGAGACTTCAAGCTGGTACGACA 63.063 TTCAcAGCCAAAAGCTCTCTATCC 63.133 153

HM_2132 contig14738 TAT 3 15 ATCAGTGTAATGAGAAGGGGAGCA 63.331 AGCTGGGTTCTCTAGCTCTTCTGTC 62.926 142

HM_2133 contig14223 TGA 3 15 TattttCTCAGCAGGAACCACCTC 62.91 ATTCTCTGTATATTGCCTGCCCAA 63.034 141

HM_2134 contig15076 TGA 3 12 TGCTGGTGTTGTTGGAGATGTAGT 63.067 TCAGAAGAATCCAGTGCAGACAAG 63.04 133

HM_2135 contig49787 TCA 3 18 AGTTTTCTTCCTCTTGCTCCTCGT 63.105 CAAGACTTGGAATTGGTTCCtTGA 63.618 115

HM_2136 contig11898 CTC 3 18 ACAGACCAGCtCTCCATAAaTTGG 62.811 TGGGAAAGaAGAAGCCATAcTCAA 63.312 144

HM_2137 contig32714 CTA 3 12 TGCAAGCCTATGTTGGTTATTTGA 62.761 CGAAATTCACCTGATTCTGATTTG 61.978 132

HM_2138 contig15879 AGC 3 12 GATAAACCAGCTGCTCCtAGTCCA 63.035 TTGCTGAGCAGAAAAAGTGaACTG 63.07 137

HM_2139 contig34956 CCA 3 15 cTCACCAAAGCTCCTTCCTTCTC 62.883 CATATACAGAGTCTGCGGCGTTTA 62.579 148

HM_2140 contig21985 TCA 3 18 CTTCAAAATCCCCAATATCACCAA 63.089 TGAAAAGAGGTGGTTGGTTTTCTC 62.795 135

HM_2141 contig06206 GAA 3 15 ATTCATCAATGTGGAAAGaGGAGC 62.802 TTTTGGCACCAATGGATAGAGAAT 62.912 132

HM_2142 contig45646 GAA 3 21 TTGAAGAGGAAGAGAAAACCCTTG 62.172 TCaAAAATAAAGATgGTTTCgGCT 62.157 136

HM_2143 contig24825 CGG 3 15 TTGTTCTCTCCTTCTGTGCAACAC 62.947 TTCGAAGGAAAAAGCTACAGATGC 63.043 122

HM_2144 contig17274 ACC 3 15 TCGAAAACCCAAAACTCTTATCCA 63.002 AAGCACATTAAGGCGTTGTTGG 63.379 133

HM_2145 contig46947 GAT 3 15 GACGGAGGTTTTGACAAAGATGAT 62.7 GATGATTGAAtGCAAGTTcCCCTA 63.42 127

HM_2146 contig26227 GCA 3 12 GATCAtcACCAAATCCTCcTCATC 63.088 aaTCTTACAACGCAAACAACACCA 62.77 142

HM_2147 contig00693 CCG 3 12 ATCAATCCTCTCAATTCCTAGCCC 62.977 CGGAGAAGAAGCTGGTGAAGATT 63.215 143

HM_2148 contig12489 CTC 3 15 AATCTTACACCCTGAAACCACCAA 62.907 GGGATGGGTTGATCAGTAGCAATA 63.322 152

HM_2149 contig26104 CGG 3 12 GTCTCGGACGTAGGTTTGAGTTG 62.276 TTTCAGGATACTGGGTTTgGACTC 62.684 133

HM_2150 contig32162 AGA 3 12 aGcAAACAAATCATATTACTCTCGCA 62.318 GAAgAATAGATCTTTCCGGCGAGT 63.2 133

HM_2151 contig32078 TCC 3 12 GAaTCCAGTTTGAGAAGCATCACC 63.336 GTTGATTGATGAAGCTgAGGGACT 63.017 154

HM_2152 contig16761 CCA 3 12 CaCCACcACCcAAGTACAagTCT 62.474 gGtGGTGGGGAGAGTGGTaAA 63.322 127

HM_2153 contig17683 ATC 3 12 GCACTAGCAACCTTTGAAGCAAAT 62.972 GGTGCATACTGGAGAAGCAATGTA 62.543 99

HM_2154 contig10679 AAG 3 15 tCAAGTGTTTtGgAGAGGgAAAAa 63.198 ATACaAACGTCTTCCTCtTcCCGt 63.404 133

HM_2155 contig38879 ATT 3 15 AAGTAATCCCGAGTATGACGTGGA 63.022 CCAACATccCaaTCActTActAtcAA 62.343 160

HM_2156 contig28951 TGT 3 15 ATGTCTTCAGCAGGTATTCCCAAA 63.121 AACCGTCTGAACgGAGAATCATTA 63.121 154

HM_2157 contig41597 GTG 3 12 GGCATGACTTgAACAATCATTTTG 62.733 GCAGCTGCCTCAGTAGAAGAGAAA 63.573 103

HM_2158 contig20552 GTA 3 15 TTGTTTCGGAATAAAATGGTCCAG 63.204 GTCGTTAAAACCAGAGTTGCAgGt 62.848 130

HM_2159 contig02113 GAG 3 12 GAGAACTGTGAATCGGAATCGTCT 63.017 CtTCTTTGCTTTCTCCGCCAT 62.908 80

HM_2160 contig05491 TCT 3 18 TCTCTTCTCCAACAGTCTTCGTCC 63.327 aAAGAAAAGAGAGTGGAGACCAAcC 62.397 117

HM_2161 contig25817 AGA 3 15 CCTTACTGGGCAAGTATCAGTTCaa 62.74 GATcCTCTGGTGtTTTTATCTGCG 63.231 141

HM_2162 contig01845 CTT 3 12 TTTAGAAgCCcGGAAAGAGTAACC 63.001 GATAGATCTCACGGGACAACGAAG 63.331 138

HM_2163 contig30510 CGA 3 12 CCAGTGAACATGGGATTTCTCTTC 63.204 CAGGTAGTAGATAGTGGGATCATGGG 63.098 114

HM_2164 contig13710 TCT 3 30 CCAAAAACCACCACACTCtCTTCT 62.906 cCCAATGGGCatTACCGtATATAAT 62.838 158

HM_2165 contig25110 GAT 3 21 ATCGAGCTTAGGGTACGCAGC 62.953 ATCATCATGAATCaACCACCACAc 63.037 119

HM_2166 contig44854 TCT 3 24 AGCGTCTTCTTCTTCAaGGTCTGA 63.023 cGTTTGTGAGAAtTTATGAGCACG 62.969 130

HM_2167 contig18738 CTA 3 18 TCTGCAGCGATTAAGAAGAAGACA 62.643 TGAGTGGTGGCTGCTCTAACATAA 63.176 159

HM_2168 contig01666 GGT 3 18 TTCGAGTAATTCTTGGAGGAACCA 63.202 AGCTGAACTGGGTGTGCTCTAATC 63.154 154

HM_2169 contig33468 TCA 3 12 CCAAAAaGGgCAAACATtCATAAg 62.825 AAAATTTGGaAGAGGAGGACGAAG 63.074 155

HM_2170 contig39576 AGA 3 15 CCCCAGTTATTTCTTTTGTGGGTT 63.372 TTTGGGGATTTCTCTTTGATTCTTC 62.877 160

HM_2171 contig06551 GAC 3 12 CACCACAGAACAAAGAAaGAAATCAG 62.438 CAtTTTTGGTGTGAAGTCGTCGT 63.38 97

HM_2172 contig02346 GAA 3 12 TGAGTGTCGTAAAAGTGTTTCGGA 63.057 AGCACACAACTCAAAATCAGCAAA 63.189 122

HM_2173 contig29223 TAA 3 15 CCAGGTATGTAATCTATGGTGTCCA 61.188 TTTTTCTcCCTAGGCTAATACACAAA 60.67 119

HM_2174 contig43135 CAG 3 12 CAGAAAGATTGTTGTTGGCACTTG 63.057 CAACAAATATCGATGAtGGGGtTT 63.009 92

HM_2175 contig36635 TGC 3 12 TCAGATCGGCAGTTtGTGATAAGA 63.154 gTACAGGCAGCTCCTATGTGGAGT 63.053 124

HM_2176 contig51642 TGG 3 12 GTATTGGCCTTCCTTCCAAAGC 63.211 ACTCTCTCATCAtcaccaacACCa 63.146 160

HM_2177 contig11042 TCT 3 12 ATCGTAGTAATATTCGTCGCcGTC 62.573 TTTCCTTGAGATGTTCGAAGAAGG 62.993 148

HM_2178 contig12900 GCT 3 12 CcACCAGCATTTTTAGATGATGAA 62.311 AGaGAAATGTTGGTATTgGTTGGG 62.397 125

HM_2179 contig17710 TTC 3 45 CGACCAAACaCTCCTCTCTTCTTC 62.793 CAAAGAAGTGATgGCTCATCAGAA 62.817 153

HM_2180 contig14451 TCT 3 15 CTTTCTCAGCCATATGGGTTTCTG 63.214 TTGAGGAAGTCGATGAGGAAAAAG 62.993 113

HM_2181 contig40852 TCT 3 12 TTCCTGCTACTTGTCGTCCTCTCT 62.922 CAGGAGAAGCAAACCTCTTAACCA 63.015 130

HM_2182 contig05338 CGT 3 12 CGACTAAAGCTCGATTCTGTCTCC 62.824 TTCtAGCAATTGCAACCAATACCC 63.339 151

HM_2183 contig43719 ACC 3 12 AGATCCTCCtAacgAGGTCCACAG 64.128 ATCTTGATCGTCTGGGGGAGAC 63.867 152

HM_2184 contig31201 TTC 3 12 CCTCCCGACATATCTCTGTTTCTC 62.469 TCCCAAGGaAGAAAACTCGTTAAA 62.316 117

HM_2185 contig13024 TGG 3 15 AGAGGTAAGGTTAGGTCTGGACGC 63.213 GTGTGAAGACAAATCAACACCGAG 63.053 120
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HM_2186 contig15443 TGG 3 12 CGATCTGGATCGTCTGGTCC 62.985 AAACCACCTCCACAGAAGGtACAC 62.705 145

HM_2187 contig21642 GTG 3 12 GGGGAAGGCGTTATTACCTGTATC 63.007 GATCCTcctgctactgctaCTGCT 62.54 159

HM_2188 contig34811 CCA 3 15 TCATCAACCGTCTTCTGACTCAAC 62.815 TGAAGAACATATGGAGTGCTGAGG 62.712 160

HM_2189 contig15606 ATT 3 15 CTGTTGAATTCTTCTTCCGGTGAT 62.798 TTTGAATTCGGTCCATTCTCTGAT 63.099 147

HM_2190 contig26267 GAA 3 12 AgcAGTTACTCcTCGATGCAAAAG 63.154 TGTTTGGCTTGTTGTTGAACTTGT 62.969 136

HM_2191 contig03260 GCT 3 12 CTGCTAATGCTACTGCTCTGGCTT 63.383 TTCTTTTGCTGAGCATCAAGTCTG 63.061 145

HM_2192 contig29247 GTG 3 12 AATTTTCGATTGCtGTTGTTACCG 63.346 TAGCTGCTTTTCAAcCaCCAAAAT 63.146 140

HM_2193 contig23102 GAT 3 12 TTCTCTCTGTTGGAATCACAGTGG 62.798 TGGAGcTGAGAAGAAAAGAAAACG 63.222 135

HM_2194 contig13615 ATC 3 21 GGTATTGGGTTAGGTTTGGGTTTC 62.795 CGATCAACAATCAGTTACAGGGTG 62.828 142

HM_2195 contig16522 TCT 3 12 TCCTGTTCATGGTCTTCTTCTTCC 62.987 ATTTCTTTGTCGACGACCTTCTTG 62.921 103

HM_2196 contig25794 CTT 3 30 TGATCTTGACAGAGGAATGAGCTG 63.03 GTTTATGGATTGATTCAAGCTGGC 63.037 156

HM_2197 contig22367 TCT 3 15 AGTGGGATTACGTCTTTCAGGACC 63.81 GCAACTGCAACGCATGTATAAGAC 63.015 154

HM_2198 contig09032 CTG 3 12 GATTTtAGAAGGAAATGGCCTGGT 62.797 TTTCGaACTGTCGAGATTGGTACA 63.048 141

HM_2199 contig39749 CCA 3 15 ACAAGTACAAGTCTCCTCCTCccc 63.186 TGAAgGGTAATAGTAATGGTGCGG 63.228 118

HM_2200 contig28372 GAT 3 21 GATTCCAGAAATTGGGACAACAAG 62.996 GAAACAGTgACAGAGGAAGCCAC 62.475 104

HM_2201 contig36212 TCT 3 15 CCCTCTGGTTCTTGTCATACCACT 62.793 ACGAGTCAGAGaCGcAAAACCtT 63.681 152

HM_2202 contig47651 TTG 3 18 GcaTTAACCAACCACCAATCTTGT 63.244 CCaATGTcCTCCTCTGCTTGTACT 63.023 158

HM_2203 contig22150 AAG 3 12 GCAAAGGCATTTTCTGATCTGTTT 62.841 GACGTTAAAGGTCAATTCTGCAACT 61.974 137

HM_2204 contig15112 CGT 3 18 AGGGATGTAGAGATGGAGGAGAGG 63.265 GaGAAATACAGAGATGACGCtggG 63.444 157

HM_2205 contig51957 TCT 3 18 CCTTCAAAACCTTCTCAGAACCCT 63.172 CCACGTTACAGACCAACACGAATA 63.172 159

HM_2206 contig20970 CCG 3 15 gTCCGTGATCTTCTCATCCTTCAC 63.443 GAATAGGAAGGAGAAAGCAGAGGC 62.999 136

HM_2207 contig34701 AAG 3 12 AAGAAGAAGAAAATTTTGAGGGAGAA 61.151 TTTAAGAGTCCATTTGGTCTTCCC 61.786 88

HM_2208 contig42526 ATT 3 18 TTCTTGCTCAATCTCAGaagCaGA 62.831 CAAGGGGAAGAGATCATCAAGAAG 62.556 127

HM_2209 contig47226 TTC 3 15 TATAGCCTCCCAGCTTCAACTGAC 63.035 GCCCAACTACCAGAAACAGAAACA 63.653 113

HM_2210 contig02105 GAA 3 15 GACCCAGTAGAGTTTCTGGCTCAA 63.124 TGTTGTCTGAGGATTGCAATTGAT 62.938 155

HM_2211 contig13845 GAG 3 12 AGGTCTCTGGTTCGATCTTCCAAT 63.599 AAAtaCATCCTCCaACTCAACACAAAA 63.035 145

HM_2212 contig24202 TGC 3 18 GGTCCGTTACACAAGAAACAAAGG 63.028 CATTCCACTGCATTATGTCGGTAA 63.059 83

HM_2213 contig27536 GGT 3 18 tGATGAAcAaCTTTAGGGGAaGGA 63.091 CGTATTAGCTCgCCTACACTCTCC 62.659 155

HM_2214 contig27823 TCT 3 12 CAAgTTGGTCGACTCtcAGTtCcT 63.231 GGACATCCAGGTACaAAGGAAAAA 62.495 126

HM_2215 contig43315 GAC 3 12 GACAACTTGAGTGGAGGCGAG 62.314 ATCTCGAGGGGAGTATGAGAGACC 63.283 80

HM_2216 contig28199 TTG 3 12 CCTCCCAATCCTAATGATCctCTT 62.853 GTTgGAATTGGATCATCCTTTCTG 62.987 134

HM_2217 contig03157 ATG 3 21 CCGTGTCAaCAACAACATTCCTAA 63.159 TAGcCCTGgCATCgTAGTAgGtTA 63.146 122

HM_2218 contig44928 GGT 3 12 TTGGCATCTGACTCTCAACAaGaG 63.04 CTGGtTCTTAAtcAACCCTAGAGCC 62.622 142

HM_2219 contig00770 CTC 3 12 ACCTTCCATAGAAGTGCTGTCACC 62.925 GTCCTGAAGAGGTTTGAGTTCGAG 62.793 119

HM_2220 contig12423 TTC 3 15 TTTTCTCTTGGAAGGGTTGAGATG 62.881 TTTAACCAAcTCCCCaAATTAcCC 63.171 159

HM_2221 contig08186 TCA 3 12 TCAATTCCATCCCCAagAAAATAa 62.683 TCTCAAGCATTGATGAGATTGGAA 63.132 159

HM_2222 contig04491 CGG 3 12 ATCCACTCCGTAGAACAaTCTGGA 63.217 CAGAGACAGAGAAGAGGCGAtTTC 63.014 142

HM_2223 contig32457 CTT 3 12 GGCTTTCTTAAAGTCTCCAagCGT 63.319 AACTGCATACACTCAGTCACAGGC 62.872 144

HM_2224 contig49262 TAC 3 12 TGGTAAAAGGGGTCACGAACAATA 63.618 TCCaAAAAGAACTCATCGTCTTCTG 63.017 140

HM_2225 contig26019 GAT 3 12 AATTAGCTGGTGAtGgTGATGATG 62.293 AATGACaATAATGCCCCTgAACAC 63.236 92

HM_2226 contig30771 GAT 3 12 TGGTGATTTGTCTGAGTGCTCTTC 62.937 TATCTTCGGCAATTCTTTAtCCCA 62.911 148

HM_2227 contig43613 TGT 3 12 CAGAAGCAAGCATCAAGAaGACAG 62.739 CaAgGtTACCCtCAGCAGCAGTA 62.841 134

HM_2228 contig07403 GGC 3 12 GCAaCATGTCCAAAACCATTGTAA 62.959 AgAAGGATaTGCTGACTCAcCACC 62.915 158

HM_2229 contig08317 TTA 3 12 CAGAAATATGGCCTcAAACAGCTC 63.341 TGtTCACATTCGCATTCTGtTTTT 62.859 143

HM_2230 contig14613 TTC 3 12 TCCACGTCACTGCTTACACTCTTT 62.427 AGGACAGTCGAGTTTCAGAAGCAT 62.823 142

HM_2231 contig14664 GAG 3 12 ACTGATCGAGTCTTTCaTCCCATT 62.368 CTTCCAAAACGTCGATTCTCATCT 62.91 145

HM_2232 contig00552 TCT 3 15 AATTTTGTACCATTGACGGCAAAC 63.15 GACCCTCTGTGACTGTCCCTTCTA 63.106 155

HM_2233 contig14887 CCG 3 15 GAAACACAAAACAACTCCTCGTCC 63.238 TACTGTTATGCGGCtAGGGTTTTG 63.445 153

HM_2234 contig30107 GAT 3 30 TGGGAGCAAGGCATGTATTCTtAT 63.034 CTTTCGTCAATTCAtTGTTcaCCC 63.845 97

HM_2235 contig20124 TGA 3 18 GGTCTTTTGGTCCTGATGGTGATA 63.419 CCCGCTAACAtcTTCTCTCTTGAC 62.712 131

HM_2236 contig26152 CCG 3 12 CCTCTCAACCTCCACCACATCTAT 62.782 TTCGTATTCGTCTTCGACTTCTCC 63.022 145

HM_2237 contig01876 CAC 3 12 ACTGGGATTtGTagCTGATCATGG 63.544 GGTTgATTCAGGTGTgGTGaAAAT 63.331 160

HM_2238 contig38482 CCA 3 15 ACCACACCTCACACAAACACTGAT 62.95 GACtTTTGGGGTGAGATTGAGCTA 62.91 106

HM_2239 contig33107 CTT 3 15 TTtGACcaCTGATAGAATTGGAACC 62.509 GTCAGGGTTCTGCTTCTCTGCTAC 62.939 140

HM_2240 contig36177 TTC 3 12 ATTCTTTtCCTCCTCGTtGCTTTT 62.715 TGGTGTTAAGGtGATGTGTGATTG 61.948 111

HM_2241 contig51664 TCT 3 15 TCTTTTATTTtCCCCAATTCACCA 62.695 TAGTGCCTAGAtCGAACGAAGAGG 63.129 83

HM_2242 contig14078 CTT 3 18 CCACTTCTTCAGCTGGTTTCACTt 63.133 GGAGGAGACTACAGAGGTGGTGAA 63.106 158

HM_2243 contig01201 GTG 3 12 GTGGTGGAAATaTATGTGGCGAAC 63.553 AtTcCTcCAcCACTTgCTCCTcTA 64.539 115

HM_2244 contig05411 CTT 3 21 ATTCATCTAAATACGCAGGCCACT 62.26 ATCGAAGATTGCGTTAAAATTTCG 62.568 155

HM_2245 contig02848 CTG 3 30 AACCTTCCAATTTCAACACAAGGA 63.006 gGAtTTCTAAGGGGTCAGAAGCAt 62.986 138

HM_2246 contig32832 TCG 3 24 TCATTTCCTTCGTTGTCATCTTCA 63.025 CTGAAAACGAGGATGCTATGGAGT 62.923 85

HM_2247 contig16386 CAT 3 24 GCTCTTCAAATTCGAAAGATCCCT 63.188 CATGCAGGAGTTGAAGAAGTGCTA 62.958 157

HM_2248 contig33429 AGC 3 24 GCTTGAAAGAAACTGACGTTTTCG 63.45 CGAAGGGATTTTGCTGTCATTATC 63.021 154

HM_2249 contig23757 TGC 3 18 CTTGAGATTAGTTCACGGAGGTCTg 62.61 GACTTGGTGGACGAGATTGCTACT 63.04 116

HM_2250 contig31404 CTT 3 15 TTGATAGAACTTGACCCATTTGGC 63.426 TGGTAGTTGcAGaGaAAAGGaaAAA 62.45 131

HM_2251 contig38813 GAT 3 15 GCAGAAaGGTTCAaTGCAGCTAGT 63.171 TCTGATTTTGACtTGTCACTCCGA 63.251 132

HM_2252 contig05429 TTC 3 12 GTTTCTTCTACTTCAGGCTCGGC 62.826 tggggaAAAAggaAAAGAAGAAAA 63.246 124

HM_2253 contig26860 TTC 3 12 TCAGTAGAAGAAGAAAaGAAGGCTCTG 61.995 GACGACAGTGGCCATTAtTaGGTT 62.536 120

HM_2254 contig22060 GTC 3 24 GAGGACATGGGTTTGAAATTGAAG 62.996 CCGAGTCAAATCGGTAATAAATCG 62.827 101

HM_2255 contig10763 ATG 3 12 tcGCCAAGTTTATtCTCAACTTCC 62.826 AAGTTCtTTCCTACAtGTGGCTCG 62.933 143

HM_2256 contig34305 TGA 3 15 GAAACGACAGACCTCATAGCCATT 62.827 atcatCACTGTGActcGCTcAATc 62.835 113

HM_2257 contig30187 CTT 3 12 GTAGTTGGCCATGAGAGTAATGGG 63.022 ATACACCAAGCCCAAGAAGATCAA 63.121 155

HM_2258 contig22393 TCT 3 12 AAGAACGACAAGaGGTTGATGGAG 63.01 ctTCAGcCATTGAAGAGagaAAGC 62.923 87

HM_2259 contig06494 GTG 3 12 GAACCACCAACCAAGCATGTTTAT 63.244 CACCACCGCTGGACACTACTT 62.462 140

HM_2260 contig16050 GGT 3 15 CCTTCGACTTCTCCGCTCTATTC 62.799 CAAGGAATACCAAGGGGTTGAACT 63.576 126

HM_2261 contig04414 CTG 3 12 GAATGTTCTCGAGGATCAAGTCGT 63.017 ATTTGAACATTGGGAGATGGATCA 63.728 157

HM_2262 contig20801 GGC 3 12 cAACAATCCCAATAAAGCTCTCTTTC 62.552 GTCCaAGTCCaAGAGGAGTGACC 63.546 160

HM_2263 contig00237 ACC 3 21 gTTAAACATGCCACCaCCAAAaCt 63.251 AGGTGGACTGTTAGGGtTAgGAGG 62.98 87

HM_2264 contig02142 AGT 3 12 TGAGATCAACGTTTTGGGATACAG 62.397 TAAAGTGAGAAGGATCGGTGTTTG 61.676 158

HM_2265 contig42694 TAA 3 12 ATAGCCTGATGTCAGCTTCTACGG 63.048 TGGaAggaaAAGATTGAAATGACTG 62.702 150

HM_2266 contig31272 GGT 3 15 CgCTAACGATGATAGTTCGAGTTC 61.436 AGGTACGAGATGGAACGTTTCtATAAT 60.788 109

HM_2267 contig20305 AGA 3 24 CTCTTACATCCATGCTTTTGAGCC 63.341 TAtCTGGTCGTCGATCTAcCCCTT 64.206 148

HM_2268 contig08940 TTC 3 12 TGTGCATTCGACATGAAAaTAACC 63.063 AAAATCtTTcACtTcCTTgGTGGC 63.794 129

HM_2269 contig05033 TTC 3 12 CTCTTCCACAGTGCTTCATCTTCA 63.04 CTGGTTTCGAGGTTACAGAGCAAT 62.933 131

HM_2270 contig01217 TTC 3 15 CATGATTATGAAGAAGCCAAAGGG 63.005 CGATGTGAAGGagTGTCAAGCTAA 62.842 144

HM_2271 contig34584 TCT 3 12 GAGAGAAGCGATTCTGCCTTAAaA 62.342 AGTGGAAATCTTCACTCACGAAGG 63.01 133

HM_2272 contig36258 CTT 3 15 CAGTATCTCTGCCCAATCGAGAAT 62.913 CTGATGACCAGAACGtTGAGAATG 63.146 149

HM_2273 contig41729 GAT 3 24 GCaTCCCTAACGTCTTTAACACCA 63.444 CCTGGCACTGGTAAGACATCCATA 64.388 137

HM_2274 contig26922 AGA 3 21 TACCAGTcGAAATTGTTGTGTTCG 63.273 AtTTAACTCgGGCGAGATCGATAG 63.785 107

HM_2275 contig47370 ATG 3 30 GCTGGATTCTAATCGGGCTAACTT 63.019 TCTAACATCCCAAATCGACACTCa 62.921 127

HM_2276 contig32832 TCA 3 12 ATaTGGTGgCTGATTTtGCACTTC 63.456 GGGTGGAAGTGATGaAGAAGATGA 63.747 133

HM_2277 contig42904 GAA 3 15 TCCCCAAAaTTTTAAAGCCAATTT 62.811 GATTGGATAGATAGAACGCATGGC 63.041 104

HM_2278 contig19657 CAT 3 18 ACTGAACATTCCCGGTGTTTACAT 62.824 AATTTGATTGTGGAACAAATTGCC 63.13 157

HM_2279 contig16057 TCT 3 18 CTTCcACTTCGATTTCTTCCTCAA 62.993 GAGAACAGCACCGAtTCCGA 63.627 124

HM_2280 contig13165 GAT 3 12 aGAGATCGTTGGTCAaGGATGAAG 63 CGTTTTGTCCTAATTTCTGTTCGG 63.023 156
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HM_2281 contig23830 TCA 3 12 CTCTCTCCACAATAAATCCGATGG 63.095 GTGGTGCATTTTTCTGAACTTGTG 62.958 90

HM_2282 contig11887 CAC 3 12 GCACCGTCGTCATAATACAATTCA 63.076 GAGcCGaAGAAATGGAGGAGaT 63.084 153

HM_2283 contig16933 AGA 3 18 AGAAGACcAAaGgaGAAAAaTGGG 62.968 TGTCaACaACaCTTgaATCaTCgTC 63.398 105

HM_2284 contig07919 CAT 3 12 TGCTGTTACCGCTTGAAACTACTG 62.781 AAGGAGAGAGGGAAATGTAATgGG 62.863 105

HM_2285 contig04533 ATC 3 12 CCGGGTACTAACCAAAACTCCTCT 62.896 ATGGCTGGTGTGTTAGGTATTGGT 62.838 158

HM_2286 contig26734 CAT 3 12 GACATTTCTGACTGTTtCCGAGGT 62.912 ATAGAGTGCAAGCTCAGCCtGTTT 62.864 139

HM_2287 contig21645 GAG 3 12 GGGtGGgTTtGAAGTaTGTATTGC 62.731 TTCACacACTGtTTctCTGCtTCA 62.287 159

HM_2288 contig22730 TGA 3 18 AAGAagAGCCATTGGTGCCTTTAT 63.406 AATgGCgGAgGGtTTTGAAT 62.764 96

HM_2289 contig36534 GAG 3 36 TGTTGaTCCAGaTTCATCAATGgT 62.687 AGCATTTACAgGAAGAGAAAGcCC 63.208 150

HM_2290 contig27171 TGC 3 12 TCGCCCTCTGTCAGAATTAAGAAC 63.022 CAACTCGTCAGCTTCTCTTAAGGC 62.946 160

HM_2291 contig10879 ACC 3 15 AAGACCTTGACGGTGAGAGTGTG 62.919 AAAACCTTCCTTTGTCCATTTCAA 62.109 160

HM_2292 contig25205 CAC 3 21 CTAATTGCCTCTCTTCATCCTCCA 62.996 CGAAGTACACACTGTCCCATACGA 63.389 126

HM_2293 contig24748 CTT 3 24 AATCTGGACTAAGgTTTCCCTtGC 62.995 aGAgGAGGGAGAGAcCAACCAG 63.288 90

HM_2294 contig07631 AGG 3 12 tCTTTAATTCGTGCTTTCATGCCT 63.245 ATAGATGATAAGACCCTCCCCTCG 62.865 118

HM_2295 contig26600 TCT 3 12 AACCGATCTCTTCATCGACTTCAC 63.017 TCGAAGAGACAGAGAACAAGCAAC 62.291 120

HM_2296 contig16192 GGA 3 12 ATTaTtAATCGTTGGGTCTCCGGT 62.903 ACCAAtCCTACAAGATCCGGTG 62.336 112

HM_2297 contig19848 CAG 3 18 TAATGACTtCCGACGAATCCTCat 63.112 ACCTGACGAGTTGTTGGAGAGAAG 63.231 116

HM_2298 contig28039 GCC 3 12 AGTATGAGCAGCACCGTCGAG 62.838 ATCGATGACaGAAGACGACGAGT 62.476 159

HM_2299 contig00394 ACC 3 15 TCTTTATCCTACACCACTCCCCAA 62.993 GTGGAGCTCTCGTTTTGGAGC 63.601 82

HM_2300 contig03486 TCT 3 21 GGTCTATCTTCCCTGGAGTACGGT 62.986 aAgAGGAAACTGAGAACAACCAGG 62.166 133

HM_2301 contig00196 AAG 3 15 GGTCAAGAGCTCCTACAAGCTTCC 63.929 CCTTGGTAGCAGTCTTAGGCTTGG 64.495 140

HM_2302 contig29804 CAA 3 24 GAGAAATGCCACAGACTCATCCTT 63.017 AATTCCAGAGATTGGAGCTGTTTG 62.91 132

HM_2303 contig19477 CTT 3 12 ACACAGCTTCCAACTGATCTTTCC 63.027 TGGtAAtTTCAAACATCAAGCCAA 62.637 152

HM_2304 contig20720 GTG 3 15 GGTCATTGTTCATCGGAATTTGA 63.121 TCAACCAGaAAGAACAACTCTGGA 62.367 154

HM_2305 contig22451 CAC 3 12 TACtGTTtCTCCATCACCTCCACC 63.649 TCTAGTGAAGAAGGTCCATCAGCC 63.115 129

HM_2306 contig32340 AGG 3 36 GTCATTGAATCCAGACAATCCTCC 63.097 TATCTCGATCCAGCCAGTCTAACC 62.913 157

HM_2307 contig46071 GGT 3 15 ACTCGATTGTGCACCAAGACATAA 62.962 AGAcAGACAGAGAGGCCATAGTCG 63.353 115

HM_2308 contig29409 ATT 3 12 GtAAAGTTTTCTGGCGAGAGTGGA 63.031 GTTGGGATGGAGGAGGAAATAAGT 62.769 144

HM_2309 contig08886 ATC 3 12 TGGGAGATTTACTCGGTGAAACAT 63.009 TTTTGTGATCATTTGATGAGtGGC 63.262 160

HM_2310 contig30175 TCC 3 12 CTCAGGACCCTCTTCAATCAAATG 63.3 AGTTATTTGAATCCGATGACGACG 63.438 128

HM_2311 contig21895 TCT 3 15 ATCCATAGCGGCAGACAATAAAAA 62.948 ATGACGATGGAAGAAGAAGACGAC 63.017 137

HM_2312 contig24358 AGG 3 24 GTAAGAGGCATATTTTtACCCCcG 62.911 GAACTCTTATGTCAGCACTCGCAA 62.975 138

HM_2313 contig11188 CAT 3 12 CTCCATAGGgTCCTCTAATGGgTT 62.767 TACACACAACACCAGTTCATGCTG 63.22 134

HM_2314 contig10781 GGT 3 15 TCCAATGGGAGTAGTTCCTGAGAG 62.984 GGGATTCACCAAACACAACATACA 62.934 159

HM_2315 contig12994 GAA 3 21 CTCCAaGTGTTCGACGAAAGAACT 63.133 CAGCTTCtTCTTCATTCCGaCAAT 63.022 92

HM_2316 contig28225 CAC 3 12 CATAGAGCTGCGAATCAGTCACAT 62.861 CTCAAGTTCAAGCGCAAACTCC 63.487 114

HM_2317 contig29581 GAA 3 21 TCGAAGAAACTGGAAAATGGGTTA 63.002 TCTCaTCCAGAAAGGAAAATCagC 63 95

HM_2318 contig18168 GAA 3 12 CTTGATTGGGTTAatGGGTCAGAT 62.383 CtTTACCTTGtGCCCATTGAAGAT 62.619 151

HM_2319 contig34333 CAC 3 12 CTTCCTTCTTCTCCTCAACAGCAG 63.007 GAGGAACATTGGAGACCTCATCAT 62.772 131

HM_2320 contig08997 AGA 3 15 GAGACGAACAAGAATTACAGCAACA 61.839 CACCCACTTCTTCTTCTGCTTTCT 62.397 117

HM_2321 contig05567 ATC 3 12 AgAAAGGCAATAACaTTCCCATgA 62.912 CTTGTTATGGCTGCCCAAGTAAAC 63.051 103

HM_2322 contig09207 ATC 3 18 GAAGACTACCGAAAACACCTCCAA 62.809 TTATCTGcCCGTAAAAGATAGCGA 63.142 142

HM_2323 contig13687 CTT 3 12 TCCTcGCATACtGTGTTGAGATTC 62.728 GaGGAGAGAtcCgAAGGAGGAG 62.938 141

HM_2324 contig41216 GTG 3 12 AACTCCAGCGTAATTACATTCCCA 62.935 CCTATCAGAAGACCGGTGGCT 62.772 155

HM_2325 contig38256 CAC 3 12 GATTCCACCACCACAATCACACTA 63.15 GGCGCTCTGGTTTTGGTAATTT 63.535 89

HM_2326 contig03868 CTT 3 12 TCGAAGACCTTCAAAaCAACATCA 63.034 AAAGAGAAACTCTGGTCGAAGCAA 62.822 122

HM_2327 contig13997 GCT 3 18 TGACACACTCCCCTCCACTATCTT 63.327 GTGAATCTGGCGAGACTACTGTGA 62.951 157

HM_2328 contig49117 CGA 3 12 CaGGGagAGCGTCGGAGATAC 63.465 GTACGGTCTCTTCCTCCTCAGCTT 63.518 122

HM_2329 contig00786 TGG 3 12 GATATCGGAGGAGTTGGAGGAGTT 63.075 GGGCCATGATGGAGAGTTCA 63.358 141

HM_2330 contig07470 CAA 3 18 TCGGAACCTATGCTCTCAGTTTCT 62.712 GTACAAATCGTGCCGTGACTTTCT 63.683 113

HM_2331 contig17541 CTT 3 12 CTTTCTTCAAGTTCATCTCCACCG 63.42 CAAGGATGGTATCCATGCAGTTCT 63.544 159

HM_2332 contig27201 TCT 3 12 tCTTCGGTGTAGTTGcGAaCATTA 62.969 TATACCTCACTCCacCTCCAAAGC 62.811 156

HM_2333 contig09284 CGC 3 15 GTTTAtCcTCTCCGAATAcGGGCT 64.71 GAAAGGGAAAGAAACCGAAGAAGG 64.482 143

HM_2334 contig26665 ATC 3 12 TTCGCGTAGGAAGAAATGGTTTTA 63.034 GCAAGGTGTCTAGCCATGAGAAAT 62.94 148

HM_2335 contig45847 ATG 3 12 GAAGATGAAGAAAGAAGGCGTCTG 62.811 CTCTcTcCAAAcCCCTcACTCATa 62.984 131

HM_2336 contig22210 TAC 3 36 TTTTtAACTtCCACTTTGGTCCGA 63.011 AAAGAAGAGGCAGCAGTCaGcATA 63.781 156

HM_2337 contig10229 TCT 3 12 TGAGCATACTTGAGAGTGCCATTG 63.719 AGCAGTAATGGTGATCAGGGTTGT 63.141 146

HM_2338 contig29644 TCT 3 24 GGAACAGCCATCTTCTTTTCTCTCT 62.603 TAACAAGAGAGATGGACACACCCA 63.026 95

HM_2339 contig32770 TAG 3 12 ATCTGATCTGAGGTTctGTGGGTC 62.994 CGCAAGGAATGGAAACTACACTCT 62.933 146

HM_2340 contig00672 TTC 3 12 GTGGGTCTCTATGGTTTCGCTAGA 62.923 GTCGGAGAGATCTGTGCCTATGTT 63.031 151

HM_2341 contig14598 GAA 3 15 AAGaGAGTTCTTTGGGCgACG 63.014 TcCCaAcCCCTATCTCtTTTTCTC 62.958 122

HM_2342 contig40901 ATC 3 12 AGCGATAaCCCcTGATTCTTTCTC 63.093 aagacacaaacaggcatgtcaaaa 62.958 136

HM_2343 contig16949 TCG 3 12 CTCGCACTTAGATTCGTGAAAGGT 63.044 CATCGATCCCACATTATATGTTGATTT 63.028 153

HM_2344 contig27537 AAG 3 12 TGGTCAAAGAATCCCAGAAAGGTA 63.091 TGacCaTTTcTTTaACtTccCCaA 62.894 135

HM_2345 contig27572 TGT 3 18 ATTCTGATTTTGTtGttGCTGcTG 62.657 GGGATTTATGGGCAGATGAATTTT 63.275 93

HM_2346 contig32481 TGA 3 15 TTCTCCCACCTAACCACATCTGA 63 AAgaTGGGTGAATTTTTGGGAAAT 62.878 92

HM_2347 contig42401 ACC 3 15 CTAACCTtAATGCCAAAGCCCATT 63.486 TAGAGGACTAGCTTGACCAcCAcC 63.023 150

HM_2348 contig18190 TCA 3 15 CATTTTtCGCTtcTTCTTCCTCTG 62.714 AATTGGGATGATATTTCTGGGTCA 62.679 159

HM_2349 contig44276 TGC 3 21 CATTCCTGTCCCAACCATTTGT 63.109 AATTAAAGCAAGGGAACAACAGCA 63.146 136

HM_2350 contig04739 GAT 3 12 AAGTGCGATTGGCTCAAAGAAC 62.833 CTTCAACATCCTCTGGCTATGCTT 63.035 100

HM_2351 contig02596 ATA 3 12 CCCCTAAACTAATTTAAATGATTCCCA 62.479 TgGAggGCTTTCTAAAATGTGAAC 62.716 90

HM_2352 contig03942 TCT 3 21 TCTTCTAGGTGCCCTAAACTGTGG 62.918 ATCATCTAGCAGAAGAAGACCGGA 62.7 156

HM_2353 contig03030 GGT 3 21 CTGGTGGTGGATGCTCTCTTTTT 63.86 CCTCTCATTCTCTCAGTCgGAGTC 62.991 112

HM_2354 contig32323 GGT 3 12 AATCGACTTGGTTGAGGATTGAAG 62.798 AATTCCCATCTTTGAAACTGACGA 63.108 141

HM_2355 contig22088 GCG 3 15 TGTCCACTACTACACTTTTCGCCA 63.07 ACACGTCGAAGACGGGTAATACAT 62.949 146

HM_2356 contig43671 TCG 3 21 CTCTTCTTCGACTTCCTCAACGTC 62.909 CTCCGGTTCACTCTGTAGATGATG 62.26 152

HM_2357 contig51206 TCT 3 24 ATATATGAATGCCACGGAGGTTGT 62.733 AGAAAtaGtcGGAGTCGGAGTCAA 62.598 146

HM_2358 contig09244 CTC 3 12 TGGTGAAGCTTCTGATTAGACGTG 62.842 TgGGTTTAAGaAAAGATGAGGAGG 61.887 151

HM_2359 contig39537 TCA 3 12 ATTGTGCTTCAGCTTATTCCCATC 62.733 GTTAAAGGTGCGCTCTCAGAAGaA 63.251 133

HM_2360 contig26747 TTG 3 12 AGCtttgatgaactccgcttattg 62.947 TTCAGTTACGTATTACATtctggttgct 62.359 136

HM_2361 contig47272 TAC 3 24 TTGCTCATCTTCTTCGAACACTTG 62.945 AATTTTGATCAGATCGaCGAGGAG 62.9 125

HM_2362 contig17499 AGG 3 12 GATAAGTAACCGAGGGCGTAGGAT 62.822 ATGAAAGAAGAcctACCACCACCA 63.111 134

HM_2363 contig30870 TTG 3 12 GCATTAGGATTGTTTGGTTGATGC 63.758 GGGGTCTGTACAAGTGAGAAGCTG 63.564 83

HM_2364 contig31640 CCA 3 12 GgAAGGaTtaTTtGCTCGAAGTCA 62.815 CTGTTCCGCCACTAGTAGCATTGT 63.784 137

HM_2365 contig19543 GAT 3 12 CGGAGAAGAACGATGATACAGAGA 61.95 gcTcTcTcccaAAAtGCTGtCTAT 62.213 110

HM_2366 contig46310 CTC 3 18 GAGTAAGTTTGATTTGCCCACTGC 63.256 CaAGCAGAGCAGAGCAGAGTAAGA 62.649 133

HM_2367 contig32794 CTC 3 15 GCctGACTCACTCACTCACTCACT 62.365 cGTAGaACAAGTAGTAGAAGTAGcCGAA 61.663 140

HM_2368 contig16537 GGC 3 12 GACGCTGAACTGATCGCAtATGTA 63.517 AGAGTcTAAACCATGGCGAATCTG 62.923 117

HM_2369 contig09568 GAT 3 18 TATGATAAGCAACCATTCACCCAA 62.525 CATCGGAAGCTACATGTGCTGATA 63.499 133

HM_2370 contig21122 GTG 3 18 ACTGTTGAATTCTCCgTGTTCTCC 62.912 CTCGCCTCTTGGTCTCCTTTTC 63.739 147

HM_2371 contig38267 ATC 3 18 AGGGTTTtGGTATCTGGGTTTGTT 62.992 ATCAtCTCATCACACATCAATGGC 63.272 115

HM_2372 contig24960 TCT 3 12 AGCTGGGACTTGATCTCCAATatg 62.8 TCGACAAtcTTTACAcatCAGGGA 62.921 152

HM_2373 contig20765 AGC 3 12 AACTTTGGGATGTTCTTTCCCTTC 62.876 GGCCTTCTTACtGAGAGTGGTCCT 63.408 116

HM_2374 contig43855 TCT 3 21 TCGGCTGATGAGAAaCATAACTGA 63.154 GAAtTGGTGCAATGACAGTTTCAA 63.27 139

HM_2375 contig18703 GAT 3 18 TGgACACAATTGGCTaCaTCAAAC 63.168 CCCATTCCCTATTTACACCATTCA 62.993 120
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HM_2376 contig50060 TGT 3 12 CTTCACAGCCATATAACcACCTCC 63.022 ATAACCACTTCATCAAAACGCACC 63.353 152

HM_2377 contig40975 ATC 3 15 CTTGTTTGGCTGTGTGGATATCAG 62.945 GAAGCTCaAAAACCTTCAAGGACA 63.019 134

HM_2378 contig43321 GAA 3 18 CATTGCTTGGTGAAAATGTTGGTA 63.055 CCTCTGGAAAAATCTCCATTGTTG 63.091 94

HM_2379 contig48915 CAC 3 12 CTTGGACAACATTTCCTCCAAATC 62.996 GACTCAAATTCAGCACAGCATCAG 63.401 154

HM_2380 contig00223 TTA 3 15 TGCCCTTAAGCTGTAAACACAAAGA 63.257 AATTCAATCATTCTGCCAAGCAAG 63.643 154

HM_2381 contig37518 ATC 3 12 CACAGTGGCATTAAGTtCTCTCCA 62.724 gGGTTTGATCCAATTACTGGTGAC 62.8 150

HM_2382 contig37983 CCG 3 12 TCAAAATTGAAATCCaCCAAATCC 63.092 TATGATAGAGGGGAGGACATGGAA 62.974 147

HM_2383 contig02782 CCA 3 12 CACTAGTCATTGTTGGCCCCTATC 63.022 ATTCCTCTGTAGACCAGGGTTTGG 63.791 106

HM_2384 contig07236 CCA 3 12 GAGgCGTTGTCCATCTTCATAAAC 63.137 CTTCGATGATGtTGCAGCTGAG 63.3 160

HM_2385 contig39288 CGC 3 12 GTCCTTGATGCGCTCTATCATCTT 63.042 tTCaTTaTCATCATCAACGCCATC 63.044 148

HM_2386 contig01253 GGC 3 12 CACCACCATCCAAACGATaGAAAT 63.219 AATGAAAGTTTCGGtTCTCGTTCA 63.227 136

HM_2387 contig17305 CGC 3 12 ACTCTGCTTCAACCCATCAATCTC 63.017 GGTAGGACGGTAGCTGGAATTTCT 63.008 130

HM_2388 contig29338 GAG 3 12 AGAGAAGTGCATTAACTGGAGGCA 63.561 CCCTACAAAACCCTATGCTGAGGT 63.693 122

HM_2389 contig36402 GGC 3 15 GGACAACAACATCTCTTCCCCAT 63.531 tTAGGGTTGGAGaGaAATCCACTG 62.782 143

HM_2390 contig34968 AAG 3 15 TCGGAAGAAaTTGAATGAAAAGAAA 62.237 ACTGACTCTGGaATTGGGTATGCT 62.397 160

HM_2391 contig04233 CCA 3 12 GGTTCACGCATTTCATCGTTAGTT 63.462 TTAGACgGTGACCCAGAAGAACTC 63.01 89

HM_2392 contig23641 GAG 3 12 CAAGACCAAGGAAGAACTCCGTAA 62.905 TATATGGGACTTCTTCGGGTTCAA 62.896 159

HM_2393 contig00606 TCT 3 12 GGCTGAgaGGTACCAAGATTTGAA 62.91 CACTACTGTTTAATGGGGTGAGCC 63.031 128

HM_2394 contig40475 TTC 3 30 AGTCTGATATGGAGGATGACCGAA 63.209 ATCTCCGAGAAGAACAATTTTCCG 63.877 160

HM_2395 contig30812 TGT 3 12 GAGCAATTCCAGATGGGACTAAAA 62.705 GTATCGTCTACGGATGGAATGGAC 62.916 109

HM_2396 contig44686 AGA 3 12 CAGAGAGAAGAATtGGGGAAGAAG 61.842 TGAATCTCAACTTCTTTCATTTTCTGA 61.674 159

HM_2397 contig01257 GGT 3 15 GCCAtCTTTTAGCTAcAccAGTCC 62.439 ATTCAAATGCTGGTCACGGAGTA 62.936 150

HM_2398 contig48123 GTG 3 12 TGAGCAATTTTGAGTCCTTTGATG 62.615 CTCTATCTCACTCCATCTCCCAGC 62.784 149

HM_2399 contig31056 CTT 3 12 GATAAAGGTCCTTGTTTCCTGCAA 62.716 AAGAACATGAGCCGTCAAGAATTT 62.425 157

HM_2400 contig07270 TCA 3 12 CTGaTCAACCCTTTtCCGATTcTt 63.772 tttttcgaatttgagaagtggagg 62.798 118

HM_2401 contig15798 TCA 3 15 GCAATTCCGgTTCTCaGGTAGTTA 62.729 CAAAGTTGGGTTTCTCTTCAATGG 63.1 145

HM_2402 contig26237 ATC 3 12 TATAAAGCCCTCCTAACCCCAAAA 62.986 AGTGTCATGCAAAGCCACAGATAA 63.078 131

HM_2403 contig01155 ACA 3 12 aCCCcACACATGGAAcTAACAGAT 62.912 ATGAGAAGAAGACGGAGACTCGTG 63.34 144

HM_2404 contig21021 GTT 3 12 GCTGTTGTTGGAAGAGATGGTTTT 62.824 CCAtcTTCTCAGAtCTTTCaACGG 63.413 121

HM_2405 contig01694 CAC 3 12 AGCTAAGACAAGCGTCCTTCAAGA 62.946 GTCGACCACTTGAAATACAAAGGC 63.146 157

HM_2406 contig11869 TTC 3 15 CcACCAACGCCTTAATAAACTGAA 63.329 CATTTTGGAAGCTAGGGTTAGGGT 62.806 135

HM_2407 contig02821 TTG 3 18 CGGATTCAACAAATAGGGACTACG 62.919 CGATTTCGTAtTCTCCACCTCATC 63.112 87

HM_2408 contig19142 GGT 3 21 AATCTTCATCAACAGCTTTGGGAG 62.91 TTACCCACATGTGAAAGAAGCaAA 62.843 137

HM_2409 contig04041 GAC 3 12 CtCTTGAGACCAACCTCCATTGAT 62.884 TCACTACTCTCTcCCACAAGTCCC 63.106 160

HM_2410 contig14718 CTG 3 18 GTCACCATTGATGCAGTTTGGTAG 62.844 AATAGGCCATGGATGAATCAGAAC 62.496 124

HM_2411 contig02341 GCC 3 12 TACAATACTCcACCACTCCACCAC 62.276 GCAATAGTGGAAGAGGCAAAGAAA 62.935 160

HM_2412 contig10188 CAT 3 12 AGAAAGAGCTTCTCCGAAAAGTGA 62.102 TCAATATATGAATTGATGGCGTGC 62.966 159

HM_2413 contig15295 TGG 3 12 AAAAaCCTTtCTtGACCGTGGTTt 63.199 TcTTCCTCCTCTCAGAGCCAGTTA 62.997 139

HM_2414 contig02520 TCG 3 12 AAGCTATCGTTCTCGTTCGATCCT 63.718 AGTGGATCGTCCTCGaAGTCaC 62.898 146

HM_2415 contig20146 CCG 3 12 GTCGTATTCTTCGACcACCGTC 63.033 AgaCGATCCTGAAGTCCCAAAAC 62.886 137

HM_2416 contig39016 ATC 3 18 CCTACAGGTTGAAGAAGCCATCTc 62.598 TGTCAGAATTGGAGTGATAAGGCA 63.038 141

HM_2417 contig22621 TCT 3 12 TATTcTTTCGAGTTCTTCTTGCCG 63.027 AAGCATGTTAGGGAGATGCAAGAG 63.035 132

HM_2418 contig00161 TTG 3 12 TCTTACGGCACAAGAACATCAAAA 62.956 TTGACGGCATTACAAATAACAACG 62.978 144

HM_2419 contig04967 TGA 3 12 CCAGTGTGAATAGAGGACGAGCTT 63.137 GGAAACTCTGAACAACCCTAGCAA 62.921 85

HM_2420 contig01634 TTG 3 18 GTAGGAATGAGGAGGAGACAGCAG 62.795 CTGCTCTTCGTTGTATGCTTGAGA 63.074 158

HM_2421 contig00652 CCT 3 21 GTGTACCGGCATCAACTCTCTGAT 63.794 ACATTCTTGCTGTTGTTGACGAGA 63.291 146

HM_2422 contig36082 GGT 3 15 CGTGATCGTCAAGATTGAGAATTG 63.038 AACTGAAATTACCAAAACACCCCC 63.285 80

HM_2423 contig39430 CAT 3 12 ATTCACAACAGCCCAAAGCATAAT 62.95 CGGGAAAACCAtcgTAGATAATGA 63.209 138

HM_2424 contig47187 CCT 3 12 TCTTATGATCAGCCCTTTCGTTTC 62.815 AGCAATTCATTTGGGTTGtTAGGA 62.922 127

HM_2425 contig24108 TAG 3 12 CTCCTATCAACCCATGAAAACCAG 62.993 TTTGGATCTTCATCGTCATCTTCA 63.015 124

HM_2426 contig04412 GAC 3 18 ACCTTgTGGAaGAaGAACTTCACG 63.02 ATCATCCTCTTCtTcGTCGTCTTC 62.265 152

HM_2427 contig05202 GTT 3 12 CATGGAGGCCATTAGTTATCGAAC 62.925 CGATGAGCTtTGTAATCCAGCTTT 62.947 113

HM_2428 contig10724 GAA 3 12 TTCTTCAACCACCTCCTCATTTTC 62.784 GTACTCGAGAGCTAGGGTTTGTGC 62.752 139

HM_2429 contig18276 TTC 3 12 TAATTCCAGACCCACTCTTCACCT 62.368 aAGTTGAAGAGAGAAAGGGAAcCG 63.28 160

HM_2430 contig42485 AGA 3 24 AGCACGGGTTTGATAGGAAATACA 62.935 AGTTCTTCTCAACTTTGGGCTCC 62.266 96

HM_2431 contig03866 TCT 3 12 TCCATCTGGAGTTTCTtCTCcATC 62.977 agtaaggacagaaacccttaggcg 63.106 127

HM_2432 contig08920 GAC 3 15 GACCCCAAAATTCACACCAGATAG 62.897 AAATTTGGTGAAGTTTTCCAATGC 62.438 114

HM_2433 contig15849 CTT 3 12 TTGTAGGGACACTGATACGACTGG 62.502 GCTTCTGCTTCAATGGCTAGGATA 63.046 91

HM_2434 contig24945 GAT 3 12 TCTCTACACTCTCGGCTTGTTGTG 63.063 gGTCACTCATTCGGAGCAACTTAc 63.356 142

HM_2435 contig35432 TCA 3 12 TTCGCAACACTACAAGAACctGAA 63.172 ttaattttccttgtggatcaaccc 62.301 151

HM_2436 contig00221 GAG 3 12 TTTGGAACTGGGTGTAGGAGAGAG 62.993 CATCGATcAcAcaCTCCAAtTTTC 62.819 134

HM_2437 contig31683 CTT 3 12 CATCAAATTCTTCGTCGTTACTGC 62.14 ATTTGCAAGGTAGAGTGACCAAGG 62.822 159

HM_2438 contig40883 TTG 3 12 GGTTTGATTTGTGTGACCAcTCCT 63.558 TTGAATCAAATCAACCACAAgGAA 62.703 80

HM_2439 contig30440 CTG 3 21 CTCACAGTTTCAAGAATTGTTCCG 62.192 CACAACTAAGACCCCTCTTTGGAG 62.482 156

HM_2440 contig06656 TTC 3 18 ATCTCAGTTCCCAATCTTTTGCTG 62.91 GAAGAAGATGGAGAGGAGGAGTCA 62.427 132

HM_2441 contig15211 CCA 3 12 GAAGGTTTGTACACGGAAAACGAG 63.138 GATTACGCAAGTCAATCAGGTTCA 62.529 110

HM_2442 contig17163 CTC 3 12 TATATTCCTCCTCTCTTCTCCGCC 63.176 GCTAGGGACATGTTTGATTGGAAC 63.026 111

HM_2443 contig25519 TCA 3 12 GTCAAGATAGCTCAATTCCGCAGT 63.051 ACCACCCAATTCAGTCTACGaAAG 62.71 127

HM_2444 contig35340 TTC 3 12 ATCTGAGGCAACTCATCTCAACCT 62.694 TGACCCATGTGAtGtTTTCCTTTA 62.601 121

HM_2445 contig01888 TCG 3 15 AGCAAATTGATCGAACTTTTCtCG 62.935 GATCGTcGCCCCTATCATCTAAC 63.118 106

HM_2446 contig16389 CCG 3 12 CGAAGTCCGAGTCTCTCTTGTTTC 62.909 GAGAGGGTCAGACGTGAACAGG 63.475 143

HM_2447 contig23918 CTT 3 36 TAAGGCAATTGTTTTGACGACCTT 63.039 GTTATGGTTTCGAAATTCGCCAT 63.227 141

HM_2448 contig05831 TGC 3 15 CTGACTGAAGAGGATGTGAAAGCA 63.04 GTTGGTTTGCAGGATCAAACAAGT 63.561 142

HM_2449 contig45833 TCT 3 12 TTGcTATTTaCCTAGTTTcTatGGGTGA 61.561 TAGGATACGGAGACGGCTAGGATA 62.328 152

HM_2450 contig08040 AAC 3 12 ATTGGTATTGGAGGTATTTGGCCT 62.903 GTCAACTGGtTGAGTTGTCCATTG 62.933 150

HM_2451 contig12774 TCT 3 18 AGCTAAAGGaGGaGGGAATGAATG 63.078 ATGTTATgGCTTCATATGCtCGGT 62.953 158

HM_2452 contig46312 AGA 3 12 TTAGAAaCcGCCATTTTTCAGAGA 63.216 GAAACAGCAAGCCCAtTGTGAG 64.16 119

HM_2453 contig34161 GGT 3 18 TTGGgATAAaTtGgTGAAacaCAG 62.097 ACATGttTTGGCCTatTGGAAGAA 62.922 87

HM_2454 contig36908 TTC 3 12 TGAAATTGGTTTTGAAGGTTGGTT 62.811 AGtGTaGAGACCaAACCAGCAAGG 63.033 142

HM_2455 contig29292 TCA 3 12 TTGATGTGAAAATGAAGCAGTGGT 62.948 CATTAAAGAcTTCCacCAAGTGGTTT 62.737 136

HM_2456 contig45394 ACA 3 12 CGGACATAAcGAGCATACCAATTA 62.161 GTGGTAGTCaTCAGACCTGTCGTC 62.255 94

HM_2457 contig36494 GTT 3 30 CCACTCTGAGTCctGACAAGTTGA 63.027 AATTGCAAAGAGATTGTcgTCCTC 62.926 146

HM_2458 contig25974 GAG 3 12 TAtAGGGATCGAATGTGTCGGTTT 62.815 CACTTTGCCTCTCCTTTTCTCATC 62.698 149

HM_2459 contig14553 TTC 3 15 GATTGAGCCTTGCGATAGAGAAGA 63.236 AGCTCGTCTGAGGATGATTTGAAG 63.23 158

HM_2460 contig01874 CCT 3 15 CACATGAGTATGTTCCGTCGTAGC 62.975 AAGGTGAAAATTGAAGAACCCACA 63.006 90

HM_2461 contig06270 GGT 3 15 AGTTTGGAACGTCATCAAAGCAAT 63.146 TGAACTCCTCAGACCCTAATGACG 63.856 156

HM_2462 contig17958 CTT 3 12 CGAAGTAGGTGACGAAGTTGGATT 62.822 TTCCTTGTTCCTCTGCTTCAAAAC 63.019 150

HM_2463 contig50148 CCT 3 21 AGAATCAGAAGAGGTACCACCACG 62.909 TGaGAAACAAATAATGGCAAGGGT 62.922 130

HM_2464 contig30209 CTG 3 15 GGCTGAAGTAGTCGCAGATCTCA 63.166 TCCATCGAGTTCAACTTCTTCTCC 63.102 144

HM_2465 contig03428 CAA 3 36 AACCATCAAACAAATTcAACCCAG 63.214 AACTTTTGGATGCAAATTAGGGGT 63.004 138

HM_2466 contig20869 TTC 3 24 CCCTGTTTTTCCCCCTTTtCTTAT 63.598 CCGAAACGTTGGTCTCATCTTCTA 63.739 129

HM_2467 contig12332 TCT 3 15 CcACATGAAAATGGAAGTTTCCTC 62.996 TTGCAGAGCTGTTGAGGTGATTAG 62.958 137

HM_2468 contig11830 ACC 3 21 GAGCCTTCAAACGATTCTGATGTT 62.926 TGGTAGAAGGAATGAAATGCCAGT 63.121 146

HM_2469 contig01106 CAC 3 15 gATCAAACCAAACCCcAAAacAT 63.097 gTGTATTGAGGAAGTTGAGGTGGC 63.242 156

HM_2470 contig48312 AGG 3 12 AAGCGGGGTTATCTTGTTGTTTTT 63.115 CCCTTTACACAGCCCATATGATTC 62.815 158
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HM_2471 contig42560 AGC 3 12 CATatCGTCATCGCTCTCCTCTTT 63.026 ATCATTGGTGGAGGtGGTGGT 63.699 147

HM_2472 contig12887 GTT 3 15 GACCATTTGTTGAAGTtCTTTGGG 63.006 GGAAGTCCAAgTcCAAGTTGAAGa 62.997 154

HM_2473 contig38103 AAG 3 12 ATGGAGAAGAAAATGGAAGGGAAC 62.865 CTTCTTTGCTTTCATTTTGGAACC 62.329 92

HM_2474 contig16142 GGC 3 12 GCGATGGTCAAGAAGTTTATGGAG 63.231 TCAAATCCTCGGCTATAAAATCCA 62.911 100

HM_2475 contig40130 CTT 3 12 GCTCATCAAAGAATGgCAAGAAAG 63.438 GAgGGGGAATTGGTTAGAGAAGAA 62.958 121

HM_2476 contig42096 CAA 3 24 ATCCTCATCGTCAACCATTTCATC 63.431 ATTAACGTGATCGGGATCAGAAGA 63.112 122

HM_2477 contig11545 GTT 3 12 CATTGGGATTTTAGTTTGTGGGAg 62.798 CTGTTTGATACAATTCCTCGACCC 63.009 143

HM_2478 contig09262 GTC 3 18 GTCTCCATCTTCAGCTTGGTCTTC 62.798 GCGtTCTTCTCACGAGACtACtcC 62.939 100

HM_2479 contig38373 TCA 3 15 tATTTCCACTTCcACTtCcAgCtC 62.91 AGaTCTCTACTCATCAGCCGCATC 63.252 143

HM_2480 contig02347 TGA 3 12 GGAGTGGCCTTCGTCCTAGTATCT 63.205 TTCCTCTTCTTCTTGAAAGTaGCCAA 62.919 152

HM_2481 contig35362 GTC 3 12 TTCTTCTCGTTACGGCTcTTCTTC 62.425 TCACGAGGTCTCAAATTTTCCAAT 63.108 104

HM_2482 contig41219 TGC 3 12 TGATGAAGATGAAGTTGACCGAGA 63.243 ACCTCCAGAAGAACAAGTGTGAGG 63.115 157

HM_2483 contig34824 TCC 3 21 CTGAAGTTGAGCTACTCCTTCGGT 62.411 AGTTATAGCTCGTCTTCgGACTCG 62.341 112

HM_2484 contig15882 TTC 3 12 AATTGAATCAACTCCTTTtGCTGC 62.841 tTTgGctaaAAAGCaAGAGCAATC 62.957 126

HM_2485 contig17919 ATT 3 15 GAGgCGgTtgTtGgTATtGATTAG 62.935 TGGAGAAACCatCCTAACTTCTCG 62.894 118

HM_2486 contig05359 GTT 3 12 ACGTCACCCCTAAGGAGAAAAATC 62.888 CTACTGGAAATGCTGGTGTCAATG 62.945 144

HM_2487 contig18921 GTG 3 12 CAAATCTAGCTCGGGTCTTCAAAA 62.919 CAGATGGATCTGTACTATTCCGGC 63.125 114

HM_2488 contig26361 CTC 3 12 TTTTCTCAATTCCTCCATCCGTAA 62.993 GTAGTCAGTGGCgGAGAGTTCAAG 63.677 158

HM_2489 contig02060 CTT 3 18 TTAAGTTTCTTCATTTAGCAGCCG 61.032 TGAGCAAACaTAAAAGTGTACGGA 60.897 130

HM_2490 contig22988 CTT 3 15 AGaCTCGGAAGTGATTGTgACTCC 63.123 AGcAAATaGATcAACCCCAAAcaA 62.922 126

HM_2491 contig14509 GAA 3 15 CGAGGAGTTTATGCCAGATGAGAT 62.913 TTTCCTGCAAAGAGGACCTACCTA 62.508 104

HM_2492 contig46150 TCG 3 12 TACATTTGCAGCAGAATCAGATGG 63.486 GGGGTAAgAGAAAGTGTGGTGAGA 62.895 160

HM_2493 contig00804 ACA 3 12 aGtAGTATGCCAGGAaTCAGGCAG 62.936 acGAGGAGCAGAACTTGAGTTGAT 62.823 147

HM_2494 contig09414 GAA 3 12 CGAGCTCAGGAGGAGAAGTAGATG 63.01 TTGTTGCTCTCATCATCCAAGAAA 63.141 91

HM_2495 contig05711 TCA 3 15 CATGGTTTTAAcTGAACtccGTCC 63.019 AGAAATGTTACCGGAcGAAAGGAT 63.196 135

HM_2496 contig39945 TCT 3 12 TCTTtGTtGAATTGTTGGTCATGG 63.137 GTTCCTACTCCTCCAAAGCCTGTT 63.201 145

HM_2497 contig19078 CAA 3 15 TGCGAATTTGTTATACCTAaGAACCC 62.585 TTCCTTCTATCCTTTgGCTTTCCT 62.69 141

HM_2498 contig34258 TCT 3 12 AGGAGGAGCTGCTTCTtATCATCA 62.813 CAAAACCCAATTCTCATTCTGGTC 62.996 152

HM_2499 contig44449 TGC 3 21 GAGACATAGGACCACCATTGAACC 63.004 GGAGTTATGAGCAACAGCAAAACC 63.256 159

HM_2500 contig21482 TAA 3 12 CTtCTTCTGCTTCAaCCAGTGCTA 62.222 CTTGTTCACTGAGCTGGCCtTAtT 63.044 124

HM_2501 contig08371 ATG 3 12 CGATCACAGCGATTTCTTCCTC 63.355 CTCGATCGACATGTTCACGC 62.817 139

HM_2502 contig35218 ATC 3 12 TATGAGTTCATCCAAGGGGAGAGA 63.293 TACAGACCCAGGTACCTCATCCAT 63 106

HM_2503 contig34157 CGA 3 12 ATTGATAGTGCTTCCCGGAGTTCT 63.505 GAcCGATCAGTTTTCAACCACAAG 64.079 139

HM_2504 contig14917 TTG 3 30 TACCAGCAGCAGCATCTACaTCTT 62.455 AGATGATATcGTCCAACGCCTTTA 63.034 128

HM_2505 contig07188 ACG 3 18 GTTGACGAGAACGAATATCGGAAC 63.137 AGCGTCCATCCAGGAAGAGTC 62.997 141

HM_2506 contig14936 TCC 3 12 AAAAATTGATTCCAActCTCTTCCTCTT 62.988 AGtCTTTTACAAGGTCGGTGAGCA 63.456 97

HM_2507 contig36104 GCG 3 12 ATCCATCCACTCAGTACCAGCAAC 63.68 TTTGTTGATCGTATTGGTAAcCCC 63.018 132

HM_2508 contig32242 GGA 3 12 ACCTTCAATGTGGTATGATTTGGG 63.108 AAGCATGAATCTTGGAAAACTTCG 62.826 87

HM_2509 contig16593 AAT 3 12 CAAATCGATCCAACTTCACATTCT 61.549 GCAGtTTTTATTCTGCTTCTCTATCtTC 60.591 123

HM_2510 contig34263 GAG 3 12 GTACCAAAGGACCCCCTGAAAG 63.072 GCTTTATGGGTACTCTCACCAACG 63.142 135

HM_2511 contig16892 GGC 3 15 gCTGCTCGGTACGAaatGTaGAAT 62.867 CTCTCCTCCAAAACATGAGAATCC 62.455 121

HM_2512 contig38853 CTT 3 12 CACTAGAGGATCCCCgaTCTTTTt 62.971 GTATgaTTTGCTgGGGaTGGATTA 63.109 151

HM_2513 contig01487 CGG 3 12 AGGTTTAGGTTTCCAaTGACAGGC 63.7 ACAACCACCAATGGAATCACCTAC 63.23 159

HM_2514 contig35862 AAG 3 24 CCAGACCAGACTGATCACcAGTtA 62.69 TTTTGCATTTGTAACCCCATTTTc 63.026 110

HM_2515 contig03868 ATC 3 12 ttCGAATGAAACCCTAATCCAGAA 62.993 GATGAAAGCAACGACAACAACAAC 62.975 122

HM_2516 contig18784 AGA 3 21 CcTtcTTCATAGCTCACcAGCTTC 62.824 gACGGTCCACAGCTTCTTGTAAGT 63.05 138

HM_2517 contig20458 GGC 3 12 CATTGAGGGTAGAACGGTCATTTC 63.009 AGaAACACCCAAATCCCACATAAA 62.703 102

HM_2518 contig29892 TTG 3 12 AGCATGTGATTTGAGAaCCATGTG 63.388 AAATgCCTCAATTGCAACTCTTTC 62.841 139

HM_2519 contig17295 GTG 3 24 GACTTCCTCGAAGCTCTCTTCTCC 63.402 CAAACCCTAACCAAACCCAACTC 62.893 144

HM_2520 contig17626 CCA 3 15 ACAAAACCACCTCACAAACCCTAA 62.918 GaCGGGGGTGACTAAGGTAGGT 62.664 152

HM_2521 contig09244 CAC 3 12 GACCCTGTTCCACCACTtGTAAAC 63.023 GGATGAAGAAGGTGGtGTTGCTAA 63.648 142

HM_2522 contig11565 CAC 3 18 CGCTATGTCAAGAGCGAGAAGTTA 62.156 ATGGATTGTCCATCCTCAGTGTTT 63.004 151

HM_2523 contig20193 AGA 3 12 TGCTACCTCAGTAGGATTTCtCGG 63.019 CCTTCTCTGGTTCTTCTCGcTCTA 62.597 134

HM_2524 contig35034 ATC 3 12 TGACAAGAGATTCCCACCGTACTT 63.225 GCCTTACAAGGGATGAGCAACTT 62.925 104

HM_2525 contig03798 GTG 3 12 CcGATACAGAATCACCTTGTTCCT 62.698 TATGaAGtTCTCCCaACTCCCtCA 63.3 100

HM_2526 contig24707 ATC 3 12 CAGAGGCCAAAGTCAATGTCAGTA 62.724 TACAGGAAGAGGAACAGGAACAGG 62.993 147

HM_2527 contig15685 CTG 3 12 ACTTATCGCCcTCaTACGTTTCAA 63.043 AATGAGATGACAAACGAGGAAAGG 62.798 133

HM_2528 contig27949 CCG 3 15 TCTTCAGAGCTAGGAGGAGGATGA 62.987 GAttTccCTCCGcTcCTCAtT 63.839 92

HM_2529 contig31894 ATC 3 21 ATGAAAGaGCAAAACCACCATGA 62.922 TTTATGCCATCTTCTGGAAAGCAT 63.13 126

HM_2530 contig20458 GGT 3 24 GCTGGGTCTGATCTGGGTTCT 62.869 CAGAAGAATTCTCCACCAACCACt 62.895 152

HM_2531 contig20377 TTC 3 12 CAATTTACACAACTTCGCGACAAC 62.883 CCCCGGATTATTCGATACTTACCT 62.514 157

HM_2532 contig15329 AGC 3 12 TATATACAATGAAAGGCCTCCCCC 63.271 AGAAAGAGAAAACCTTCATGGCCT 62.793 102

HM_2533 contig41454 TCT 3 15 TCTTCCACACTCCTCCCTTTATCA 63.3 ATTTGGTACAAATCCtGGGTGGTT 63.689 138

HM_2534 contig40138 TCT 3 24 CTTCGTTCGatCTAGGGACTAGGG 63.576 CaACCAGCGAAgaCAGAAACCTa 62.827 117

HM_2535 contig45922 AAG 3 18 GATTAGGGTAACAATTAGCACCGC 62.09 TTCTTCtTCTTTATTCGtATTCGCAG 61.299 137

HM_2536 contig48544 AAG 3 15 GTTCCCCTTTTTGTTTCTCATCCT 62.876 CCTCCTTCTCCTTCTGCTTCTTCT 62.873 135

HM_2537 contig23365 TCC 3 21 CATCAACTCTTCCTTCACCTGGTT 62.895 TATGGGAGGGAGAGGTGAGAGAAT 63.576 115

HM_2538 contig14411 GGT 3 18 AAGGaTAGGGGTGGAAATTAGGGT 63.14 GTCGAGTTCATCCGAACACAGAT 62.695 150

HM_2539 contig03484 TGA 3 12 TTTATCCTCAGAAGCCTGAACAGC 63.133 TTCAAAATCAGAGACTCCACTCCC 62.987 130

HM_2540 contig32310 GAT 3 12 AATGCCGTTGGATTTATGTAATCG 63.041 GTCGCAATTCCAGCTCATAAAAAC 63.154 110

HM_2541 contig11255 CGC 3 15 GTCCTTGATGGCCTCTACATCTTC 62.484 TCTATTCTCCGGATCATTCTCTCG 62.987 142

HM_2542 contig09306 GGT 3 18 GGaGAAATTTCATTGCCTGCTTTA 62.735 CAAAGGAATCAGCAATTCTTGACA 62.615 154

HM_2543 contig17623 GGT 3 18 ACGTCGGAGaGGTTTGTTGATAAG 62.822 TCTGCAACAATGAACAACTATGGC 63.397 98

HM_2544 contig10992 GAT 3 12 ACAGAGGTGCATCTTCGATTCTCT 62.812 ATTGGTCTTCCAACCATGAAGAAG 62.684 121

HM_2545 contig34189 GGC 3 12 AGTCGGAcTCCCTCTcTTtCTTTC 62.666 TCTCCTTGAACCCAAAATCAACAT 62.996 138

HM_2546 contig28786 GAG 3 12 AAGAGGAAAaGgACCGAAATTGAG 63.074 ATTTTaCAgTTGTCGTCCATGCCT 63.048 145

HM_2547 contig32027 GAG 3 15 TGGTCTTCTTTCGATTGAGCTTCT 62.811 TCTGTATAAcCaCAAGTGACCCCA 62.71 96

HM_2548 contig21951 CGC 3 15 AATGAAGAGATGGTTCGTCGATTC 62.802 AAGTTgtTGTGCAAAGCCAAAATC 63.563 128

HM_2549 contig44126 TGC 3 15 TTGTAGGACATGATCATCTGGTGG 63.243 ATCAAAGGaACATGATTTTGGGAC 62.383 85

HM_2550 contig21383 TTA 3 12 cGCcaTAaCACtGtGATTTCTTcTT 62.755 TATTTTGtGGATAACCCCAcCAAG 63.002 106

HM_2551 contig23673 AAG 3 12 ACATCATCCGATGCCtGTTtctAT 63.029 TTAACAACACATGcCTCCATGAAC 63.168 98

HM_2552 contig03233 ATT 3 12 TCCATATAGCGTTTCTTGACAGCA 63.072 TAGGTTGGCCAATCATCCTACATT 62.815 138

HM_2553 contig43630 TGG 3 15 AATTGGAAGAAGACAAGGCTCTGA 62.698 TGTTTAAGCTGCTCCCACTTTCTC 63.142 150

HM_2554 contig00026 TGG 3 12 TCTGATCCACCACCAAATAACTCC 63.419 CGTCAGATCTACGATCTTTACGGC 63.353 152

HM_2555 contig41769 GCC 3 15 AGTGAGACCAAATCAAGCCTCAAC 63.027 GCAATGAGCAATGCTaCAAGAAAA 62.679 110

HM_2556 contig41137 CAC 3 15 AAGAAGAtCcACTTGTGCTTTTGC 63.048 ATATGCTTCTTCTTATGCGCCATC 62.765 101

HM_2557 contig26422 TCT 3 18 GTACTTGTTCAACACCTTCCGCTC 63.362 GCGGCAAGAACAgAAGAAATACAA 63.754 96

HM_2558 contig45172 GAT 3 12 GACACGGAGGAAATTAATGCTCTG 63.231 tCGACAAGTTCATGCTTCTCGTaG 62.958 143

HM_2559 contig38997 TGG 3 12 CTCTTGCTTCCTTTGACAGTCCTC 62.909 TTTTCATATTTGGTTGCTCTCCGT 63.03 100

HM_2560 contig01968 TCT 3 12 TCCACCATTTCCACGATAGTTTCT 63.009 GCTCAGAGATTGACGGGTCTTAAA 63.022 155

HM_2561 contig17601 GGT 3 12 CTCTGCTGATCCTGTATCTCACGA 63.044 TGGTGCTCTTGATGACAATCCTAA 63.038 135

HM_2562 contig23482 CTC 3 15 TTTTCTTCGGTTTTGCTTTCTCTG 63.023 TGGTAGAAAGAACCTCAATCCTCG 62.894 113

HM_2563 contig04616 CCA 3 12 GTTGTCTTGCCATTTCCCACTAAC 63.035 TTCTTGCAGAAAGTAACGAGAGGG 63.125 143

HM_2564 contig20639 TGG 3 12 TCATCTTTAGCTGTTTGAGATGCG 62.859 GGAAACATGGGTTTACTCAACCTG 62.907 153

HM_2565 contig28829 CGC 3 15 ACTCGACCTCGAGAGTGATTGTCT 62.913 aTCACTTGGAgGAGAtaGAAGCGA 62.7 117
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HM_2566 contig31481 TGG 3 12 AATGGACCTGGAGGATAaTAGGGA 63.057 CAGCATATCCACCATCCTCATACC 63.751 139

HM_2567 contig05485 GTG 3 18 GTTGGGCTTGAGGTACATAAATGG 62.826 CAAAACTACCACTTCGATCATCCC 63.009 154

HM_2568 contig00692 ATC 3 15 aCCtcAaTATCTcGcGTtCCAC 62.595 TCCTTGATACTTTAAcCCTGAGCG 62.823 82

HM_2569 contig10611 TGC 3 21 gCCATGGAAGgTGATGAAGTTAAG 63.121 CTTCAGAAACAGCAGCAACATCAT 62.858 149

HM_2570 contig37015 GTG 3 12 CCCCcACTCCTCTCTGTTTCTTAC 63.586 AAtTTcCaAtTTcCAATTTCCCAC 63.167 87

HM_2571 contig43797 TCA 3 15 TTGGGAATTTGACTCTAGGACCTG 62.782 AGAGAGGAATTGGAGGAAGCTGAT 62.977 111

HM_2572 contig03002 TCT 3 12 TTGAGTGTTTCcATCTCTTGATGC 62.714 TCGTTTCCGGAGTGAtTTAGAGAG 63.006 159

HM_2573 contig03275 AAG 3 12 CCgAcGAGTTAGTGATCCAaCAAT 63.549 AAAGGTGCTCTCCTCaTGAAAATG 62.91 137

HM_2574 contig08498 CTT 3 24 TATTAATGgTGGGCTGAGGTTGTT 62.826 GAAGTTGATGATCCAAAGCAATCC 63.116 132

HM_2575 contig17950 GCT 3 12 GTCCCTAAcACTGGTAACTGGTGG 63.02 TGCAGTTGCAGCAGTAAtcTCtTT 62.57 150

HM_2576 contig05392 GAT 3 12 TTGGATTTTAGGGTTTTGTTGAGAA 62.052 GTGGAGGTTCAAGGAAGAACAAGA 62.997 158

HM_2577 contig41212 TCA 3 12 ATCCTCATCGTCACCACTAAGCTC 63.031 TGAGGATGAAATTGATGCAGAAGA 63.132 100

HM_2578 contig46203 AAG 3 15 CCAAGACAAACAAGAAACATGTGC 62.958 CTTCTTTCCCTTGAACTTCTTCCC 62.765 87

HM_2579 contig43248 TGT 3 15 tccAcTGAAaGCAACTCCAAAAaT 63.227 CTTGATGTgGAACAtGGGTTGTAA 63.034 135

HM_2580 contig31709 ACC 3 12 AaCATCAacAACCCTaGAGACGA 60.047 GaGGTTCGAgaAGTGAGaAtTGAG 60.761 82

HM_2581 contig46768 TCT 3 15 GTCATCCCTTTCCgTATCCACATA 63.211 AGCAGACTGGATAGAcCAAACGAG 63.137 152

HM_2582 contig13900 ATG 3 21 TTCTTGGTTGTAGGGTTCGTCTTC 62.809 TCTCTCgaGACAggGTTcCTCTAA 62.882 150

HM_2583 contig15793 CCG 3 12 CGGATTTCGACCGAACTATAACAG 63.027 AAAAGaTCTCGCCGGAAAATTTAG 62.911 111

HM_2584 contig01542 TCT 3 15 TATCATCGTCATGATGTCCAAACC 63.032 GGGAAGAAGAGGAAGAGGAAGAAG 62.244 138

HM_2585 contig46721 GTG 3 15 TGAGAGAaGTAGGTGgTGTGGTTG 62.703 CTAcCCTCTATCTCtCCTTCGCCT 62.589 81

HM_2586 contig10641 ATT 3 21 CcAGATGGgAaTTTGCTcTTACAA 63.517 AGTGCTTGttcttgaatctgggAG 63.124 119

HM_2587 contig03003 TAG 3 12 TTGGAAATCATTACATTAATCCCACT 60.949 TaAAGCTAtGGATGGtTTTgGTGA 61.822 128

HM_2588 contig07875 CAT 3 12 ATGTGGATGCCAAAATTCTCAACT 63.026 CCCAAATGGCAGAAATTGAAATAA 63.106 118

HM_2589 contig14792 GTA 3 15 TGATGACAGAGCGTAATTAGACTGAAA 62.491 GATAGGAGTGAGTCTCTGCCGAAG 62.912 144

HM_2590 contig40868 TTG 3 15 TCCTTCTTCCACTGTATCTCCGAC 63 TGTCAAATGtTCAATGCGTTACAA 62.456 114

HM_2591 contig37684 ATC 3 12 GCAATTTAAGTCGACTCACTGCCT 63.06 GAGCCCTTCTGTAGCTAATGGACA 63.035 117

HM_2592 contig27739 GCT 3 12 ATTTGAACTctGAGGTTGCTGACC 63.027 GTTACAAGCTGGCTGTCCTGTTTT 62.959 160

HM_2593 contig00315 CCA 3 12 aaTATGGCAATAACATGGGTCCAG 63.021 ATGGGAAAcAACGAAGAgGATGT 63.104 160

HM_2594 contig04987 TTC 3 18 CCAATCATCCCAATTCTGTTCTTC 62.987 AgCtCTCAAATCTCAATCCACAcC 63.017 128

HM_2595 contig01589 GAA 3 12 GTCGAGATTGAGCAGAGCATtGT 63.063 CTAGCCATTTTCTCAACTCTCCCA 63.006 139

HM_2596 contig04666 GGT 3 12 AGGGATTTCTTCATATGGTGGGTT 62.974 CTGACTTGcAATGGcTGACAAC 63.076 124

HM_2597 contig09460 CTT 3 12 TCCTCAATTCCTCACtATTCCCTG 62.771 CTCAATCCGCAAACCAAATTCTAC 63.03 129

HM_2598 contig03356 TTA 3 15 TCGGGTTTAGTTGTTGATGTGATCT 63.033 CAGCAAATGGTAGCTCAAATGGTA 62.453 130

HM_2599 contig05862 TCT 3 15 GACGATCATGCTTGTGGTGTTTAC 62.861 TGGGGAAACAAAGAGCAGTAAGAG 63.015 146

HM_2600 contig05338 CAC 3 15 CGTTGAGGTCAAAAATATGCACTG 62.856 TCGGAGTCTTGAGACTTCCAATG 62.892 149

HM_2601 contig41319 TCA 3 12 TCctACACCTCTgaTGCACACAAT 63.057 GaTTCGTGCATGATATCaGGGTTT 63.339 136

HM_2602 contig36348 TTC 3 12 ATTTGATTGAGGCCTTCTTTCCTT 62.598 GaACTTCATTGCTGTAGGCTCCAT 62.94 155

HM_2603 contig19691 CCT 3 15 CCCTTCctCTTCATCTTCCTCTTC 62.948 TGGAAAGAACAGTATAGGGGAGCA 63.214 139

HM_2604 contig38108 ACT 3 12 TACCAAGCTCACCATCTCCTTTTC 62.91 TGAAGGGGAATATTGGATTTGATG 63.08 147

HM_2605 contig05657 TTC 3 30 AAAaGAGAAAGGGGAAGAAAGAGG 61.613 TGAATCTGAATCGACGAAGAAGAA 62.382 147

HM_2606 contig23633 AGT 3 18 AGTTTCGCAATCGAATTTTACGAA 63.05 GAAGCTGTCAGATCTTGCACTGAA 63.177 125

HM_2607 contig14241 AAG 3 12 ACACCCTAACGCATATAGTCCAGC 62.661 AAAAAGGGTTGCTTAAAACTCAAATG 61.966 150

HM_2608 contig27255 GAA 3 12 AAGAGCTCTCCGTATGAAATTCCC 63.093 ATCACACCCACGAGAGGGACTA 63.117 103

HM_2609 contig03149 AGA 3 15 TTCGAAATCGGAATAGAGAGATCG 62.899 TTTAGAGAAATCTTCGCAAATCGG 62.827 96

HM_2610 contig19087 TTC 3 12 TCaTCACTCTCCTCAATCTCATGC 62.914 ATTGCAAATGGAGATGTGGAAGAT 63.016 134

HM_2611 contig03506 AGA 3 15 CTCGgCCATCAAAGAAAAGTTAGA 62.919 ACCATCGATCAACATCTCAACGTA 62.833 154

HM_2612 contig46734 ACA 3 12 CAGTACCACTGGCATCAACACAG 62.847 GaAAAGGGTCAGAATGAAAGAGCA 63.009 100

HM_2613 contig11687 CCA 3 15 TCgCtACCcTtCAaTCCACTtAaC 62.729 AACTTCGAAacGtTTGGGTTTGTA 62.941 136

HM_2614 contig25793 TCT 3 15 ATCATCgTCATCATCGGTATCCTT 62.906 TACTACTGCCAGCtTGTTGCTGaC 62.999 127

HM_2615 contig48482 CCT 3 18 TAATCTCTTCTTGAGGTTGGGCAC 62.91 TCAGTAATCCTCCTCCAAGTCCAA 63.3 129

HM_2616 contig02061 AGT 3 12 GACTGCAAATTTGACCTGGATCTT 62.813 tGTGTTTCACAGAGAATCAAGGGA 63.132 152

HM_2617 contig43424 CCA 3 12 GCGGCTGATGAGCTTCTTCTATTA 63.154 ATGGTgGAAGAAAATTGGAACTCA 62.996 111

HM_2618 contig09045 TCA 3 12 CTGCCATTAAAGATGGTGGCTAAA 63.428 aAGATGTATTGGAATTTTCGCAGC 62.655 137

HM_2619 contig00012 AAG 3 12 TtCCAATAACGAATCAGAAACGcT 63.138 GCACATCACTCCTCTgTTACCCTT 62.925 120

HM_2620 contig18555 GGT 3 12 AGTTTTTGATCAGAGACCCAATCG 62.798 CGAGAACATGATCGATGAGTACGA 63.598 131

HM_2621 contig32348 TGA 3 12 CCCAATGATGATGAACAGGGTTAT 63.099 TATCCCAGAACCAGTCTTTTCACC 62.684 135

HM_2622 contig20486 CTT 3 12 ATCCTCTGCTgCTTCATTCTTTTT 61.829 GGACACCAACACCATCTCAtTTTa 62.175 143

HM_2623 contig40786 TCT 3 30 CCATCATCATCACCATCATCCTTA 63.005 TGGTCATGATCAAGAAATACAAAAACa 62.758 159

HM_2624 contig32644 TCT 3 12 GGCCATTGTAGAACAGAAGCATTT 62.744 AATCGTTGCAGAGGAAGATCAAAG 63.022 142

HM_2625 contig32471 AGA 3 12 GTCAaTAATGCCTATATGGCGAGC 62.966 TCGACCAGATAACCtTTCAgAATCA 63.217 114

HM_2626 contig41500 AGA 3 15 ACCGTTTTGACTGTTCTGGTTGTT 63.146 CTGAGACGAAGCTATGGAGGCTAT 62.327 125

HM_2627 contig23424 CAT 3 12 aCCATCAATCTtCAGTTGGGAGAA 63.204 CCAATGCCTGTTGTTCAGAgaTTA 62.514 138

HM_2628 contig18397 TGT 3 15 TAAGAACAAATCCCCAAATTTCCA 62.695 TTGAAGAGATTGGTCAAGAGGAGG 63.085 159

HM_2629 contig40867 GTA 3 12 TAAACTACGTGCGTAAGATTCGGC 63.566 CACTCTGGAGACAGAAGAACACCA 63.027 154

HM_2630 contig11040 AGG 3 15 TCTGTTTTTCGTTTCGATGCTACA 63.068 CCCAACTTTACACTCGGTTTTgaC 63.028 89

HM_2631 contig39329 TCA 3 24 CACAACCCAACTTTTCCAAACTCT 62.708 CACCACTAAGGGCAGTACCAAAAC 63.041 160

HM_2632 contig05469 ACA 3 18 ATTTCCAAAACCATTAAcAaCCCc 63.084 TGTTGGTAGAACTGAGGGAATGGT 63.111 139

HM_2633 contig22633 TCT 3 18 TTTATCCACAGAACtCTCTTCGCC 63.022 GATTCGATTGGTGATGAATgTGAA 63.137 96

HM_2634 contig12831 ATT 3 12 TAAACaGATTATCGCCCAAAAaGG 62.449 AATCCAAGGCTGACTCAGTTTGtT 62.512 87

HM_2635 contig05363 GAT 3 12 GATAAGGGCCGTTTTtGTTGATTA 62.357 TAATTCAAGCAACCCAGTCAACCT 63.129 129

HM_2636 contig45625 TCA 3 12 TCTGTTCTCTCCTGTCCTCTCTCC 62.643 GGTGACTGGTAATGAGAAATTGGG 62.897 132

HM_2637 contig11902 CTA 3 12 ATCTAGATCTTGACCGTCcACcTG 62.898 AAGAGAAGAgAAGATCCAGCAGCA 63.128 81

HM_2638 contig20974 CTT 3 12 TTGTCGTTGAGCATCAATCcTAaT 62.007 AAGTGATTGGTCTTTGaTTCCTGC 62.813 157

HM_2639 contig50303 ATC 3 15 TGGGTGAACACATCTGTTTTTGTT 62.724 AAACCCaAGAAAAACCCCATaGAA 62.977 141

HM_2640 contig33538 TCC 3 15 CACGAATCAATCCAACACAAGAAC 62.831 ATTTCTTCAAAATGCGGGAATCTC 63.679 102

HM_2641 contig47514 CCG 3 12 CTCTATCACCGCCTCCACCTC 63.341 ACGGCGGTAATTCACAGAATAGAG 62.742 87

HM_2642 contig06753 CCG 3 12 AaCCACACCcAAaCACAAAaTAGC 63.251 GGCTTTGAGTACTGaTGGGTCTGT 62.925 154

HM_2643 contig38105 TTC 3 15 ATaCAATGCAGCTCCTGAGaTGTG 62.743 CCaTAGATTCCATACAACAAGCCC 62.815 117

HM_2644 contig33618 TGA 3 12 AACTGTTTGATTGGTTTGGTGCTT 63.044 CTTGACTTGAAGGTCCCTACTGGA 62.993 138

HM_2645 contig50760 GAT 3 18 aGGTAGGGTTTTGGGTTTtGTTGT 63.001 TTCCATTCTTGCCTATGCTTCTCT 62.62 120

HM_2646 contig33746 GAA 3 15 GTCtaTCtGATGCATGGTTTgtCG 62.951 CTTCTCTTTTTGTGGCTGGCTTAG 62.739 155

HM_2647 contig05294 TTC 3 12 TCTTCAGCAGCCTTAGCAGATTTT 62.851 ACTTTAACAGACTTGTGGATGCCC 62.725 133

HM_2648 contig28360 CCT 3 15 ctcGTATATGACCCcTTGAACTCG 63.117 CAGGATGAAAATAAGCCacTATGGA 62.532 125

HM_2649 contig10643 CTT 3 12 tCTTctAtCAcGCTGATGAACTCG 62.948 TGTCTGGGaaAAcAAAGTCTgTGA 63.141 147

HM_2650 contig21810 TCG 3 15 TGTCGGAAGATTTCGTtCTTTTTC 62.813 TACAACAGCGTAGCGATcTCaATC 62.774 134

HM_2651 contig34546 GAA 3 12 AATAAGGAGCCGAATCAGTGgC 63.751 TTTTTCaAACCTTCATCaAtTCgG 63.299 137

HM_2652 contig14848 ATT 3 12 GGCTTCCATCTTGAAaTTCCTCTA 61.994 TCCTAGAGAGCCTTGGACTAGCAA 62.921 116

HM_2653 contig48643 CAA 3 12 TCAAGTGTCTAAAAGTTCACAAATTAGC 60.447 TAGGTACCCAGTTCATATCCCAGA 60.928 145

HM_2654 contig00782 GAC 3 12 TCcGAGACTGTGAAaGAAGTCTGA 62.69 ATTCACCACTCACTCACTCACCAT 62.128 85

HM_2655 contig33944 AAG 3 12 AGCTGAAATATCTTTGGCcTtGAA 62.438 ATTGAACCCCATCTTGTGAAGGTA 62.897 154

HM_2656 contig47782 ATC 3 18 GATTTCGCTTCCCTATACTGGGTC 63.294 GGAGCAGAATGGTCTTGAAGATGT 63.017 101

HM_2657 contig25426 TCA 3 12 GGCTCATATGTCGCTTTTACtGCT 62.975 CGACCACTGTAACATAGCGGAAGT 63.675 144

HM_2658 contig03219 TTC 3 12 ACTAGACAAACTCGCACCTGATCC 63.04 GAACGTGCCGCTAGTTCTGTAAAT 62.877 96

HM_2659 contig35312 TTG 3 24 gATTAGATGAATGACGAAGGTGGG 63 ATCGATCGAAATCTTCACAACCAT 63.016 154

HM_2660 contig03698 TTG 3 15 AAGTTCAGATTGCAACCTTTTGAG 60.988 GAAGACAAGACAAGAAAGATGACTACAG 60.258 147
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HM_2661 contig40665 CGT 3 12 CCAGAAAgCCAGTAATTATGGTGG 62.919 TCGATTCATGGAGGTCGAATAGAT 63.103 153

HM_2662 contig40943 GGT 3 12 GAGTTGGTGGACTTGGAGAGTGAG 63.666 ACtTTcCCCTATTTTCCTCCACC 62.755 160

HM_2663 contig17433 CCG 3 12 AAAAGcAaCCACCTCCACCTC 62.663 AACTgGAATTAAGCGAGTGACGAT 62.439 95

HM_2664 contig37614 GAT 3 12 CCAAAGAAGCGAAGAAGGAAAGAT 63.285 GACTATCAAAGctCTTcCCAACCA 62.91 136

HM_2665 contig18429 ATC 3 12 TAAACCTGCAATTCGATCCAAACT 63.03 TTCGAGAATGTAGCCCTAGGATTG 62.813 157

HM_2666 contig20698 GGA 3 12 CGGTTGTAATGCCACATGTAGAGA 63.278 ACATCCACAACTCTTCAACCCAGA 64.21 112

HM_2667 contig11432 GAA 3 12 TCTGTTTCctCCTGATtGGTTTtC 62.784 GACTACTGATGGATCGAATTTGTGG 63.024 144

HM_2668 contig31630 GGT 3 15 AAGTCCTGCATtAAGGCCATTTTT 63.21 ACTGATTCGAACAATCAAGcCCTA 63.231 116

HM_2669 contig36207 CAC 3 12 GGAAGCTCCCTGTACGGAATAGTT 63.008 TGAAGGTCATGATGGAGAGATCAA 63.113 159

HM_2670 contig41064 TAC 3 12 ATCGAATTCCCTACGAAAGACCTC 62.986 ACCCACTGCACTGGTAATCTCAA 63.042 119

HM_2671 contig09743 CAT 3 21 TCCTCGTCATCATCAAGaaaGTTG 62.698 GACACCTGGAGATGGTGACTTTG 63.129 130

HM_2672 contig04456 GGT 3 12 GTTCTTTGTAGAGGTCGGTGGAGA 63.01 ATCAACAATGACTTCCCTCtGTCG 63.763 110

HM_2673 contig32384 ATG 3 12 AACGTCCATTCTTTTCTTCCGAAT 63.289 GTTGACTGATGGAAGGTTTTCTGG 63.212 145

HM_2674 contig39040 TTC 3 21 TTGGAGTTCTCATCATCTGCTCTG 63.03 TTCGGTTGATGTTTTTCTCGATTT 63.018 150

HM_2675 contig08966 GTT 3 12 GGTTATAACGGAAGTCGTCAAACG 62.944 ATTCATGGTGTGAAGAGGACAATG 62.366 127

HM_2676 contig02920 TAG 3 12 AaTTGCAAGTGAAATTGAAGGCAT 63.046 CATTGAGTAGCTCCGCTCTTGAC 62.623 95

HM_2677 contig12888 GTG 3 21 ACTGAGGTtGCTGATCTGAACTGT 61.612 GAAGAAgGGAAGGACAGAgGAGtT 62.553 91

HM_2678 contig33924 AGA 3 15 GCAGAGGTTCAACTTTCTTCTTCG 62.822 CAACCAAAACAAAGTTATGCCAAA 62.164 127

HM_2679 contig02779 TGC 3 12 CCCTCAATCATATAACTCACGGCT 62.62 AGTCCTAGaAggGGtTTGAGAGGA 62.86 94

HM_2680 contig03080 TCT 3 12 AACAGAATCCTTCATTCTGgCTTG 62.91 GGAAAGGAGGAGGAAATTGGAGTA 62.958 103

HM_2681 contig08750 GGA 3 12 gATCTGAGAAACTTTTGCAGCGAC 63.678 GCTTCTCGAACACTATCAATGCCT 63.051 152

HM_2682 contig21006 CTT 3 15 AAACTCTTCGAATCATCATCTCCG 62.9 CCaAACCCTAAAAGGCTTCAATTC 63.183 155

HM_2683 contig52285 GAA 3 21 GGGTGGCTTAATGATGTCTGAAAC 63.026 CTCCAGAAGAATACCAGGTTCCAC 62.368 137

HM_2684 contig42584 CCA 3 15 CAGATGGGTTTGGTTTGAAGAGAA 63.618 TGATGTCTCTCACCATTGGAGGTA 63.016 126

HM_2685 contig01270 AAG 3 12 GCAAGGACCACACCCATAATAAAC 62.731 TTCTGGGAGaAAAACAGCTTCTTG 63.113 130

HM_2686 contig19051 ACG 3 12 cAAATAGCCGTCGTAGAAGGTCTC 62.536 CAAGATCGTCTCTTGGGTCAAATC 63.318 118

HM_2687 contig44512 TTG 3 15 TTGGCTTAGCAAAACCACTCTTTC 62.944 CCATAAACCCAATCCCATATCACA 63.706 138

HM_2688 contig37678 CCT 3 12 TCATCCtcATCCTtATCCTCCAAA 63.074 cTGGTgGTTTCGTCCTTTGTAAAC 63.028 155

HM_2689 contig21026 CCA 3 30 TTCTACATCACCACCAATATCCCc 63.099 ACTTGGaTTTGTCATCGGAGAAGT 62.382 142

HM_2690 contig31549 CTG 3 15 ctGACAATCAGTTGCCATATCGAC 62.951 aTgaAgGaACaGAgGATGATgagg 62.874 136

HM_2691 contig43596 AGG 3 15 AAACTAATCTGCAAACCCAAAGGA 62.233 GTGGTGGAATCAGATATAAAGCCG 62.925 158

HM_2692 contig05719 TTC 3 12 TAGTACTCTCCCAATTTTCAGGcG 62.823 AGCATAAAAACCGAGTATTTCGGG 63.486 118

HM_2693 contig32078 GGA 3 12 CAACCTGACTTCTATTgCTTCAACC 62.438 GATTGGTAGGCATCTTCTCAGCAT 62.929 134

HM_2694 contig25641 TCA 3 24 GTATTACCACcATAATGATGACCCG 62.438 TACTGCGACTGCTATTCGTCACTC 62.989 159

HM_2695 contig11592 TGA 3 18 ATCTTAGTCTTGCAATCCTGCCAC 62.94 GTTTCAGGATGGACCTCTCTCGTA 63 160

HM_2696 contig11076 ATC 3 24 TaTtCGCGaGGgTGGAGTtAAGTA 63.134 ATGCGATGTTTGTCAAGaGAAATG 62.529 120

HM_2697 contig20522 CTT 3 12 CTTCCACACTGAAAAGCCTCAAAT 62.921 CAAAGAACCCTTTAGCAGAAACCA 62.821 102

HM_2698 contig13578 TGA 3 15 AAGTACCACTTGACCTGCCACTTC 62.935 GaAgTGatAATGGGAAGCATCCAG 63.112 149

HM_2699 contig40106 GGA 3 12 TTCTGGTGGTCTATGTGTTGTGGT 62.827 CATGAATCCTACCCTcCACCAG 62.865 158

HM_2700 contig28470 AGA 3 12 TGAACAACAAGGAACAGAGCAAAA 63.159 CCTCTTCATCACTTTCATCTGGGT 62.884 159

HM_2701 contig01325 GGT 3 12 ATTAAAGAGATCAAACCGACGGC 62.719 TCGATTCTTCTAcCCCAACCAAtA 62.896 153

HM_2702 contig32433 GTG 3 18 CTTCTGATGCCAGAACTTAGCGAT 63.146 GGTGGTACAAgTTAAAGGGGTCCT 62.696 137

HM_2703 contig26372 GTA 3 12 CAAaCCCCTTTCTCTaTCCTCGTT 62.98 GTCaAAAACGaTGCCGTCTCTACT 62.949 151

HM_2704 contig25057 CCA 3 21 TTCTGTCAAAGTGGATTCGTTGAA 63.034 ATCAGATCCTCCAAAGTCAAGGTG 62.884 105

HM_2705 contig03695 CTT 3 18 CTTCTTCCTTTTCATCCTCAGTCG 62.683 GAGGAAGAGAACAATGGAGTGGAA 62.987 145

HM_2706 contig26479 TTC 3 12 TGCGAATTGTGAATAAAActGTGG 63.167 GTaAGGATTGTGcCCCtTAcTcG 63.119 159

HM_2707 contig35611 ATG 3 15 TATGGGTCTCAAGAAaCCAAGCTC 62.91 ATGTTTCACCACAAcCAGCtaCAA 62.856 96

HM_2708 contig01492 TTC 3 15 GAATTTCCCAGAATCCGTATCTCC 63.168 ACCGATGAAGAAGAAATCAAAGGA 62.383 147

HM_2709 contig38167 TCA 3 18 GTGTTCATATGCGTAGGGCTtCTT 62.757 TCGAAATTTGGGAATGATTGAAGT 62.899 153

HM_2710 contig21033 AAC 3 15 CTcACTGAgCTTCAACAATGGC 62.253 AGAGTTGGGATTTGGAGAGAAAGG 63.164 138

HM_2711 contig47398 GGC 3 21 TGAATCATCTTCATCCTCCTCCTC 62.967 CACTGGTTCAGATGTGTTGTTGTG 62.734 133

HM_2712 contig14451 TCC 3 12 ctccaatgccttttCATCATCTTT 62.705 GATGAGGAAGAGAGTGGTGGTGAT 62.994 118

HM_2713 contig35407 TGA 3 12 TTACAGCTGATCAAGAAAGCGATG 62.859 TCAACTTGTAGTGCCTCTGTCAGC 63.081 160

HM_2714 contig20037 CTG 3 12 GGAATCGTCAGGACTAAAaCGAGA 62.91 TGCCTTTTTCAGGAATGCTAGAAG 63.027 136

HM_2715 contig04385 CTA 3 12 CGATTGTTGACTATGGGTGTCAAA 63.15 GCTTTACGAGCCGtTTTATACCGT 63.617 101

HM_2716 contig20640 CTC 3 12 GGTGGAGATGAAAGAGTTGAAGGA 62.987 GTATTGTATTGGAGGTGGCCGTAG 62.839 128

HM_2717 contig01359 AGG 3 12 ACGGgTTGAACATTGGTAGTGAAT 62.824 GCCATATGGGATTTGTCGTATTGT 63.037 111

HM_2718 contig28626 GAT 3 12 CTGTTTCCGACTGATGTAAGAgcA 62.842 TCACTTGTCGGTGAAAGCATAAAA 62.956 153

HM_2719 contig37273 TAG 3 24 TCAGTCACGACTGTCTTCCCAATA 63.146 CCACTTTCAAAAGGCTCAGAACAT 62.921 159

HM_2720 contig30300 GAT 3 15 GCGGATGAGTAATACAGACAACCC 63.039 AGCCCTAACAGTAACAGCAACAGC 63.082 119

HM_2721 contig05143 GGC 3 12 ATGTGGTGGGCGTCTATTGTAACT 62.949 TTCCAACTCCCAgGCCTTATTATC 63.569 158

HM_2722 contig07861 CAT 3 12 AGCTTCTGCATCATATGGCTTCTC 63.154 GCCTTGTGCCAACCTGTAAATAAG 63.051 99

HM_2723 contig26506 ATT 3 12 TCCTTGAGAATAAAACTAAACGGGG 62.717 TCACGAGTTGACCTTGTACTCaATG 62.634 158

HM_2724 contig36375 TCT 3 24 GTTCAAGTCCGGACACTGCTCT 63.035 CCGGAGGTGGTCAGTACTACCTTA 62.708 153

HM_2725 contig14503 CAT 3 21 ACTTGTtCTTTCTCTTTGCCaTGC 63.048 gGGGAAAgGGTAGGGGTACTACAT 63.534 146

HM_2726 contig24328 CTT 3 12 GCTGGTAAACCCCATCATCAGTAG 63.022 CGGAGTTGGATGAGAAACTCAAGA 63.957 150

HM_2727 contig11545 TGA 3 12 CCATCCACTGGAGAGTTTGAGATT 62.884 cGTCTATGAcCACCacTCTcCtct 63.119 141

HM_2728 contig20776 GGT 3 12 AAGGAGCAAGGGGAGGTAGATATG 62.983 AGAACTTCCACGACTACCACCATC 62.809 131

HM_2729 contig31056 TGA 3 12 TGGTATGGTGGTGATATGATGAGG 62.91 CTCTCCTACCCAACATGAAAATGG 62.993 120

HM_2730 contig05000 CTT 3 12 TCTCATGTCTACTGGGgCTTTTGT 63.338 TGAGGAAGAAGAGGAAGTGGAAGA 62.868 155

HM_2731 contig07399 CAC 3 12 cGACATGgTACcTCACaGAAaCAC 62.947 CCTTTGGAGAACTTTCtTCAGCAC 62.71 149

HM_2732 contig27418 CTT 3 15 TCATCAaCATCCCCTTTCTCTGAT 63.196 GGGTTTGCAATACTGGTGTagCTC 63.158 128

HM_2733 contig32988 TTC 3 12 TCAGATGTCTCCACATACCCTTCA 63.016 GAAGATCAATGGTCCAAATCCAAg 62.987 80

HM_2734 contig43009 GAT 3 15 TCTGGAAGATGAATATCCTTTGGC 62.693 GGAAAGTTCAcCTCCAGTAAATTGC 63.31 129

HM_2735 contig06259 TCT 3 12 CAAGAAGGAGAAGAGCTCAATTcG 62.907 ACTAACTTCTTCGCCATCGACATC 62.94 109

HM_2736 contig25044 GGC 3 15 TAGCGATTTTGCTTTTGATGATGA 62.959 AACTAGACTCCGACTCCACCACC 63.003 132

HM_2737 contig33962 CTT 3 12 CACcAACAaTCCCACTAATTCCAT 63.108 TAATGGGGTGGTGTTTAAAATTGG 62.812 131

HM_2738 contig49341 GGA 3 12 AGCAATGATCTCTcTTTCGCTAGG 62.425 gTGCAATCAAAGTCAgGCCC 62.911 148

HM_2739 contig09256 TTG 3 18 GCGGTCTTGATCTTCTCCTTGA 63.005 CAcAACCACCCTTCtTTTGtTTTC 63.015 139

HM_2740 contig36696 GCC 3 12 ATCTCCAAAATCACCAACATGGTC 63.323 TTGGGTAGTGAGGTAAGCTCTTCG 63.028 134

HM_2741 contig09519 CCG 3 12 AATTAGAATTGAAACCTCCGCCTC 62.903 CaAAATCaCCGTCCCTTCGATA 63.218 121

HM_2742 contig08752 TGA 3 12 GTGATCTTGCTTATGCTTGTGGTG 63.078 GTTACTTTTGGTTGCCGTTGTAGC 63.076 145

HM_2743 contig46676 TCT 3 24 TCTTCCTCATCTTTCTGCATCCTC 63.209 TTCATCTTATCCTCAGCCTGTTGG 63.735 159

HM_2744 contig45808 ACT 3 18 GTCGTACTCGTAgCTGCTTCAaCA 62.999 GAACAAACAAACAAACTATgGgGG 62.714 117

HM_2745 contig22415 TTC 3 18 TCAATTAGGTTTtCCTGTGCCCTA 63.014 GATTaACGATCAGGGCGAAATAATC 63.02 111

HM_2746 contig13807 CAC 3 12 GACATACaGCcGGAAAaGTACGAC 63.158 aGCTAGAGCaAGCTCtTTgGGtTT 63.134 157

HM_2747 contig29184 GAG 3 18 CCTGTTGgAAAaCCTTtCCTTtCt 62.977 ttTCtTCACGCAGAggTTCTCCT 63.759 82

HM_2748 contig07944 TGA 3 18 TCAAGTCATCATGTTATTGTACATGCTC 62.505 AGGAAGGaagaCCTCCAGAAGAAA 62.958 116

HM_2749 contig49502 ACC 3 15 CATGATGAGAAATGAGGCAAATACC 62.926 gaGCTATAGACATGGTGGTTGCTG 62.22 128

HM_2750 contig37650 CTT 3 15 AGAAATCCAAATCCAAACCGTctC 63.685 CGAGaAActgatgtctcgcactc 63.619 134

HM_2751 contig03005 ACC 3 12 TATCTCCtCCACcgATAtCcACaG 63.52 aAgGCTGATATAGGGTTTGCGTTT 63.221 133

HM_2752 contig04941 ATC 3 15 TCAGAGTGTCATTTTCGTACTGCC 62.741 CTGAGTTCACTTCCTCCTGCTGTA 62.171 109

HM_2753 contig16077 GCT 3 12 ACATGGGGGAAAgATAGAGGAGAG 63.059 CCTTaAAAgAGACCCATCATCATCA 62.593 149

HM_2754 contig42011 TCT 3 18 TCCTTGTCCTTGTCTTCTtCATCA 62.351 GAAGGAGGAGGATGtTGTTTCCTA 61.955 114

HM_2755 contig33361 CTC 3 15 GGTGTGCGTgTAGCATTTTtgaTA 63.196 GGGTGTTTTCAGGAGATGGGTAT 62.455 157
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HM_2756 contig43001 CTG 3 12 TTATTTGGGTGATGAAAGAGAAACg 62.532 CAACAGAGTAGAGGGTGGGTTCAC 63.334 156

HM_2757 contig14706 TGG 3 12 CTTACCAACCCCAAAAAGACCAAT 63.372 TGATGTTTCCATGTGGTGACAAG 63.045 156

HM_2758 contig03083 TCC 3 15 AATTCTCTCCCTCCCcACTATCAC 62.964 ATgGTGATGATGTTGaAcCAAATg 62.924 93

HM_2759 contig22295 ACC 3 12 TGCACATTCCTCCTTTCTGTATGA 63.038 CAACCAATGGCATTTCAGTTTCT 62.397 106

HM_2760 contig25254 TCA 3 12 ACCTTAGCCTCAAGTTTCCCATTC 62.995 TATTTTTGCGGATACCAAGCTGAT 62.948 134

HM_2761 contig40111 GAA 3 15 CCTTTAGGCAGGCTTCAGTTCATA 62.932 CATGCCTATCAGCCTATGTTGtTG 62.859 112

HM_2762 contig05032 TCA 3 12 CCAAAAGAGCTTCTGTGTCATCCT 63.124 TAGAAGATCGTATCATTCCACGCA 62.949 126

HM_2763 contig37780 GAA 3 12 gCATCgtcAaTaTTATCGTCCAGA 62.325 AAATTGaAAACAAATTCCGACCCT 62.992 92

HM_2764 contig18205 CCA 3 12 TGTTTCCCTATGGGAACTCTGGTA 62.993 AACCACCAAACACATCACTCACTG 63.393 120

HM_2765 contig14518 GCG 3 12 TTGCAAAATATTGCTGAACAATCG 63.174 TGCTGGGCACAAGTGTTAGTAGAA 63.184 153

HM_2766 contig36874 CCG 3 12 AACAATATCGTAGCCATAACCGgA 62.748 GAGATTGATGCGAACATTAGACCC 63.129 143

HM_2767 contig46335 AGA 3 15 AGTTCTCCGGTGAGTTTCGTTGT 63.452 CCTTCACAGACCTTGAACTCCAAT 62.895 146

HM_2768 contig12668 TAA 3 12 CTCTCTAGCAACTAGAAGCAGGGG 62.118 GCATTCTAAAATTTCAAGGGGCTT 62.824 128

HM_2769 contig38398 TGC 3 15 CTTCTTTCTCTTGCCATGAACctC 62.698 TGTTCGTCTAAAAATGATGAACACG 62.355 138

HM_2770 contig09848 ATT 3 12 CGTATACCCAaGTAAAATGACTGGC 61.999 GAAATTCAACAGATCCCAcGTTTT 62.509 148

HM_2771 contig40408 CTT 3 12 TGCATCAACcTGCTTCAGTAAATC 62.645 TGATTGAAGCTGaAAAACAAGCAG 62.856 119

HM_2772 contig10838 CTC 3 12 CTGCTTCAAATATTCAATGGCCTC 63.13 GGAGTAGAGCAGCCGAGATTCATA 63.137 152

HM_2773 contig12511 ATG 3 12 AATTCAGCTCACACCCACAAATCT 63.242 AGGCTTCTTCATGGTCTGTTTCAG 63.124 113

HM_2774 contig03478 TTC 3 12 TATACGGAGCTGCTTTTCcAGAAC 62.947 AcTCCATTAcCGGTGGTTGATATG 63.121 156

HM_2775 contig28296 TTC 3 24 CTtaTTCtCCTCCAAATCATCCCa 62.566 TCAAGCTTGGTTTCAATCATTCCT 63.219 156

HM_2776 contig48700 GAT 3 15 ATCAATTTGAGGGACATTCTTCCA 62.987 TCTGCCAAAACATAACTCGAAACA 62.956 155

HM_2777 contig05046 CTT 3 12 AACTGCATGCTCTGGTTGTAGGAT 63.368 CCAGCAAATCAAGTAATCAAAAGAGG 63.302 159

HM_2778 contig10426 CCT 3 12 TCCAGTCATTTtCTGggATTTGAT 62.987 TTCAGGGGAGtCtTTTAGCTGATG 63.006 98

HM_2779 contig50258 ACC 3 15 TCTCCATGAAATAACAGCCAGTCA 63.038 CCCTCTTTCTTCCTCTACCTTCCA 63.256 159

HM_2780 contig12371 CTA 3 15 TGGCAATAGTCTCAGCAATGTCTC 62.847 GTGTTGGAAGTACTGGAAGGTGCT 62.935 140

HM_2781 contig05532 CAG 3 12 TCATGGTATTCATGCCATAAGCAG 63.163 GCAGAAATGGCTAATGCAGAAAAG 63.351 145

HM_2782 contig48235 GGT 3 12 AAGGTGATGTGTTTGGGCAATATC 63.236 TTATGCATACTTATGGGGGACTGC 63.237 144

HM_2783 contig16459 CGG 3 15 AGGAGATAGGTGGAGAGGCAAGAG 63.495 CCGACTTCGAATTCaCAATCTCTC 63.431 104

HM_2784 contig02872 CAT 3 12 TCTCTTCCAATGTCTTCTTCCCAC 62.987 AAGCCGAGTGATAATGTGAATGGT 63.039 103

HM_2785 contig14838 TGT 3 12 TCATGACCTCGTTGTTGTCTTTGT 63.053 AGAGaGCGATCGTCACTTTCTGAT 62.928 99

HM_2786 contig10607 TTC 3 18 CTTTGTCTTTCTTAACGCCGAAGA 63.036 TCAGATCCAATTGATTCaAACCCT 62.987 99

HM_2787 contig24648 TGT 3 12 AATTCAGATTCTCACCTCCTCGTG 63 GGTAGCAATGAAGAACCAATTTCG 63.03 128

HM_2788 contig51080 CCA 3 12 CACCACCCAAGTATAaGTCCGC 62.817 GGTGGtGGtGGaGACTTGTAGACt 62.91 152

HM_2789 contig31837 TGA 3 12 AAAGGAgAAaaCGATCAAAGcTCC 63.196 aAcTGAATCTTCaTTGcCtTCCaA 63.219 127

HM_2790 contig16969 CCA 3 12 TCTAATAGTTGGGTGGTTCTTCGC 62.729 TGACTTTAACGCACTTCATATGGC 62.468 143

HM_2791 contig05485 GAT 3 12 CTGAaCCATTGgCCATAGATGAAT 63.322 ATTATTCACAACCACCACCCAATC 63.013 144

HM_2792 contig43121 TGG 3 18 GTGGTGGAAATTTATGTGGcAAA 62.934 TTTACTTCTATcCCCCAtTCACCA 62.787 145

HM_2793 contig28261 TGA 3 21 GATGTGGGgAGGAGAAACTAGGAT 62.964 TTTTGTTGCTTGATGATCTCGATG 63.474 135

HM_2794 contig45771 GGT 3 15 AGGAAGATAGTGCGTTTGGAGAGA 62.712 ATCCTCTGTGTCTGCACTCCATC 62.914 126

HM_2795 contig41698 CTC 3 12 CGCGAGTTCTGTTTTtCCTGTACT 63.053 GGCCTACTaATAtGGAGGAAGACGA 62.914 148

HM_2796 contig06999 ATC 3 12 TCTTCAGCACTGGGCATATAATCA 62.949 CTGAGGGTCTCgTTGATTTTGAGT 63.01 124

HM_2797 contig27756 CCA 3 12 ACATCCTCTCCCCTTCTTTGTCTT 62.764 AGTATGGTGAGGATGCTCTCAAGG 63.014 151

HM_2798 contig46751 TCT 3 12 TTTGGGTAcGAGGACTGTTGTTTT 63.028 TTCGAAAAGGGTTAAGATTTCAGAAG 62.182 133

HM_2799 contig04074 CGA 3 12 GTTTGAaGaggACAATGGCGaC 63.141 AAGTCGAGGTCGGAGTCGAAGT 63.78 121

HM_2800 contig32049 GTT 3 12 TGAGACTCCTGAAGGGTGgTTTAG 62.993 TACTCTTgGAACGCTCTTCTCaCC 63.238 108

HM_2801 contig13308 TTC 3 12 TTCCCATTGATTTCATTTTCATCC 63.084 TAGCTTCTTCATCTACGCCGAGAG 63.348 130

HM_2802 contig15697 GGA 3 18 CCTCCTCCTATtCcTCCAAAGAAA 63.05 TTGGACCTAGCGAAGAGGTAATTG 62.823 158

HM_2803 contig02035 GAG 3 15 TTGAGCAGCCAAAAaTTGGTTAAT 62.945 GTGCAATGGCACaATTACTGTCTT 62.455 112

HM_2804 contig07352 AAG 3 12 TCAATCAAAAaCGTTtCAATGACG 63.154 TAGCACCAGTATCAGTCAATCGCT 62.338 126

HM_2805 contig14067 AAT 3 12 ATGACTGAATTTAGGGTCCGTCTG 62.698 TcAATGAAGaAAAgGAATGGGAAA 62.98 120

HM_2806 contig03392 TTC 3 12 GAACAaCAGCTTTTGAAGCCATCT 63.048 GTCGTcTCCAAGTGTTTCTTTCGT 63.036 105

HM_2807 contig07590 CTG 3 15 AATCCGAGCAACAGCAACTTATTC 62.854 TCCGtTCGGTCTAAAACTCAGAAG 63.015 143

HM_2808 contig03554 CAA 3 15 GGAATTGGGAAAaCTTCTATCCTCC 63.334 TTGGTGTGGtTTTGGTGATaGTTG 63.044 160

HM_2809 contig16159 TTC 3 12 TGGGAAGAATCCTTGTTCATCTTC 62.773 AGAGTACTGTGCAgaCAAAATgGC 61.91 96

HM_2810 contig22787 TGC 3 12 CTCTGCAGCTGACAAAGATGACAC 63.64 TAGTTAGATGCTTCGCCTCTCAGG 63.239 107

HM_2811 contig22058 TTC 3 15 GAGATGAaGAGAACGGGATCTGAA 63.093 GTTGaTCTGTTCTCTGTGAAGCCA 62.937 148

HM_2812 contig35387 GCT 3 15 ATTtGAAGGGGgAAATGAAagAAG 62.77 TAAGAAGAAACACGACGATGGACA 63.048 81

HM_2813 contig35919 GCT 3 12 TGGGCTCCATCtGTTTtCAGtATt 63.121 TCCCATAATCAGACATTGTTGCTG 63.257 119

HM_2814 contig18233 GGT 3 15 GGCTATCTTCCGTTTTGCTACTGA 62.947 CTTCCGAGAACGACACTACCAGAT 63.023 92

HM_2815 contig30354 ACA 3 12 CTTCTGCTTCTTTTGATGACCTGG 63.531 TGTGGAAACAACTCAAAAAGTGGA 62.928 146

HM_2816 contig28372 TAG 3 15 GTGGTTTTGAGATTTTGGAGGATG 62.996 CCaACAAAATCACTCTCCACTTCA 62.592 149

HM_2817 contig38851 TCT 3 12 cGAAACAaCTGGAGgAGTCTcTTt 62.282 CAgGGGaAAcCCTAGTcCATAGAT 62.767 94

HM_2818 contig12908 TGG 3 12 GTTTTTCCtGTTTCTTCGCTTTCA 62.932 TCAAACTCTcCAAAcCAATCaAAAA 63.013 153

HM_2819 contig02737 TTC 3 12 CTTTTTCCTtGGGTGAAGCTTTTT 62.998 AAATTGAGCCTTTTACTTGCCAGA 62.451 155

HM_2820 contig16334 TGA 3 12 CGATATCTGGGCTTAGGCTTTTCT 63.107 CATCACCACCTGTTGAAGCTACC 63.042 103

HM_2821 contig00719 GGC 3 12 AAGATTCCAGTGTATTGAGCGAGC 63.051 CTCCGCTCTTGTGCTTGGATAG 63.474 147

HM_2822 contig31723 GGA 3 15 TTCGGACTCGGATTCTGATAACTC 62.9 TCTGACTCCACCAAAGACTCACTG 63.027 123

HM_2823 contig16352 TGA 3 36 TCAGCAGCAAATCCAAACATCTAC 62.645 TCTAGATcTcCCATCAATctcCCA 63.285 154

HM_2824 contig33271 CCA 3 18 TTGAGAAGAGCATAGTGGTAGGGG 62.907 TTgGGtAGTTGAGTTCTGCtTTGG 63.743 107

HM_2825 contig29458 CAT 3 12 aTtACCCTCATCAATACCCgCC 63.203 TatTAGGGTTGaAAgGGGGaCaAT 62.875 113

HM_2826 contig15234 ACT 3 12 GCTCcACCCATCTAtGTACTGACC 63.133 ATTGCTTTCTAAgAAGGGCTTTGC 63.221 153

HM_2827 contig05936 TTC 3 24 CAAGTTCATGGACATAGCCTTTCC 63.121 cCCCCATTGTAACTGAAGGAACTT 63.576 134

HM_2828 contig10813 TTC 3 12 ATTTAAAGGTTTGTCTGGGCAATG 62.437 CCAAtTCACAGTTTAGTCGCAGAG 62.324 157

HM_2829 contig07408 ATC 3 12 GgtCAcTTTCCTTCGTTTACcATC 62.199 GGTGCTTATAACAAGCTTGAACACA 61.688 118

HM_2830 contig05933 TCA 3 12 GTATATGCCCTCAGTGAATAGCGG 63.046 GATGAAGGCATTTTTGAATTGAGC 63.134 158

HM_2831 contig38324 TTC 3 12 AcccATCAACTCCTAATATCAATTCTT 60.642 TGAcTCATCATAGAGCTccaaaCa 61.162 116

HM_2832 contig22749 CTT 3 12 GATTCTCTTGTTGGAAGgCTTGTG 63.438 AAGCTGTTTTTCAAGCTTTCGGTA 62.571 131

HM_2833 contig27510 GGC 3 12 TCACATTCATCTGCACAGACTTCA 63.076 GTTTCTCAGCGGAGAGAGCATTAG 62.936 126

HM_2834 contig38671 CCA 3 15 ACTTTCCTGATCCTTCAAGAAGCC 63.29 GAACTCGATGATGGTGGGAGTG 64.057 147

HM_2835 contig23959 CAC 3 12 ATAGCATAATTCCGGCTTACACCA 62.854 AAGCAATgCTGAGAATGAAGCC 62.941 158

HM_2836 contig18109 TTC 3 12 TCACATTCACTATCTTCTCGAGCG 62.948 TTCGAAGATCGTTTATTCACAGCA 63.059 158

HM_2837 contig13875 ATG 3 12 GAGGGATAGAGACGAtGAGTTGGA 62.99 CTCTATCtACGAtcCCCtTCCCAT 62.865 148

HM_2838 contig14055 TGG 3 18 GCGATTCGTAATCCCAGTACTCTC 62.425 CTTTTCCGACTCACTCCCAATTAC 62.299 155

HM_2839 contig26648 GTG 3 12 TTCGTCTCCGGTTCTTTGAAgTaG 63.015 ATAAAACCAGGAAACTCGCATCC 62.608 150

HM_2840 contig45251 TCT 3 15 CagCAGAGACTTGACGGGTAGTTT 63.146 CAACAGACTAGAGATgGGGAgGAA 62.984 133

HM_2841 contig51424 CCT 3 18 AAaCAGCCaTGACTCGCTGC 63.796 cGACAATGGACGGCGAtTaAG 64.79 88

HM_2842 contig03089 TGC 3 24 ATACACAGTGATTGGCTGTCCAAC 62.412 TTAtTACCATgGATATGGCTGTgG 61.919 113

HM_2843 contig10438 GTG 3 18 ATATTGGTGGTCTCAGTCTCGGTC 62.798 AGAGCAGCTTCGGAAAGTATGTTG 63.154 157

HM_2844 contig29978 AGT 3 15 TTTTATGACAGGCAATCAAGGGAT 62.912 ATAAAAGCAATGaAGGCaACGAAA 63.05 87

HM_2845 contig02215 ATC 3 12 TATTCAGAGGCagTACATCGAGCA 63.283 CCCtTctTTTTAGCCTTCATTTGTTT 63.005 152

HM_2846 contig38498 CTT 3 12 CCTGTACAGTATCGGTCTTCCCC 63.1 GATTGATAAGGTTTTGTTGCCGAG 63.03 110

HM_2847 contig15251 CGA 3 15 CAATCAACAACACGTCCATAGAGC 62.962 GCGACGTATCagGGTgaAGAAG 63.256 128

HM_2848 contig09313 GAA 3 12 TCTGAATTTAAGGAAAaCAGCAGAGTG 63.133 cGACGAACTCATACAATcAAACCa 63.265 128

HM_2849 contig06596 AAG 3 15 CAaGAAAaGAAAaGTaGCAAGCAACA 62.228 TCTCGCGGTAGACTATTAATCCCA 63.126 109

HM_2850 contig00011 CCG 3 15 AGCCACTGGTCAGTATGAAGCTG 62.949 TAAGATCCGAgGGAGAAGAGATCA 62.658 125
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HM_2851 contig06996 CAT 3 15 TTGTCTGGAAGGAAaTCATCATCA 62.896 TGCAAGGAAGCTCTaAGTTTTGCT 62.862 115

HM_2852 contig11240 GCT 3 15 AGGCTGGTAAAGGAAATCTTGGAC 62.995 ATGATGCCAtTTCCCTCTGTTCTA 63.112 100

HM_2853 contig11649 TAT 3 12 AGAGAGTTGGGTCTCAGAGAGGG 62.52 CCGTATCACTTCCTCTCTCCTCAA 63.098 149

HM_2854 contig18255 TGA 3 15 GTGATTGGGGGTTATTGCTTCTTT 63.487 AAGTGTTAGTCCCATCCCATGAAA 62.897 127

HM_2855 contig42762 GTA 3 15 TGGTAATTTGGGTGGTAGTTTTGG 63.011 TCATGGTGAAGTACTCTAACTTAGCTGG 62.32 137

HM_2856 contig02182 CGG 3 12 CATATTGTGTTGGAACTCTCGTCC 61.966 TTGGTCCTTGCTAGAATATCACCC 62.607 123

HM_2857 contig16844 TGA 3 12 CCAATGgTGGAAATAAGGTCAGAG 62.993 AGTAGtGTCAACATgGGCATCaAA 62.844 137

HM_2858 contig45387 GAA 3 15 TGGGGGTGTTGTAGTCCAGATAGT 63.01 AACCAGAGTCCAAGCTCAAAACAC 63.036 111

HM_2859 contig28504 TTG 3 21 CAGTCATCACCTTCACAAACATCC 62.922 AACAGCAACAGCAACATGAAGAAG 62.869 99

HM_2860 contig23365 ACC 3 12 TATATTATGACCGACCcATACCCC 61.922 AGGAGGAttGCTTCtTTgtTGTTG 62.921 100

HM_2861 contig22226 CTT 3 12 AACTtCTTCAACCTTcGCCTTTTt 62.726 CAGTTTCTGGGAATGCAGatgATA 62.5 153

HM_2862 contig05812 TGA 3 12 ATAATGGACGGCTGTGATCTTGTT 63.039 aAACCTTCATCTCAGCTGCTTCAc 63.255 92

HM_2863 contig02383 AGG 3 12 AATGTGAGGTCTGCAACACAAAAG 62.635 GGGCCTAAAACTCACaAAAACACA 63.439 154

HM_2864 contig11012 CCG 3 15 CCTCTCAAATTCCCCCTATTCAAC 63.16 GCGGAACACCTCAtTCTTACaAAA 63.54 157

HM_2865 contig26417 TAA 3 12 ACCgTTGAATATTAATGGACGAGC 62.451 tTAtTTGCCAAAATCATGATGGGT 63.416 147

HM_2866 contig17136 ACT 3 12 TTCTTTCTTCCCCCTTCTCATTCT 62.755 TTGTCCATCAAATTCACATTCTGC 63.262 124

HM_2867 contig18313 GGT 3 12 gTCCAGTCGGTGGTGGTGAT 63.262 TCTCAATACCCAAACCCTAACCCt 63.074 135

HM_2868 contig00114 CTT 3 15 TGCAACACCTGTAGGATGAGAGAA 63.265 TTTCGATCTCTCAACAAAACTcCC 62.897 128

HM_2869 contig00671 CTT 3 15 GgAATAaGGGgAATTtGgTTGAAa 63.255 TTGGCTTATTATTCTCgGGAAATG 62.437 153

HM_2870 contig07058 GTT 3 12 AATCCACCATTGTCaTAACTGCCT 62.926 TTTCCtTTcCtTcCCCTTACACTC 62.968 153

HM_2871 contig17983 ACC 3 12 ccaTTAACcTCTGTAaCTGgaCCG 63.015 TGCTGAGGTcGAAgaAGGTTAGAT 62.712 159

HM_2872 contig51301 TGT 3 12 aTTAGGGTTCGGTTGTGGCTTTAG 63.589 GAAACAGGTGGAGGatGAGAAAGA 62.987 155

HM_2873 contig02753 TAT 3 12 TGAGCGTTTGATTTGGGTTTtAAT 62.839 AGAtTTTTgCCGATTGAGTTGTGT 63.146 118

HM_2874 contig09918 ACT 3 12 TGACATTCCTTGTAGGGACCATCT 63.102 GTAACTGCATCTCTGAAACCACGA 62.741 135

HM_2875 contig35388 TCA 3 12 ATCCTCATCGTCACCACTAAGCTC 63.031 TGAGGATGAAATTGATGCAGAAGA 63.132 100

HM_2876 contig01909 CAC 3 15 CGCGTTATCATCTCTTCCTCACAT 63.766 aATcCAtTTTTaAgGGCGTGAAAT 62.914 147

HM_2877 contig14741 CTG 3 15 TCTCATGTTCGGGACAATTAAcAA 62.717 ATGAgTAGCAGCAGAgGAGGAAGA 63.027 139

HM_2878 contig44573 CTT 3 12 TGCTTCCGgtCgTTATTAAAGAAa 63.034 GATACTAGCAAATGCGGATCAACC 63.05 143

HM_2879 contig01918 TCA 3 12 GATGTGTCAGTCTGCCATTGGATA 63.381 CTCCAAAGATGTTGGTCCCAAAG 64.042 156

HM_2880 contig03911 TCT 3 12 CCCCAACCCTTATAGAGCATTTTC 63.084 AGAATCGCCTTAATAGTCGGGAAG 63.004 158

HM_2881 contig42827 AGA 3 15 AAGAGTTGCAGAaGagaaaTGgGA 62.698 tgGTTCtTCTTGCTCTAGCTcTCG 63.554 157

HM_2882 contig21515 GAG 3 12 ATGTTTGACATCGCTGCTTTGATA 62.975 CTCTTCtTCTTGGGTCCACTTCAA 63.094 133

HM_2883 contig23554 GAA 3 12 AGCACCACCAAACTCTGTTCTTTC 63.036 AGCTCCGAAGAGCTTGTTATCCTT 63.02 101

HM_2884 contig38239 CCT 3 12 TCACTCTCACCCCATCAACTACAA 63.026 CAAAAGAGAGACGGTGATGGACTT 63.01 145

HM_2885 contig23654 TCT 3 15 GCACCAGCAACATTAGATTCTTCC 63.248 GGAGGTAGAGGAAGAGGAAGAGGA 62.639 90

HM_2886 contig32717 TCT 3 12 TAAGGAATCCATGGAAGAGCTCAG 62.996 TATCTTCGAAACtCTTTTGCCAGC 63.043 106

HM_2887 contig12929 ATC 3 15 ACCAGGAAAACCGATAGTGAGTGA 63.225 TAGTGCCCAAATGGGTAATAATGC 63.041 82

HM_2888 contig00760 TCT 3 15 CCaTGTGAAAACATCAATCTTCGT 62.294 AAGAGTGGACTGCTAAGGGaAAcC 63.201 90

HM_2889 contig34126 TCC 3 18 GTGACACCGTGAATTTCTTCATTG 62.831 AGAgAGTTTTcCAGATCCAAATCG 62.07 107

HM_2890 contig27900 GAA 3 15 CTCTTCTAGAACCACCTCCCCAAT 63.068 GGTCGTCTTcCTCTTGTTTTCTCTC 62.998 127

HM_2891 contig36558 TTG 3 21 TTTgATtCTTGgAATTGGAGGgTT 63.96 TACTCACAACCACCaAACAAAACG 63.167 98

HM_2892 contig30280 TCC 3 12 GCCTCACATTCTCCTTGAACACTT 63.027 GTACTAGGAGGGAGTAgGGAGGGG 63.629 146

HM_2893 contig49802 TTG 3 15 CCATTGAACCTTTCtCCATCAACT 62.684 GaATCGATCGcTCAGGAGATACAG 63.55 141

HM_2894 contig04057 GAC 3 15 AGAGTACaGAaGAAaCGGCACCTG 63.146 TCCTTTATGCTTCATTTCCCTTCTC 62.993 156

HM_2895 contig33166 CGA 3 12 TTTAAACTCGAACTTGTCCCCAGA 63.21 ATCTACGAAGGCGACAACATTTCT 62.439 159

HM_2896 contig31592 GTC 3 15 CCGGTTTCAGAGTCTCAACAACTT 63.02 taTagATACaTgGCGGcTGCAGAT 63.971 133

HM_2897 contig01108 TTG 3 12 ATGTCTCGACCTCAAGCTCTGTCT 63.032 TAAGAATCACAAATGGTGAAGCGA 62.946 153

HM_2898 contig26311 GGT 3 12 AGAGATGAGTCAAGAGGTGGTGGA 63.662 CCGGaAAATCTGCTGTTTCTTCTA 62.919 125

HM_2899 contig28475 AGA 3 21 ATCAATAACAAGATCCCCCTAGCC 62.693 AGTGAATCGGATGGTTGtGAAGAT 63.12 143

HM_2900 contig12724 GGT 3 12 GTGCTGTATGTACAACGGATCCAA 63.181 CCACAAATGTTTCATGCCTTACAA 63.055 103

HM_2901 contig03089 ACC 3 12 TCACGGTAATGCTAgCcTCCTTag 62.944 GATAAAGATGGTCAGCCCAAAATG 62.912 151

HM_2902 contig06065 CGA 3 15 ACTAACCCTAACCCTAGCCCCAAT 63.26 AATCAGTAACATTCCGACGAGAGC 62.94 160

HM_2903 contig15732 GTG 3 12 CTTCTCGACCAACTGGTTCTTGTT 63.02 GGGTTCCTCGACTACAATTCGTCT 63.918 114

HM_2904 contig20040 CTT 3 15 AAAACAAACCCAGAGTCTCCAAAC 61.888 GAGGGGTgGTAGGGTTCTCAGTAT 62.876 113

HM_2905 contig15632 TCT 3 12 tAGTCGTAGCGAGGGATGCTTATC 62.95 CGATAAACGAGGAGTGAAGAAGGA 63.006 135

HM_2906 contig52474 TGT 3 24 TCAAAGCTGAACCTATAAAGACACCA 62.37 TGAcATGGGtATTCAAACAAGTAGTCA 62.86 137

HM_2907 contig33362 GAG 3 12 GCGTCGATCGTCCAGTAGAGATA 62.834 CGATCCCTAGGTGACAAACTCCTA 62.795 138

HM_2908 contig40555 ACT 3 12 AAGGACCAATCATTCTTCTTGGGT 63.278 TTTAGATCGAGCAGGTGGTAAAGC 62.947 139

HM_2909 contig09727 AGG 3 12 TAAAGAAGAGCAGTACTGGCGTGA 62.555 CTTGTCCGGCTTCTTCAAGG 62.188 115

HM_2910 contig00204 TGG 3 15 GCAATTTGGTAGTAAAGGGCAAGA 62.652 TTACATGCCACTAGTCCCAATGAC 62.309 133

HM_2911 contig27173 TCT 3 12 AATCGCTATAGCCGAGCAAAATC 62.858 TGTCAAGCCCACAATTACAGAGG 63.471 128

HM_2912 contig33623 AGA 3 12 CTCTCGAACTCAATGACTGTTCCA 62.919 CTAGATGTGCGCTTGATTTTGC 62.11 111

HM_2913 contig19516 TCA 3 30 TGCATACAATTTAAGATGTACCCACAG 62.318 GGATTTTTCATGTATATTCTGGTAGCC 61.329 137

HM_2914 contig40710 CCA 3 24 TGTTTCTCTCGCCCTAAAACAAAC 62.836 TCATCATCTGAATTTGACAACGCT 63.055 104

HM_2915 contig39674 ACC 3 15 AACCCCATCATTtATtCCATTtCc 63.067 tGGGctACCTcaGAGGGTaAAAAT 63.285 108

HM_2916 contig15773 TGC 3 15 AACcTGTGGAGGGTACTGGTGAC 63.67 tcCCCCAcTTGaTaAAGATGATGT 62.887 149

HM_2917 contig36300 CCA 3 21 CACTACCCATCgaTACCCACAACT 63.338 GGTCgAAGGGGTgGTAAATTAGAG 63.18 157

HM_2918 contig18976 GTG 3 12 tGTGGTTGTGGTTGTAGTTGTGG 62.955 CCAATTACaAGAAATTCCAATGCC 62.722 159

HM_2919 contig09648 GGT 3 15 TTGGGACATCATCAAAACAATCAC 63.028 TTGAGTCATGTACTCCTCAGAGCC 62.045 158

HM_2920 contig14712 GAA 3 12 TGAGTTGTTTTTGGTGGATGAGAC 62.487 cATGAGATcCaAaACCCAGTATCC 62.887 160

HM_2921 contig28555 GTG 3 12 TTGGTCCAACCTTGGAGAGAATAA 63.091 AACTTTCCACCATGGTTAGCCTTT 63.203 99

HM_2922 contig02936 TGT 3 12 ATGGAATTTTCAGAACAGGAACCA 62.996 GTTACACAAACCCCTGAACAAACC 62.822 147

HM_2923 contig03226 GGC 3 12 ACCATCTTCgAaGCAATCATCAAT 63.129 ACACAGATCCAAACAATcCtCCAT 63.004 87

HM_2924 contig25623 GCT 3 12 AAGAGTGCTCAACCTTTGAACCAG 63.133 AAAAGCCTGATGAGATTTCTGTGG 62.91 146

HM_2925 contig14980 TGG 3 15 GGTCAGGCTACCATCTGAGTTCAT 62.915 CCATAAGTGCCAAAACACCATTTT 63.134 127

HM_2926 contig20872 GAG 3 12 ATGGACTGTACACGTGGAGGACTT 63.249 CCACACTACaACAATGACCACCTC 62.827 140

HM_2927 contig12134 ATC 3 12 CTGGTCTGAtGATGAGAGAGTCCA 63.006 GCCATAGTTGATACAGCAAAAGGG 63.043 115

HM_2928 contig08290 TCA 3 12 ATCGTTGAGTGTTGAAAAGAaGCG 63.87 CGGTtTGATCGTATTTgtGGTTTT 63.134 137

HM_2929 contig40961 TGA 3 12 TCAGAATTGGGTTCATCCTTGAAT 62.987 GATGCCCATGGATAGATCaAGaAC 63.007 159

HM_2930 contig37347 TCG 3 12 GGAAATCATGGtGACGGTAAAGAA 63.317 CTGCTATCTCCGTTCTACTCGTCC 62.725 158

HM_2931 contig13575 AAG 3 21 TGTTGGAGAGACACGAGAAATCAG 62.919 AATCGATGACtTAGGCAGACCTTG 62.923 157

HM_2932 contig41062 AAG 3 15 CCAAGACAAACAAGAAACATGTGC 62.958 TTCTCTCCTTAACTTCTTTCCCTTGA 62.045 84

HM_2933 contig01391 GAA 3 12 GAAGAATCGCCATCATCATCTGAC 64.21 CAGTCCGTAGCTTcCTcAAATTCA 63.848 133

HM_2934 contig45608 ACT 3 15 AGTGGTCGAGAAAGCTAGTGGTTG 63.146 CTAGAAACCCAGAAGATGGACAGC 62.598 160

HM_2935 contig15997 GAG 3 12 CAGATGATGAGGGTGAGAGTGGTA 62.677 AATCAGAATCATCAGAATGGCGTT 63.129 159

HM_2936 contig05154 TTC 3 12 ATTTTTGCTCTGTTTCCCCTGTTT 63.296 GaGAAACCCTCGTTGCATCTTCTA 63.022 160

HM_2937 contig30050 ATT 3 15 TTTGCCAGTCTAAAGCCAAATTGT 63.146 tCgTTTTgGGAtTTAtCGAgAGAC 62.705 150

HM_2938 contig04454 CTC 3 12 GACACCCTTTAAAAGATCCAACCC 63.078 ACGGTTGTGGTTGTTTGTTTTTCT 62.943 111

HM_2939 contig02579 ACC 3 12 GAGAGCTTtCcTCCTAGGGTtGAC 62.986 CTGCATGGTgAAAGaCACATTGAT 63.388 121

HM_2940 contig38139 ACT 3 12 TCGTCTGCACGACTATCATTTGAC 63.623 CAGGAtACTCagTCTCTGTTGAAATGG 63.513 126

HM_2941 contig20735 AGA 3 12 CTGAGAGCGAGTTACAGTGGTTCA 63.063 CTCCTTCAAGCAAATCAACGTTCT 63.031 124

HM_2942 contig00605 GGA 3 12 GGTGGTGTTGGATCTCGATCTTTA 63.532 AATCCTAATTCCTCCACCGGAATA 62.971 104

HM_2943 contig08797 CAC 3 15 ATCGTCACTGTCATCATCATCGTC 63.515 GaaaaGaaaaCAGAACTGCCTCCA 63.019 125

HM_2944 contig14855 TCT 3 12 CCTCACCTTCACCCTCAACCTTAC 64.324 CGGTGATAGTGaAAATGCATCTGA 63.372 149

HM_2945 contig50844 TCT 3 15 CAAAGTTTTCCAAAGCTGgTTGAG 63.326 AACTTAGCAAGGCAGGAACCCTA 62.522 137
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HM_2946 contig41072 TTC 3 15 cGGTCCcTaGGaTGtAgAAGATGA 62.784 aAGAAGAGAAGAGaAAGAGAggaAGAGG 62.608 124

HM_2947 contig39272 CAT 3 21 GCTCCTTCACAGACGGAGAAATTA 63.022 TAAGAAAAAGTGCCCAAACAATGC 63.439 159

HM_2948 contig12362 CCA 3 15 GTCCTCAACaGTCTCTGCATCAAA 62.937 AAATTTCGGGATGGTGAGAGAAAT 63.176 142

HM_2949 contig45841 GAC 3 15 CGACATCGTTATTCACTTCTGACG 63.061 GAGATATGACGATTATGATGGGGG 62.681 147

HM_2950 contig06893 CAG 3 12 GtcAACACCAGCTTTAaCACCTCC 63.25 CATGGAAATATATGATCCGCGTCT 63.23 133

HM_2951 contig23771 TGA 3 15 AAGTTGAAAGGAGGGGTTGAAGAG 63.172 TTCACAGCAGCAATAGGATCAGTC 62.847 110

HM_2952 contig16423 CAT 3 18 AATGAGTCCCCTTcAACATTCTCA 63.204 GGGAAGAGAACGAGGGTTTTAATG 63.273 124

HM_2953 contig04233 GCG 3 12 CATTgATCTATtCGGGTAGTGGGA 63.305 AGTTTGGGGATGAGACTGAAGTTG 62.895 132

HM_2954 contig20437 TGG 3 12 ATGGATCTTTGAGCCTACGATGAC 62.816 TTTTCTCCTCACACAGAGTTGTGG 62.81 120

HM_2955 contig12228 CCA 3 18 AATGAAATAAAGGCACTTCCTCCG 63.676 GAATCATCCCTCAAATTCACCAAG 62.987 125

HM_2956 contig47600 AAG 3 36 TCCAGATCTTAAGCCAATaCGTGA 62.11 GGCATAGAAATCTTGGCTTCTTCA 62.925 156

HM_2957 contig30625 GGA 3 12 AAAGCCCCGAATTACTACATTTCC 62.631 CTTCCAACTTCCGCTTGTTGTTAT 62.741 153

HM_2958 contig50276 AGA 3 12 AaCACACATACGAGGAAAAAGGGA 63.019 CCGTATGCACACTcCTAAAACCAT 63.348 146

HM_2959 contig42836 GGT 3 12 GTGAGATTTGGAGGAGGGATCTTT 63.062 GTCGAAGaCAAAGAAgAGCTCGAA 63.45 135

HM_2960 contig02872 GAG 3 15 ACCGATTTCAATTCAACCGTTTTT 63.778 CTAAGGAAGAGCAGCTCAAGCG 62.945 145

HM_2961 contig39019 CTT 3 12 ACAAACAGGcTTGAcAGAaTAGGC 62.949 tGAAcaAcCCCTATTTTGATGGAC 63.206 152

HM_2962 contig03098 GGT 3 21 CAGAGAAGCATTGTCTAGGGCATt 63.035 ACACCTTCTCCAGAACAAGCAATC 63.027 135

HM_2963 contig22931 GTG 3 12 CCGAGTACaGATGCTTCGAATATG 62.125 GCAGGCAATGTAAAGCTCCTCTTA 63.055 134

HM_2964 contig25853 CAT 3 12 CAATGAAAGGTTTTGCATTCTTCC 63.018 GTCGCTCTGGtTTTGAAGGAACT 63.126 133

HM_2965 contig52105 GTT 3 12 TAAATCATAGACCATGCGATGACG 63.163 ACCAGGGTTTTGGAAGtTGAAGAT 63.285 159

HM_2966 contig09501 TCT 3 18 AAGGAACTGTTTGGCCGAGAGTAT 63.511 TAAATTTTAGCAATGGCGGAAAGA 62.943 156

HM_2967 contig00007 GTT 3 15 AAaTCTGATGTTGgTTGTGCTTgA 62.948 GATATGATGGAAATTGGGAAAACG 62.602 159

HM_2968 contig32942 TCT 3 12 TAAAGACCACCTGTTTCCGAGAAG 62.905 GCAGATTGAGGTGGATGAATTACC 63.016 116

HM_2969 contig04902 TCT 3 15 ATCGACGAcGaGTGTCcTGTAaGt 63.48 GTTAAGAGATTGGTGCAGGGTACG 63.142 124

HM_2970 contig37199 TCA 3 18 ACATTGCTTTGCGAGACTTCTTTT 62.659 GAAGATCAATCATGATAcCCTGTGG 62.901 157

HM_2971 contig27174 TGG 3 12 GTCCTCGCTGAGAGATCAATAGGA 63.222 CGTGGGTATGGGAGGAGGTTAT 63.293 115

HM_2972 contig10603 TAC 3 12 ATCAGGATTAAGGTGGTGGTCGTA 62.91 GTGGATACCAGAATTCACTGGGAG 63.102 138

HM_2973 contig01499 AAG 3 12 CGGTTCGTGAAGAAGAAGACCA 63.796 ATGACATGCTCACGCGATAAGATA 62.979 156

HM_2974 contig15060 GAA 3 12 GCCATGgCTGTTTTCTTCTTTCTA 62.935 TCCTCTCCATCACTGTCTCTTTCC 63.202 123

HM_2975 contig44365 TGA 3 21 GATTGTgAAaTTGGTGGTGATTCC 63.639 TCACAATCTCAATAATCATCTCGTCAA 63.044 128

HM_2976 contig40728 TGC 3 24 ATTGGCCcTGAGAGCTGTCTCta 63.767 AACaGCCtTCACAGAATTACGGAG 62.933 135

HM_2977 contig23656 GCC 3 12 gTtATACCGGcTaCTAcGCCCAc 62.961 ATTGGATATGTCCTGCAACAACCT 62.926 156

HM_2978 contig17150 TGA 3 12 AGGAAGAGTACCAGAGGCCAAGTT 62.899 TTaATCATCaTAGTGCTTGCGGTg 63.283 155

HM_2979 contig04216 ATC 3 12 CACTGGATGTGAAATCTGTGGTTC 62.922 TTACaACtgCTTCTTcTCCCTTGG 63.015 126

HM_2980 contig14352 CTC 3 21 GCAGTGATGAGTTGTTGAAAAAGA 60.68 AGaACCTTTCTAcCTGTCCTTTCG 61.3 160

HM_2981 contig38090 AAG 3 15 TTTGGTGCTGTGTTCTGAATCAAT 62.948 TTaAACCCTAGAAgGGaAACCCTg 62.779 110

HM_2982 contig03867 ACC 3 12 AATTCATTTCTGCCATTTTctCCA 63.009 GAAAGTGACAGGCCCTTGTGATTA 63.648 116

HM_2983 contig09104 GAT 3 18 ACCAAACAAGACCTTGAAAATGGA 63.006 AGGACTCAACAACCACAACAACAA 62.944 82

HM_2984 contig13539 TCT 3 12 AATATTCCAGTTGATGTGGAGGGA 62.887 TcCAccaATGGaAGTaTGAAATGA 62.588 155

HM_2985 contig00553 TAC 3 12 CCATATCCTAGTGTCCATCCAAGG 62.884 TTGTACACCATCCATAACACTGCC 63.065 148

HM_2986 contig21638 GCA 3 15 CTGGTTGTCTCCACTTCTTATGGG 63.208 TGCACAGAAGTAGATTgGGATTCa 63.038 114

HM_2987 contig42278 CTT 3 12 CAATTCAACTTTTTGGCAAACCTC 63.027 GGTGATAAGCAAGCGGAAAGATAC 62.356 150

HM_2988 contig29565 CGT 3 12 AGAGATGGAGCTGTTACGTCCAGT 62.721 ACCATGTTTCAGGCAATTCTTCAT 63.026 154

HM_2989 contig31458 TGG 3 24 TGAAGGATCTGATGAGTTGCTCTG 63.03 ATCGTTCAAGCTTTCTAACCCCTT 62.623 121

HM_2990 contig01506 TCT 3 12 GGATTTCAGGTTTTtGGCTTTTtC 63.187 CATCAATATCTCAGcACCCagATG 62.924 149

HM_2991 contig21643 AGC 3 12 GAGGAGGGTTGATCTTCATCTTgA 62.977 ACgGACgGCTCtACTTTGTATCTG 62.946 112

HM_2992 contig16761 CCA 3 12 CACCACCCAAGTATAaGTCCGC 62.817 GGTGGtGGtGGaGACTTGTAGACt 62.91 152

HM_2993 contig14309 AAT 3 12 TGAACCAAAACAATcgAAAAaTAACA 62.669 TGTTGGAGGATGAGATCGAGAAAT 63.311 154

HM_2994 contig43497 TGG 3 15 cAtGGTtGTGtACtGaCCTCCAAA 63.259 CCActCgTcgACACtCACAcC 64.188 149

HM_2995 contig50586 GGC 3 12 TTTTTAGCCGAACAAGGAAAGAAA 62.357 TCAAAGCCTTATCTAGACCGGTTG 62.823 124

HM_2996 contig16056 TGC 3 12 TTTTTCACTTCTCTTCCTTGCAGC 63.239 CCTCATcTACAAGAATGACCCGTT 62.698 133

HM_2997 contig20869 GGA 3 15 TATTTCGTCGTTTCTTCTTCTCCG 62.919 AAAATCTACAACACGTCTGCCTCC 62.838 97

HM_2998 contig48700 GCA 3 18 AAGTGgAAAAAGCAAAGGgAAAaG 62.998 ATTTGTCTGTATATCACTCGCCCC 62.523 116

HM_2999 contig01428 GTC 3 15 TCGAGACGATTGAGATTGTGAgTC 62.926 AGTCCAAGCAACTACGaAAACGAC 62.959 141

HM_3000 contig23649 GGT 3 15 TGgTGAGGgTCGATTAAGAGAGAC 63 AACAAgACCCTAtCaAAACCACCA 62.907 112

HM_3001 contig00435 AGA 3 12 TCGGATGACCTTAGATGTTGTGAA 62.921 AGAGTCTCCAAGGAACATGGTGAG 63.106 112

HM_3002 contig09570 GGT 3 21 GTGGAGGGTAAAATGGTCTCTGTG 63.111 CGAAGCTAGGGTTCAACCTCTCTA 62.313 155

HM_3003 contig20045 CCA 3 15 GACCAGGTTCTCCACATTCGTAAC 63.128 TCACACAATTCAAAAGGAAGTGGA 62.918 129

HM_3004 contig40725 GGC 3 12 CAATTCTAGAGGGGGAGgTAGTGG 63.364 CtTTAAATCAGAACCACCAGAGCG 63.331 85

HM_3005 contig05996 GAA 3 12 CaCATTGTTTGCAAGTTGtGTTGA 63.103 TTCTcTCCAtTTCCtTTTcCTTCC 63.053 114

HM_3006 contig11392 ATC 3 21 ATGCTTATGAAGGCTGATACGCTG 63.772 TGAAAACGTCCTTTCTAGCTGGTG 63.851 134

HM_3007 contig15238 CAA 3 15 CtCTCTACACACAGCATCCtCAGC 62.736 ACTGTGGAGGGTACATTTGATGGT 62.912 153

HM_3008 contig11004 GTG 3 12 ATCCTCACAGTGCTTGACTGACTg 63.06 CTCACCAACTCAAACCCAACTCAT 63.653 125

HM_3009 contig13808 GCA 3 12 GCAAACAATGtCTTTAGaacgCAA 62.579 ATGAAGGTGCTGCtGGTGAAC 62.579 146

HM_3010 contig13581 TCT 3 18 GATGAAACTTCACTCTCTCCATCACA 63.027 TGGAGGAGAGGAAAAAtTgtGaAA 63.19 122

HM_3011 contig32748 GAG 3 18 AAATGTGTTAAGAGTGACGGCCAG 63.664 CaAAGGCtTATCCAAAGCaCaAAA 63.526 149

HM_3012 contig22669 GTG 3 12 ATAGAAGAGGAGgCCGAgaaGAAG 62.685 CCATTATCATCCCTTCAAATCCaA 63.08 150

HM_3013 contig05757 GAA 3 15 GTAGggCAAAAaGGGCTGTAGACT 63.122 GATCCGAGGTCgTAGATACAGCAT 62.829 125

HM_3014 contig27762 GAA 3 12 ATCTGGCGAAGACTAAGATGATGg 62.913 AAGTCTCTCATGGTCATGGGTTTC 62.784 152

HM_3015 contig36551 AGA 3 24 TACGAGGAGAATTGGGATGAAGAC 62.786 GCTCTCTTCCTCTTTCATgGTCAG 62.898 149

HM_3016 contig10173 GAA 3 12 GACCAAGCTCAGTCTTACTTCCCA 63.124 GGAtTcAGCTATTTGCAGTGGAGT 62.94 121

HM_3017 contig12347 GAA 3 12 ATGGACTGCATTGtACTGAAAGCA 63.078 TcCACTACATCTTCCTCGTCTTCC 63 119

HM_3018 contig20647 AGA 3 15 ACAATCACTACTATTCGAGGCGGA 63.244 CGTTTGAAGACGATGTTGTTCTGT 62.635 151

HM_3019 contig17547 TGT 3 15 AGCTTCTGAACCTTGTCGGAATC 63.118 tTTaCAGAAAAAcCCCTACCAgGC 63.578 130

HM_3020 contig24162 TGT 3 12 GGCAAGAAACTCGAGCTCTCTACA 63.462 AACTAGACGAGAAACGGCATCAAC 62.949 100

HM_3021 contig34055 ATG 3 12 TTTTGTATCAATCCGTCAGCAGAA 62.946 TTCCCTCACCATCATTATCCTCAT 62.876 134

HM_3022 contig43151 GGT 3 15 AAAAGTGCAGAGATTTGAGTCCGT 62.626 gGCACAGTCTCTTCATCACTGTGT 62.953 134

HM_3023 contig29332 CAC 3 12 CTTCCTCAGCTCCCTAATCCAAAC 63.583 CAAAAAGAGCGACACTGCTCCT 63.159 157

HM_3024 contig34271 TCT 3 12 CACGAATTCTTGCAATCTCCTCTT 63.022 TGATCTTGAGGAAAGAGAACGAGC 63.331 113

HM_3025 contig29489 CTC 3 18 CGGCcTCCCTATCACTATCATcta 62.705 TTCAGGTCATGATCAAACGAGAAG 62.698 149

HM_3026 contig07599 GCA 3 12 GTATTCTGCCCAcAGGAGATGAGT 62.915 ATTGTGGACATACGcAGTCGAGTA 62.975 104

HM_3027 contig12465 TGA 3 12 ATGATCAAGGACTTGTGGCACTTT 63.242 ATCAACCaaACAACCCTCACTGAT 63.014 149

HM_3028 contig32181 CTT 3 12 AGGTAAAAGGATACcTGGAGTGCC 62.901 GATGACGGACACtcGagAGAAAAT 63.017 143

HM_3029 contig21927 TAC 3 15 TCAACAACTcGAGACTCATCATCC 62.803 CTCATCTGAGGAAAGTCGAAGCTC 63.014 84

HM_3030 contig18963 GAA 3 15 TCTACTCCAAAACGCTGaGAAACC 63.031 GGACATGGAAGGATGAGATTGAAC 63.097 138

HM_3031 contig17602 ATC 3 15 ATTCCCACTTGTTCCTTCTTTtGG 63.671 TTGCCAGACCAGGTATTGGAgaTA 63.944 126

HM_3032 contig09523 GTC 3 12 GTGTTTCGTCGACATCATCTGC 62.956 GCAAAGAAGAACACTTCCCAATTC 62.411 160

HM_3033 contig08766 GGC 3 15 AGTTGGAGGAGATTGAGGAAGGTT 62.764 cTAtTTCAcCAcCCCaAAAtTCaA 63.097 157

HM_3034 contig17704 CGG 3 15 TGGAAGAGAAGACAACGACAAATG 62.71 CCCTGTAACCACAATTCTCTGTCC 63.111 128

HM_3035 contig28915 AGG 3 12 CCGATCAATCTCATTGGTATCCTC 62.99 CAGAGCTGTCTGGTTACCTCCATT 63.023 92

HM_3036 contig26497 TGC 3 15 CAACTTGTCTCTGAGGAGGCTGTT 63.347 TCCCTCTTACCTACAACGTACCCA 63.015 150

HM_3037 contig18043 CAC 3 12 ACCATCGTATTAgCACCACCATCT 62.94 GGGAGTGTGAGCGATTACTGTGT 62.723 95

HM_3038 contig19076 GTT 3 12 AATTTTCGACTACTCTCGCCATGA 63.341 AACaAAGAAAAGGGCATTAGGCTC 63.016 158

HM_3039 contig01293 CTA 3 12 ATACACTTCAGCACCGACCTTCTC 63.04 TTAGATTCGGAAGACGCTTTTGAC 62.935 136

HM_3040 contig45006 CAT 3 18 TGTATAACAAAGCATTTCCGCAAC 62.287 CCCAAAGAGGGTAAATGGAAGACT 62.873 158



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_3041 contig29182 AAG 3 24 GACCCTTTGAGCTTAAAATTGGAGA 63.002 ATGAtTTTACTTCCGTTGGTGTGG 63.227 151

HM_3042 contig08854 ACT 3 12 ATGATGATCAATCTGGCAATCCTT 63.007 CTGATTGTGAATTTGACTTGGACG 62.931 107

HM_3043 contig32867 TTG 3 15 TTCaCAATTTCTTCCTCCTCTTCG 62.993 GACGAACGCTTCATCCTCCA 63.627 155

HM_3044 contig19443 TAA 3 15 CCATGTACTCCATGTTTTTCAGGA 62.279 ACTCTATGAACCAAGGTCTCGTGC 63.04 117

HM_3045 contig36275 TAC 3 15 ACAGATGATGGTTCATACAATGCG 63.172 acccacCTCAATATCTCAAGCAAA 63.121 140

HM_3046 contig30286 TCT 3 18 CTAACCTGTAACTCCGAGGCCATT 63.797 GAGTGAGAGTGGTGGTGCTAGTGA 63.06 125

HM_3047 contig46000 CGC 3 21 CCTCATCAGCTTCAAATCCTTATCA 62.814 AAAAGCGGAAGTCTACGATGGAG 63.02 140

HM_3048 contig08353 CAA 3 12 ATGAGGATTCACCTCTGAAACTCG 63 CAGCAAGCATAGGAGCTAAGGTGT 63.166 133

HM_3049 contig16788 TGT 3 24 AGTCTTAGAGgtGTTTGTGGTggg 62.805 gTCATCAATATGCAAAGACCTCCC 63.016 150

HM_3050 contig39685 CTT 3 12 CCTcTTCTTTCCAAAGCCAACAAC 64.394 GGGTAAGGTGAGAGGCCAAACTC 64.438 133

HM_3051 contig05291 AGA 3 12 GGATCACCCATCAAaCAAaTATGAA 63.01 GGCAAGATCATTAGCACCTGAAAT 62.733 144

HM_3052 contig28126 CAT 3 12 TCTCCGATCTTCTGTTTCGAGTTT 62.698 CCAACTAAGCAAGGCCTGAAATTA 62.744 139

HM_3053 contig43311 TTC 3 12 CCAAACACGGTCAAATCATCG 63.492 TATCATAACAATCTCGGGATCGGA 63.713 119

HM_3054 contig25229 CCA 3 15 CGTTACAGATCTGCTTTCCCAAGT 62.933 TACTCTTTTTGACTCGTTGGAgGG 62.905 120

HM_3055 contig09272 GCG 3 15 AAAGTCAAAgtCGGTCGGAGG 62.77 AATGGcGtCCTTTGATGATACATT 62.83 160

HM_3056 contig02013 CGG 3 12 GGGTATTTGACACGGTTTGTCTTC 62.923 TcTCGGTGTATAAATCCACCTTCG 63.421 134

HM_3057 contig08112 TTA 3 12 CTGTTCAGGAAGGAAGTGTACCTG 61.417 CGAGACACTGCTAGAGCTTAACGA 62.353 148

HM_3058 contig44939 GAT 3 15 GCCTCGCTTAGGcTTGTCTGTACT 64.35 CCTTGAAAGCGTTGAAAGTGAGAA 63.948 151

HM_3059 contig16227 TGG 3 15 CACCACCACCGTTTATGACTTTCT 63.444 GCAGATCTCTTGGTGTGTTTTCCT 63.027 148

HM_3060 contig29702 CAT 3 18 AGTTGGTTTCACTTTCACACCCTC 62.807 AGAAAGCAGGTGGTGTTGGTGTaT 63.15 102

HM_3061 contig43253 GAA 3 12 ACCAAAGAGGAAGAAATTGAaGGg 62.968 CTCTCCTCTTTCTTTCGAGCCTTT 62.791 147

HM_3062 contig11646 ATC 3 12 CTCTTGCGCTtCGTTTGATAGACT 63.263 GGAACACAGGATTTTAGCATCTGG 63.121 125

HM_3063 contig01799 GTG 3 15 TCGAGATTTGAAGAGGACAGtGTG 62.919 GTCTTCTTCCTCCTCTTCTCCACC 63.064 145

HM_3064 contig18279 ATC 3 15 CTGCAAGGTagCcTCCATTAAGAA 62.932 GGAATTGCaTTCTCTCTGCTGATT 63.029 153

HM_3065 contig22320 AAG 3 12 cACcATCATTCTGgAGGTtCTCTT 62.884 CGTCTTCACACAATTCATCACTCC 63.044 129

HM_3066 contig39424 TGA 3 15 TCCGAGGATAAGCAAACAACTCTC 63.022 ATCCAGAACCAGTTAATTAgGCGA 62.233 159

HM_3067 contig26989 CAT 3 15 CAAGAACCCAAAATTTCGACCATA 63.204 AAATGACCAAAgGGTCTTCCtctC 63.071 147

HM_3068 contig06054 CAT 3 24 TGATGGATCTAACTCAACATCCGA 62.91 TGTTCCAAGTGAAGATGGGTATGA 62.803 145

HM_3069 contig21830 GAT 3 18 TCGATTACCAACAAAAGCCAAAGT 63.039 TGCTTGATTGATGCAAATTTCTTG 63.369 126

HM_3070 contig42141 AAC 3 12 TTTTCTCAACAACCAAACAGATTTGA 63.036 ATTTCGATCTTTGCGCTGCTATT 63.358 156

HM_3071 contig00201 TGC 3 12 TTGCATAGgTGGATATCCTGATCC 63.315 TAggGGCTGGGCACGTCTAT 64.029 158

HM_3072 contig19926 TGC 3 15 GTTTGTTGAACCTGTCTTCGGACT 62.922 ATTTACTATGGCGGATGAGACGAT 62.134 152

HM_3073 contig02069 GGC 3 12 CCTTCTCAAATAGATGTTGCCTCG 63.324 TCCATCCGAATGTGTGATTGATAC 63.032 147

HM_3074 contig35434 CTC 3 15 GAAGTGGGTTTGAGGTCAGAAGAA 62.997 GAcAATCGAAGAGGAAGAACAGGA 63.102 139

HM_3075 contig14897 CTT 3 12 CCCcATCTAAAAGTTTCtGCCTCT 63.086 TCATTCGCCTAGTACAATGACAGC 62.659 125

HM_3076 contig01365 CGC 3 12 CAAGTCCGATCCGATATGTGAAG 62.908 CTGCGAAGAGAGGaGGGAAATC 63.735 127

HM_3077 contig41027 AAG 3 12 AGGTGGTGTCAACACAAAGCTGTA 63.077 CGGTTCTCAAGTcCCactAtTTTG 63.113 152

HM_3078 contig43451 TCT 3 18 AATTTCCtCcTTTTCCGAATCTCC 63.904 gaAGAGaAAGCAGAGGACAAAGAGG 63.199 144

HM_3079 contig24372 TCA 3 18 GAATACTCTCGAGCAGCGTCCAT 64.115 AATCCCAGTCAGAAgAGGGTGaAt 63.489 157

HM_3080 contig06070 CTT 3 12 ACTCAAaTaCGCTACGCcGTcTAC 62.89 GAGAGCGAtTCACAGAGagAAAAGA 62.612 112

HM_3081 contig49753 AAG 3 24 GAAGAACCTTTTCGAGGGTTTGTT 62.992 CACATCaAAATCTCAATCCCTTCC 62.987 131

HM_3082 contig03865 TAC 3 12 CAAACGAAACGCTAATCCTACCAC 63.051 TTAGTCCGCTCCATGTTGTTGTTA 62.856 84

HM_3083 contig01076 TTC 3 12 GGTCCAATGAGTCTTAGCCATGTT 62.713 TACTAGTTCCCCAAACCCCACAG 63.405 142

HM_3084 contig01530 GTG 3 18 CTAATCGTGGTTCTCCTTGCATTT 62.729 TCCAGCAAACATTCCATATATCCAG 63.223 160

HM_3085 contig08796 TCA 3 12 CATGAGGAACCTGATCATAAAGGC 63.112 GCTCGGTTCTAATAATGCGATGTC 63.158 144

HM_3086 contig33756 ATC 3 18 CAAAaGAAaTCCTAGTTCCCAGCA 62.811 CTTTCATCCCAAGGATTTGAATTG 62.884 122

HM_3087 contig20596 TTC 3 15 CAGAGGCCATTCCTTTTtCTTtcT 63.18 CAAAGcAGTCAGCAGTgTAAgCTC 62.78 150

HM_3088 contig00391 CCG 3 12 ACCGGTGATGGCTATAACAGAAAA 62.935 TAAGTTTGATTTCGGACTGGGTTG 63.415 103

HM_3089 contig02071 CTT 3 15 TCTCcTCTGAAACaTTGgTTTTGC 63.747 AGATGCACATCTCtCTaAgcCCAC 63.146 141

HM_3090 contig16896 GAT 3 15 GATGGTGATCTAGAATTgACGGCt 62.816 AATCCAagcAAGACagaagaCGAT 62.613 112

HM_3091 contig31083 TGG 3 15 GTGGCAGAGATTGGAGATTCAGAG 63.656 TCAGCCACAACCCTACTACTTTCC 62.822 158

HM_3092 contig07485 GGA 3 21 TGTTTATGGATGGTGTAGCCTGAA 62.731 gCAAGTACCGCCTAGTGACAAAGT 62.972 128

HM_3093 contig13752 GAA 3 24 CCTGTCCAAAATCGAAGCAATAAA 63.416 ACATATCACCTTAAGAACCTCAGTCCA 62.45 133

HM_3094 contig27114 GTG 3 12 CAAAGAGTTTGGAATCGAATGAGG 63.202 GCAGAATGGATaAGATTCGCTTTC 62.438 159

HM_3095 contig22348 TCG 3 15 GCTAGAAGGGAGAGAGGAAGAGGA 62.863 CTGCGATTAGAGTGGAAGGGACTA 63.019 101

HM_3096 contig36630 GAG 3 12 GTCTCGAGTGCtattGGGTTGTGT 63.798 CACCCTCTCACACCTCACCTACTT 63.011 150

HM_3097 contig30825 TCT 3 24 GCCCAATTTGGTTATTTTCAaCAA 63.026 GAATCCATTTATATCGCCATTGGA 63.011 119

HM_3098 contig21025 TCA 3 12 TCAGCACCCTTGAAATTTTCTGAT 63.219 TTGTTAGATGGAGAATTTAATGACGGA 63.022 151

HM_3099 contig46620 TTC 3 12 TCTTATTCTTTCTCAGACTGCCCG 63.117 GGAGCTGAATgGAGATATCGaAGA 63.003 127

HM_3100 contig43022 TGA 3 12 ATGATGCTGATGTGGAAGTCAAAA 62.938 GGAGCTTCTCTTCTGCTCTTTCCT 62.999 135

HM_3101 contig25813 CAT 3 18 TCACCCACAtCACCAAaCTCAATA 63.579 GACGGTCATGTTGATGACTCTGAT 62.586 140

HM_3102 contig33099 TGG 3 12 GGTACGTGAGATGGGTTTTtGAAG 63.019 TCCCAGACATAGTCAACGGTACAA 62.828 141

HM_3103 contig31411 GAG 3 12 GGcTTTGAAGAGTCATAGTGAGGC 62.727 ATGTgGCTTTGTCCATCTTTTCAT 63.026 113

HM_3104 contig22533 CTC 3 12 ATGAGAGTGAGGAAGTGCCCAAT 63.44 TTGCtTcATTCACACAAACACAGA 62.864 145

HM_3105 contig26227 ATC 3 24 ACTTTTGCTCGGTATTTCTCCTCC 63.102 AGTAGGTCTCCATTCCTCCTCCTC 62.44 108

HM_3106 contig16250 CTC 3 12 TTCAGCAAGAAAAGGAGTGCTACC 63.142 CAAGcCAATGTTAGTGTCAGATGG 62.945 116

HM_3107 contig09141 AGA 3 24 CGCTTGTGAAGGTAGAAAAGTCGT 63.053 ATCAAGCTaAAATAGCAgGacccC 62.915 157

HM_3108 contig30603 AAG 3 21 GgTcTTGAGCGgTGGTCAGtAG 63.373 GAgGGAGaAAAGAGaAAAAGTGGC 62.888 155

HM_3109 contig40095 GAG 3 12 CAGAAGCTCGAAGCTGTTGAAAAT 63.251 CTAGTgTTAAGTCTCAGTCGCAGcC 62.873 155

HM_3110 contig05442 CAA 3 18 TTtGgagtGAGAGAGGAGAGAGGA 63.079 ATCCATTGCTGTTGATTTTGCAT 62.736 120

HM_3111 contig28076 GAT 3 15 AGAGGAGCTTAATTCTTTCCCGAG 62.504 tTgTTAGGGCAGTGAAGTGATGAA 63.048 143

HM_3112 contig31693 TTC 3 36 TGAAtGACCTGTAcAATTTTAcGCA 62.676 AACTAGTAATAAtcCGTGCCCGTG 62.464 158

HM_3113 contig15842 CAG 3 15 CATCGCAATACcAACAtcAACATt 62.962 AAAACTTCATCATCAGCCAAATGC 63.553 109

HM_3114 contig33409 AGA 3 15 ATAaCTGCATTGGACACCAAACCT 62.936 ATGTCGTCGCTTTCAATGGC 63.41 147

HM_3115 contig23411 TGT 3 15 ATGTCTGCAACGGCTCTGTACTC 62.966 TCAATTCAcATCATCACCATCCTC 63.24 102

HM_3116 contig01116 GAA 3 15 AGTGGTGGAAGGAGGAGTACTGTG 63.011 CATCATCCTCCCTAGGCCAATAAT 63.47 132

HM_3117 contig31592 CTT 3 24 TTTGTCTtGTCTGCAAAACAGCAT 63.189 TGTGATCATTGCAAAGGAAGAAGa 63.141 144

HM_3118 contig10191 TGG 3 12 gTATAAAAaCACCAGTGCCAGCG 62.871 TCAGAGTAATGGAAGCTTTAGGCG 63.039 158

HM_3119 contig36086 TTC 3 15 TCCAGTCACCAACACGTATTTCAT 62.726 ATAGCAGTTGAGAGCAGGAAAGGA 62.824 106

HM_3120 contig27076 CCA 3 18 AcGACGAtCcTCCTTTCTTGCTAT 63.612 CACAACCGTCAACCACCATAATAA 62.843 137

HM_3121 contig05274 AAC 3 18 GAAGGAAACTGATAGGTGGTGTGG 63.111 TACCTTTTGCAGTTCCACTCACAG 62.737 160

HM_3122 contig43022 GAT 3 15 ATGATGCTGATGTGGAAGTCAAAA 62.938 GGAGCTTCTCTTCTGCTCTTTCCT 62.999 135

HM_3123 contig13834 TGA 3 18 TTTGATTTGGAATTTTCGTCAAGG 63.299 CTCATCATCTTCGTGGATTCAATG 62.91 113

HM_3124 contig11010 CCT 3 12 CCCCCATCTCTTTCTGTATCCTCT 63.059 TGAAcTCTAGtgGTGGGATGATGA 63.016 114

HM_3125 contig28648 CAA 3 12 TCACTAAATCGTTGACCTTTGGGT 63.019 GCCAGCCTTCCTAACCTAAGTGAT 63.114 157

HM_3126 contig26114 TCA 3 15 TAaCCAaaTACtGgAGAtGGACGG 63.312 TATGATCCTTCACGGAACAATGG 63.117 84

HM_3127 contig02033 CAT 3 18 GGAAGACTtCAGCTTCCAAAAtG 61.431 GGGTgATGGTGAGTTCCTTTGTA 62.351 112

HM_3128 contig25742 TCA 3 18 ACTGCCATTGaCAAAACTGTGAAA 62.958 GAGGATGATGATGAGGaAAAAGGa 62.761 160

HM_3129 contig15673 ACC 3 12 TAATGAGAACGGTGATACGgAGGT 63.022 TCTGCTTAGCGAACATGTCGTG 63.664 149

HM_3130 contig08536 GGT 3 12 AGGAAATGGGtCcACAAGCTTTAC 63.7 CTATTCACCACTACATTTCGCGCT 63.67 132

HM_3131 contig13216 CTT 3 12 ATCGATATGTGGACAAAGaGGGAA 63 CCAAAGCTGAtCTAATCGGaaaaa 62.72 135

HM_3132 contig13997 GAA 3 12 ATCATTTGATGCTGATTCTGacGA 63.046 GGTAtTGaGGAAGTCAGCAACGTC 63.356 118

HM_3133 contig26255 GGA 3 12 GGAGAACATGGAGCTCATCCAGTA 63.873 CCATAGCCAGctCATCCACCT 63.697 104

HM_3134 contig09198 GAG 3 15 CCGACGTCCATTTTGTTtAGAGAG 63.222 CTCTTATCCTCAAAAAGCATCCCA 62.8 137

HM_3135 contig40538 AGT 3 18 AAAAGTTGATTGGGAAGAGAAGGC 63.09 CCGGTACAACTGTAACCCTATGCT 62.548 123
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HM_3136 contig16277 CAA 3 12 CAGCAACAaCAgTCATTTTTCCAa 63.373 CTGAGGTTGCTGTTGaAATTGTTG 63.057 150

HM_3137 contig00349 TGT 3 12 AGATTTGGTGGTTGACGATTTTGT 62.923 GGATTTCATGGGaAACAAAAAGAG 62.094 106

HM_3138 contig23728 TCT 3 21 TTTTAAGTtGCGGGTCAAATATGG 63.126 ATCAGATCGAGAGAGCGAGaAAGA 63.12 154

HM_3139 contig31712 TGC 3 12 TAAAATGCTCGTCAACGTCTTCAA 63.068 TCTGTCATTCAATACAcCCCCTCT 63.102 116

HM_3140 contig05232 AGC 3 12 GTTGCTGAATTAGCCTTGCAGAA 62.86 CAAACACTGCATAAGCCTAGaGGAA 62.955 122

HM_3141 contig26609 TCT 3 15 CAAGTACTCTCACCTTTGCCCACT 63.033 TTATTATAGCTGCCGGAGTTCTCG 62.852 145

HM_3142 contig01583 CAC 3 21 AAAATGAGCAAACGCTAATGGGTT 63.99 CCCAAGTTGGAAAATGTTGAGAAA 63.403 147

HM_3143 contig11880 TCG 3 15 CAATTCCTcTtCAACATTCCCATC 62.987 GGGACTTGAAACCTGATGAAGAGA 62.987 143

HM_3144 contig40716 CCG 3 12 cTTGATATCCACCTCGACTTCCAC 63.217 GtGGTGATgGAGGaTACGCTg 62.794 141

HM_3145 contig22980 TCT 3 12 GATCCAgTtCCAGTTCgAGTTCAT 62.901 TAGTTCTGTGCGCTCAACAAAGTC 62.985 128

HM_3146 contig26768 TCA 3 30 ATTTGTGGTGTTGGATCTATGGCT 62.926 CTGTCGACGCTTCCCGTATAAAT 63.544 150

HM_3147 contig03116 AGT 3 21 TTGTGgTGGgATTCTTTCTAATGG 63.3 TAACACAGTTGCaaACACCCAAAC 63.184 137

HM_3148 contig43308 GTC 3 12 GGTAACCGAGAGATGTGGAATCTG 63.217 GCCGACAAGGTGAAATATTGAATG 63.739 145

HM_3149 contig37481 CTT 3 15 GTCGCGAATGACATTTACAAACAG 62.872 ATTTcCAcTcCAcCTcCAATCATA 62.887 152

HM_3150 contig05211 TAT 3 12 AATGTAATACAAGTTGTTTGATCTTTGC 60.117 GAGCCAAGCCACAACTCTAATTT 60.976 132

HM_3151 contig03974 CGG 3 12 CGTCCCTTTCagTCCCCTTAAATA 63.556 GATGATTCAGGAAATCTCGAAGGA 62.876 136

HM_3152 contig32745 GGT 3 12 CTAATTTTGGAGTTGGGCAAACAT 62.437 CCCTCTGTATgtTaGCCCTGAAAA 62.714 151

HM_3153 contig29426 TTC 3 18 GTTTGGTACGcAAGTGACTTTTCC 63.154 GGAATCCCTAGtCCCTAGATCGAA 62.961 122

HM_3154 contig02137 CTA 3 21 CCGTATTGGATTCTTCTGTGATCc 63 CGAGGAGAAAATCTCCACTTTGAA 62.993 136

HM_3155 contig02908 TCC 3 18 TTTTGGAACTCAATCCTCCACCTA 63.091 TGCATGACACCTCAGGACCTAATA 62.934 120

HM_3156 contig25097 TCG 3 12 CAAGTCCCTTCCTTTGAGGGTC 63.392 GGGGTAACAATTTAGGGTTTCTCG 62.989 149

HM_3157 contig38105 GAG 3 18 ATCATCCTCTGACGAAAAGCCATA 63.223 AAcATCGAGTCAGGCGAATtTAAG 62.839 144

HM_3158 contig48078 TCT 3 24 ACCATCCATTTCACCATTCTCATC 63.316 TATAGGGCTAGGGTTTTTGGGTTG 63.37 156

HM_3159 contig31987 GGT 3 15 AGAAACGGTTGGAGTCAAAGTCTG 63.02 CATCTGCTTCtTCCTCtCTCCAAC 62.898 138

HM_3160 contig34704 GAT 3 12 GGGGACCAAATCATGAAAGGTTAT 63.271 TTCAACCGATCAACAATGAACAAC 63.154 137

HM_3161 contig23679 TCA 3 18 GACCCCTTGAAATTGAAACTACCC 63.078 AGagAGTGGGAAAGGGTTGAAGAT 62.764 117

HM_3162 contig36118 TTG 3 18 GGGTTTGGTCTCACATTTTGTtGT 63.338 ATGAGCTTAGCCCTTTTTCGAATC 63.111 148

HM_3163 contig45960 GAC 3 12 TTGTACGTTGAAATGCTCGAAGAA 63.068 GAGTGAAGTGCTCTACCGGACCTA 63.137 115

HM_3164 contig47227 GTT 3 21 AAaGAaTCATTTGGACGCATCAAC 63.444 AATgGAGAACATTCTCTTCCGACA 63.318 148

HM_3165 contig46797 CTT 3 18 CTTCTTCCGAACACTCACAAACCT 63.02 ACTCGTCGCTTTCGAAGATAAATG 62.947 154

HM_3166 contig10359 ATC 3 12 TCATAGTtATtgCCATAgCGTCCA 62.763 ACTACACgGCAcaAACCATCTAcA 62.869 152

HM_3167 contig38715 AAG 3 12 CTGCACCACTCATTAGACAACCAG 63.168 ATACATCGTTCGGTTGATTGGAAG 63.329 144

HM_3168 contig28948 GTG 3 15 GaGGGgTGcTGTAATTGCTGTAGT 62.851 ACTATTGGGCCAACCACTCTACAA 63.031 145

HM_3169 contig18725 GAA 3 36 CCTTAATCTTGACcAGACcagACG 63.32 TTCATTCTTCGTTCtTCTTCGTCC 63.009 122

HM_3170 contig07831 TGT 3 12 TAACAGGaTTGGTTATCGTTTCCG 63.216 GCTCACCTACTAGCTTCAACACCC 62.639 148

HM_3171 contig45068 TCG 3 12 CAACTAAACATCCATTAGAGACACGC 62.289 CACAAACTCAGTTGAtTcTCTCAGC 61.67 122

HM_3172 contig21690 TGC 3 15 GAGAcAaGAGATCgTGTGAAATGC 62.397 GCGTAGAcTACCGGATGCAATAAC 63.071 110

HM_3173 contig37173 GAT 3 15 GGAGATCCAAAGTCTCCCATTTCT 63.062 AAATTCAATGTTCCATCATCACCC 63.103 155

HM_3174 contig17015 CGG 3 12 GGTGTCGTTGAAATCGGTCAA 63.148 GAACTCCTGTTTGTTGTGAAGCAC 62.306 118

HM_3175 contig11335 AAG 3 18 GGgTCTTtCTTGGTTGTTTCCTCT 63.08 CAATCTCTCAACCGACATTATCCC 63 139

HM_3176 contig38175 GCA 3 12 CACAAGATAATGGTTGTTGGTTGG 62.513 TCCtaTCTCTCgcTCTCtCACACA 62.815 160

HM_3177 contig43833 TTC 3 15 TGGGACATTTTGACCCCATAATAG 62.993 GATTTGGAACAGCTGAGCCTGTAA 63.867 159

HM_3178 contig51600 TTC 3 12 CTTTCTCTGCTTCAAAGAACTCGC 63.044 TTCCCCTGAGACGTGTAAATCAAT 63.009 159

HM_3179 contig02854 ACC 3 15 TCAAAAaTCCAGCATGGtATCAGA 62.821 CAGTGTCGcaTGAATagtGTgaTG 62.757 126

HM_3180 contig16762 CCA 3 12 CACCACCCAAGTATAaGTCCGC 62.817 gGGGTGGtGGAGAGTGGTAGA 63.565 128

HM_3181 contig29401 GAC 3 15 AGTACGCAACACCATTAGCTCGAT 63.28 CATGTTCATGGACGAAGAAGAGACT 63.025 139

HM_3182 contig01118 TTC 3 12 CGGTTATATTATCATCGTCGGTGG 63.422 GGTACAAGTTGtTCTCACTAGTGTCGC 63.569 152

HM_3183 contig52363 GGA 3 18 CTCCTCTTGCATCATCTGGGTATT 62.8 CCACTTCACAGCTACCTTTTCCAT 62.822 141

HM_3184 contig24021 TGG 3 12 GTcGAAATTGGTAATGTGGGTGTT 63.133 TcCAAGCACAATTCCAGATGAAC 63.471 158

HM_3185 contig04242 GAG 3 18 AGTGTGGGGAGGGCTACAGATT 63.32 TTGAGTACTTGAAAGGTGATTCCCA 63.115 146

HM_3186 contig14000 TTC 3 12 GAGTCTCCATTTTCAAGTGGCTGt 63.027 AGTTCAATCAAAAGtTGCGGAGAC 62.936 153

HM_3187 contig21757 TCA 3 21 AGCCTtATCATTCTCAATCGCAAC 62.843 GAGTGAAGTCGTTTCGAACCCTAA 62.921 160

HM_3188 contig43754 AGA 3 12 GAAGAGTGTCTTGAGGCGAAGAAC 62.925 CCCTAAGAATCGAAGTCCCCAATA 63.552 156

HM_3189 contig29290 CTC 3 12 TCGATCGGTGTTTATagTCCATCC 63.322 TTTTCGGAAAGAATCAACCCtTCT 63.366 82

HM_3190 contig23735 CCG 3 12 GTTCGTCCCATCAATCAAATAACC 62.706 AATCCAAGAGAACATCAATGAGGG 62.672 151

HM_3191 contig14523 CTT 3 15 AAACCCAGAACCCACcTCAATAAT 62.983 GGAGTTTCATgGcTTTTCAAGAGA 63.009 100

HM_3192 contig13751 CCA 3 12 TTCTAATACCAGTTTCCCTGTGGC 62.619 ATGATGGGGAAGTACATGATACGG 63.112 113

HM_3193 contig45405 TGA 3 21 GCAAAACCCGAaTAGAAACAATCA 63.327 GTCCTCTTTGTAGAACTCCGGTCA 63.01 121

HM_3194 contig47501 GGA 3 15 ATGTCCTCTGAGAATGGTGGAGAC 62.994 GTCATGCTGTTGTCGTTTGTTGAC 63.983 104

HM_3195 contig28926 CTC 3 12 CTTCTTGCGCTTTTGTAGCTGAAG 63.761 CAAGAAGGAAACAGTTGGTCTGGT 62.906 148

HM_3196 contig27023 AAG 3 24 TCACATTTTTGTCACCCATTGATT 62.5 TCAATAGATaACACTACCATTTCCAAcC 61.685 108

HM_3197 contig30256 TCC 3 12 GGTAgCCTCCTTtCCtGTACGAAT 63.008 AGAGAGATCATGtCTTGtTCGTCG 62.045 82

HM_3198 contig51368 GGA 3 15 GGACCCAGTTCACGTTCGAG 63.008 TCtCCTCTCCCTCTcCCCCT 63.829 160

HM_3199 contig22621 CAT 3 21 TTGATTTTGATGGCTTCTTCTTCC 62.802 GTGTGTTTACTGCATCCACCTTTG 62.856 156

HM_3200 contig44738 CGA 3 15 CAGTGAATCTCTGGGTTTCgAACT 63.01 cagaccggagaccctaaacatCT 62.883 148

HM_3201 contig10411 CCG 3 15 CCAATCTTACTTACAGCGTCACCA 62.541 AGAcGTCGTTGAGGAgtACTTTGG 63.033 156

HM_3202 contig02820 GAA 3 15 TCCGTAGGATTGGAGGAGTTCATA 63.095 GAGGGGACTCACTCAGATCAATGT 62.994 122

HM_3203 contig13293 TCA 3 15 GGAGAATGAATCAGGTGTTATCGC 63.129 CGGCTCGATTGATACCCAAAT 63.226 159

HM_3204 contig03836 AGA 3 21 GAGGGAAAAaGTTCTGTGCTGAAA 63.019 CTCTCTaAGCTCATCACCGCAAGt 63.362 89

HM_3205 contig38943 TGC 3 15 AaTGCTGCTAGGACAAAAGTCCC 62.925 TAGATCCAGACCaACAACAACAGC 62.622 159

HM_3206 contig06062 CGG 3 15 CCAGATTTACCAGCCTATtGGTCA 63.421 TAATCGTTGACTGCCTCATCTTCA 63.154 156

HM_3207 contig42463 TTC 3 12 ATGTAGCCGACCTCTTCTTCTCCT 62.999 GGAcACAGCAGGGGtAAAtcAG 63.016 125

HM_3208 contig25020 GAA 3 12 AaCCTACCACATCTGTTTCCTCCA 63.111 AAGAAGGTcgTggtaATGAAGCCT 63.511 102

HM_3209 contig22920 TGT 3 12 CTTGTTCCTCACCAGAACCTCACT 63.115 aAAAACAACCCTTTTCACAGCAAA 63.036 138

HM_3210 contig13312 TCT 3 12 GGAGCCTTTGAAGAACCCTTACTC 62.793 CTGGGTTTGGTAGAGATATGGTGG 62.894 151

HM_3211 contig12629 TCG 3 18 aCACCAACAACGTCTTCGTATtCA 62.856 AATTTCGATcCTcCtCCAAGTTTC 62.974 136

HM_3212 contig28096 TTC 3 12 GTCGAAACATTGGCTTTAGACACC 63.146 GGACAATGAAAATCCAAATcgaAA 63.201 138

HM_3213 contig00604 TGC 3 18 CAATTGCTGGTGGTGGTGTACTT 63.275 CCAACAGTACCCGAAcCtGAATAA 63.319 133

HM_3214 contig09742 AGA 3 15 CGAGGAAAGGaCAGGACtAaGTGA 63.107 AACaTAGACaTTcCaCAAAAAtGGc 62.356 122

HM_3215 contig25264 AGA 3 12 CTTtttgcTTTtGTtgTGTCGTTG 62.975 AGAGCATCGAATGTTGACAGTGAC 62.846 145

HM_3216 contig12590 AGA 3 18 AAGATGACACTgCAAGCcAAGAG 63.055 CATGCTAGGGCTCATTACCAGTct 62.936 135

HM_3217 contig47779 GAG 3 18 AAGATACTCCTTCCAGGCAGTGG 62.999 ATTGTATGAGGAAGCTGGCACTGT 63.368 155

HM_3218 contig10416 ATT 3 18 TGCtGCTGCATATACCTCTTAGCA 63.307 CGATTACAGAAGGAGTGAGCAACA 62.842 154

HM_3219 contig46872 GAT 3 24 AACCTTAATGGTCGACTCTTTTGC 61.944 CTCTACGTCCACCACGTTGATCT 62.706 133

HM_3220 contig42576 TGA 3 15 TCATGGCACTATAAGATGGTGGTG 63.154 CCACAACAAAGATGTCAAGATTGC 62.948 93

HM_3221 contig00689 TCC 3 12 TCCTGaGTCCGGaCaaaTTAAAAA 63.002 GaCTGCGagTTAGCAAGTGAAAGG 63.675 146

HM_3222 contig37020 TCT 3 15 AAGCCTCACAATGCATATCAACCT 63.15 ACTGAAGGAGGAGGGAAAGAAGAA 62.958 127

HM_3223 contig29560 GAA 3 12 tGAAAATGGCTTCTCTGATTCCTC 63 AGTACAAGACACCCAAAACCCAAA 62.918 151

HM_3224 contig01951 AAG 3 15 TCAGACCTGAAGAAGAAGCTGTGA 62.812 TTTGTCTTCTTCGTCTCCTTCGTT 62.71 159

HM_3225 contig28910 TTG 3 21 TCCGTATCCTTCAACTTCTCGAAC 62.91 GACATTAGGCTTTCCACTAGGGCT 63.114 143

HM_3226 contig25478 ATA 3 12 TCATTAACCGAGAATCATTGAGTG 60.364 TTaCaAAACTCTTGATTGAgATCTgG 60.058 160

HM_3227 contig13440 CAT 3 21 CCAGTGATTTGAGACGCGAAAG 64.254 CCATTTCTCAGACTCGAGCAGTTC 63.774 148

HM_3228 contig03943 CCA 3 21 aTCAATCCTCCTCCTGCTCCAC 63.986 GTCTCGGTGGGAACTCTGAAGATA 63 127

HM_3229 contig21041 CTT 3 12 CGTTGGTGAACTCAGCAAGAGATA 62.842 CTCCAGCAACAAATGGAAGAGG 63.225 154

HM_3230 contig31282 TCA 3 24 CTCTTGTTCGAACCATTCTCAACC 63.325 TTTTTCGATACATACAGTTGCCGA 62.761 160
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HM_3231 contig00542 GAC 3 12 GGGTATTAGGGTTATGCGCCTC 62.915 CATCGGTCCTGaAACAACTATcCt 62.698 148

HM_3232 contig15523 TCT 3 12 CGCTATCGCTCTTATCTTCTCCAA 63.138 GAGCACAGAcGATGAGtAcGAAGA 63.071 141

HM_3233 contig45980 TGC 3 12 CATCGATGATGACGACGACTTCT 63.722 GCTGTGGACCGTAATACCAACAGT 63.474 108

HM_3234 contig18669 GAT 3 12 AATGTTAAAActgTTGGATTGGGC 62.342 GAGTTcgTGATCTTCGAACCACTT 63.027 128

HM_3235 contig31008 CTT 3 18 GCTTCCTGATTCCTTAACTTTCCG 63.481 TGAGGAGCTAGAGCATGAAGATGA 62.714 139

HM_3236 contig46882 TCA 3 12 CACCACCCTCCCTATCTTCTCTTT 63.068 GAGACAAGGGAAAGGGAAAGGAC 63.573 120

HM_3237 contig27039 TTG 3 12 ATACACTGTACAAcGTTCCCCGAT 62.838 ACTTAGCGCAGAAGAAATCAAACG 63.064 159

HM_3238 contig29245 CTC 3 12 AACCATTGAAAGATGATCCCAGAA 62.987 gGAGATTGGAGGacTTGGGTTTAT 62.769 146

HM_3239 contig09618 TCA 3 12 CCATTGGAGAACACAGAaGAAaCC 63.212 CaTTACACGGCAATGAATTTTGTg 63.376 154

HM_3240 contig19291 GAT 3 18 GATCTCCAGATtCTGCGTTTTCTG 63.544 GTCTATGGAGGCTTGTTGtCGTCT 63.04 147

HM_3241 contig01821 CCA 3 12 GTCCTGGAATGAAAAACCCACC 63.838 GGTGGCGATTaTGGtTGTGATAAT 63.037 160

HM_3242 contig33144 CTT 3 12 CTCCTCAGAGAAATCCTCATCGTC 62.77 GTCAGAAGaGAcTTGGaACgGaAA 63.111 102

HM_3243 contig45047 TCT 3 24 CACAGTTGTTGAATAGATCTCCTCTCAG 62.839 GaaAAGtTacTgGaAggGaAAccc 62.397 136

HM_3244 contig14423 TCT 3 12 tCGTAAACTACTGTTtCcAATAGCATGT 62.359 AGTcCCgTgGAAATTCTTCTTCTC 63.181 94

HM_3245 contig05837 GGA 3 15 AGTGTCCTCCTCATCTCTCCTGAA 62.871 CATCTTCGTCCAATCaATCTTCCT 62.786 145

HM_3246 contig09342 ATG 3 18 GAAAGTCCCCACTGgATTAAAAGC 63.289 gCATgCTCAAtTTCaATCATCATC 62.842 109

HM_3247 contig19477 TGA 3 30 TGGTGCTGCTGCTTTGATAATACT 62.269 TGATCAAACAAGATTGGGGACTAA 61.861 160

HM_3248 contig23957 TCT 3 15 CACTCAAACCCAATTCCTCAAAAC 63.006 CCAAATCACCATTATCACAAGCAA 63.046 129

HM_3249 contig30946 CTC 3 12 GCaGAAACAGCTCTGCGTTTaGTA 62.185 TAAACAAAATGAGGACCAGGAGGA 63.091 155

HM_3250 contig17688 GAA 3 12 ATCCTCAGCTCTCTTCTTTGCCTC 63.72 agGtTATGtTcGTGGACTTGGGTA 62.921 105

HM_3251 contig29762 CGG 3 15 ACGTCGTTCTTCTCACCTCTCG 63.141 GATGAATCGaAGCTCATCTGAgTg 62.489 159

HM_3252 contig26293 CTG 3 12 GCTAGTCGAGCTGACGGGAATTA 63.97 ATCTCACCAGTTCCAAACTTCGAG 63.01 100

HM_3253 contig33758 AAG 3 12 AGCATCGCAATTGAAATGGATAAA 63.732 CTCTAACCCTTCATCCCCAATTCT 62.863 160

HM_3254 contig08025 CAC 3 12 TGTtCGTTGCAACCTGACCTAGTA 63.07 ggTGGGTATGATAGTGACaTGCCT 63.349 143

HM_3255 contig23824 CAC 3 12 GCCTCATTACGTtACACAAGCCTC 63.268 CAGACATTGACTTTTCaAGaAAAACG 62.37 159

HM_3256 contig11271 TCT 3 21 GATACTGGCCAAAACaCGGTAATC 62.841 AAAACGGaAGTCCAAAGAAATTGA 62.22 131

HM_3257 contig48129 GCT 3 24 AAGTTCTGTGAGGgTTTGATGAGG 62.895 tCCtTTTCAACATctCCTCCACTC 62.987 126

HM_3258 contig17205 TCA 3 15 TTGGTGATGGAATGTTCCTAGACA 62.803 TgaGAATTTTCCtCCAGGAGACAG 63.085 135

HM_3259 contig09403 AGA 3 15 AACAACAAGAAATTGAGCCCCTTT 63.296 TTTTTCACCTGCTTTAGAGTTGGG 62.821 89

HM_3260 contig06293 ACC 3 12 TACAAGCTCCTGAGGCTTCAAATC 63.133 CGCAACATTCTAGGGTTTCTCATT 62.729 155

HM_3261 contig02206 GTG 3 15 TCTGGTTAACGATTCGATGAGTGA 63.038 CACTCAATTTCTCCAAATTCCCAC 62.996 134

HM_3262 contig18156 AAG 3 12 TATTGCTTTTGGAAATaGGGATGC 62.45 CACAAAACAAATGAGCTTcTTCTTCA 62.954 148

HM_3263 contig13545 TTC 3 12 TATTATTTTtCTTGGCCCGTTGTG 63.126 AGGATGCTTATGGATGATGAGGAg 62.789 136

HM_3264 contig41767 GCC 3 12 GTAAGTATACGTGTCCcTCGCCAC 63.06 aACTTACCATCCTTATGCAATgGG 62.328 154

HM_3265 contig14916 CCA 3 15 CAATtGTGGACACTCAAGTCAACC 62.933 AGGGTGGTCTTGCTAAGATCAATG 62.811 133

HM_3266 contig19137 CGA 3 18 TTTCTCCGTCTTCAACCTCATCAT 63.318 CGAGTGGATGAGAGAATCGGTATC 63.323 145

HM_3267 contig04118 ACC 3 12 GCTTTCTTGATCTGAACTGGGAAA 63.009 GCCACCACAAGTCACCTATGAAC 62.938 140

HM_3268 contig28016 ACC 3 15 CTGATTTCGAGCAAGAaCAAGGAT 63.022 AGCCATAAGTGTAAGGGTGTCCAA 63.031 139

HM_3269 contig36258 ATC 3 12 CTCCTtCGTCTCTCACTTCGACAT 63.34 GACTACCTCCGAATCGAACTGAAC 62.498 88

HM_3270 contig28884 TAC 3 15 CGGTGAAGGAAGTGAcACTAACAA 62.619 TATCAACTTAGCAGAtcgagCCAC 61.921 94

HM_3271 contig40962 GCT 3 12 AAGCATCAGATTTAACTTGtCCGc 62.854 AAGCCAAAAGTACCTGCTAGAgCC 63.331 133

HM_3272 contig36730 ATC 3 15 TCCATCGTCACTACCATCATCATC 63.253 CCCTCCTAGAGATGCAGTTGCTTA 63.129 88

HM_3273 contig01432 TTC 3 12 GGGTTGGAAATTGCTGATGAGATA 63.42 TTGAGGGATCATCAAATTCATCCT 62.977 142

HM_3274 contig19742 GAT 3 21 TCCAACCATGCACATAAAGAGAGA 63.038 CTCGGGTGGTGGTTCTATTACAAA 63.319 160

HM_3275 contig01039 GGA 3 21 CTCTGGATCATTCACCATGTCGTA 63.362 CGTGATGGGATCGCAAATAGTAAT 63.237 93

HM_3276 contig37481 CCT 3 15 CCACAaTCGTCGTCTACTtCTtCA 62.724 TGACCTTGGATACATTGACTTcCC 63.419 98

HM_3277 contig11558 GAA 3 15 CAAGGTATCAATTGTGGTGCAAAA 63.055 CGATTTCAGTCGCTAGCaAAAAGT 63.064 141

HM_3278 contig06417 GAT 3 24 CGCTAGTCTTCGATTCTTCTTTGC 62.851 CGAATCATCAACGGCttcTTCtT 63.849 106

HM_3279 contig01074 GAC 3 15 ATGGGGGACAGGAAgAAGAAGTAG 63.068 GTAAAAGCGATCTCTCCAATGACG 63.341 105

HM_3280 contig14882 CCA 3 12 AACCAActGTTCCATCATAGAGGC 62.713 CTaTAATTGTGCTTGTGGTGGTGG 62.642 118

HM_3281 contig07952 GAG 3 12 GAGAGGAAGGGTTTGAGAAGGCT 63.486 GAGTGGGTGGTGCTAGGATACG 63.03 131

HM_3282 contig21615 ACT 3 12 CAATTACGTTAACGACCCCATCAT 63.03 TGTTCGAGTACAGAGAAGCGAAGA 62.739 141

HM_3283 contig00329 GAG 3 15 GAGTGAGATCAACGGCGTGAC 63.178 GACCaAgAAACCGTCAATCTTCC 63.206 146

HM_3284 contig00179 TCG 3 12 GTGTTGGTGTAACAGGTCTCCTCC 63.236 TATGTCGTACTATCCCTCAGGCCA 63.954 153

HM_3285 contig15571 ACC 3 12 ATTTTCAgCTCAAACCCTAGGAGG 63.086 GAGACGTCAATGAGGGGTTGTATC 63.12 83

HM_3286 contig09414 TCA 3 15 ATtCTTTTGgtAGCTGTGGTGCTG 63.773 ATTAGATCCGTAGGAGCGTTGCtT 63.52 133

HM_3287 contig23340 TTG 3 12 GCATAGGACAAGTCTCCAACCATT 62.713 TGGAGATTTAGGTCTCACAAGCAA 62.294 99

HM_3288 contig08452 TTC 3 12 CcaGGcTTACCTCAATCATCTtCT 62.085 ATCTCtGTCTCTTGATCGCTCTCC 62.577 91

HM_3289 contig37964 CAC 3 12 GCAGCTGTGAATAAAACCCCAaTA 63.339 CAATGCTGCTGTTAGTGTTCGAGT 62.883 123

HM_3290 contig37224 GAA 3 24 GAGCATTGGGAAGAAGAATCAGAA 63 TCGATTAACAATGAGGGTTTAGGG 62.41 125

HM_3291 contig01407 AGA 3 18 AGAAGATGATTGTGGGTACGAGGA 63.217 CACCCAATCAAGTACCCATTCTCT 62.584 123

HM_3292 contig37768 CTC 3 12 GTTTGCTCTCTTTGCTTCTCGAAC 62.949 TGAGTTTGACTGGGAACTTGATGA 63.132 136

HM_3293 contig36013 TCT 3 12 ACCCcAAAGACTAAtcAAcTtCCC 62.78 AATGGAAAAcTTCTGTTTGGGTTG 62.508 134

HM_3294 contig23186 GGC 3 12 ATTTCTGTTGTTGACGGAGGATGT 63.128 ATCAATCCTCCTCTTCTGGCAAAC 64.013 122

HM_3295 contig17270 TAC 3 15 TtGTCACTAAgATgAAaCCAAAAtCG 62.558 gAgGATTAtGATGAGTAATGGcGG 62.915 105

HM_3296 contig00967 GAG 3 12 TATGTAGAGAGGACgAAACCCACc 62.698 CCTCCTCAACTCCTCTCCtTTCTC 63.161 152

HM_3297 contig11075 GAA 3 15 ATCAAaGCATTCtGTTATGGCACA 62.861 GAAgGGACGCATCACTAGaAGAAA 63.022 149

HM_3298 contig45501 GTG 3 12 TGAAATTGAAATTCCTCTTGGcAT 63.009 TCCACCATCGTCCCTACTATTCTC 62.686 124

HM_3299 contig41279 GAA 3 12 TACCAAacgATGATCCACATGTTC 63.042 aCCAAcTCaAGtgaATTCTTCCGA 63.325 134

HM_3300 contig44408 AAG 3 12 TGATTTATGAGTAATACCGAACAGGGA 62.933 TTGTATGGCTGATGTGTGGATTTC 63.159 122

HM_3301 contig48790 GTT 3 21 AGAGCCAATGATGTAATTGGGAGA 63.112 AcCTCTCCTCCTCATCTCTTTCGT 63.077 139

HM_3302 contig41620 ATC 3 15 TTCTCATCAAGCTTATCCCCAAAG 62.8 GaAGGAGAAGGAGAAGGAGAAGGA 62.738 126

HM_3303 contig21571 GAT 3 15 TAaGAAATTGAcGACCCGATTCAT 62.912 GATGACGTTTTTGtTGTCCATTTG 62.629 155

HM_3304 contig06287 GTA 3 15 TCATTGTGAGGAATACGATGAGGA 62.91 GCgCCACTCaCTAACTCCATTTAT 62.757 154

HM_3305 contig38476 TGT 3 12 ATGTCATTATCATGAACGTtCGcA 63.607 CCAGCaGACAGACTAAACGTGGTA 62.75 144

HM_3306 contig00624 CCT 3 12 TTGCTGATCTCGAACAACTCACTC 63.057 GAAAATGTCGTCGATTGAGAGACC 63.336 114

HM_3307 contig37015 ATC 3 21 CCATCTCTGCTTTCTGATCTCTCC 62.887 TTGTTGATGATcCTTCTCCTCCTC 62.977 137

HM_3308 contig03936 GTG 3 21 AGTGGAAGAAGGGTAAGAAGGTGG 63.076 GACCCGCAACATTTTGtTAACTCT 62.646 87

HM_3309 contig12225 CTC 3 12 TAGAGGAATGGATAGGAGTGGCAG 62.897 CgGAAGGAAGGAAAGTGAGAGAT 62.236 121

HM_3310 contig45509 CGG 3 12 ACATATTGGTGGTTTTCCACCCT 62.685 AATCTACTTTGGGGATGTGGGtTT 62.983 139

HM_3311 contig09205 AGA 3 12 TCGGCTAGACATTCTTGGACTAGG 63.019 GCTGAGGGTCAGAAATCCAGTAAA 62.91 120

HM_3312 contig09760 TCA 3 12 TAAGGCATTTACCACATaTCCGCt 62.854 CAATTTCAGCAACAATTcCAAAAG 61.939 144

HM_3313 contig31687 ATG 3 12 CAAGCAAACTCGAATTCTCATCAA 62.731 TGACACTATTATGTTGTGCGATCAAt 61.781 98

HM_3314 contig14055 TCT 3 12 GCCTCCACAAAGGTTCTGAAGTAT 62 GCATAAATGTCAACAGCAATGAGC 62.992 107

HM_3315 contig08062 CGA 3 12 GAGAAGCTCTGTGATGTCCAGTTG 62.599 GAGAGCTATGTCGAGTTGGAGATG 61.63 147

HM_3316 contig19834 CTG 3 12 GGACTCGAACTTGTTGAGCTTCTC 62.925 CGATCtTCGACaTAAACGCCAT 63.365 137

HM_3317 contig13670 GAA 3 12 ATCAGTCAAGCACCCACTCCTAAG 63.023 AGTGcTTGAAGGAAAATGATGGAG 62.91 131

HM_3318 contig36774 TTC 3 18 CGTCTCAtAaTGCATTCCTCGAa 63.465 ATTTTCCtCCTCCTAATCTcACCG 62.971 101

HM_3319 contig30229 CAC 3 21 GGCATACCTTGGATGTTCTTCATC 63.016 GATAGGGTGGTCATTTGTGGAGTT 62.484 159

HM_3320 contig03518 GTG 3 12 TCAGCAACAGGATCTGTATTTGGA 63.038 GGCTTCTGTGTCTCTCAACGGTAT 63.04 156

HM_3321 contig02203 GTG 3 12 CGAAATTGGAGAAGATTTGGAGAA 62.787 CAAACACAGACTTCAATGGCAGAG 63.272 133

HM_3322 contig15813 AGT 3 24 AAAGGGACCTACCAGTTCTCTTGG 63.076 TCaGATGAAATATGGGATGTgaCG 63.132 142

HM_3323 contig37688 TCT 3 24 ACTATTTCTTCcTTCCGCTGTTCc 63.102 ACTGTGACTGTGACTGTCGACCC 63.892 155

HM_3324 contig29879 CAA 3 15 ATGTGTGCGTCTCCAaCATGTaaC 63.309 acggtgacgacgataaagaagaag 62.933 122

HM_3325 contig21752 GGT 3 15 AGTTTGATAGtGGGTCGAACATGG 63.438 CGATCTCAGCTTTTCTCAACCCTA 63.117 116
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HM_3326 contig31282 GGT 3 15 CGATGTTGATGGGTATTTCTAGGG 62.8 GTCACCaAACACTTCACTCACACC 63.06 160

HM_3327 contig06952 GGT 3 12 cTGATTCGAAgCTTGAAaCCcTTA 62.919 aACTACTACTGcCGCAAGGTCAAc 62.972 137

HM_3328 contig05790 TCA 3 12 GGATGCTAGATTGATCACCGTTCT 62.816 GAAGATAAACCAGGGCAAAGGACT 62.995 160

HM_3329 contig13026 CTG 3 12 TTTTtGTCAGAGTCAGGGTCAGTG 62.81 ATGGTGATGATGATTTGGtTTCCT 62.789 142

HM_3330 contig33421 TTC 3 12 GAGGAAAGTCCAAAGCTTCTTTCC 62.888 AATGGTGAAGGTGGACTTGAAGAG 62.895 96

HM_3331 contig46631 TGA 3 12 CTCTCCTACTCCTGCTTTCTCGG 62.995 CGCAGCAAATCTATTGACAAACAG 63.081 150

HM_3332 contig11764 GAT 3 12 CAATGGCcGAAATACTCAAGAATC 63.021 CCCaAAACCTTTAGTTCTTGACCC 63.176 140

HM_3333 contig10796 TGA 3 12 GGCAGTTTCAGAGATGTGAAGAGC 63.794 AgGTTCTAGGGATTTGCTTTGGAC 62.995 145

HM_3334 contig30289 TGA 3 12 TATATGGGTTCAGAAATGTGCAGG 62.211 ACCCTTCATCACAGGAATCAACAT 63.004 141

HM_3335 contig39879 TCA 3 12 ttaacctccttggATTAAGCATCG 62.626 TCGATTTGGATAACATTCTTCCGT 62.912 154

HM_3336 contig33331 TCC 3 15 CAGAAGTAGATCCTTCGCTGTCGT 63.25 GGACGACGACAGAGTTTAATGAAGA 62.935 90

HM_3337 contig37637 CTT 3 12 GTCAACTTGGTCCTCTTGCTGATT 63.027 TTGAGAAGGATCTCCAGAAGAACG 63.199 142

HM_3338 contig47284 ATA 3 15 ATTGTATCAGACTCATGCCACAGC 62.639 GGGTATTATCACCACCTGCTTCAC 62.926 124

HM_3339 contig47542 AGG 3 12 AATTACCACATAATCCAAACCCCA 62.41 TGCGACTGCCACTATTATGATTCT 62.138 157

HM_3340 contig49823 ACAAAA 6 24 AAAaGCAGCACAATTCCTTACGAC 62.864 cCtcTTGTTTCCAGCTGATAATCG 63.324 152

HM_3341 contig46826 AAAATA 6 24 AAACAGGAAACGATTGAAAGCAAA 63.134 AAGTCGTCTTCTCTTCTGCTCGC 63.688 119

HM_3342 contig06712 CTCTGC 6 30 AAATCACCAAACGACCACTCTCTC 62.912 GTAAGCGGAAGAGGCTAAAATCGT 63.13 158

HM_3343 contig26351 ACCACA 6 30 AACAAGCAGCGTCTGAAGGTCTAC 63.275 CACAACAAGTCCTTGTACTCCAGC 62.307 145

HM_3344 contig04858 AATCAA 6 24 AACACCAAACATCGACAATCAAAA 62.629 TTATGGGTAATCGGAGGAGGATTT 62.971 153

HM_3345 contig05166 CGGGGG 6 24 AACGAATTTGAGATTAGGAAGGGG 62.783 tCTCGCTGTCTCTCCTATCTCCTC 62.68 134

HM_3346 contig23500 CTATTC 6 30 AACGGTTCTTCCTCTTCCACAAG 62.995 GCCCTTTCAGTCTCACTTGAACAT 63.027 152

HM_3347 contig34678 CTCCTA 6 24 AACTGGAAAATGGAGTAACCGTTG 62.521 TCTCCTCCTTAGGCTTTTGATTTG 62.109 155

HM_3348 contig46571 AATCGA 6 24 AACTTTTTCAGCTTCTCCATCCG 63.008 GTTGAGCACTTTCAGGAGTTTTGC 63.573 119

HM_3349 contig48362 GATGAA 6 24 AAGAAACGTTtGTGAATCTCAGGC 62.936 GaAAATGCAGTGATGGtTGTCTTG 62.948 152

HM_3350 contig48544 TTGGGC 6 24 AAGAAGCAGAAGGAGAAGGAGGAG 62.873 TGGACATGAAGAGACCGTCCTAGT 63.443 113

HM_3351 contig05555 TGGTGA 6 24 AAGCTTGTAAGGAAGCCGATAAGC 63.233 TGTCAATGGTTCTCTTgGTTgAAA 62.918 129

HM_3352 contig33904 ATATAG 6 48 AAGGCATTTTGCTCCAGTTAGAga 62.633 cCCTAGCAAGGGGATaGTAAAACtG 62.448 140

HM_3353 contig13472 CGCCGT 6 24 AAGGTTGAGAATAGCCCTcTCAGG 63.285 CTCTAGAAATCCaAGGaAAAGcCC 62.69 137

HM_3354 contig36446 AGCCTG 6 24 AATACCAGCCCATTTAACCCAGTC 63.394 GACTCaCAAATCGAACTGCTGCTA 62.975 131

HM_3355 contig40866 CACGCC 6 36 AATCAAAAtaGGGgTGGCtCTTTc 62.797 CACAAGaATTTAtTGCGACCCTTc 63.03 119

HM_3356 contig11271 TTTCTT 6 24 AATCCCATCGATCACCTTCAGATA 62.99 AGGCCCAAGAGAAAATTTCAAAAC 62.9 114

HM_3357 contig49159 CGGAAG 6 24 AATGGAATCATCTATCGAAAGCCA 63.012 ATAGAACAATTCATTcCCCCTTcC 62.573 140

HM_3358 contig15246 CGCATT 6 30 AATTACCAGACGAAACTCCCTcgT 63.404 TGTGACTCTGAGGTCGATTTTGAG 62.919 146

HM_3359 contig15066 CTCTTT 6 24 AATTGCAAGGCCTCTTTCTCTCTT 63.008 GTCCATTTCTcTCAAcCTCCTCCT 63.278 106

HM_3360 contig07729 TCAACT 6 24 ACAAACTCTCTCACTAAGGCCAGC 62.425 AGAGGAAGTGATCAGTGGTGAAGC 63.241 148

HM_3361 contig35963 GGTGCT 6 24 acATATATcATTGAaGTGGCGgCT 62.953 GATCTGCCACAGAACCAGCAC 63.178 114

HM_3362 contig25439 GAGGGA 6 24 ACATTCGTCTGCTCCTGAAGAGTC 63.358 GATGGTGAAATAGAACCGATCACC 62.903 137

HM_3363 contig01302 ATGAGA 6 24 ACCACAGGAAGAGATTTAGAGGGC 63.193 GTTTCGTCTCTGATGAATCCGTTT 62.813 146

HM_3364 contig44572 AGGGTT 6 30 ACCAGGaTACGGGTAGTAAGGAgg 62.791 AAATTACGGCGAACAGGTACGTT 62.958 113

HM_3365 contig01469 GAAGAG 6 30 ACCTTCGGACATCATTCTAACGAA 63.121 GTGTACAACCTAGGGTTTCCGATG 62.921 116

HM_3366 contig09917 TCACAC 6 24 ACGATTCATGGTTTTCTACACTAACA 60.212 TGTGAGTCCCACAGTACTACTAAGAAAG 60.504 160

HM_3367 contig34510 TGGGGT 6 24 ACGCTaTGCTGAGTATGAgCTGTG 63.002 ACTCGGAGGAGTAGGAgGACATCT 62.977 135

HM_3368 contig29169 AAGTTG 6 36 ACGTGCTCTTCGGAGTAATAAAGC 62.179 TCTGTGTCCTCCAAACAAATTTCA 62.918 129

HM_3369 contig52324 CAGAAC 6 30 ACTAGGGTCTTCAACACCAGTCCC 63.93 TGGATTCGATGATGGTTAGGAAGT 63 158

HM_3370 contig06389 CATTCC 6 24 aCTTATGTTCTGgTGCaGgATTGG 63.549 cgaatgggactctgcactctctat 63.128 158

HM_3371 contig05182 TGATGT 6 30 ACTTGGTGACAGGGAATCTACCAA 63.111 AGCACATTCCTAGCACCACAAGAG 64.001 155

HM_3372 contig10209 TGGTTC 6 24 AGAACTTGGTgTTGAGAGAGTCGC 63.365 ATACATTGGATCGGAgGTgGAAGT 64.013 160

HM_3373 contig07201 GGAGAT 6 24 AGAaGATTGGAAaTGGAGGAggaG 63.156 GCATGATAAGGGGTAGGTGATGTT 62.411 151

HM_3374 contig11526 GCCTCT 6 30 AGAaGCAACGGAGGTGTTTATCTG 62.933 ATGaATACCCtCATcCTcCTCCTC 62.954 125

HM_3375 contig00458 TTAGGG 6 30 AGAGGACGCTGCTGTTCTATGAaT 62.741 AACTGGTTGTTACAAGTGTGGTCG 62.427 130

HM_3376 contig42149 GATATA 6 24 AGATAAACTCAATTGTTGGGCACC 62.523 CAGCAGCTTAAtTCTTGGGATCAG 63.432 116

HM_3377 contig06103 GATTTT 6 24 AGATTCACAATCACTTTCTtCGGC 62.926 GGGtTGGGTTATACATCAACgGTa 62.922 95

HM_3378 contig27952 GATTTG 6 24 AGATTCGAAATGAGAAGAAGACGC 62.312 CAGACACCACAAACACAAACACAG 62.747 139

HM_3379 contig37250 GTTGCT 6 24 AGATTGTTTCTGTTGCTGTTGCTG 62.869 GCCATCTAATGCGGTTAGTACTGC 63.178 153

HM_3380 contig49092 AACCAA 6 24 AGCTCATTGATGTCCGAATTGAT 62.05 cCACTCCAGTGATCATAGATTGATTTT 62.729 160

HM_3381 contig12600 TCCTCT 6 24 AGCTTCCATCTCATCATTCTCTGG 63.106 TGGAGGAAGAGGTTGagTATGAGG 62.984 149

HM_3382 contig43850 TCCTCT 6 24 AGGAAaGTAATTCATCCCTCGGTC 62.878 TCAAAGGTaAAAAGGTaCAggggg 63.459 139

HM_3383 contig20636 GGGTCA 6 24 AGGATTTGATTGAGATTGgAGGGT 63.27 AAATTGTCTTGTTTTTGGGCTCCT 63.296 131

HM_3384 contig07433 AATGGG 6 30 AGGGCATATGAGTCATTTCTCACC 62.701 GCACCTGAATCATACCCATTTCAT 63.228 104

HM_3385 contig47533 ATGGGA 6 30 AGGGGTTTATGTTGTTCGATGAGA 63.009 CAACAGTCaCCAAAGCTCACaACT 62.852 107

HM_3386 contig28856 ACAAAA 6 24 aGggTTGAAATTGTAATTTTCCCG 63.273 CGTACCtTTGCTTCTTTCCTATTACG 62.508 148

HM_3387 contig23728 GCAGTA 6 30 AGGTCACATTGGACGAAGAAGAAG 63.01 TTTTTCGTCTAGTAGGTAGGCCCC 62.91 147

HM_3388 contig00031 GGACCG 6 30 AGGTCCAGgCCTCATATTGCTAC 62.815 GCACTGGGtTAGCAACAGTcCt 62.829 148

HM_3389 contig06597 TTGGCT 6 30 AGTAGAAGGGCTTGGACTTGGAGT 62.899 AAACCTTCTCTTCTTTGCCCTTGT 62.804 103

HM_3390 contig03225 TTCCTC 6 24 ATAACAGCAAAACAACACCCGAAT 62.851 CCATCAGTTGGTGAACACAGAAAC 62.933 146

HM_3391 contig30008 TGACCC 6 36 ATAATACCTTGACGCAATTGGCAC 63.261 TATATGGATGTTGAGCCGGGTAGT 62.828 114

HM_3392 contig20857 ATTACT 6 30 ATACGAAAGCTTCAATGCGATGAT 63.158 GAAAgAgaGaAAGAgcAAgAgGGG 63.177 99

HM_3393 contig11629 CTTTTC 6 36 ATATCCCTATCagTgtGATCCCcA 62.775 AGGAGAAGGAGAAGGTGAAgGAAA 62.958 127

HM_3394 contig32152 GTCTGT 6 24 ATCAGAGGAATAGAGAGGCCCAGT 62.879 ATCTTCATcCTCCCCACTGTGATA 63.093 120

HM_3395 contig47345 TAACTG 6 24 ATCATAACTGGGTCCCTTCTGc 61.574 GTCCCACtTAcGATGCATCAAG 61.798 134

HM_3396 contig29665 CCTTCA 6 42 ATCCAATATTCCCCTGTTTCCAGT 62.974 AAAACAACCATCCCTGCTAcACAT 62.936 230

HM_3397 contig44478 AAATCC 6 24 ATCCCATCCAAGCTTTTACCAAAT 62.995 GTTATGACGATGGCATGGGTTATT 63.037 145

HM_3398 contig13663 GGTGCT 6 24 ATCCTTGGTGTCGATGATGGTAGT 63.017 TCTCtcTGGTCaACAATgGAGGAT 63.424 94

HM_3399 contig13545 TGAGGC 6 24 ATGAGCTTCTTCATGATTCTCGGT 62.6 TGCCCCAAGTATGGAGAAGATTTA 63.005 143

HM_3400 contig00715 ACTCGC 6 24 ATGAGGAATTCGAGAACTACGACG 62.923 TCCTTCAAGACGACTACGTCCTTC 63.124 139

HM_3401 contig25866 ATCTAA 6 30 ATGATCAGATCGACGGTGTAGATG 62.489 aGCCActctTCATCCAAACaAAAc 62.824 150

HM_3402 contig45872 TAGGGT 6 30 ATGATCTGTCTTGGGTCGAGAAAC 62.901 CTTCTTCTCCGCCTCTTCCTATTC 62.983 95

HM_3403 contig25526 CACCTC 6 24 aTGTGTTACGGCTTGGTTCTTCAT 63.048 CTCCACCATCACTTAATTCCAAGG 62.993 153

HM_3404 contig30571 GTTCAT 6 36 ATTACTTTCTGGGTGGGTTCAGGT 63.189 TTGGGTAGtGAAATCAGATGTGGA 62.803 113

HM_3405 contig09543 ACCCTA 6 42 ATTCAACATGGTATCAGAGCCTCC 62.701 GTCgGCTAGTGTTAGGGATAGGGT 62.913 134

HM_3406 contig26620 AACCAG 6 24 ATTCCAAAGGTTCAAAGAGTGTCG 62.809 AGAAGTTATCCCCAAATGGCCTAA 63.084 124

HM_3407 contig36366 AATCTC 6 24 ATtCCTCTCGCTAATTCGATTTCC 62.998 TGAAGAGAGAACACAATGGTACGaA 62.207 159

HM_3408 contig26677 TTCTCT 6 24 ATTTCCAACCCCTGTCTTTCTCtC 63.071 AGCGGTGGAAAGACATATTCAAGA 63.231 129

HM_3409 contig02203 TAACCC 6 30 ATTTCGTCTTCAACGTCAGTCCAT 63.242 GGGAGTTTTTgGAtGAGAGCtTTT 63.09 97

HM_3410 contig07763 TGGCGT 6 30 ATTTCTTCCACACCGTCAGGActa 63.225 CGTCCATCAGATCCACAGTTATGA 63.362 144

HM_3411 contig41290 CCGTGT 6 24 ATTTGTTGTGTcGACGTACTGGtG 63.298 AccgcTATACTGAActGAcCGTCT 62.54 135

HM_3412 contig08580 CATTTC 6 24 ATTTTCCATTCAAATGCCACAACT 62.828 AAATTACCACCCAGAAGGCGTAAT 63.016 137

HM_3413 contig41729 GGGTTG 6 24 ATTTtGGGCTGAATAGGAGGAGAG 63.078 GAATgGATCCTCACCCACAAAC 62.761 137

HM_3414 contig30985 GAGTCC 6 30 ATTTTGTCACCCTTTTCCAGATGA 62.996 CaACTCCaACTCCAACTCCAACtc 63.437 148

HM_3415 contig34936 AGAAAT 6 24 CAAAATCGCACActCCATAGCTTA 62.566 CAtTTGtTTGAttTTTCGATcCGT 63.221 140

HM_3416 contig19652 AATCCA 6 30 CAAACCCAAATCCTATAGCAGGAG 62.22 AGAATTTAAGGCACTCCCTGTTCC 62.995 143

HM_3417 contig09480 AAAAAT 6 24 CAAaGCAACCACAAAGTATCCAAA 62.34 CCCTTTTTGATCTGTTGTTTGAGAG 62.411 160

HM_3418 contig03413 GTCCTT 6 24 CAACAGCTCCACCACAACGTATTA 63.285 GCAAGCTCCAGCTTCTCCATATTA 63.046 158

HM_3419 contig28393 TTGTGA 6 24 CAACTACTGTGTCagCGTCTTCGT 62.986 CAtTTCCATCGAACAtCGTCACT 63.365 147

HM_3420 contig48758 CACAGG 6 36 CAATCAGaacTACAAgAATGTGTCCC 62.229 GTCAAGCACGTCAAAAGCTGAC 62.285 125
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HM_3421 contig13491 TCTTCA 6 24 cAaTCCCCTCATCTTCTTCCTCTT 63.156 ATGATCCCGCTGcCAATAGTAAT 62.929 138

HM_3422 contig12004 CTCTAT 6 24 CAaTGGCACATATtACAGAGGTGg 62.629 ATcaAACCaTCCCaCAAGATTGAT 62.789 121

HM_3423 contig47788 CAGATT 6 30 CAATTTTTGTTGATTGCAGCTCAC 62.972 CACACCCACAATTTCAAGAACAAA 63.146 146

HM_3424 contig47425 CACAAA 6 30 CACAAATCTTTTAGTTCCTGCAAAaCA 63.602 TCGACACGCTTTAACAAATCTCTTC 62.958 160

HM_3425 contig01258 TCATAG 6 24 CACAAATTCATCAAGTCCTGTTGC 62.948 TGGAGCATTTGATCATCTTGaAAA 62.922 157

HM_3426 contig10539 TGATCG 6 48 CACCAGATTAGCACCGTCTTCTTC 63.45 GATCATgGTCATATGGATTGGTCA 62.902 159

HM_3427 contig16196 GCTGTT 6 24 CACCATGTTATTGCCTAGACCTCC 63.022 TTCACCTTCAGATGTTACAGCAGC 62.858 131

HM_3428 contig00626 CTAACC 6 24 cAcTCCTTAAGTTTACTATGGGgATGC 63.291 CCCATTTTCCAGAcCAAGTTGATA 63.3 159

HM_3429 contig31965 CAGCAA 6 30 CACTTTCAAGCATCCAGATGAAGA 62.817 GAAGAACGAGCTTGGAGCTGAG 62.922 154

HM_3430 contig20442 TGGGGT 6 30 CagAGGAATGTCTGAAGaGAGGGT 62.337 AGGAGCTCTCAAGACCTACTGCAA 63.036 149

HM_3431 contig42885 AATCAA 6 24 CAGCAGATTTTTACGAATCGTCG 63.057 GAATTTcACAAACCTATTGCGAGC 63.154 146

HM_3432 contig42306 GATTTT 6 24 CAGCCAATCGAGGAGAAAGTtAtG 63.324 CCCAtcGGAtGTTTCAGtGTTTAG 63.837 114

HM_3433 contig52567 AGATCG 6 24 CAGCTTACATTCATCGTCAACAGC 63.194 GAAGCCTTTTGAGTGTCACCTCTC 62.809 148

HM_3434 contig20369 GCTCCT 6 24 CAGTTCTTGCACAGATTGTTCTGG 63.272 ATTTGAAAATGAGCTCAGACAGCC 63.039 157

HM_3435 contig40302 TCTCTA 6 24 CATAATCCGTCAAAAGGTTCCAAA 63.204 CTCGACTCTCTAGACCCAGTgTCC 62.896 160

HM_3436 contig19877 TCCCAT 6 36 CATCGCATAAATCTGTTTCTTCCC 63.021 GATTTCATCTGGGAGTCGAAATTG 63.099 141

HM_3437 contig52092 GGCGAT 6 24 CATCGCTCTTCtcaTGGCTGAC 64.542 ACACCAACGCCATCGTCAtT 63.654 159

HM_3438 contig12595 ATCGTA 6 24 CcACTGTtCTGTTgTGAaCCTCTG 63.267 CCTCTTCAcCCCCATTTCTTTTAT 62.677 142

HM_3439 contig27936 GACTCG 6 24 CCCCTTTAAAATTCAAACTCGGTC 63.08 CTAGTTTGGACTCTGAGTTGGGGA 62.993 134

HM_3440 contig27936 TTCCTC 6 24 CCGAGAGAAATGAATTCCGTATTTT 62.72 TAATAATGATcGGATGTGGGGTTC 62.999 151

HM_3441 contig01977 GCGGTG 6 24 CCGCACTTGATACACTTAGGTTTG 62.043 ACAGTACCGAAACTACCCCTCCTC 62.996 148

HM_3442 contig24635 GTGATG 6 24 CCGCTATGTGTGATGGGTTAATCT 63.341 CTAATGTTGGTGGCATCCCTAATC 62.815 157

HM_3443 contig15524 ACTATT 6 24 CCTCATGTTCTTGTGATTGTTGCT 62.622 AtTTTGCATAGCCGGATGATAGTG 63.344 153

HM_3444 contig36014 CAATCC 6 36 CCTCATTtCCTCAGGTTATCATGC 63.112 GAGGGTTCCTAAGTGTTTGCCTTT 63.005 159

HM_3445 contig11816 CTCACT 6 30 CcTCTtCcTCcgCcTCCTaTtAT 63.067 CTCGAAGAGGAAGGATGATTCGTA 62.996 139

HM_3446 contig24549 GGTTGA 6 42 CCTCTTCTTCTACTTGAAGGCTGC 62.116 GGCCATAACAACAACACAGATGAT 62.204 130

HM_3447 contig10211 GATGGA 6 30 CCtGGAAatAATtcAGGAGATGGA 62.566 AATTTCAGAAGAGTTGGAAACCCC 62.876 140

HM_3448 contig23289 TCTTCC 6 24 CCTGGAGTCTCTTCTCCAACaGTC 62.882 ACgGGaAGAAAACCAtAGTCCCTA 63.18 90

HM_3449 contig00245 AATTCC 6 24 CcTTcTAaTTCTCcTCcTCCAttcc 63.617 AgGAGAGGaAAGaGGTTTcCAGAG 62.651 82

HM_3450 contig02178 TATATC 6 24 CGACGACGAAGAACCAAGTTTTAG 63.337 CGGAAACATTCTGATTATCAAGGC 63.021 122

HM_3451 contig21754 TGAAAT 6 30 CGAGCTTATGTCAAACACAACAGG 63.07 AGTCGAATTTTCAAAGGCGTTTCT 63.504 154

HM_3452 contig46571 GGACTT 6 30 CGATCGGAGTATTACTTAGGCCaTt 62.745 TGCgCCAAAGAAGAGTAAGAAATC 63.043 139

HM_3453 contig34340 AGAGAC 6 30 CGATGAGGACTCATACAaGAAAAGC 62.536 TGGtTTTGtTgGaATTCtTAAGGTG 62.437 134

HM_3454 contig40506 GTGACT 6 30 CGCATTGACTGAGTTATCGAAATG 62.959 TTACGCTAAATGGGAGGAGGTAGC 63.789 132

HM_3455 contig28976 GCTTCT 6 24 CGCTCCAATGATTTGCTTCTATCT 62.937 CCGAGTTTAGAAATCCATGGACAA 63.409 145

HM_3456 contig14260 TTCGGA 6 30 CGgATATATCAAATCCGAACcAAA 63.005 GATCCGAATCCGAcacAAAATATC 62.806 108

HM_3457 contig47754 GGAGGT 6 36 CGGATGTAAAGAATCGGAATCCA 64.231 GCCTACACACCGCAACAGAGAC 64.334 156

HM_3458 contig11512 TCCCTA 6 24 CGGTCAGAGTCATTTGCTCTATCA 62.831 GAcCGTGAACGTGGTAGGGA 63.257 158

HM_3459 contig48075 TGGTAT 6 24 CGTCATTTTCtGGTGGGTTGTAGT 63.444 ATCAtTTTTGAATGGACAATTCGG 63.105 123

HM_3460 contig07763 AGATCC 6 24 CGTGTACGACCCCTCTATCTCGTA 63.653 CACACGAACTTCCTCAGCAATACA 63.609 147

HM_3461 contig30553 TTTTTG 6 30 CGTTGTTgttgaagtttttgttttg 61.892 GCTCAACAATGTTACCAAGCTTCA 62.657 120

HM_3462 contig20381 TGCTAA 6 24 CTACATCGAtCGTTTTtGCTGCT 62.759 tTGGAAGTTGGaACAActAGatTCTG 61.948 118

HM_3463 contig26293 ATTTTG 6 24 CTCACAATGCACGCATTTTCtAAC 62.985 AAATTAAGTTGTCGATTCCGTTGG 62.437 110

HM_3464 contig18449 CCGCCT 6 30 CTCACTctGATCCTCCTCCTCATC 62.859 TTCAAATCGAAGCAACAAAGATCA 63.046 134

HM_3465 contig48832 TCCTCA 6 24 CTCcATATCCTCAtcatcgTCCTC 63.201 TGAGcACCCTGtATTTGACTTTgA 63.048 85

HM_3466 contig16984 CCTCTG 6 30 CTCCTTCGACAGCTTCTCAACTTC 63.023 TGAAGGAAGAgGaAGATCATCAGG 63.076 134

HM_3467 contig18920 GGTTTG 6 24 CTCGTTTCATCCGAGTTGTTGAG 63.249 CTGTGTTTGAACTTCCGAAACCTT 62.82 122

HM_3468 contig07032 CTGCCT 6 24 CTCTTCTCTCCCACCTCtCCTCCT 64.806 GTCGTAGAGGTGCTCCGAAAGG 64.528 152

HM_3469 contig31767 TCTGCA 6 24 CTGCAAGTCTGTGATCTCATTTGG 63.265 GCaGGAAAATTATGTGAGAAAGCG 63.245 151

HM_3470 contig13941 TGACGA 6 24 CTGCAGGTAATTTGAACTCTCGCT 63.154 CtGTCACTGGTTTTGGGtTTCAGT 63.658 107

HM_3471 contig38883 CTATTT 6 24 CTGCCTGCTGGATTATTGCTATTC 63.249 GATAAGGTCTCCACAAGGTTTCCA 62.684 117

HM_3472 contig36418 CTTCTA 6 24 CTGCTGGGTTTCTTCAAATTTCTC 62.508 CATTCATACCCCTCTTCTTTCCCT 62.863 157

HM_3473 contig21866 TACCAA 6 30 cttcgttgtccttcctccagagt 63.208 CCAGTCTTCTCTTCTGGCTTCAAC 62.909 145

HM_3474 contig19743 AGCACT 6 24 CTTGCTGGATGAGAAGAAATGGAA 63.834 CCATTCCAAAACCAGCTTcAGATT 64.593 149

HM_3475 contig13367 AGACCC 6 24 CTTTCAAAGGCCTTGTTCTGCTTA 63.036 ATTaAGAAATGGCATCGGagTCAA 63.021 97

HM_3476 contig32050 TCTTTC 6 24 CTTTCTATTACCCTCTCGCTGCTG 62.741 AGTGATAGCGGTTTGAGGAGGAG 63.113 141

HM_3477 contig01018 TGGATT 6 24 CTTTTtGGGGAGATTTTGATGTTG 62.894 TAATCCCTCACGTTCACTCCATTT 63.009 131

HM_3478 contig03943 GAGGAA 6 30 GAAAGAAGAGGACGAACACGAAGA 63.225 CTGTGtTTTCTTCGACGACATTTG 63.057 125

HM_3479 contig06066 AATTTG 6 24 GAAGAAAGTGACTCCTcATCCGAC 62.68 aAGGAGAGAAAATTGGAGGGAATG 62.958 104

HM_3480 contig36981 ATCGCC 6 30 GAAGCAATTTCGAAAACgAaTCTCT 63.121 TCTGGTGGTGGGAATGAAGATAGT 63.102 127

HM_3481 contig21039 GGTCGC 6 24 GAAGGTGAAGTGAAGTCGCATTG 63.267 ACTACCTAGAAGATCGCATGCTGG 63.048 157

HM_3482 contig09524 CCTAGT 6 24 GAATCGTACACAGTTGAGAGCAGC 62.547 CAGTACTGAGTAGGGaTGGACCAGT 61.977 150

HM_3483 contig44824 TGAAAG 6 30 GAATTTCGAAGcTtCATCAAATGG 63.117 GAGTCACCCCTTCTCCTTCTTCA 63.186 147

HM_3484 contig48221 TCTTCG 6 30 GACTCTCCTCCTTCTACTCCACCG 63.919 TCCGGTTCTTCTAGGGTTAGCAAT 63.389 158

HM_3485 contig44781 GAGGGA 6 30 GACTGTGGGAGgAAGAGGAACAG 63.645 AGCGTCaACCACTCATACCTTCTC 63.04 116

HM_3486 contig10821 TGGGTT 6 24 GAGAAGAAGGTGGAGGGATTGTTT 63.071 ACAGACACACAACCATgGAAGAAc 62.49 141

HM_3487 contig08934 CCGTCT 6 24 GaGaGGAaCAgAaGGgAGGAGAGa 63.692 CGGGGACAGAGAAgGGTACG 64.134 146

HM_3488 contig03128 GCAAGG 6 24 GAGATAGAGGAACGAGGGTtGACA 63 AGAATCCTTCTGTTGCATCTTGCT 62.727 140

HM_3489 contig01940 TTGGAT 6 24 GAGGAATTCCCATTTTCTTGGAGT 62.865 CCCAATTACCTCCGTAGCTTTTCt 62.91 119

HM_3490 contig07700 GTTGGT 6 24 GAGGATggtttGGTTTGGTCTGT 63.537 ACAATCCTCTTCCACAAACCCTC 62.769 146

HM_3491 contig17272 CGACGG 6 24 gAGGCTCTGGTTTTGAAGAAGACA 63.225 AAAGGCTGTCGAAGGTACTGGAC 63.025 160

HM_3492 contig34143 CCTAAA 6 36 GAGGgTTGACCAGACTGAGATGAT 62.994 TGATAGTTGTGAAGGCGATAACGA 62.959 154

HM_3493 contig09921 GGGAGA 6 24 GAGTAGAGGGAGGAGGAAGGAGAA 62.639 TCTCTgCTACTCTCCATTGAAGcC 63.343 107

HM_3494 contig37195 AGCAGG 6 30 GATAAGTATCTTTtGGCGATTGCG 63.053 CCGATACATTCTACGTGCTGCATA 63.295 157

HM_3495 contig00456 GAACAT 6 24 GATAATTGGAAGTTCGGCTCCTCT 63.093 GAAGGTTTCGAATAAATCCCCTTG 63.072 155

HM_3496 contig43168 GCCAGT 6 24 GATACCTGACCCCTCTCCACTACC 63.39 GTATGGAACTGGAACTGGCACTG 63.042 148

HM_3497 contig38782 TCATAC 6 24 GATCACCCACAGACTTTGGAACTAA 62.711 TTAGCGAACGATACGAAGAGGAAG 63.039 126

HM_3498 contig35485 CCTCGG 6 24 GATCTCTTCTTCTTtCAATGGCCC 63.584 ATACACCGATTGGTAGTAGCCAGC 62.661 147

HM_3499 contig42730 TGAATC 6 36 GATGACGACGAAAACACAATCAAC 62.847 CAGAGTCCATTTCCTGGTTCTGAT 62.884 107

HM_3500 contig19145 CTGAGG 6 30 GATGCTGGTTCTTCAATAATTGGC 63.037 AAGcAGCTAATCAAAACCCAgTTG 62.849 145

HM_3501 contig18085 GCGGAG 6 24 GATTGGTCATACTAGCGCTCTTCC 62.537 GGAAACAACGACCACGTCTCTC 63.256 151

HM_3502 contig04246 AGTCTC 6 24 GCaCAAAAAGAGAGTGATGTGATGA 62.742 GTGTTGAAGAAAGGCGCTATTTTG 63.252 82

HM_3503 contig02066 GGTGAA 6 24 GCACCTCAGATTTTGGTTTTCAGA 63.747 TCAAGAGCTGTTAGGAGGTGaAAGA 62.821 118

HM_3504 contig27383 GGGTTT 6 24 GCATTGAAGAAGAAGATGAATCGG 63.322 AcCCTTTCAATTTcCCAAAAtacC 62.41 105

HM_3505 contig13549 ATAAAA 6 24 GCCATAAGCCAAATTATCATCCAA 63.126 TGCGGATGACTATTATGCAGTGTT 62.875 110

HM_3506 contig17411 CCTCTT 6 24 GCCCCcACTCTCTTTCTCAACTAT 63.193 GTTTTTGAAAATGAAATCGAAGCG 63.038 120

HM_3507 contig21386 GGAGTG 6 36 GCCTGTTTGAGAGACGAAGAAGAG 63.023 TTCTACTGCTTtTACAAGTCCCGC 62.957 147

HM_3508 contig09422 AGGCAT 6 24 GCGCGCTTGCTATTAGCTTATTTA 62.925 TAAAGCAAAGCCCTATCCCTATCC 62.812 85

HM_3509 contig25006 TCACTC 6 30 GCGgCCTATTATTCTCATCACAGT 62.746 GTGCTCAGAAGGAGGAAGATATGC 62.715 140

HM_3510 contig12144 GAGTTT 6 24 GCGGTTAATTTCAAGTTTATTGtcTGA 62.695 CCCAcGTTCTTCAATTTCCATAg 61.863 158

HM_3511 contig08611 GATGAA 6 24 GCTAGGGTTAGTGGGATGACTGTG 63.238 AtTTTTCTGTgAGtTTTCATgGCg 63.54 152

HM_3512 contig39951 GGCTGA 6 24 GCTcATTAATGGAAaCGATTGGAC 62.928 TCATTTAGACTGTGCAACAGCAGC 63.857 151

HM_3513 contig16986 TCTGGT 6 24 GCTGGGTCTGGGTCACTATAGAAG 62.497 CCACTACAAATGGGtTTTCTGGTC 62.907 139

HM_3514 contig04784 GCCGTT 6 24 GCTGTGGATGTGGTTGAGGTATT 62.382 TAAGCAGTGGCTATACAGGTGCAG 62.783 125

HM_3515 contig35058 CCAAGT 6 24 GcTtCTCaTCAAcAaCcaCTTCCT 63.027 TAAAAtGTcCTTCTTCCTTGGCCT 63.378 153
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HM_3516 contig34845 GGATGT 6 24 GCTTGCAACCAGAGCAATAAAAAT 62.773 GCCAAAGCGAACAACTGAAAGTAG 63.462 149

HM_3517 contig33057 TCAAAA 6 24 GCTTTCCTCCCAAAATCCAATATC 63.079 TGAACCaACCAAATTGTTGATCTG 63.137 146

HM_3518 contig28282 TTGGAA 6 24 GCTTTGTTGTTGGGATTTTCAGAT 62.62 CATCaAAGCATTTCCACCTcTAcC 63.121 136

HM_3519 contig43400 ATACAT 6 24 GGAaGGAATTTGGGGTgAAACTTA 63.459 CAACATCGATCCCTTTCTCAATCT 62.786 149

HM_3520 contig31113 GGCTTA 6 42 GGAATAGATTGTAGGAAGGGCACC 63.188 AGCAGCACACTAATCAGACACAGC 63.112 117

HM_3521 contig10673 CACTGC 6 24 GGAATAGTGGTTAAAAGGGGCAAC 63.004 GATGAAGAATCGAAGAAAAGGGGT 62.974 116

HM_3522 contig38515 GTCGCT 6 24 GGAaTCAACCTTCACAAAAaCTGG 63.006 TTGtTgagtACAACTGAGCGATGG 63.609 134

HM_3523 contig23202 CTTGAC 6 24 GGACATTGctCGTACCTGAAGACT 63.04 CAGAAAGTTGCAGAAAAACCAcaG 62.325 124

HM_3524 contig34617 ATATGA 6 30 GGACTGGATTTTAATGGCACAAAC 62.828 GACACACTGTCAAGCGAATTCAAG 63.291 155

HM_3525 contig12783 TGAAGA 6 30 GGAGGAGTAAGGTGGAGATGAAGA 62.133 GCGTATGcTCCTGTTGTCTAAGAG 61.618 160

HM_3526 contig13590 AGAACC 6 42 GGAGGAGTAATAATCATCATGGTTGg 62.903 CTAGGGGATGAGGAAAAGAACTGG 63.459 135

HM_3527 contig44545 TTCATC 6 24 GgAGTCTGTTTCtCATTTTCCgAG 62.584 TcGAAtTTGCaTGATAGTGAATCG 63.263 105

HM_3528 contig09910 ATTGGA 6 30 GGATGCGAAGAATCAAAATCAAAG 63.117 GGATCgCTGCAAAAtGAtTTCTAA 63.533 145

HM_3529 contig17091 GGAGAA 6 24 GGCAAAGAAAAagaTGCAAGAGAA 63.03 ctGCGCtTTTCCATTTCCATATAC 62.948 132

HM_3530 contig11468 AAGATG 6 24 GGCCATTACACGAAGAAATTGAAG 63.03 GGAACCTTTgGATTCTCATCATCA 63.514 115

HM_3531 contig35622 ATCCCT 6 36 GGGGATCCATGTGATATGTAGAATG 62.595 CTATTCGAGTTTTGATTGGGATCG 63.005 160

HM_3532 contig36544 CATCTT 6 24 GGGTAGTCCGACTCATCATCATCT 62.786 GCTTGGATTGCCCTTaAgAAAGTT 63.016 152

HM_3533 contig21155 GGATTA 6 36 GGGTCCAATAAACACACCATGTTC 63.544 ATTCTGGCCTTTTTAAGAGCAACC 63.016 126

HM_3534 contig33490 ATACAG 6 36 gggTGgAATGACGATGACATTATT 63.116 AAGCTAtTTATTcCCTTCAccCCC 63.621 134

HM_3535 contig13750 CTCTTC 6 24 GgGTTGTGGGTTTTTGAACAGA 63.225 CAAACTCAAAcCAGtGTCCAGAGA 62.81 134

HM_3536 contig42032 TTTAGA 6 24 GGTCTCTTCTAGCATAGCGATTTCA 62.26 TTGTTTGACTTCTTCTTGtTGTTTTGA 62.383 118

HM_3537 contig00220 TTTGGG 6 30 GGTGACAGGTGGAGAGACGG 63.119 AGTTATGACTCTCGATCCCCGAG 62.989 89

HM_3538 contig52078 CTCACG 6 24 GTATCGGtGgCAATATAATGGGG 63.311 AGTCGGTTGTGGTAGTGGCTATGT 63.163 138

HM_3539 contig49980 AACCCT 6 24 GTCAGGACACTCACTCTCGCAGT 63.295 tTCTCGTCATCGGtaAAAtCTTCAA 63.124 159

HM_3540 contig29512 ATCAGA 6 30 GTCCCAACCATCACCATACTCTTC 63.004 ATGGGTTTGGAATTATAACCAGGG 63.072 108

HM_3541 contig18794 AGATAC 6 30 gTCCTTTGTCTCCCCTAATACGCT 63.008 GCAAGGACCCAAAAGCTCTACATA 62.839 143

HM_3542 contig09563 AAGTTC 6 24 GTCTTTGAAGAAAgAGGTGTcGGA 63.111 CAAtGGGtAAACCaGtTCtTGATGA 63.321 134

HM_3543 contig37505 GGACAG 6 24 GTGCTAaTAGGTGAATGGAGCcaC 63.15 AtTACGATCATGCTTCCGAACAGT 63.15 120

HM_3544 contig26207 GGAGGT 6 24 GTGGAGGTGGTgaCGGAGAC 63.001 TTACTATCCTCCACCACCGGTTTA 62.811 101

HM_3545 contig14073 CCCTTG 6 42 GTGGTTTACGGAGGACAATGCTac 63.048 GGGCCAAATTGTCTGATACaAAAA 63.221 139

HM_3546 contig46256 GCGAAT 6 30 GTGTAGACCGCACATGAGAAACAG 63.186 ATTTGATTTCTCGGAGCTCTCCAT 63.596 156

HM_3547 contig24396 CCATTG 6 24 GTGTCTTGATTTATAAGTGCCCCG 62.935 TGCTTCTCCCAATTATCCCTATCA 62.996 132

HM_3548 contig48544 TCATTT 6 30 GTTCCCCTTTTTGTTTCTCATCCT 62.876 CCTCCTTCTCCTTCTGCTTCTTCT 62.873 135

HM_3549 contig23153 GGTGAC 6 24 GTTGCTGGTGAAGGAGGTAACATT 62.725 CCAGTgGTgGTGATTCATCTCtTT 63.649 90

HM_3550 contig34634 TGTGTT 6 24 GTTGCTTTTGGGTTtCTGTAAAGC 62.37 AACtTGTACTCTGTGCCGGAGC 62.951 148

HM_3551 contig04829 TGGGTT 6 24 GTTTGCCTCTGGTTGTTGTTCTTC 63.35 CTTCCCCTGTATAGCATCGCAC 63.042 160

HM_3552 contig49598 TGGGCA 6 30 GTTTGCTGTTGTTTGTGAAGATGG 62.958 ACCACTACATACCATCCATACCCG 63.022 159

HM_3553 contig49726 GGGATT 6 24 TAAGGTTCATCTGCTAACTTGGGG 62.714 TGAAGAGATCAAGTGATGGACAgG 62.786 130

HM_3554 contig50529 CTCCCA 6 42 TAATAAACCACCACCAtGCAACTG 62.956 CAATTGTTCTTTCTAATCACGCCC 63.03 158

HM_3555 contig27465 CGTCAA 6 24 TAATGGAAAaCACCTCCACTCTGG 63.519 GGATGAGGATGAAGATGAAGATGAA 62.776 160

HM_3556 contig47819 CTTTCT 6 30 TACCCCATGGACGTTGTCTAATTC 63.219 GATCAATCACTCACCCACaAAAgA 62.473 145

HM_3557 contig15659 CTATTC 6 30 TACTCTCTGGTCCCAACGTACACA 63.049 TCTAATGAGAAgACGAgGGGAATg 62.884 142

HM_3558 contig47847 GGCGGT 6 30 TAGAACATTTTGGTGTCGGTGTTG 63.159 CCCTATAAGTTCGACAAGTGGGTG 63.015 109

HM_3559 contig18231 CCCCAA 6 30 TAGCTAGAAATTAACcAGCGtCCC 61.984 GTTTTTAAGTCGAGTGTGTGAGTGG 61.304 100

HM_3560 contig39941 TCTTGA 6 24 TAGGCcTCCATGATTGTCAATACC 63.322 AAGATGACTCAACTGAGAAACCCG 63.01 142

HM_3561 contig41479 CTGCAA 6 24 TATAAATCTCAAGCACAAGCGCAG 62.788 TTTTTCAGGTGTGATGGTGATGAT 62.7 86

HM_3562 contig02388 TCCTCT 6 24 TATAATCTCCATTGTTGCTGCCCT 63.034 TAGACAGACTGAgGtGAGAGAcCG 62.241 142

HM_3563 contig24098 GAGGTG 6 24 TATAGAAGGTTGTGGAGCTGGAGG 62.907 CAGGGTAgtTATCCTCCgCAGTT 62.81 152

HM_3564 contig21545 TCTTGT 6 24 TATCAGTGGTCATGATTGGCTCAT 62.822 TACACTTCTACCCACAACCATCCA 62.71 157

HM_3565 contig04932 AGTTGA 6 30 TATCGACGGTGGAGAGAATTGAGT 63.331 GGTTGGGTCACACTGTCTAATGCT 63.684 155

HM_3566 contig41734 GTTGGG 6 36 TATCTATCGATCAGAGGAGGgaGG 62.038 tccgccaagcccaatagtagt 63.026 141

HM_3567 contig48866 ACGAGG 6 24 TCAAaGGAAAGGAAGCAGAGTTGT 62.71 TCGATTTCGATCTCTTCTTCAACC 63 155

HM_3568 contig11341 TCGCAA 6 36 TCACTCTCAACTCCACCAAACTCA 63.367 CTCGACGGTGATTGTTGATGTTC 63.941 159

HM_3569 contig36643 GTCACG 6 36 TCATAATCACGATCACGACCTCTG 63.481 TTAGATGGGCGGAATATCACTGTT 62.925 134

HM_3570 contig40593 TCACCC 6 24 TCATCTGACACCTTTGAAGAAGGA 62.351 CCAATGGaAAttaTGaGGcTTCTG 63.005 157

HM_3571 contig13001 ATCTTC 6 30 TCATCTTCAGAATCTTCAGAACCAAA 62.508 GGAGATATGGCAAAGCAATGTTCT 62.733 150

HM_3572 contig37866 TTCTCC 6 36 TCCAAGTTCAACACCAGATCCTTT 63.212 GCTTCTGTTTGTCAGTTGGAATCA 62.726 126

HM_3573 contig09929 GGTGGA 6 24 tCcaGAAGTGGTCAAAGAagAGGT 62.677 ATACCtTCTCACCAcGGCCTC 62.665 160

HM_3574 contig04798 ACGACA 6 24 TCCTACTCTCTATGGTGGGCTCAA 63.425 TCTCCTCGACAACGAATATGATGA 63.028 93

HM_3575 contig05605 CACTCT 6 30 tCCTCTCCATCCAAACTCAATCTC 62.977 AAgGGTGAGGGTTATACCGGC 63.41 126

HM_3576 contig30900 AGACCC 6 24 TCCTcTGAAACTGcTCtGTTCATC 62.152 GAAGATGTCAAGATTTCGAGCTTCA 63.135 137

HM_3577 contig25615 TGATCT 6 24 TCTAATTACATACATACCACCACCAGG 61.352 AAGAAGGTGACCGACCTTCAATAA 62.299 159

HM_3578 contig37989 TTCATC 6 36 TCTCCCACTGATTCTTCCAAGATACT 62.698 CATCACAGCCACAGCATTGA 61.905 158

HM_3579 contig26433 CATCCG 6 24 TCTCCGGATACTTTTGTTGCAAAT 63.03 TACCACCATCATCTCTGCAAGTTC 62.609 153

HM_3580 contig04002 GACAGA 6 30 TCTGATCCGAATCGGGAAAAat 63.917 CTTTTCCACgGAGTTGAGGAgAG 63.626 158

HM_3581 contig17824 GATGAA 6 36 tctGCcTCAACTCAAcTACcAGtg 62.944 TGTTGGGACATTTTGtATTGGAGA 62.601 127

HM_3582 contig25944 AGTTGT 6 24 TCTTCCAGTACGAGTAGTACCGCC 62.946 AAAAGGCTTCAGACAATGCAAAAC 62.851 145

HM_3583 contig46010 CTTTTC 6 30 TCTTGTTTGTCTGTCCGGGTATTT 63.019 AGGCGAAGAGtACTATCCCAGAGG 63.297 111

HM_3584 contig23725 TCTGTC 6 30 tGAAATTAGGCAccTaTGATGAaCc 62.438 CTCAAAATGATCgGGTCTAGGTTG 63.104 102

HM_3585 contig48566 TCGGAA 6 24 TGAATGAACCGaGTTATCGTCAGA 63.038 TTTGAATGAGTCCAtTTAGGTCCG 63.409 154

HM_3586 contig40575 GCACCG 6 24 TGAATTAGTACCcTCACCTGCACC 63.549 CGTCTGATGAGTCTGATACCGTTG 63.159 143

HM_3587 contig38290 CACCTT 6 24 TGAGAtCcAAATCATCTTGTCTGC 62.701 GTGCGTGGACCTACGTAAAGGTAA 63.462 101

HM_3588 contig05829 TGGAGG 6 30 TGATAATGACCCAACACATCCAAC 62.924 AtTAGTCCAACCTTATGTGCCAGC 62.647 160

HM_3589 contig07738 TTGGGG 6 24 TGATAATGATGAACAGCCCAAcAG 63.257 TcATGAATCgGGTgGTAtTGaTaa 62.397 129

HM_3590 contig14359 TGGAGG 6 24 TgATCTGGTCCAACTTCCGATTAT 63 AGCGTCACAATTCTCAGCTCTCTT 63.053 142

HM_3591 contig30136 TGAAGG 6 42 TGATCTTGATCTGACAAGCAGCAT 63.394 TCAAAGaAAATCAGCAATGGTCAA 62.932 135

HM_3592 contig31531 GATGGC 6 36 TGATGATGCTAAACCTAAAACGCA 62.872 CGAAGAAGctGaAgGAAGctGTTA 63.343 143

HM_3593 contig18180 TGTGGG 6 24 TGATTCTACGGTGACCGGTTCT 63.016 AGAAACAACTGAAGTGGTGAAGGC 63.036 109

HM_3594 contig47840 ATCCCG 6 24 TGATTCTCCTCGCAAAAGGTATTC 62.815 TCTAGACCTAGACCTGCCTCTTGG 62.382 130

HM_3595 contig19766 TTGTGG 6 24 TGATTCTGATCTGGGTCGAAGG 63.667 TCCTTCATAGACCTCATCTCCACC 62.874 158

HM_3596 contig27705 CTTGGA 6 24 TGCCAGAACACGTCTATGCTAATG 63.504 TTCTTCAGAGaGTAAAAATGGCCG 62.919 88

HM_3597 contig44573 AGCCTG 6 30 TGCTTCTCTATCTGCTGAGCCATT 63.777 CGTCTCGAgAAgagggTTCTACAG 62.906 140

HM_3598 contig32067 TTCGTA 6 24 TGGAGCTTTGAATCGTTGAACTTT 63.336 CGTTTGTgCCCTaAAAACGAATAC 62.862 107

HM_3599 contig30141 TTGAGA 6 24 TGGGTTAAGATTGAATGGTATGGG 62.993 ATTGCAATTCaGTTAACGCCCTc 63.55 137

HM_3600 contig34949 CAGAGA 6 24 TGGTGAAGTGAAGCAGAGAGAAGA 62.812 AGGTTCATCCTTCATTTCTTCCAA 62.269 143

HM_3601 contig50731 CTGTGC 6 24 TGTGGGTTTGtCTGATTCTTCCTC 63.751 GATcCGCtTcTCCAGtCTCACTC 63.898 80

HM_3602 contig13636 TGGGTG 6 24 TGTGTCCTCATTTCAGAGGTGTTC 62.692 TATATTCTcCaAACAcCGCTTGct 63.15 136

HM_3603 contig09900 TTTGCT 6 24 TGTGTTGGAGTCTGCTGCATATTT 63.078 CTTGAGCAGTTCATGGACAACACT 62.841 131

HM_3604 contig50367 TCCAAA 6 24 TTAAAAaCAATACCCAGCATTACGC 62.333 GCCAAATCAGTTCTGGAAGAGAAA 63.009 87

HM_3605 contig49756 ATGTAG 6 36 TTATCCACAACAATATCCCAAGCC 63.117 CAGTGCTGGACCGTCTTCTTACTC 63.677 141

HM_3606 contig31567 GAAGCA 6 30 TtATTAGtATTTGCATTCGCCGCt 62.981 CTTCgGtTTGTGTAtTCtcCgGT 63.534 145

HM_3607 contig38465 GGGTGT 6 24 TTCAaTAACAACCTTGCAACCAGA 62.843 GATTTGGACCTTAATTGTTCTGCG 63.03 160

HM_3608 contig00616 TTCCGG 6 24 TTCAGTATCCACAGCAACTCCATC 62.609 TTAAGATGCACCAGAGTTCTTCAGG 63.03 141

HM_3609 contig28773 TCCTGT 6 24 TTCCAATTGAGAGGTAGGATGCTC 62.9 CAGTCACCaAAACCAGATGAACAG 63.036 132

HM_3610 contig10465 GTTCAG 6 24 TTCCGGTGAAAGTTCAAGTTCAAG 63.732 ATCGTGGTCAAATCCGATAACAGT 62.926 118
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HM_3611 contig28242 CCAGAC 6 30 TTCCTCCCTCTAAAGATACCCACC 62.863 ACCCTaaaGTCCGGTCTAGGAGTG 63.089 143

HM_3612 contig30411 TTTGGT 6 24 TTCtAGGGTGGCAGTTGCATTATt 63.043 TACACTTCTCTACCACCgGAGGAC 62.909 137

HM_3613 contig35268 CGCCAT 6 48 TTCTGTTGATGCCGAGGATAAAAT 63.021 ACTGGCCTGTCTAGGAcCtTCTTT 62.899 160

HM_3614 contig39879 AAAAAT 6 24 TTCTTCATCGTTCTTCACATCTGC 62.833 TATCAGTTCCTCACTGTGTTcCCC 63.649 115

HM_3615 contig07564 TGGGTC 6 24 TTCTTCCTCGTCCATTTCAATGTT 63.108 TCCCTTAGCTCAGTCAGCTCTCTC 62.809 154

HM_3616 contig12075 ATTTTT 6 24 TTGAAAGCTCCTGATTGTGGAAAT 63.219 CATAGtTGCTTCAGCTTcCCtcat 63.035 135

HM_3617 contig20124 CCTCGC 6 24 TtgAAGAaCGTaggATTAcgAGGC 62.839 TGAAGCTAGTTCGTTCATGAAAAGG 62.943 131

HM_3618 contig00907 AGTGAC 6 24 TTGATATCGAACATCGTTCACCTG 63.257 ATGGCTACCACTGTCACtTCCACT 63.365 149

HM_3619 contig30187 GCGGAG 6 24 TTGATCTTCTTGGGCTTGGTGTAT 63.121 AATCGACAATGTGAAAGCGAAGAT 63.248 148

HM_3620 contig17308 GGGTTG 6 30 TTGATTCATTTTGTGGATTtGTGG 62.919 CGAACACCGTCAGCGAGAcTA 63.773 158

HM_3621 contig23862 GGGTTG 6 30 TTGGTGAGGTTGTTTGAATGAAGA 62.918 GTATGTACACGTTAACATGGCGGA 62.985 148

HM_3622 contig28453 TTGAGA 6 42 TTGTTCGATCTGCTCTTGTTCTTG 62.945 AATCATcCaAcCCAAACACAGAAT 62.8 131

HM_3623 contig26166 CACAGG 6 36 TTGTTGCAATCTTGAAACCACATT 62.744 AGaATCAGAGCTCTCACCAGCAAt 62.928 156

HM_3624 contig23726 TGCTGA 6 30 TTTCGATATCATCAAGGCTAAGGC 62.737 AAGATCGTAGCATTGACAGAAgCC 63.051 87

HM_3625 contig13615 TTAGGG 6 36 TTTCTTCTTTTTGGGGATCGATTT 63.163 GGATTCATgGGAAAACTCCCTTAT 62.573 96

HM_3626 contig32152 GCTCCT 6 24 TTTGCAACTTGATGTTACCCTTGA 62.843 GTACACAACCAAACCTCTTCCCAC 63.023 155

HM_3627 contig37036 AGGAGC 6 30 TTTTCATTCAACTCAACCTGCATC 62.514 TACAGATGGCAGaTaAAAAGGGGA 63.005 147

HM_3628 contig43549 GCAGCC 6 30 TTTtCTtGCGTCGTGTCAAAGaT 63.165 TCAAGCTCCaAGtAAAGTATGcCa 62.241 148

HM_3629 contig49460 TTGTGA 6 24 TTTTGGTTGGTTCTCCAACTCCT 63.197 AGGCACAAACGATCCAAGATTTAG 62.729 112

HM_3630 contig42049 AGGT 4 16 AAAATTCCAAACAAAAaGGGAAAAA 62.1 CGCTGTCTCCAGAATTCTCTCTTC 63.014 160

HM_3631 contig27424 TATT 4 16 AaaCAAATGGGCATCAGAAGGATA 62.912 TGAGaTTTGCTCCGTGTTGAATAA 62.946 142

HM_3632 contig46758 TTCT 4 16 AAACTCATCAAGATGCTTTACGGC 62.854 TGTAATGAAGGTTGATGCTGATGG 63.257 119

HM_3633 contig20015 ACAG 4 16 AAATACACTCGGTCCAAATAACCG 62.343 TTCCTCAGGATGAGTTTCTCTGTG 62.015 113

HM_3634 contig26699 TTGC 4 20 AAATAGGAGGGGAAACTACATCGC 62.81 GACACaGAAACGAGAGTGACCAga 63.045 122

HM_3635 contig12166 AGCT 4 16 AAATCTAGCTACCACGAAACgaCG 62.862 TGGCTCATAACCCCAATAGGAAAT 63.764 144

HM_3636 contig46162 TATG 4 16 AACAAGGCTCTCAAATCATATGGC 62.733 CCTTCAAtTTTTgACtCTTCAcCG 63.21 94

HM_3637 contig31933 TTTA 4 16 AACCAAACTGCGCcTAACTGTTtA 63.166 TGATATTTTGCCACAGAGAGCAAG 62.744 153

HM_3638 contig27515 GCAT 4 16 AACCACAACTCTTAATGGTAGCCG 62.645 AGTGATGGATTGCCAGAAGCTC 62.914 82

HM_3639 contig23135 TTTC 4 16 AACGGGAAGTGTTCCTTTCTCTTC 63.189 GATGCGGAACAAGATGATAATGTG 62.735 100

HM_3640 contig09838 GATC 4 16 AACTGATACAAAaTGGCACACTcG 62.44 GGCCAATCCTGATGCCTATTAAG 63.01 116

HM_3641 contig21997 ACAA 4 28 AAGGGAAGAATAATGCAATATCAaGC 61.944 TAGCgTGTGAGATTGTGAACTGTG 62.538 157

HM_3642 contig19204 AAGA 4 16 AAGTAGCTGCTCTCCTAGCTGCAC 62.779 CCTGATTCATTAATTACCCGACCA 63.101 143

HM_3643 contig35606 TAGG 4 16 AAGTcTCAACAAAAGATGgCGAaG 63.031 TcCTCAATTGGTAGGGATGTTTTG 63.3 96

HM_3644 contig03433 AGGC 4 16 ACAAaGCAGCAAAAGGACCATAAA 63.146 ATGAGCACGTGTCACTCACTTGTT 63.318 112

HM_3645 contig17501 ATTT 4 20 ACATTGGTGGACtcGGTATtcAGT 63.027 TGCTAATAAAAGTGATCATATCGGcA 62.879 137

HM_3646 contig15895 TGAT 4 20 ACCCTAGAGAGAAAATCGTCGTCA 62.598 GATCGAAAGTgGctTcCATaAAAA 62.628 159

HM_3647 contig49165 CTGC 4 16 ACCCTTGCCataTTATTTGTTTCg 62.264 ACAAACAAACAGAGACGCGAATTA 62.156 138

HM_3648 contig10936 TGTA 4 16 ACcGGAGTTTTGAGAGATCATTTG 62.798 ACtCTTCGtTctTTTCTTCgGTCA 62.71 144

HM_3649 contig18057 ATAC 4 28 ACGAACGACCACCAGATTGTTAAT 62.936 AGCCTAGATTCTCTTGGTCTTGGG 63.285 105

HM_3650 contig02048 CTAT 4 20 ACTCATTGTCATACCTCCCACCAT 62.901 GCAATACCTAAGAGTGGAAGAgGGA 63.1 122

HM_3651 contig05933 CTTT 4 16 AGAAAAaCCaCCTtGAACGACTTG 62.82 CCTCACATATAGAAGCTCGGAGGA 63.009 148

HM_3652 contig14244 ACAT 4 28 AGATTGATTTaGgCGgTGgTGATA 62.925 CCATAGCCCAAACGAAATaCGATA 63.13 126

HM_3653 contig32781 AGTG 4 28 AGCCTTGCAGATCGACAAATTAAG 62.947 GATGGTGGTGGGTAAAATGAAAAA 63.005 135

HM_3654 contig44794 AAAC 4 20 AGCTGCCAAAGCTAGAGTTTCAGA 63.057 AAAATCaaATGAAGCAAAAGCCCT 63.3 154

HM_3655 contig39100 ACAT 4 16 AGGAGgAgAAAGCTATTGCCAAAT 62.717 TTCCTGCTGGTCCAGATATTGATT 63.112 106

HM_3656 contig27882 ACGA 4 16 AGTAAACTTCGAATATTTGGGGCG 63.486 TGTCTcTGAATTCGAACCTCTCG 63.014 159

HM_3657 contig42200 GTCT 4 20 AGTCTCAGGCAACACAATGGCT 63.392 TGATCGATTGAAATTCTGCTACGA 63.05 92

HM_3658 contig23694 AAAG 4 16 AGTTTCGTTTTGGGATTTCAAGtG 62.618 AGAGAGTTCATCTGGCTTCAATCG 63.23 107

HM_3659 contig21909 GTTT 4 16 AGTTTTCGTTGCTTGATTGGAGAG 63.031 ACTGCCACGTCTTTGTCTATCCTC 63.04 147

HM_3660 contig42048 TACA 4 40 ATACATCACAACATTCAGCCAAGC 62.441 TgGTAAAGGTCTCTCCAGATGATACA 62.313 158

HM_3661 contig30951 AAAC 4 16 AtAGTCCACAGTCCAGACACCACA 63.045 AAGGGCCTAATACCCTAGTATGGCT 62.558 137

HM_3662 contig09041 TACA 4 16 ATCAATGGGGATTGGGTAAGATTT 62.774 TGAAATAATTGGATGACTTTTCTATCCC 62.651 142

HM_3663 contig02061 ACAA 4 16 ATCACCATGTCTAGGCTCAAACAA 62.086 AAGCTATGGTCATGGCTACAACG 62.543 158

HM_3664 contig42398 AAAT 4 20 ATCCAAAaTCTTACaaaaCCCCcA 63.655 AATGaAAGCTCGAGTGAGCAAAAA 63.552 106

HM_3665 contig29302 ATAC 4 32 ATCTTCAGATATGGGGATCACAGG 62.558 CAATGATTTTGCTCCCATTCTCTA 61.588 157

HM_3666 contig21035 GCAT 4 16 ATGACAGTTCTTAGAGGCAATCGG 62.923 GACTCATCCTTCACTTTCAGAGCA 62.152 126

HM_3667 contig21810 AAAT 4 16 ATTGGAGgAAAGATAAAACCCGAA 63.072 CTTgTGGTCTTCTTcTCGGTGATT 63.01 102

HM_3668 contig39374 TGAG 4 24 ATTGGGATGGTAGAACTCAACAGC 62.713 AACaCATCATCCATCATcaACCC 63.011 160

HM_3669 contig36908 AAAT 4 20 ATTGTGCATTTTGgTTTCCAGTTT 62.839 AAGAAGaATTAAACTTgGGGCTCG 63.001 156

HM_3670 contig05772 CAAT 4 16 aTTTCCAATCAAAAACCCCAGATT 62.878 GCAAGCCAAAGAAGAGAGATCAAG 62.923 148

HM_3671 contig35554 AATA 4 16 ATTTTTAACATGGGAAccTgATCG 62.315 AATCAgGaATaAAGACTCAAATGGGA 62.331 95

HM_3672 contig13862 TAAA 4 16 CAAAACCCATCTTTAAATAATTGCTCC 63.016 TGGCAAAGTGGtTTGGATTAGTAGT 62.167 159

HM_3673 contig25298 ATAC 4 20 CAAAACTCAGATCGGAAgAAAaGC 62.619 TGTcCtcTTTCTCTGCTCTTCATACTC 62.736 85

HM_3674 contig33158 TGCT 4 20 CAAACATCAAGAAGATGGAGACCC 63.204 CCCTCCTCGGaAGAtTTTGtAATTT 63.709 113

HM_3675 contig13648 AAAG 4 16 CAAAGTCTCATCTTTAAGCTCCCTTG 62.828 aAGGTGCaAAAAGtTTTGACTAAGaaAA 62.703 116

HM_3676 contig17811 CAAT 4 16 CAAGGTCCTTTTAATTtGTCATGTTACC 63.026 TCTATCATGTGATGTCGCAGTTCA 62.855 150

HM_3677 contig07083 AAAT 4 16 CACATTTCCACACTCGAAACAAAG 62.942 GGGTTTTGATTTTCCTCCATTTTC 62.971 93

HM_3678 contig01267 AAAT 4 16 CACCACCCATTCACTACTCTCCTT 62.793 GTTTCTTGAACAAAGCCATGTGGT 63.561 111

HM_3679 contig38516 GAGC 4 16 CACCAGACATCCTTCAAGTCTCAA 62.798 CGGTCGTAGaGGTAAACCCTCTCT 63.197 159

HM_3680 contig07569 GTGA 4 24 CACCATCTTCAAATACACCGCATA 63.059 TTTCCCCATTTCtTTCTCTGTTGA 63.19 150

HM_3681 contig23140 AGAT 4 16 CACGTCGACTTCGACAAAGAaTAA 62.642 AAACGACTAATTACGGAGACACGC 62.768 125

HM_3682 contig03806 TTTG 4 16 CATTAGTCGCCATTGAATCTCTGA 62.617 AtTTTcCaAtTCCaATTcCaATCC 63.16 156

HM_3683 contig11340 AGTG 4 28 CATTCTCTTATTCGGTTTCTAGTTCGAT 62.324 AGGATTTTTGCAATGCTTTGTGTT 63.055 120

HM_3684 contig51366 CTCC 4 16 CCACCACAGTCTTTATCCTTAGCG 63.234 CAAATATACAACTACTCACGGGCCA 63.25 105

HM_3685 contig10360 AAAT 4 16 CCATCTTAGGaGGCGAGCTTAATA 62.064 ATCTAAAGGAgaCAAActGGGGC 61.969 160

HM_3686 contig00785 ATAA 4 16 CCATCTTCACCAcTTTTtCCTTTG 63.1 CATGTACTGGATTTGTGTTGAATCTACC 62.958 146

HM_3687 contig07401 TAAT 4 24 CCATTGAGTTGTTGAGGAATTTCA 62.382 ATCTcCtTTGGTAGTAGTGGGTGC 61.901 159

HM_3688 contig29328 AAAT 4 16 CCCAAACCCTAATCTCAAATACCC 62.875 GTTATACCTTTCCGCTCCTTGCTT 63.028 128

HM_3689 contig12671 AAGA 4 16 CCCAATTCACCAAATTAAACCAAA 62.905 AgTGGGCATCCAAAgAATAcCtTA 62.122 107

HM_3690 contig01832 ACAT 4 32 CCCATTCAAATCCTAaTtCTTCTgC 63.189 CCACACCAATCTGGAGTAAACCTT 62.597 145

HM_3691 contig37960 GGCC 4 16 cccgactactcaactctacgcaat 62.946 CGAATCTAGTGCTGCCTTTTCACT 63.154 90

HM_3692 contig12925 AAAC 4 20 CCTAaCCGTATAATCAACTCCACAAAA 62.496 TAAATTTCAAAGGCGGCCTCTAC 62.734 160

HM_3693 contig51473 TTAT 4 16 CCTGAGCTATGGCAAAGTCCTAGA 63.129 TGGCTGctTTTTCAATTAAGTgGT 63.146 134

HM_3694 contig31369 AACA 4 16 CCTGCTTTTCtCTTCCggTTAcTT 63.199 CTGTGTTGGGtTAgGaACtTGTAGC 62.355 144

HM_3695 contig23301 TTTA 4 16 CCTTTCTTAGAAGTCGCCATTGAA 62.919 GCTATgGTgGaACATCTTTGAAcc 63.026 91

HM_3696 contig32620 GGCT 4 20 CCTTTGAAATTCTTGGATGTGACC 62.996 ATTGTTTGGGAAGGTGTCTTAGCA 63.129 149

HM_3697 contig19481 GAGG 4 16 CCTTtGGTCTGCaGgAGAGATAGA 63.212 CTCTTCTCCCCCaCTTCTTGCT 63.301 115

HM_3698 contig09773 TCTT 4 20 CGACCCTTTACCACCTGCTAGATA 62.728 aAATcCATACTGGACAAGGGGATT 62.974 146

HM_3699 contig20219 TTTC 4 16 CGACGTGTCTTCCCTTATGTTTTC 63.129 CAATAGGCTTTGGAGTGTATTTGGTT 62.665 208

HM_3700 contig41117 AAAT 4 16 cggcataccgagttaactactcaaa 62.676 accacaaattttgagtatgcggtt 62.851 88

HM_3701 contig33356 AAAC 4 16 CTACACCAAACATTTTGCTTCGCT 63.663 GATGGCCTTTTCATCAGTAAGGTG 63.121 96

HM_3702 contig38396 CGTT 4 16 CTCGCTATAAaTAaCCGCGTCAAC 63.074 ACGTTTCTCTTACAGCGAAAGCAC 63.179 121

HM_3703 contig14780 GCTC 4 16 CTCTTCGTCTGTTGGATGAAACCT 63.01 AGTAtATAGCtcTAGGTGGCCggG 62.924 131

HM_3704 contig14961 TGAA 4 16 CTGAGAGGTTGACAGAAGACACcA 63.027 GGGCACTCTGCCCTAGaTAAAACT 63.114 93

HM_3705 contig46800 CTCA 4 16 GAAAACAAaTTCCAAGTCGACCTCT 63.006 CGTCGAtTCGTCATCATCaAATAA 63.15 141
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HM_3706 contig40708 TCTT 4 28 GAATGAACCTCACCATCTGCTGTA 62.609 CTaTAGCTGCTcCACTTTGCCAAT 62.96 149

HM_3707 contig20015 CTTC 4 20 GACACTTTCACCATTTCTCGATTT 60.73 ACtTACatTCACtTTCtTCCTCAtcC 60.279 159

HM_3708 contig11070 TATG 4 16 GACATCACCTATGCAACAaACCAC 62.743 TcAcCtTcACAGTCCAATACATACAA 61.825 124

HM_3709 contig30780 CGAG 4 16 GAGGAAAaGgAAAGGgAAagATGA 63.053 CACATCACACATCCACAcCTCATA 62.949 157

HM_3710 contig30782 CGAG 4 16 GAGGAAAaGgAAAGGgAAagATGA 63.053 CACATCACACATCCACAcCTCATA 62.949 157

HM_3711 contig30783 CGAG 4 16 GAGGAAAaGgAAAGGgAAagATGA 63.053 CACATCACACATCCACAcCTCATA 62.949 157

HM_3712 contig10972 TTCC 4 16 gaggggcTTtAAAGATCGAAGAAt 62.225 CATggaAAAACAACTACGGaAGAAA 62.544 120

HM_3713 contig13759 TAGA 4 32 GAGGTCCGgAGAAAGAGGCTAtAC 62.795 CAGCCTGTAGCTTGAAATTGTGAG 62.44 119

HM_3714 contig13195 GAGT 4 20 GAGTGCACAAAATaGAAAGATGTCTCA 62.084 TTTTTCAACACCTGGACATgACA 62.587 156

HM_3715 contig09336 GGAG 4 16 GATGGAATTGCGATTGGAGTAAAC 62.928 CCCAGACCTCaACaCATCATTACTT 62.611 116

HM_3716 contig13075 GTTT 4 16 GCAAGTGAGTCCCTATTCCAACTG 63.338 ATGGCCAATTGTTCCAAtTCTTTA 62.722 160

HM_3717 contig35782 ATCT 4 20 GCACTTCACAGATTCGAAAAaCAA 62.643 GGaTGCCTTCCGcTaTTaTGTagA 62.642 94

HM_3718 contig27331 TTGG 4 16 GCATGGATGTTCCTTGAAATTTGT 63.334 TAcACTaGATGCGCCTTTAcCACC 63.563 113

HM_3719 contig06496 GATT 4 16 GCCATTGATTTTGTtGATTTGGTt 63.13 TTCCACAGACCTTTCTCTGGtTTT 62.483 80

HM_3720 contig20080 TTAT 4 16 GCCCcAcAACCATAACAAAA 60.597 AATGAAGCTAAtTTCTCTCTTCATAAGG 60.067 145

HM_3721 contig12377 TAAA 4 16 GCCTTGGAGAAGGtCcTCaTTATt 62.986 ATGGATTTGGACGATTCTAGGGTT 63.081 148

HM_3722 contig41614 TTTC 4 16 GCTGATTCTGGTAATGTTGGACCT 62.713 TGCTTCACAGGTTCATCTTGtTTT 62.206 158

HM_3723 contig10849 AAAT 4 20 GCTGTCATGATTGTGCTTGGTTTA 63.397 AAAAACATCATCACCCGAAGAGAG 62.798 159

HM_3724 contig17674 AATA 4 16 GCTTACCCAATtGATTAGagCCAAC 63.223 GCCAGAGTCCAATGACTaTTTTgG 63.121 155

HM_3725 contig03048 GCAG 4 16 GCTTGCACCAATCCAAATATgAAG 63.846 ACTTGTCTTCTTCAGTAGTCAAcCgTG 63.25 158

HM_3726 contig26780 ATAA 4 16 GCTTTACGTGATCTCTGCATCGTA 62.774 ATCATCAACGAATGATCTCGACAA 62.927 159

HM_3727 contig40603 TCTT 4 24 GCTTTAGCATTGCTGTTTGtGCTA 62.814 TCTCGCTCTCACTCACTCTCTTCC 63.792 138

HM_3728 contig36538 GTGA 4 16 GgaGAAGACTGGcTCAAGATTTCA 63.217 GGCTTCATTTGTTCGTTCAGaATC 63.236 132

HM_3729 contig00159 TAAA 4 16 GGATCCACTGAACCATTTGAGATT 62.572 GTTTCGAGTAATGCTATGCTTCCC 62.356 82

HM_3730 contig02613 GAGT 4 24 GGATGAAGCCATTGACGATATGTT 63.339 TGTGATTTGAGAACAGAGGCTGTC 62.937 105

HM_3731 contig11647 TCTT 4 16 GGCTTAAAAGGGTGTAATTGGGAC 63.004 CCCTCCTAGTTCTGCTCTGTGAA 62.139 152

HM_3732 contig43030 TTGG 4 16 GGGATGTTTTtGATGGAGAGGAGT 63.796 CCCaACACaACCAATCACTCAAT 63.134 80

HM_3733 contig09849 AAAT 4 16 GGTTAGCCTTGAGTCAAACCCG 64.168 CGTTCCTTTGaAAACCGaACAAAT 64.361 119

HM_3734 contig12089 TATC 4 20 GGTTTCAATCTCGAATCCCAAAaT 63.47 CTGACTCAATCTCTGTCTCAcCCC 63.662 160

HM_3735 contig05737 TTGT 4 20 GTACTTGTGGGTGTTCACAAATCG 62.739 GCAGGCATTAGAACCCACAAATTA 63.339 109

HM_3736 contig31545 AAAT 4 16 GTCACCTGCCAGGAATACAATTTC 63.026 CTTGTCACCGGCTTTGCTTATATT 62.665 152

HM_3737 contig03785 GGGT 4 20 GTCGACAAGCTCGTACCAGGG 64.295 CTCTcCCCCAcTCCTCAAACC 64.419 160

HM_3738 contig26809 GTTT 4 16 gtcTGAGGATTGTGCGATGTTATG 62.951 CGCtTATTTGACTGTGCATGTTg 62.774 158

HM_3739 contig17530 AAAT 4 16 GTGACCgTTAGgATTAGCCTTTCA 62.729 AAGAGCCTGTTTGGGtTAGCTTTT 62.739 159

HM_3740 contig14945 AAAT 4 20 GTTGGTTGTTTTGATTGCTCTTCC 63.133 GCCCTAACTATGACAATGgGAATG 62.815 159

HM_3741 contig42533 AATA 4 16 TAGGCAAATCCTTTGCAACCTAAA 63.034 CAcCCaAAAGAcAAAGGGTGTATC 62.907 129

HM_3742 contig31368 GTCT 4 16 TATGTGGTACCCATTTGCCTTTTC 63.126 ACACAGAcaCaGACACAGACACAGA 62.263 99

HM_3743 contig39726 TTAT 4 16 TCAAACAGATATCCAATGTtCcAaGA 62.922 GCCTGATTAAgGGAAcTGATTGAA 62.705 134

HM_3744 contig23145 AAAT 4 16 TCACAATTTTACCTgaGAAAGGCA 62.112 AGCtGACATGCACTGAtTAGGTTT 61.392 130

HM_3745 contig42404 AAAC 4 24 TCACATCCTGAGATCACAAACAAA 61.801 GACTGATGGAAAGGCCTGAATTT 62.788 157

HM_3746 contig50489 ATAA 4 16 TCACATTGGCTCAAGGCATACTtA 62.959 CTTCGACAAGCACCTaAAAGGGTA 62.834 81

HM_3747 contig24629 ATAC 4 20 TCCACTGTAAAAACATGGAGGCTT 63.129 TGTACTTGATGTgGGTATTCTGTCTGA 63.055 82

HM_3748 contig47596 GATT 4 24 TCCATTTCGAAACAAATTTAACGG 63.115 TCTACCATTCTGCCCAATTGATTT 62.912 156

HM_3749 contig03295 TTTC 4 16 TCCCTAATTGTTtGGtAAGcTTTTtC 61.951 TGCCCaTAGCTTAGTGTGAGTGAG 62.856 139

HM_3750 contig37745 AACC 4 16 tCcTCCCcTcTTTATCTACAACCA 62.27 ATGTTCAAAGTGGAGGGAGAGATG 62.884 127

HM_3751 contig46349 GATT 4 16 TCCTGTCCTTCCTCTTGGAATTAG 62.057 TTCTGCTGTTTCTACTCTaGGCTGC 62.576 128

HM_3752 contig23185 TGTT 4 16 tCGTACAAACTTTACCCGAACACA 62.754 TAGACACAACCATTCTcCCAGTGA 63.026 145

HM_3753 contig32253 GGTT 4 24 TCGTCATCCCTAAACTCAGAATCG 63.735 CTTCACGAGCTTTGAGCTCATCTT 63.462 156

HM_3754 contig36856 TGTA 4 24 TCTATGAATTTCTTGGGAAAgCGA 63.209 CTCACTCCTCGTTTCACTCATTCA 62.919 159

HM_3755 contig07963 ATAG 4 16 TCTGATTATACCCATCGAAGACCG 63.414 TcGaCTGAAAAGaAAAGCAGAACA 62.527 105

HM_3756 contig02180 CTTC 4 16 TCTtAGATGATTCTTCCTCTGCCG 63.108 GAGAAAGAAGCAAAGCACTTGACG 63.773 108

HM_3757 contig13603 CTTT 4 16 TCTTGTACGCCTTCTTCAAaTCCT 62.522 GCATTGcCGTTGAATTCTAGAGAG 63.45 135

HM_3758 contig26495 TTGA 4 16 TCTTtCATTCTCGAACTCATtGgc 63.854 CGGCCAGTAgGttTTAAGTTGTTG 63.044 160

HM_3759 contig26488 AAAT 4 16 tGAAGATCTACATCATGCACAACC 61.283 AGaATTGtAcCTCAAGTCtTTTcCTTT 60.299 123

HM_3760 contig19880 ATAG 4 16 TGACCAAGTCCAACTCCAATATCA 62.803 CTCTTTTCCTTTCAtCTCtCTGTGTG 61.906 133

HM_3761 contig21333 TTTA 4 24 TGAGAGACTaTTAACAATGGCGGC 63.654 AATGTGcCAATTTTGGaAtTTTTg 63.026 153

HM_3762 contig06549 CATC 4 16 TGAGTGTCGCCTAcTTTCTTGATG 62.842 CCTATCTTGGACATGCTGGAAAAA 63.517 152

HM_3763 contig44011 ATGA 4 16 TGCAAaGGTtGTaGTGTGTTTtGTG 63.303 TTGATGctTACATGCActCCAAAT 62.861 160

HM_3764 contig41735 ATTT 4 20 TGGACATACATGtcACAAGCAGAG 62.397 TGAAATGCTGTTCATGGAATTTTG 63.146 151

HM_3765 contig34840 TGTA 4 20 TGGGAACTGGAAGGGTACAAACTA 63.003 CAGAGGCAGaACAACAGAAAACCT 63.133 123

HM_3766 contig30582 TTTA 4 16 TGGTTGAGTAATATTTGGAGAGCGT 62.261 AAAAGCtTCAATGGTCAtTTCCAA 63.018 145

HM_3767 contig29381 CAAT 4 32 TGTTCTTcACTTGTCAACATCCC 61.316 CGGGGATGTTATCAtTCTTAtTCtC 61.162 160

HM_3768 contig29815 GTAT 4 16 TGTTTTAtGTACGCACCATTCTGG 63.068 TGCTCTGGAGTCTGGACTACATCTT 62.822 152

HM_3769 contig24395 ATTT 4 20 TTAAACGGTACAAAGTaGgCACCA 61.874 GCTGTTCAGGCCATAGTAGCTTTT 62.179 111

HM_3770 contig29707 AATA 4 16 TTAACTTGCCTACCAAAAGACCCA 63.023 ATGTGTATTCGCTAATGCCCTGTT 62.963 147

HM_3771 contig16383 ATAG 4 28 TTCAATCAAGCAACACCACTGTC 62.381 TGGAGATTGAGGTACCtTTTATATGTGT 61.405 122

HM_3772 contig36558 AATC 4 16 TTcTtCCCcTCATCcTCCTTATTC 62.949 CAGCTGAAGCTcACAGAAAGaAAG 62.002 105

HM_3773 contig40007 ATAC 4 20 TTCTTTGgCAaTtAGGTCAaCCaC 63.432 GAAtaaatCAACAGcccTCTcccT 62.986 160

HM_3774 contig16468 GAAA 4 16 TTGAaTTGCAAtAATAGTGCCACC 62.16 ATGtCGTTTTCTGttttccTCGtC 62.824 116

HM_3775 contig18081 AAAT 4 16 TTGAGGGAAAGGACAAGaGAACAC 62.997 TTTTTCACCGTcACAAAAATTCAA 62.635 150

HM_3776 contig08867 TACA 4 24 TTgATCTCTTCcTTCCAgCTtCAg 63.313 ATTGTCGGAGGTCCATTGTTGTAT 62.813 96

HM_3777 contig13481 TTTA 4 16 TTGCTACGTCTACTTGCATGGGTA 62.982 TCCAAGTgtTAAGTGCTTCTGCAA 63.285 156

HM_3778 contig31998 AATA 4 16 TTGGTActCTCTGGAAAATCGATCTAA 62.551 TGTCGTCCCTTTGTTAATTTTTCtTC 62.742 239

HM_3779 contig36799 CTAG 4 16 TTGGTGCATGTACGAAGACTTGTT 62.972 CCttccAAGACGCaGACACtacat 63.89 152

HM_3780 contig11620 CATT 4 16 TTGTATATGATGATGGCTCCTTCG 62.311 TAGGtTCAAcCAGAGGGAGAGTTG 62.993 131

HM_3781 contig05675 TTTC 4 16 TTGTGGTTAAGCACCAGTAACCAG 62.44 TACCAcGCATTACAtTTTGCAtTT 62.493 136

HM_3782 contig04544 TTTA 4 16 TtGTtCATCGTTCTTGGTTgAACT 62.088 ACCCTACaAAAATGAACCTGACGA 63.019 130

HM_3783 contig28169 AAAT 4 20 TTTAtGTTTTCctGCGTTgtCTCA 62.956 AcCCaATGAtTACGAACCACAGAt 62.813 150

HM_3784 contig10323 AGCA 4 16 TTTGAATCTAACACAGTGGCCTTc 61.688 CaATTCAGATTCAGATTGAAAtTTTGt 60.876 136

HM_3785 contig46172 ATCA 4 16 TTTGAATTCCAAACCAGAATGGAC 63.305 TTGATCATTAGGTGAATgaAgTTGGA 62.922 131

HM_3786 contig11613 ATTCA 5 20 AAAAAGTTCAGAAAAGGGGCAAAG 62.998 CAAAATTGCAATAAGACCCATTCA 62.132 136

HM_3787 contig41789 AAAGA 5 20 AAaCAATaCATCACAAaGAcTCcAAAaa 62.234 ATTGCTTAGaATTGGCAGCTGTG 62.759 151

HM_3788 contig46020 TGTGC 5 20 AAACTCGAGTCATTTCATCACCGT 63.242 TGTTTCCACTTATTCGGAGAgGAG 62.894 151

HM_3789 contig02210 GAATC 5 30 AAaTCAACCGATGAAGGACTGGTA 63.009 TCGTTTaAACCGTTcCTTTTCTCA 63.118 115

HM_3790 contig46783 TCTGG 5 25 AAATGAAGTCGACGCTGCAACTAT 63.377 GGACTTCACTTCACCATCGTCTTT 62.912 127

HM_3791 contig44195 AAAAG 5 20 AaCAGGAAAGAAATCTGCAAAACA 61.308 CaAAAATGAAAAGTAACCCCAAcA 61.246 128

HM_3792 contig35579 TAATC 5 20 AaGAAGCAGTGTGGAGAAGCAaGt 62.949 ATATGGctccTTGACgGTGTGTAt 62.94 140

HM_3793 contig20078 ATAAA 5 20 AAGCTtCACAAACTCACCATCCTC 63.027 tGtTTTTGTTTACCTTGGGAAGGa 62.904 148

HM_3794 contig45600 GGAAA 5 20 aaGGGCGTACACTGATCAAAACTC 62.838 GGCTGTCGATTCCAATATCCCT 63.52 119

HM_3795 contig23935 TGATC 5 20 AAGTAGGCCAGTTGTCCCTCG 62.785 TTGGCaAtTTGTATAAGCTAGTCGG 62.592 117

HM_3796 contig00392 GACCT 5 20 AAtaaaCTGATTGGCAccccTCTT 63.196 CAAGTTACCACCAGCaaggCTATC 63.251 122

HM_3797 contig27878 GAATT 5 30 ACAGAGAAGCCCAAAACCcTAGTC 63.201 TTCAGGAGTAAgGAGGTGGATACG 62.795 154

HM_3798 contig51826 TCACC 5 35 ACcAGGTTCctCTTGgTCACATAG 62.793 GACTaAAGGGtcATGAGCaAGGAg 62.598 138

HM_3799 contig34285 ATTGA 5 20 ACCcAtGTCCtGATGCCTTAGaTA 63.013 tatcggcttgtctgctattgcttc 63.868 160

HM_3800 contig13615 ACTCA 5 20 ACCTTTCAACAAGTCCACTCAACC 62.807 TGAGTCCAAGGAATTTGGAAAGaG 62.881 141
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HM_3801 contig49783 GTGGT 5 35 ACGGCTCTACATcTTtCTTTGTGG 62.933 CGTTTCAGAGGGAACTGTTGATCT 63.01 126

HM_3802 contig36526 ACTAT 5 20 AGTAATAAATAGGGgTCTCCCcAAa 61.329 CATCGTTGCTTATTACGTTCTTGC 62.093 104

HM_3803 contig14441 CGGTT 5 20 ATaCAACACTTAATTTTaGGGGTgAAAC 60.197 AATAAGCTAAAATCGAACCGAACC 60.965 143

HM_3804 contig18579 GGAAA 5 20 ATATCCAAAGGCTCACACAACACA 62.844 AGACGACGaCCCTATCACAACTTC 62.925 104

HM_3805 contig32959 TGATC 5 20 ATCACTCAAGATTCGATTGGAACA 62.053 CGAACAATTTCAATTCGTCTTTCA 62.425 92

HM_3806 contig50556 TCTCT 5 25 ATCTTCTAAAGTACGCGAAGCACG 63.076 AAGAGTGACTACTGCAAGGGAAGC 62.425 145

HM_3807 contig32172 CTTTC 5 20 ATtCAAAATTATTCACGAGCACCG 63.339 TTCTTTcaAACgGAGaAgGAAAgG 63.954 137

HM_3808 contig32824 ACAGA 5 20 attcAAAGgTGGAAAaTCTGgTGA 62.996 ATGCtTGTTTTTGTTGTGCTTCAA 62.982 92

HM_3809 contig03563 GTGGG 5 20 CAAAAGTGTCACCACACGTGTAAA 62.109 TATCTTCTGTTCGAAACACCGACA 63.048 151

HM_3810 contig23163 TTTTA 5 20 CAAACGATGTATTTAGGAAAaTGCAAG 62.963 GGATGCCAATCaATTGTgGATTTA 63.929 158

HM_3811 contig52539 TTTCT 5 30 CAAGATTGCAAAGAGAGCTTTGGt 63.142 ggcagtgacctttgtTGAGTAGAGA 63.148 95

HM_3812 contig48704 TTTGG 5 20 CAGGCTTAGATTCTTTGGGACCTT 63.086 TCGTAGAATCCTCAtTTCATTTCCa 63.007 157

HM_3813 contig33076 CTTTT 5 20 CAGTCCCATCCCTGTAAAaTgTTC 62.897 TGAAACTCTCTCACCTCTCTGCCT 63.119 147

HM_3814 contig10346 AAGAG 5 20 CCTAGAGTAGCAGTGGGCGTTAGA 63.15 ggGGACgGaAATaCTaAcCATCaT 63.282 148

HM_3815 contig10673 TTTTC 5 25 CCTGCTTTCCATGTTGATTTTGAT 63.426 GaAAATagGGGtTAAgAGGGGGAT 62.757 101

HM_3816 contig17480 CTTTT 5 20 CCTTGCTAGCCAAACAAAGAAAAA 62.847 GGTCATTGATCACCCTGTTCATTT 63.323 141

HM_3817 contig29026 TTTCC 5 20 CCTTTtATGAGCCCCATCCTTtAT 62.606 TTCATCACCCTcACCCTaAtTCAT 62.887 159

HM_3818 contig24667 AAATC 5 20 CGACCTAGCGAAACGATTTACATT 62.665 AACATCTGAATCGaAAACCGACAt 63.026 152

HM_3819 contig33987 AACAC 5 20 CGCAAAAttCGCACAGATAtaCAA 63.187 CGAtGGACATTgCCTCTTAATTCT 62.718 149

HM_3820 contig52450 GAAAA 5 20 CGCGCTCGCTATAATAAGTTAAAA 60.989 GCTCTcAcCCACACCAATTC 60.52 117

HM_3821 contig42650 AAGGA 5 20 CGtcTtCTTCGAGTTCGTTAGgTG 63.548 AATggGaACAACAtTAAcCACAgG 63.117 158

HM_3822 contig46455 TTCTC 5 20 CTACCCCAGTAGAAGGTCATGTGC 63.238 ATCAGCATATATTCGCCaGGAAAG 62.642 153

HM_3823 contig18252 ATTGG 5 20 CTCCCATAATTTTCTAGGTTGCCA 62.519 TACATCTCAcCCTAACCCAATTCC 62.383 135

HM_3824 contig06199 TTTAT 5 20 GAAGGACAGCACGGTTAaCAAAcT 62.848 tCGAtGTAATTGAAACtGtCACGc 63.397 123

HM_3825 contig35232 GTACT 5 20 gAaGTCCTCGCTGATTTTGAAGAA 63.121 TCTgaATAGTcCCCtCtTCAcGAC 63 93

HM_3826 contig21888 TCTGT 5 20 GAGAAAGAaGGTGGTCcTCGTGTA 63.01 CGctgCCTCTCTCaaagtcTG 62.691 138

HM_3827 contig19370 TTTCT 5 25 GAGCCACTTGTGGTAGCTTTgAAT 62.949 CTAgGCgaAAgtGaAAAGGATCaA 62.919 116

HM_3828 contig29905 GGATT 5 25 GAGGGATTCGTATTTGAGACGAGA 62.9 GTTGGAGAAGATCTCCCATTTCCT 63.062 114

HM_3829 contig33906 GGCTA 5 20 GaTAGCAGATCgACGGCAGTG 63.182 GATGAGAGATAGTTGCCTTGCCTC 62.715 101

HM_3830 contig01009 GCCCC 5 20 GATTGCAATTTCCCCATTTTTGTT 64.059 CATGACACGTTCAtTGGTTCTCAC 63.841 99

HM_3831 contig34988 ACAAA 5 20 GCAACACAACCACCAAATTAGAGa 62.426 GCTTCCTCGGATTTTGTATATTTAACAC 62.361 155

HM_3832 contig36478 TTAGT 5 20 GCAATTAATGCACTGTGAgTTGGA 63.397 tATCAAAGCTTGGCaTTTGtTTGc 64.349 108

HM_3833 contig06125 AAAAT 5 20 GCGACAGCACCAATATTTCATTTT 63.356 ACCAATCAGGCATTGACAGGATAC 63.45 80

HM_3834 contig07196 GAGAT 5 20 GCGGTTGTtgaTTCAGACATCTT 62.609 TCTTAGTTTGATTCaATATTCCAGCTCA 62.497 138

HM_3835 contig14222 AAAAC 5 20 GGCACAAGTtACAGAATTCTCATTTC 61.492 CCAgGTcTGGTTTTgtCtaTTTCtT 61.052 160

HM_3836 contig46444 CAATC 5 20 GGGTGATTTGATGAGAGAaCGAAC 63.222 GCCTAAGGAGATAGaAAATCGAGGA 62.331 159

HM_3837 contig35537 CTTTG 5 20 GGTTTGTGTTGTTCTCGATCCTCT 62.912 AAGTCgCCGGaAAATAGCaAATA 63.039 132

HM_3838 contig41661 TTCTC 5 20 TCCAAACATGATGGAGAAAACTcA 62.907 ccTTTGGATTGAGAGAAGTGGAga 63.085 103

HM_3839 contig39839 TTTTC 5 25 TCCATGGTAACCAGAGAAGgAAAA 63.091 GCAGATTGTTTAGGCTCTGTTTGG 63.348 114

HM_3840 contig15324 TGTAA 5 25 TCCTATCATCTCATCTcTCCCAAAA 62.368 AACCCaCACATTACACTCCAAACA 62.621 145

HM_3841 contig26953 TTTCT 5 20 TCGATTCTTTACCACCATCTCTCC 62.786 GaAAAAGGTgtCCATTTCCATTTG 62.8 140

HM_3842 contig33487 TTCTC 5 20 TCTCTTGCACTGTGTCTGTGTCTG 62.975 TTAtTTATTTGGGAGGTGGGGAAG 63.25 138

HM_3843 contig29329 AAAAT 5 20 TGAaTtGCATGAATTTTCCAGA 60.436 ATCTCTCTACGAGGACCATCATTG 60.858 120

HM_3844 contig09906 TTGGT 5 20 TGAGCATATAGCTCTTGATCGTGc 62.877 ACATGTGCACTGGAGATGGTCTAA 63.057 132

HM_3845 contig19941 AATGT 5 20 TGAGGTCTCTTGGGTCATATGGAT 63.093 CCCTTTTcTCAACTCAGCAGTCAg 63.758 107

HM_3846 contig07302 TGGGT 5 20 TGATTGATGATTTCACTCGTAATCAGA 63.044 CTCCAAAGGAGTTCCACTCTACCA 62.993 109

HM_3847 contig39631 GAACA 5 20 TGCAGTGCAGGTAgAGGTATACaCA 63.098 gATCATCATCATGTGCTCCTcCTT 63.775 130

HM_3848 contig42593 GGTGC 5 25 TGCCTGATTCACCACCTCTTACTT 63.338 TTTTaaCGAGACTcCGCCCC 63.548 130

HM_3849 contig13784 AGCAA 5 20 TGGAACTAAAATGGGTTGGGTATG 63.002 TTTGTAATTTGGGTGTACTTGAAAGTTG 62.52 157

HM_3850 contig39144 TTCCA 5 20 TGGCTATTCAGTAACTAGAAGGGG 60.039 AGGTGATGAAtgAAACAAGTAGCA 60.062 131

HM_3851 contig02477 TAGAA 5 20 TGTGTAGACTTACACTCCGTTTGGA 62.121 TCCAGCTCTAAACCAATCAACAAA 62.112 143

HM_3852 contig15679 TTTTC 5 20 TTAAGACTTTTGGAGGGACAGAAA 60.475 TGCATAAAAAGGTACAATACAATGAAA 60.072 85

HM_3853 contig31764 AAAAC 5 20 TTCAAACTcAAAGCCTCaTGTCAC 62.726 GGCCATGTGTCAAAACACTTGTAA 63.176 143

HM_3854 contig23741 TAAAA 5 20 TTCGTTGTCGTTTGATTTTAACCC 63.228 TGAGACGTTCACTTTTGAGACAGG 62.93 144

HM_3855 contig13507 TTTTA 5 20 TtGACCTATTCATACAtATTTtGTGAGc 60.791 TGTTGGAATCTTGTAGATTTGCATT 61.049 124

HM_3856 contig42982 AAGAA 5 20 TTGaTTGGGAGTtgAGGAGaGAAG 63.085 tTTCATCTaAGTgGGGATAGAATGGT 62.239 113

HM_3857 contig28884 CTGCA 5 20 TTGTTCTTATACcGGGgAAAACCT 62.989 GTGTaAAtTaTTTGGAGCCGCTTG 62.957 151

HM_3858 contig26166 TCTGT 5 20 TTTCGGCAAAAACAAaCAACTCTT 63.142 GAGCCGATTGATTGATTGAGAGAt 62.906 107

HM_3859 contig30656 TCTCT 5 35 tttCTGTATTGATtCCTTTCCGAGTC 62.912 GGACTCTGGATTTCAACTCTGCAT 63.017 133

HM_3860 contig02176 TAGAA 5 25 TTTGTTGTGTTAAaGGATTCGGGT 62.823 TCAAGTCTATCTCAAACCAAACAcAAA 62.276 142

HM_3861 contig36621 AATAA 5 20 TTTTACAATCGATCTCCTTGGTCC 62.593 GGGGGATGTGACAATTTCtAAGC 63.001 143

HM_3862 contig00674 TTTGT 5 20 TTTtAGTtCCctCCTTtGAAGGGT 62.49 ACATTCCaCATTTTGaAAGGaaaaa 61.957 125

HM_3863 contig44141 TTCATTTTG 9 36 TtATCACTTtCCTCTGCATCTCCA 62.279 GAAGATGGcCCTACaAGaaAAACa 62.716 126

HM_3864 contig16051 TC 2 14 AAAaaGGACATTGTtGcTTCCCAT 63.991 ActGGTGAtgGTGGTAGAAGCATT 63.141 139

HM_3865 contig16404 AG 2 12 AaaaaTCAATTTGCTAATCCGAACC 62.561 AAAAATAAAATTGGTGCCGCAGT 62.853 96

HM_3866 contig29866 AT 2 14 AAAAatCTCTCTtCGTTTCGCTCc 63.301 TAACAACCGATTGAATTAGGGTgG 63.109 136

HM_3867 contig34724 AC 2 16 AAAACCAAAAaCCATGCGAGATAA 62.839 cCAgtGTCTCGTAGCTTTCACAgA 63.063 157

HM_3868 contig51240 CT 2 14 AAAACCCATCAAACaTGAAgTgCT 63.035 GAGgaGAgtTgGtTTAgGGtTCgt 63.092 96

HM_3869 contig50524 AG 2 32 AAAACCCTAaTTtgTTCAATCGGG 63.273 AAGCaAGAgGAGTTTCCGtTATCC 63.102 138

HM_3870 contig16082 AT 2 16 AaaaCGaaGTTAtcGACCTTGCG 63.644 AcCaACCAAttGTTGATTGATCG 63.026 113

HM_3871 contig10068 AG 2 16 AAAACTGCGTTTAGCTTTCCACTG 62.966 TGGAGCTTGTGcCACTTGTAAATA 62.969 146

HM_3872 contig42910 GA 2 16 AAAAGAAAaTGGGGATgAAGCAAT 63.087 TaCaCTTcCCTaCCCaAAAAGCAA 63.023 102

HM_3873 contig01310 AG 2 14 AAAaGAGAaGAAAGGGGGAAgAGG 63.415 GGAGGtCCCTTAtTTAtTTGtTTTTCC 63.15 109

HM_3874 contig36604 TA 2 12 AAAAGATGGCCGGAATTCATACTt 63.099 TTctTGATCaATTCtGTTTCGCTg 62.731 94

HM_3875 contig21871 TC 2 16 AAAAGCGGTTCGAGTTCTTCAGTA 62.645 CAATCaAACAAAcGaCAcGaAgag 63.057 109

HM_3876 contig08323 AG 2 12 AAAAGCTGTCAAGAAAGAAGACGC 62.452 CTTCCAACTCCAACACCTTCAACT 62.906 159

HM_3877 contig44811 GA 2 14 AaaaGGTaGAGAGAAGGTGCTGAAAA 62.086 TCAAGCAACCAGTTGATTCTTCAC 62.726 102

HM_3878 contig26099 CT 2 12 AAAAGTCAGCTCCTtCCTTTGTCC 63.297 GATCCCAATCCAGTTCCATTCTCT 63.792 121

HM_3879 contig40985 TG 2 14 AAAaGTTGCTCCAAATCTCTGCC 63.024 CTGCtTTTGtTCtAGCATCgGtTT 62.957 117

HM_3880 contig30789 TC 2 24 AAAATCTCTGTTGTGCCGTCTACc 62.838 TGAAACATgGAAAAGACACCTGAA 62.918 82

HM_3881 contig43870 TC 2 12 AAAATTTGATTTCTCCGGCAACTT 63.198 AGACCACtTCAACAATTTCCCATC 62.585 131

HM_3882 contig42816 TC 2 14 AAACAAaCACTGCCCTATCCTCAa 63.129 agggTCTCTGTTGCGTcAAAtaCT 62.526 112

HM_3883 contig42653 AT 2 16 AAACAAATCCAAGAAACCCACAAA 62.811 GTGATGAGCTGCGAtTGGTAAAG 63.17 114

HM_3884 contig11694 TC 2 12 AAACAaGctCTGCAACCGATATTC 62.854 TTGGAGCATATGATGTGTTTTTGG 63.046 112

HM_3885 contig21934 CT 2 12 AAACAGAGAGGAAGTTCTCATGGC 62.281 TCCCTCATCAATCTCATGATTCAA 62.885 112

HM_3886 contig25853 AG 2 20 AAACCAAAGCCTTCGTCTACCTTC 63.11 TCATCCCACAACTAAACCCTAGACA 63.017 96

HM_3887 contig37009 AG 2 14 AAACCCTaGAAATTGGTTTGGGAa 62.977 TTTTTCCCATTTCACTACCATAACAGT 62.119 86

HM_3888 contig37986 GC 2 12 AAACCCTAGCTTGCCCAAATCTAC 62.924 GGGCAATTACCAtTTTAGGAGGAA 63.368 123

HM_3889 contig09432 TC 2 14 AAACCTAATCCGTGATCGATTGAA 62.912 TTCAGTCCTTTATGAGGGCTTCAG 63.006 138

HM_3890 contig33003 AG 2 32 AAACCTTcAGGTTCATCAAGTCCA 63.212 ACtTCGTACTTcCCAACCtTCCTC 63.092 151

HM_3891 contig31990 AG 2 14 AAaCGAAGGACAGCGAGAGAAaC 63.24 TCTTCTTCTCTTCATCGCAGCTTT 63.035 107

HM_3892 contig27263 GA 2 12 AAACTTGGATTGTTTCAGCTGCTC 63.048 CCACCAGAAATTACAAACCCAAAG 62.808 132

HM_3893 contig45844 GA 2 14 AAAGAACTTCCGGATGACGACTC 63.002 GTCACATTCTATGGGGTCCTGaAC 63.004 127

HM_3894 contig42738 AG 2 20 AAAGAATTGAGAGAAACGCACAGC 63.158 CCCCATCCTCAtCTCAACTGTaAG 63.199 159

HM_3895 contig29282 GA 2 24 AAAGACACAGtaGcAGACCGAcG 62.96 AGCTTGATTTTCTCGTTGAGGTTG 63.031 144
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HM_3896 contig02659 TC 2 16 AAAGACGGGGTGATATGCAATAGA 62.925 GGGGACTCCAAAGGAtTTCAAG 63.165 134

HM_3897 contig35621 TC 2 12 AAAGAGCCCTAGATGCAGATGATG 63.026 AtTgGcGCCATTTAAGTAAACAGA 62.957 126

HM_3898 contig51562 CT 2 16 AAAGAGTCCAaTCAGTCACTCACG 61.94 TCtTCAATTcACtCCCTAAGTCCC 61.955 108

HM_3899 contig36690 AG 2 20 AAAGATTAGCGgAGGACcTTTGAA 63.481 AgGCtTTAAGAAACTACTcCCCCG 64.009 160

HM_3900 contig23786 TC 2 20 AAAGCAAGACGAAGGACATAAGGA 62.522 CtTACTAtTACtTTaCCtTCgGTGGagG 61.831 140

HM_3901 contig17083 AG 2 32 AAAGCATTTCCTTCAGAGTTGGTG 62.921 CCCTTCCtAcGTTTCCTaCCaTTC 63.18 151

HM_3902 contig19522 TC 2 12 AAAGCTCAAGTGCCTCTGAGAGAA 63.137 TcTCCATCTGATcaaAAACCAAGG 63.613 94

HM_3903 contig15390 GA 2 12 AAAGGaGgAGGGAGTAGCACTAGc 62.616 GAAGAATTATGCGCCTTCaAAAA 61.654 129

HM_3904 contig25569 GA 2 16 AAAGGATTTATCAGTGGGTTTCGG 63.47 CACACATTACACACTGCTGACTGC 63.019 100

HM_3905 contig16159 CT 2 12 AAAGGCTTCTAGCTGAGGATGGAT 62.904 CTCACACCTATTGATAAGACGGGG 63.006 108

HM_3906 contig06343 AG 2 12 AAAGTGAACTCGTTGGGTTTGgt 63.122 GTCTCTTGGACAGCCCTCATTG 63.352 119

HM_3907 contig06445 TG 2 20 AAAGTGTCTCAAAAGTCAAAACCCA 62.328 GCCTTATTGCACTGtTCTgGTGTa 62.556 147

HM_3908 contig31048 AG 2 12 AAATaCTTGGCCAGAAATCCAACA 62.922 TCACTAATTGTCACACAACACGTCA 62.661 134

HM_3909 contig16582 TG 2 12 AAATAGTCCTTGAGCCCAAATCGT 63.301 TTGCAGATTTATATACGTTCCTCTTTCA 62.348 151

HM_3910 contig21237 GA 2 12 AAATATTACGGAAGATGCCACTGC 62.56 TCCAATCTCATCCACAGTCAAGAA 63.123 148

HM_3911 contig14395 CT 2 14 AAATCAAACCATTGCAGACCAAcT 63.035 AGAGTCAgAGGTGAgaAAGGGTga 62.882 129

HM_3912 contig42043 GA 2 16 AAATCAGAATTCGAAGACCACCAC 62.7 aAcTcGACCAcCACCaCAcC 63.272 146

HM_3913 contig08732 CT 2 20 AAATCATTCTGCACAACATTCTCG 62.529 CGAAGATCACTCAGCTACAGACTCA 62.307 103

HM_3914 contig15266 CT 2 14 AAATCTTTGAGGGCCaCTTCAATC 63.79 ATGTgTGGAACTGCTCTGTTGAGA 63.4 160

HM_3915 contig36895 GA 2 12 AAATGGAGATGAAGAGCAATGCAG 63.865 CCTGTGGCtTTAGAAGAGCAAGAA 63.234 152

HM_3916 contig07050 GA 2 16 AAATGGTCACTGAAAGCTGTAGCC 62.949 TaGtAGaACCaCCGATcaAAACCC 62.508 143

HM_3917 contig44807 AG 2 16 AAATGTGAGCGGAAGATTGAAGAC 62.926 CtCTaCaAACACACTCTCCGaGGC 63.677 97

HM_3918 contig44060 AC 2 14 AAATTATAGAAAACGAGAAAAGGGGG 62.039 TCAGCTGATTCTTGATTTGTGATTTC 62.841 146

HM_3919 contig25250 TG 2 12 AAATTCATAACAAGCCCCAATGTC 62.328 GACTCGGATGAcACCaGAAAGAG 62.444 155

HM_3920 contig09708 CA 2 16 AAATTGCAAACCGATAACGAAGAA 62.945 TCACACACCGAAAGTTAGGGTTTT 63.028 152

HM_3921 contig46066 GA 2 16 AAATTTCACAAACATCAAATTTCCg 62.264 GGATCCGAACGATTGTTATAGTGG 62.815 143

HM_3922 contig15768 AG 2 12 AAATTTGAATCGAGTAGAGCTGCG 63.055 GCTATgAgTCCTTaAAAgAGGCACC 62.741 140

HM_3923 contig32052 AT 2 14 AAATTTTCAAAACCCAATtAACCC 60.495 TTTcTcTTTCATACCCTATCTATGTGTG 60.187 117

HM_3924 contig31252 TA 2 12 AACAAAGCTTCGgATGAATTTCTG 62.826 GATTTTGGAGTATCTTGCCTTGGA 62.705 153

HM_3925 contig52220 TC 2 14 aacaaccaacgtcgtattcgtaCC 63.263 gAGaAATCgaAGTaGAGAGCAGTAGCA 62.777 80

HM_3926 contig17105 TC 2 16 AACAAGCAAAAGAAACTGATGATCC 61.942 CGGtaGTTTGGGtAGAAGACGAGA 62.918 142

HM_3927 contig08384 TG 2 12 AACAAGGAATCGATCAATCACGTC 63.55 TCCTTACCAGATCTCGATCCTCAG 63.089 93

HM_3928 contig26208 AG 2 24 AACaCAGAGCACTGAGAGTCTGGA 62.825 TTTTGAAGTTGCTCACAGTCTTCG 62.955 139

HM_3929 contig29366 AT 2 16 aaCACCTACGCATGCTAATTGAAA 61.981 TTTGAtTTTACtTCCATGAACTGGTC 61.672 136

HM_3930 contig18490 TA 2 14 aaCaCcTcAACAAAGCAAaGtgtG 62.648 ACATTGCTGAGaAGAAAAACCTGC 63.048 127

HM_3931 contig33201 TC 2 20 AACACCTCAACCAATTtCctGAAC 62.598 GTCGTCGTGGGagGAGAGAT 61.622 99

HM_3932 contig48698 GA 2 16 AACACCTTAGTGCTCCAACAGAGG 63.033 ATGCAACCACAAGTCAACAGACAC 63.533 91

HM_3933 contig23733 AG 2 16 AaCACTTGGTCCATCAGgAAAAGA 63.212 AAAGCAAGaAAGATTCATCTCCCA 62.495 156

HM_3934 contig46232 AG 2 30 AACAGAACaaaagaCCGGAATGAA 63.117 GCTGCTGCTTCCTAGGTACATCTC 62.853 106

HM_3935 contig15573 AG 2 12 AACAGAGGATTCAACAAGTGAGGC 63.027 TTCAATcCCatCTCTCACCTCtTC 62.977 148

HM_3936 contig41568 CT 2 14 AACAGCAATATGAAAAGATCCCCC 63.482 CTATTGAATTCACtcCAATTCGGC 63.021 94

HM_3937 contig45105 TA 2 14 AACAGCCCCAATTGAACAATTTTA 62.733 TTCAAATTTTAGATCTCGTTCTCTAcCA 61.776 97

HM_3938 contig44311 CT 2 20 AACAGCGCCGTGATCTTCATAC 63.618 ATCGGAGCTCATACAGAAAGACGA 63.556 88

HM_3939 contig12065 CT 2 24 AaCAGTATTGGATTTTGCTGGGAA 62.922 CGGTTCGGtACCAAGTAATCTGAC 63.031 147

HM_3940 contig24162 AG 2 12 AACCAAAATCTAcGCTTTTGAGCC 63.799 GATTCTCGCCATTGATGAGTTAGC 63.352 151

HM_3941 contig28352 TG 2 12 AACCAAAGGGTTCGCCATATAACT 63.016 GCAACTCTCTcCAtCTCTgGAAcT 62.472 121

HM_3942 contig43268 AT 2 12 AACCacaCAATTAAAAGATATTCCAAA 60.252 CATCAACTCCCTTCCTTCCTTAGT 61.161 136

HM_3943 contig06959 TC 2 12 AACCACATCATCCTCCACTTTCtC 62.784 ATACTGAAtTTCCCTCTGGAAGCC 62.986 144

HM_3944 contig46074 CT 2 16 AACCACCTTGAACACGTAGTCGAT 63.15 TCtCTTTGTcTGGTTCgTAGTaGCg 63.16 151

HM_3945 contig19488 TC 2 14 AACCATAATAGCCCTGAATTGGGT 62.903 TCCATCATGAGAAACagCAAAGAA 63.141 157

HM_3946 contig22308 AC 2 20 AaCcATCGTgTtcTACAAtAACCCA 62.741 GGCATTGGCTCCtTTTATTACTCC 63.202 157

HM_3947 contig37294 TC 2 20 AACCCACTCAAGCAAACACAAACT 63.258 TAGAGGATTTGGTTGACTTGGCAT 63.121 92

HM_3948 contig13004 GA 2 12 AACCCATAAACGCACAACtACAGG 63.354 GCAAAATTGGCaAAAAGAGTGAGT 62.851 137

HM_3949 contig28654 GA 2 12 AACCCCAAATTCACCATTCTTCTt 63.078 CGTCTCTTTGTTTCTCCCATTTGT 62.809 155

HM_3950 contig14428 AG 2 14 AACCCTAGCTAGCACCGAGAGAGT 63.13 GGATAAtTTTACtTcCCCGcTTTG 63 144

HM_3951 contig15977 AT 2 12 AACCCTTTTAACCTACTTTTCCCAA 61.458 TTGATTCCCCTTACTGACtTTTTGa 62.22 86

HM_3952 contig24997 TC 2 14 AACCGACAAAGTCTCCAACTtCAC 62.922 GTTGCAGACACAGTGAGAGAAAGC 62.751 85

HM_3953 contig43058 GA 2 16 AACCTCTGATCTGCTCCGTAAATG 62.923 TCCATCAAAACTTGCACCTAgACA 63.048 82

HM_3954 contig31139 TC 2 12 AACCTTGAACCCTCCATTTTCACT 63.285 AGGAGGGGCCTTTAACTTATCACA 63.285 160

HM_3955 contig45296 TC 2 24 AaCCTTTTCGGGGTACTTTGATTC 62.703 GAGTGAGGAACAGAGGGTTGAGAC 62.779 159

HM_3956 contig30393 GA 2 32 AACGAAAACAAGGTGAAGCAGAAG 63.041 TGAtTTGTACACtTCCTCCATCCTC 62.699 154

HM_3957 contig28202 AG 2 14 AACGACGATGAGAAgAACGAAGAC 63.141 GTcaAAgAGACACTAcGCAggcTT 63.275 93

HM_3958 contig36219 CT 2 16 AacGTTaCCCcTtAcTTCtAAACCCT 61.775 TTCAGATCAGTCAACCGAAAGaTG 62.698 144

HM_3959 contig39392 TC 2 12 AACGTtGCTCTTTGAACAAGAACC 62.946 cCTGAGGTTGGTACTTGAtcTGCT 63.023 148

HM_3960 contig42590 AT 2 14 aaCtAaCAaTACATGCACACATGCAG 62.313 TCAAtTGCAtTaATAGaGtTCTTGCATC 62.796 124

HM_3961 contig32714 GA 2 12 AACTACGGCATGAGATTGAAGAGC 63.051 TCAACTCGGACAAACAAGATTTCA 63.034 90

HM_3962 contig28427 AT 2 20 AACTACTGaCAAAATaGGCAGCCG 62.862 AAGACACTGAAtGGAAGaAgCAcC 63.027 160

HM_3963 contig04840 TG 2 16 AACTAGGAAATTCAGGGTCGGAAG 62.98 GAACCGCAAATTCTCAGAGGTAAG 62.522 127

HM_3964 contig10188 AT 2 16 AACTATTTCTTCCAACAAAACCGC 61.781 GCaAAACTACATGATTACATAcCaAACA 61.448 115

HM_3965 contig43322 TC 2 16 AACTCCATGAGATGCCCTTCTAAA 62.397 TCACTCATTCAACTGGGACTTTCA 63.132 125

HM_3966 contig41467 TC 2 16 AACTGCTGCCAAATAAAACTCCAA 63.146 GGGCtTAATgAGTTATGCAgGGAT 63.597 107

HM_3967 contig51331 TC 2 12 AACTGGTGCATAAACGCCATTACT 62.972 CACaCCAGAGctAGGGtTTCAGAT 63.023 99

HM_3968 contig32809 CT 2 12 AaCTTCGCCATGTACACGTTCTCT 63.375 ATAACCCACCAGATCTTCAACCAA 62.897 131

HM_3969 contig01290 AG 2 12 AACTTGTTTCTGGCAGTCCACAGT 63.474 CCCATTgGCTCATACATTCTCAGT 63.544 113

HM_3970 contig01096 CT 2 24 AAGAAAAACGaGCGAAACAAACAG 62.954 AGGAGCAGTGAGAGAACGAAGaAA 63.023 109

HM_3971 contig44289 GA 2 20 AAGAAAaGGATGAGGAAGGAAACAA 62.596 TCCACAGTCAAACTCACAAGCCTA 63.272 121

HM_3972 contig26156 AT 2 12 AAGAAACTGGGGTCTCATTGTTGA 63.212 GATCTCTcCCaaaCCCACACAAC 64.1 158

HM_3973 contig40561 TG 2 14 aagaaagaccaagggcactttaCc 63.005 tccatctaaacccctagattcCtCTC 63.152 109

HM_3974 contig00196 GA 2 20 AAGAAAGCTCCAGTGAAAAAGGCT 63.017 CAGGACTACCCCTCCTACAGACAA 62.892 160

HM_3975 contig43487 AT 2 16 AaGAAGATTcTCCCACAaCGAatg 62.798 TGTTTGCGGGCTTAGAAAATACTC 62.759 116

HM_3976 contig27825 GT 2 20 AAGAAGGCCTAATTAGCACCAAAT 60.668 ATAAGATGGAATACaATATTCAcgCA 60.024 109

HM_3977 contig32491 AG 2 20 AAGACGACATCGATATCTCCGAAC 62.816 ATACGAACTGCGGAAATGAAGAAA 63.138 141

HM_3978 contig05490 GA 2 12 AAGAgAaGGAGAACAATGgTGCc 63.002 TTTTAAcaCTCATaGACGCaGCCA 63.081 88

HM_3979 contig50531 GA 2 12 AagAGAGTGAGAAAaGGGAGgCAT 62.986 ACACTAgTAGcCGACGATCaAAGG 62.946 94

HM_3980 contig41431 AT 2 12 AagAGCAAAATTCACCAAAAATGC 62.654 GCTCACTCAGagTATGATGGAGGA 62.026 144

HM_3981 contig42160 AG 2 14 AAGAGCCATGGCGAAGAAAGTTAT 63.509 CAGATGcCtAGATCCCTTCTTCAA 62.996 115

HM_3982 contig01189 TA 2 16 AAGAGGACgAAACGAAGAGGAAGT 62.996 AAGAGAAGAAGAGaAgAgGGGcAA 63.177 149

HM_3983 contig42487 GA 2 24 AAGAGGCTAAAGGCTtCCTTGAAT 62.055 GACaCaTAAACtTTcCTctTcCTCTTC 61.132 156

HM_3984 contig00345 CT 2 16 AaGAGtCGCAAaTGctCTAaCcaC 63.06 cAAAGATCAAATTGTTCCCAAAGG 62.894 85

HM_3985 contig39585 AG 2 16 AAGATCCACAAAACCCACTTCAAA 63.006 CTCTTTTCTAGcCGCTCaCAAGTC 62.946 108

HM_3986 contig37131 AG 2 14 AAGATCGATCGAGCCCAcTTTTAt 63.399 CCAATCTTTTCTCCCAATTCATCA 63.391 119

HM_3987 contig29588 AG 2 16 AAGATCGGTTTGGATCTCTGTGTC 62.901 AAAcCAACGAAACATTGACGAGTT 63.044 102

HM_3988 contig26630 AG 2 16 AAGATCtAACCTTTGGTCCTGCAA 62.411 AGAAGGGTTATCTGGAGGTGGAAG 63.068 117

HM_3989 contig05538 CT 2 24 AAGATCTTCGAAAAGCCTATGCC 62.12 CCCCGACTAGTTCTTTCtCTGTCA 63.107 106

HM_3990 contig20365 GA 2 12 AAGATGGAAGTGGAaCTGGTTGTG 63.653 ATCGCAAgGTTCaTTGGTTCTCTa 63.231 135
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HM_3991 contig23924 CT 2 20 AAGATTAAGGTTCCGGAAATCGTC 62.797 TTGCaGAtTATTGCCtTCTCCAtT 63.13 159

HM_3992 contig00240 TA 2 12 AAGCAAAGAAAAAGTCAAATCCCC 62.9 GATATGTGCACACCACCACCATAG 63.506 98

HM_3993 contig20561 TC 2 14 AAGCAAATAGCTTTGCCTTATATCTACA 61.051 TCCAACCTTCACCATCtttgtttA 61.88 139

HM_3994 contig36673 GA 2 12 AAGCAAATCTCAGCAAGCAAATCT 62.757 AGAGGAAGAGCATCAACAAGTTCG 63.238 159

HM_3995 contig06313 TC 2 24 AAGCAAGCACAATCAATCCTAAGC 62.963 GTTGAACGaAGCAGAGAAGAGGAG 63.023 90

HM_3996 contig02366 AG 2 12 AAGCAGAGAATCGAcTGATTTTGG 63.022 CAGCTCTTCGAACTCTGCCAAT 63.15 147

HM_3997 contig11350 AG 2 12 AAGCCAAAGCAAGCAGAATTGTAG 63.064 CCCAAGTGATTAATGGAAATGTCA 62.08 113

HM_3998 contig50966 AT 2 14 aaGCCTAcTGAGAACAATtCCCAA 62.411 TCTCTTCATGGCTTGGTCTATGTG 62.712 109

HM_3999 contig29151 CA 2 16 AAGCCTCTATGGGGTCTTCTCACT 62.889 CATTCCCaAAACATCAATCAACAA 62.919 144

HM_4000 contig16113 GA 2 16 AaGCGGAGAAGACGAAGAAGAAaG 63.599 CTTATCGTCTGGGTATTTGCAACG 63.841 150

HM_4001 contig32058 AC 2 16 AAGGAaTGgTGgAGAGAGCACTAA 62.598 TTTGtTGAACAGTGGGAgGtTTTT 63.015 98

HM_4002 contig08092 AT 2 16 AAGGTACAGATCTACGGAGAGGCG 64.121 GCAgTgGACacCTTAAATTTCCTG 63.129 158

HM_4003 contig39027 GA 2 16 AAGTGACTTGGTGAAACCCTGAAC 62.807 CACACATATACGCATACAGAGTTTCTGA 62.622 96

HM_4004 contig36464 AG 2 16 AAGTGAGtgCCCTTCAatGTCTTC 63.027 GtCCTCTGGtTTctCTCCatTcCt 63.278 139

HM_4005 contig25736 GA 2 12 AAGTGATGTGTTGTtGTGTTTGGG 63.168 TTCTGTcTTcACTGACTGCTCTGC 63.413 150

HM_4006 contig00726 TA 2 12 AAGTGCATAAAAGAGCTGCCTACG 63.076 GCAGTTTACCAACTGGGTTGaAGT 62.737 135

HM_4007 contig11463 GA 2 20 AAGtGGCCATTTCTGACCAACTAA 63.129 CtTATCtTCTcCCtTCGaAgAcCC 62.767 148

HM_4008 contig18376 TC 2 32 AAGTGGTAATCCCCCATTGATCTT 62.974 AccCCCATTAGAAGGaTTCTGTGt 63.181 112

HM_4009 contig24156 TC 2 20 aagttctcgTGAgTcgTGAgTCGT 63.819 accctaataatcccTaAGCCAcCA 62.992 113

HM_4010 contig16902 AG 2 16 aagtttagggttgatggttttGgC 63.492 ACCGACCAGGTAATCTCTCTTGCT 63.724 101

HM_4011 contig27901 CA 2 14 AATagCCGATCACAAACCAgAAac 62.634 CAATTTCTCTTGCAGTGTGAGCAT 62.858 154

HM_4012 contig23184 AG 2 12 AATCAAAGACACCCAGAAGCAGac 63.027 caACAGGcaCCTTCtatcCTCTGT 63.023 148

HM_4013 contig48377 GA 2 14 AATCCAAACTCTCCAATTCCAACA 62.996 CTTTCACACAATCTTCacCAGTCg 63.155 154

HM_4014 contig19791 GA 2 12 AATCCACTtCCccAACAAGAGAAT 63.278 CAGTGGCAGAGTGATTGGTATGTC 63.057 119

HM_4015 contig16350 TC 2 16 AATCCATCTGGGTCTCTCcTCtcT 62.954 ACACCCATTAACGGCTAGTTTTCA 62.944 94

HM_4016 contig09418 AG 2 20 AATCGAATTCACCACATTCAGGAT 62.903 AAAAATAGCACACCCTCGTCAATC 62.634 137

HM_4017 contig46227 AG 2 12 AATCGaTCTGTATCTCTCGAACGC 63.042 GTATATCTATGGCCTTTGCCCTCC 63.103 141

HM_4018 contig41674 TC 2 32 AATCGCTTCTTCACAGTGGCTATC 63.051 ACTCGCGTTTCAGCAGaCAAAT 63.401 147

HM_4019 contig25848 TG 2 12 AATCGTCGGTCTCAAACATCAAAT 63.026 GAAAAGAGCGTAGCGTAAGTCTTGA 62.397 160

HM_4020 contig21214 GA 2 14 AATCTGACACTAGACGTCGGCAaT 63.368 CCATCCACATCTTCAAATCACAAA 63.128 154

HM_4021 contig07784 AG 2 14 AATGAAACTTTTGATTTGTTGGCG 63.334 AACCCTTTCTCCATTTCCTCTCTg 63.164 104

HM_4022 contig10331 AG 2 14 AATGAATCGAAAATTCGAaCCTGA 63.009 AATTaGGTCTTTTTCCGCAGATcC 62.903 136

HM_4023 contig02532 GA 2 16 AATGACTGCAGAGACATGGTTGAA 63.164 CATTTTCTTCCTTCTCCACACGAT 62.798 116

HM_4024 contig03654 AG 2 14 AATGCAATATCTGGATCGGAACAT 62.82 TGCTTAGTATGTGAAtttCCGGGt 62.935 135

HM_4025 contig15676 TA 2 16 AATGCCTGTTTTACtCCACCACAT 62.936 GtTCGTTGCTGCTTATACTTGGCT 62.985 127

HM_4026 contig25180 AG 2 16 AATGCTACCAATCTTTCCGATCAA 63.021 TGGGTGtGCATTTTTCAATCAGTA 63.581 118

HM_4027 contig14003 AG 2 12 AAtGCTATTTAACCGAGCAACAGC 62.786 TCCAACAgAACAAgGaAAATCCTC 62.784 124

HM_4028 contig48441 CT 2 12 AATGGAAAAGgAAaGGGACTTCTG 62.968 taACGAGAATTGACTGTGACCGAg 62.724 88

HM_4029 contig17538 TC 2 20 AATGGCCCCAGTTATTTCCTCAT 63.878 GCCCTTGCTACAGAGACAAGaAAA 63.142 151

HM_4030 contig08693 TA 2 14 AATGGGCGGAAATAGGAAATTAAG 62.536 AGCGGTGTTACTGATGCCTATTGT 63.171 149

HM_4031 contig15896 GA 2 12 AATGTGGGAAActCGAAAACTCAA 63.117 TCGAGATCATTACATTCCaCGAAA 62.821 83

HM_4032 contig00383 AG 2 16 AATTaCAAAAaTTGCCAAGAGCCA 62.945 ttcaaagaaaaacaacggttcctC 62.714 106

HM_4033 contig52121 CT 2 16 AATTATCCATTCGCTGTCCACATT 62.83 TCGATTGTAGGCTGTAGCACAAAG 62.77 141

HM_4034 contig07869 AG 2 16 AATtCCATTTTCCTCCAGGTGATT 63.069 gAgGCaGAACCCtTTAATTCCAgT 62.995 144

HM_4035 contig28579 CT 2 16 AATTCCCATGGCATATTGAACAAC 63.025 GAACCTACCGACCgTACCTGC 63.032 102

HM_4036 contig40412 TC 2 14 AATTCTTGACCATTGGATTGATGG 63.198 GGGATGTTGTGTTGTGGTAACTTG 62.621 137

HM_4037 contig15884 CT 2 12 AATTGAaAACACAAAATCCAACCG 63.122 GCTTCCAAAGCTGATAAGAGTGCT 62.453 112

HM_4038 contig06588 TG 2 16 AaTtGCGaCcaGAggTTtgAATTA 63.03 ATCGGCCATCtcttCTGTAATGAG 62.913 120

HM_4039 contig06114 AG 2 12 AATTGGATAACTCATGACGCCACT 63.039 TTGAAACAAgTCaAAAATTGGGTTc 62.437 152

HM_4040 contig01092 AG 2 12 AATTGTGAACCGTAGAAATGGCTG 63.444 GTCACtCCtTTAGaAcCAACCCCT 62.983 81

HM_4041 contig43861 CT 2 12 AATTGTTTTATGGAGCAAGCATGG 63.339 TTATTCCTTTCAAATCCTCGAACG 62.613 148

HM_4042 contig46358 CT 2 12 AATTTCACCAGCCATGAAGCAAT 63.968 CTGTAGCTTCATTGGTCACCACAA 63.493 159

HM_4043 contig01959 TC 2 12 AATTTGGCAGAGAGCTTAGGTGTG 63.044 GTGGGAGGAAAGAGAGACACAGAG 62.882 154

HM_4044 contig37425 TC 2 20 AATTTTGGGTaCCACACATCcAG 62.056 ACACAATCTTTTGGGTGcACTTTT 63.044 133

HM_4045 contig30432 AT 2 14 ACAAAAAGAAGGAAGACGCATCAA 63.336 TCTgGTCTTAGTGATTTGCCACTG 62.724 87

HM_4046 contig10712 GA 2 12 ACAAAACAGGCCAAAATCAGAAAa 63.027 CGCGGATAcTCGACgGTAAG 62.932 153

HM_4047 contig34499 GT 2 20 ACAAAATCTTCAATCGAACGCAGT 63.256 CTCTCGTCTCTCTTGCTGTCCCTA 63.551 148

HM_4048 contig35623 CA 2 16 ACAAaCGGAAAaCaGAAAGCAAAA 63.142 GcCTcCTACaAGTTCACAGcAACt 63.163 98

HM_4049 contig47773 GA 2 24 ACAAAGGAAGGGAAAAaGCTTCAC 63.098 TCtTCtTCTTCgTCTcCTCCTcCT 63.273 132

HM_4050 contig20592 CT 2 16 aCAAATAACACcaCtcTCTCCCCC 63.702 AGATAGAGATTGAACCGGACATCG 62.8 92

HM_4051 contig06678 AG 2 12 aCAAATaTTCATACCCAGAGGCCA 62.815 GACACGTATCGGTGGGTTAGAGAG 63.238 124

HM_4052 contig23552 CT 2 20 ACAACAAAAGACATCAACAAGCCA 62.958 TGCaAAAAGATTGaAAATGGTGTG 63.154 136

HM_4053 contig39905 TC 2 14 ACAACTTCAAAACTGGACCTGTGG 63.658 CTGTCTCGAGaAtTGTCCGCTC 63.597 96

HM_4054 contig21532 CT 2 14 ACAAGAAaGGaGTTTTCATTCATtcAA 62.461 TGGTTGTCTCTGCTTTATGTTGGA 63.048 96

HM_4055 contig49044 GA 2 20 ACAAGAaCACGAACTGGGTCTTtC 62.922 CGTCTTTACACTCATCGTTGACATC 62.118 94

HM_4056 contig05453 TA 2 12 ACAaGCACCTTAGCAAGAAAAaCC 62.071 AAGCAAAAgAATTCATACCTTCtCTCTT 61.456 135

HM_4057 contig15401 AG 2 16 ACAAGTAGCTGAGACAGACGCCAT 63.708 GCTCTGGTTTATCTTCTTcggAcC 63.601 115

HM_4058 contig50164 AG 2 16 aCAATCGATGgTGACaGAAaGTCA 63.044 AGATCACCCTCTGcaAAgAATACG 62.923 158

HM_4059 contig08559 GT 2 16 ACAaTCGGCATAATATTGGCTTTC 62.37 ATgcTGcAtAGCATTTTGtTGaC 61.382 148

HM_4060 contig30687 AG 2 12 aCACAACAAAATCACTTCCAACGA 62.842 CCCTTTGTTCAATTCTTCGTCTGT 62.809 150

HM_4061 contig09012 AT 2 14 ACACAGgtGGGTTtGATTCTGTTT 63.023 ATCCATTTgGGtTTTTCCAAATTC 63.167 159

HM_4062 contig32780 AG 2 12 ACACAGTACTTCACGGGCTTCTTT 62.539 GGAAAcACTCCCTTTCATTACAcC 62.085 87

HM_4063 contig22036 AG 2 14 ACACTAGTAGACGCTGCCATAGCC 63.086 GtTCCGAGAATCGAACTgaATCTG 63.431 138

HM_4064 contig22340 AC 2 16 ACACTTCCGACCATTCTCTCAACT 62.589 TGAATTTCAAACCAACGCAGTTAT 61.853 126

HM_4065 contig41537 AG 2 16 ACAGAACTTACCAGTCGGAGATGg 62.909 GCTaTACGaAACCaAAATCgCAAG 63.062 89

HM_4066 contig07466 AC 2 12 ACAGAGATCCCAgAGCAACATGAC 64.023 GAGGTGTCCCTTGATTTCATCAGA 63.747 85

HM_4067 contig39843 AG 2 14 ACAGAGGGAAATCTCAACAAGCAC 63.027 CACCACTCACCaAcTACtTCCTcC 63.334 156

HM_4068 contig36761 AT 2 14 ACAGATACAGGTACgAAGAAGgCG 62.946 aCTcCtaCtCTCtcCCCCTcCtct 63.344 97

HM_4069 contig16998 AG 2 12 ACAGCTtCcTTTAAAACCTGTCCc 63.005 TTATCATGATGCAATATTCCTCCG 62.115 133

HM_4070 contig46030 AC 2 12 ACaTAGTTCTCGACcTGGATTTCG 62.811 ATCTCAACCAGAGATTGCATTGGT 63.234 130

HM_4071 contig38817 TG 2 16 ACATCTGTTGCAGAATGATCGAAA 63.055 AGAGACGCACGCtTATTGAGTTCT 62.864 150

HM_4072 contig33959 AG 2 12 ACATCTTGAGGGTTAATGGCGTAG 62.633 GGaAATAAGtTCACAGAACAGAACAGTC 61.822 156

HM_4073 contig41883 CT 2 12 ACATGGTGATTTGGCTATGgAAGT 62.926 GACGAGCTCCATGATGATTCTTCT 63.124 145

HM_4074 contig03791 TC 2 16 ACATTCGAtGGTTTTCTtCTGCAT 63.137 ATTTTCACTGATCTGCGAGTCTGC 64.12 155

HM_4075 contig17233 TG 2 16 ACATTGTACCCGACCaTCTTGAAC 63.343 CgaTCTcTTCTTTTTAtTCCATAACCC 62.47 156

HM_4076 contig20053 CT 2 16 ACATTTTTGGGGAAATTGCTGAAT 63.775 CAAAAGCaAAAGaACAgCACAGAA 62.867 90

HM_4077 contig49988 TC 2 14 ACCAAAaTTCCGATGAATGATGTC 63.216 TAGTCTTCATCCTAATccCaACCg 62.592 156

HM_4078 contig21204 AC 2 14 ACCAATGGAAGGAAATCACaCATC 63.323 ATCTCCCTCTCGACAGCATGTAAG 63.128 135

HM_4079 contig13859 AT 2 14 ACCACAATACAGACGTTTCACCAA 62.739 AAAAAGATATTCCCAATCTTCCTCTACA 61.783 156

HM_4080 contig03751 CT 2 12 ACCACAATTGAAGGAGAAAATTCG 62.606 tCAGTGGAACTTGGAATGGACATA 62.803 156

HM_4081 contig05245 CT 2 12 ACCACcacTCTCCTCCTTCTTCTC 63.502 AGGGTTTTGGAGAGGAGGTACTTG 63.076 130

HM_4082 contig34750 TA 2 12 aCCACCACTCTGCCTCTCATAGtc 63.137 ttgtCaATACCCGcCTTCAAgTAT 62.935 149

HM_4083 contig33479 TA 2 12 ACCACGACGATCTGGTCTTTAGAA 63.338 GAGGCTGGAATTGAAATGCAAAG 64.154 160

HM_4084 contig06602 CA 2 16 ACCACTCTTTTGACACCCATTTGT 63.023 GAGGATTGAGGATTCAGAGGTTATTTT 62.258 157

HM_4085 contig02195 CT 2 16 ACCACTGaGAGTCTCCCcActtc 63.21 ACAGTTCTCGAGATCAGAGGAAGC 62.59 160
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HM_4086 contig32666 AG 2 16 ACCACTTCTGTACCCCcAACATTA 62.809 GACGGGTTTGATATTTCTTTCCgt 63.487 156

HM_4087 contig18614 AC 2 14 ACCAGAAAaCCTTCTGCAAGACAC 63.036 GAGAAGAGGTTGGGAcCTGGTAGT 63.186 154

HM_4088 contig02483 AG 2 12 ACCAGAAGACGAGGGACCTGAT 63.537 CACCTCaACaAACCATCTCTctACG 63.342 109

HM_4089 contig25802 CA 2 14 ACCAGAATtCcAAacTTCAATCCA 62.996 GTGTCTGAAAACGGACCgAACTAc 63.25 157

HM_4090 contig39158 TC 2 16 ACCAGATCTGAGGATGTTCTCCTG 63.096 GAGAGAATGACGGAGCTCAAAGAG 63.014 114

HM_4091 contig24456 TC 2 16 ACCAGGCGTGTAGATTCTGTGTTT 63.263 ACGAGTGcCCCCTTTACCAT 62.882 80

HM_4092 contig27863 AC 2 20 aCCAGGGTCAGTTCACCAATtAAA 62.907 CCTGACCAGGCtCCTaAACTACAT 62.003 155

HM_4093 contig02900 CT 2 12 ACCATCACTCCTTTtCCTTtCTCC 63.071 GGCCAGATCaAAATATCAGTCACC 63.016 92

HM_4094 contig26876 AC 2 24 ACcATCCAATTtGtcTgtCCG 62.072 AGATGGaAgGTaCtTCGAGCtTTG 62.215 148

HM_4095 contig40272 CT 2 16 ACCATTCCGTGTTCTtGTTCAGAT 63.128 CCGTCACAACAACATCATTAGTCG 63.711 149

HM_4096 contig33461 CT 2 20 acccaaaacccaaactacTTCGAT 63.098 CTCTTCCTCTCCCTCTCCATTGAC 63.906 155

HM_4097 contig35113 AC 2 12 ACCCAAGTTCAGTGACTCATCAAG 61.816 CCAGTTTCAAGTTCTCTTGTGACC 61.411 159

HM_4098 contig15613 GA 2 12 ACCCAcGTAAGACAAcTCACcG 63.488 GAGGAGGAAGTGGAGGACGAC 62.496 99

HM_4099 contig31159 AG 2 14 ACCCATATCCATTACTCCGGTTCT 62.986 CAGCGTTTGTGACATTGAGAGAAT 62.741 126

HM_4100 contig17669 TC 2 16 ACCCATCAATTCCATCAGTGACTT 63.004 tgcagtgcagatGCCTTTATTAGA 63.184 151

HM_4101 contig02126 TC 2 12 ACCCATGAGAAGCCATTAAACAGA 63.121 AAGTTCTAGATGGTGTGACCCTCG 62.909 132

HM_4102 contig15997 TC 2 24 ACCCCacTCTCTGTCcATCTGATT 64.483 CGGACTTGAGGGAGAAAACGTaAT 63.786 87

HM_4103 contig30244 GA 2 20 ACCCGGCAaTTTAGAGTGAGAGAT 63.505 GTCAAGAACGAAGAAACCATCCAT 62.7 118

HM_4104 contig11542 AC 2 20 ACCcTAGATTGGTTTGtCcTGCTT 63.404 AcCCTCaAAAGGAAAAGTTAGccC 63.918 130

HM_4105 contig08461 AT 2 12 ACCGATGGTACCGCAGAGTTAATA 62.947 CCAAtTTTCTTTcCTAGACCACCC 63.168 156

HM_4106 contig25191 AG 2 14 ACCTAAAGTGgCATCAATGTGCTT 63.158 GACTGCGATTAAGGGACCAGTCT 63.015 156

HM_4107 contig01676 AG 2 16 ACCTACAAGCTCCGTACAATGGTG 63.566 AGAACGTGaCTAACCGGaGCG 63.825 145

HM_4108 contig31539 AC 2 20 ACCTAgaCAACAAAATtGTCGCTTc 61.974 TCgACATTAtTTTcTGTACGTGtTcTG 62.596 104

HM_4109 contig09675 CT 2 16 ACCTGAAGagCCTGGATGTTGTAG 63.023 CGaAgAAATTAgAATGcAGAGAGGa 62.233 148

HM_4110 contig29752 AG 2 14 ACCTGTCTGATGACcTtCTTCACC 63.005 TTCaACTCCaaAcCCTAAACCgTA 62.916 127

HM_4111 contig50506 CT 2 20 ACCTTCCTCCTCTTCACCGTTC 63.083 TGCGTTTCTGTTATAGAATTGCGAG 63.655 157

HM_4112 contig43685 TG 2 14 ACCTTGAGTTGtACCTCAGTTGGG 62.805 tTCCTCTAGACATAcCCAcCaAGC 62.811 141

HM_4113 contig29759 GT 2 12 ACGAAGAGAGATTGGGAAGGAGAT 62.865 TGAGAAGGAATTTGAAGAAGACGC 63.121 139

HM_4114 contig37383 AG 2 12 ACGAGATTTGAGGATTTGAATGGA 63.099 CagTaAgGAGTAGCATTTTCTgGTCaA 63.043 146

HM_4115 contig03978 GA 2 14 ACGAGGCTTCACTATCTCCACAAC 63.04 ATATCAgGGCGaAACCTCTCACTC 64.023 111

HM_4116 contig50475 GA 2 24 ACGATCAACGAGTTAATGGACAGG 63.549 GGTTTGTTCGAGACATCGACCTAT 62.713 101

HM_4117 contig34219 TG 2 16 ACGATGATTCCATCATTACGTCCT 62.916 AAAATTGATCTGAACAACGCCTTC 62.731 155

HM_4118 contig23468 AT 2 16 ACGCAACTAAATCCTTGAACCAAA 63.039 TGCCCCCAACCACTATATTCTCTA 62.909 148

HM_4119 contig00948 TA 2 14 ACGCAAgcTAGgTAGAGgTcACAA 63.578 AAGaAAAGCAGCAGTTGCAAGACT 62.972 145

HM_4120 contig14336 AG 2 14 ACGCAGCAAACaCATATAGCAAGA 63.11 GAATGTTGCGGTCTTTTCAGTTTC 63.244 150

HM_4121 contig09173 AG 2 12 ACGCATGAGTAGGTAGTCCCGAG 63.883 GATCTCTGCaACtTTGcCTCTCTC 63.031 155

HM_4122 contig39128 CA 2 14 ACGCCATGTTTAATtGCACAGTTT 63.776 CCTaGaAAAACCCTATTCCCagCTT 63.074 95

HM_4123 contig05651 GA 2 16 ACGCGATTTTGATtACCTGTTGTT 62.96 GAGaGAGTGaAGaAGaAgGGAGGG 63.161 121

HM_4124 contig30139 CT 2 12 ACGGATCGTAGATGAAATTCTTGC 62.733 TTTCCCAACGTCAACTATCGATCT 63.121 158

HM_4125 contig38711 CA 2 12 ACGTcTACCACTCTTTTCCAGCAC 63.05 TCTTGTGTTCATGCATGTGAATTG 63.083 132

HM_4126 contig02351 CT 2 12 ACGTTCTCTTCTtcGTGGTGGTT 63.452 AAGaGaAGAGTgGTAGCGCCAGTA 62.848 113

HM_4127 contig08194 AG 2 12 ACGTTGATTGTCATCTCAGTTCCA 63.044 GCCTTCAAAGATCATCAAAGaCGA 63.854 144

HM_4128 contig10217 AG 2 24 ACTACAGGCTACAGCCcATGTGTA 62.134 ACATTGGGAGACGACGATATCACT 63.133 124

HM_4129 contig35847 TC 2 14 ACTACTCCacGAGCCaCAAGGTc 64.019 TCCCAAAGtTCATCTGCTACACAA 63.048 103

HM_4130 contig18819 TC 2 14 ACTAGgCGTCTTCACCACTtCATT 62.526 AtGTGaAAgGaCTccCCGtTCTA 63.202 147

HM_4131 contig22815 TA 2 12 ACTAGGTCAGTGTGCCTAAGTGCC 63.063 ATCAGCaACAAAAAGACCaCACAA 62.958 115

HM_4132 contig37600 CA 2 20 ACTATCAaTGCACCAAACAACGAC 62.338 TTCtAACTCCGCTCATCaAACCTC 63.022 156

HM_4133 contig15701 GA 2 16 ACTCCAATTGtGCCACCAATACTC 63.456 TCGTTTGtTAGTCTTCTCaGCTCtCTc 62.853 127

HM_4134 contig37902 GA 2 16 ACTCCCGTCCTGAACTGTCTAGTG 63.128 aTaACCCAAAATaCCTCCTCCCCT 63.14 151

HM_4135 contig40885 TC 2 12 ACTCCTCAATTTGTTAAACGTGGC 62.646 ACCAGAACTTGATTGTTGTTGCCT 63.25 102

HM_4136 contig08176 AG 2 12 ACTCCTTGGCAACATGATCAAAAT 63.026 TCATACTGAAGAAGCCCACTCTCC 63.115 112

HM_4137 contig10542 GA 2 12 ACTCGATGGCGACAGTtAGAGAAA 63.561 ATCTACACACTTGCATTTGACCGA 62.962 86

HM_4138 contig27509 CT 2 12 ACTCTTCTCCCTCACCACCTCTCT 63.183 TTCGAGTTCGTTTCTGTTCAAGTG 62.839 144

HM_4139 contig16241 AG 2 20 ACTGAAATTCGATTTCTtCGTTGC 62.841 TCATTTCaTGCTcCCTTaACCCTA 63.005 115

HM_4140 contig45543 GT 2 12 ACTGAGCAGGCCATTACTCTGTCT 62.837 CAcCCCACATAGTTTCTGATCTTG 61.953 115

HM_4141 contig51310 TC 2 14 aCtGATCgTAGGTTTTgaCAAGCc 62.838 ttgagagggggaggagaaactaaa 63.554 127

HM_4142 contig35531 AT 2 16 ACTGCTGTAAATCCGTGTACCACA 62.869 GAATAGGTTTCAGCTCACAGAAGGA 62.214 138

HM_4143 contig03382 GA 2 24 ACTGGAGTGTTGCCATTGTAGTGA 63.067 tctCttCTCTcCttcCCTcGaaAc 63.581 116

HM_4144 contig01083 AG 2 12 ACTGGATCTAGCAGAAGATGGGTG 63.014 aCTAcGAcTACCAgTAgCATCAGGC 62.174 99

HM_4145 contig24940 TA 2 12 aCTGGCACATGGTCACATTTTAtG 63.065 CAAcCAACaACTCaCtCTTTAGCATC 62.466 125

HM_4146 contig35259 TC 2 20 ACTGTGATCGTCTGTTGCttcATC 62.846 ACGCCATTGAACTTTGAGAGTAGC 63.06 112

HM_4147 contig25266 AG 2 16 ACTTCACCCAGTAACACCCAAAGA 63.12 CTAGTCCCTCtCTTCTCCTTCGCT 62.886 144

HM_4148 contig43326 GT 2 20 ACTTCATCATCCACAAGAACCACA 62.922 AtTTGCATGTGTGAGAtTTGCTGT 62.979 157

HM_4149 contig29348 TA 2 12 ACTTCgCAAaTCCAATaTCAAAGC 62.655 TCACTCTCAATCTGGCATCTCaAC 62.926 160

HM_4150 contig04647 CT 2 12 ACTTGAGGCtcTTCTCCTGCCtAT 63.109 TcCAcCAcTTgACATCACTCTCTC 62.909 155

HM_4151 contig24888 TC 2 12 ACTTGGAAATCTTATTTGACCCCC 62.585 TTGAGGGTGAGTAAGAGACAAGGG 62.993 149

HM_4152 contig25652 GT 2 14 ACTTGGGGTTTATGTTGCTGTTGT 62.946 GCTTaAAATTCTTCTTgGGGAAACA 62.82 119

HM_4153 contig00083 TC 2 24 ACTTGGGTCTCTCAGTCAATTTCG 63.01 tTATCtTTaAGGTCAGAcCCGCaG 62.823 109

HM_4154 contig19951 GA 2 16 ACTTGTTTGATCTCcTCAAGGTGC 63.027 CTCCTCGGTACAAAGGGtTTCTTC 63.482 85

HM_4155 contig37238 TC 2 14 ACTTGTTTTAGCAGACCCTTTTCG 62.058 TGAGTAACTATTATTCATTGCGGTTAGG 61.843 135

HM_4156 contig36036 TA 2 12 ACTTTAACACGCCGATACACGAAT 62.972 ATCTGACCCCTCCTCAATCTCTCT 62.954 108

HM_4157 contig38191 AG 2 12 ACTTTCTTCTACCACCACCcATTG 62.597 AGAGAGTGAGAAGAAGCAAACCCA 62.909 158

HM_4158 contig30450 CT 2 16 AGAAAAATGATTGGTGGGTTACGA 62.813 TCTGACCCCTTTcGtATCATCAtT 63 135

HM_4159 contig22156 AG 2 14 AGAAAATGGCAAcGGACAACTTTT 64.096 TAAGTCCTCTTCTTCAGATCCGGC 64.206 87

HM_4160 contig09818 GT 2 20 AGAAACACTGCAGAGGTCTCTTGG 63.347 TTCtTTAATTTGGGTggGGAACTT 62.977 153

HM_4161 contig34507 TA 2 12 aGAAAGCTTCCCTGTTCTGGAGAC 63.506 CATCCAGCTCCTAATGTGTTTTCA 62.514 141

HM_4162 contig29244 AG 2 14 AgAAAGGGgTGGAGAAGAGAGAAA 62.958 AGTAAGAGAGTAGGCGGAAGGTGG 63.304 113

HM_4163 contig17173 GT 2 16 AGAAGAAACGaCTCACATTtATATGCAC 62.068 CAATAAACCATTACCAGAAACGCC 62.746 116

HM_4164 contig05184 CT 2 12 AGAAGATGAcGATGATGATGCTGA 63.267 ATAGTTGCAGAAATTGGAGCGAAG 62.947 130

HM_4165 contig24128 CT 2 14 AGAAGCAACATACATCCTTCTCCG 62.923 AATTTTAGGGTTTgGAGGgtGTGT 62.992 120

HM_4166 contig41808 AG 2 20 AGAAGTGGAGACCTTCTCTGACCA 62.882 cttcccacgttcgtccaaCTAc 63.026 88

HM_4167 contig26006 GT 2 16 AGAATAAGAGAGCTTCAGAGGGCA 62.1 ACtACtTCCTacCacTAACaACaACCAC 61.224 146

HM_4168 contig29228 CA 2 12 aGAATGAAaCAAATCAATCCcTGg 62.481 CACCAAGATCATAACtTGGAcCg 62.801 92

HM_4169 contig43217 CT 2 20 AGAATGCATGATATGCAaCACCTG 63.288 CACTCtTTcTTCCCtCCtTctTCC 62.958 138

HM_4170 contig03900 GA 2 14 AGAATGGAAAGTTGGGAAACCAAT 63.078 caactttactgttccgccaTCaAT 63.444 93

HM_4171 contig42790 TC 2 14 AGAATTCGgTACCACAAGAAGCAG 62.933 CTGAAGAAGCCAAAGCTGAAGAAG 63.028 156

HM_4172 contig06574 GA 2 12 AGACAGTGAGGTGGAGCTTGAGAT 62.913 ACCTCTGCTAACTACATCATCGGC 62.953 103

HM_4173 contig38199 TC 2 24 aGaCATCGcAAAaGGGTTTcAATA 63.03 CTGAGCAGAATAAAGAGGTGcCAt 63.035 157

HM_4174 contig40972 TC 2 16 AGACATTGTGATGGGTTGATTGGT 63.771 GcTCCCGCTACCAtTAAtTTTGTT 63.503 80

HM_4175 contig20530 CT 2 14 AGACCAAGGCCTTTGATATGAGTG 62.811 GAAAAGCTTGCTGTAAAACCCAGA 62.944 123

HM_4176 contig21505 TG 2 24 AGACCACTTTACAAGATGGCCCTT 63.404 TTTGAAGAGAAACAgGGCAAGaAC 63.019 82

HM_4177 contig00608 CT 2 20 AGACGAGAGATGAGACGCCATACT 62.826 gTCGCGtCtTACAGAAAGGAGAAG 62.835 81

HM_4178 contig49742 AG 2 20 AGACTCAAAGGTCAGCAAAGGAGA 62.909 CATTCTGAcCAAcCACCCaAGTaT 63.325 134

HM_4179 contig34540 GA 2 20 AGACTCGCTTCTTTGCACTTGATT 62.851 TCAGTACAGAAAcCtCTTTCATCGC 63.046 156

HM_4180 contig51877 GA 2 12 AGACTGAGAaGAGGGTCTGCTGC 63.69 aCTTCTTcgtCTTcCaCCTcCC 63.083 129
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HM_4181 contig02099 GA 2 14 AGACTGTGTAGGGTCCGATCTTTC 62.061 CCTAACCCAACAACATCCTCATCT 62.584 113

HM_4182 contig02547 CT 2 12 AgACTgTtCctACAAAaTCcAATACc 60.065 AATCAATTgaAGCAAAATTGGAAA 60.968 143

HM_4183 contig14859 TC 2 16 AGACTTGTAACTGCTTTGGATGCC 62.949 ATTCACACTCCCAAACACAATCAA 62.712 120

HM_4184 contig34926 AG 2 12 AGACTTTCTGGCAACTCcGACATA 63.45 AAGcTCTGCTCTGaAAtTCCCTCT 63.205 142

HM_4185 contig03311 GA 2 16 AGAGAAATCAAGCAGGAGAAACGA 62.811 GTCtCttTctCgTCCACACATCG 63.376 87

HM_4186 contig04656 TC 2 12 AGAGAAGCCAAGAAGAAGAAAGCC 62.806 AAGTGAATGATGGGACCGAACTTA 63.009 142

HM_4187 contig31919 GA 2 12 AGAGAATTGTACTTGAGATCGCCAC 62.129 TCTGCTcctccATTCGATTCTTAC 63.013 124

HM_4188 contig04307 TA 2 14 AGAGACAACCGTTACCAATCTACCA 62.23 AAGAGAGTTACCATCATGCCCAAG 62.811 147

HM_4189 contig14023 TC 2 16 AGAGACACGTCCTTGTTTGAATTTG 62.834 TGTCTTCTGCTcCGCATTTTTAGt 63.456 115

HM_4190 contig32077 TC 2 24 aGAgACAGcaggCAAAGAAAcG 63.159 TGGCTTATCAcCtGAGAGTCtTGA 62.487 121

HM_4191 contig51254 AG 2 12 AGAGAGAATTAGCTGCTGCCTGAG 62.739 AAAACtTTCACgAACtcCAccaAC 62.723 128

HM_4192 contig49164 TG 2 12 AGAGAGCAGAGAATTGGATTGTCA 61.613 tTGGAtCCTCATgATCATCTCTATG 61.508 123

HM_4193 contig36718 GA 2 12 AGAGAGGGgAGAGAAGTGGAATTG 63.372 ATCTCaCaAAcCCTaACCATCCAA 62.897 129

HM_4194 contig35390 AG 2 14 AGaGAGTGCTGAGATCGAGAGAGG 62.899 CTAGAcACAgcCCAAtTAAcGTCC 63.142 88

HM_4195 contig08417 AG 2 12 AGAGATCTCCTCAAATTCGCCATT 63.596 TGAACTGAACTGAACTGaACCCAG 62.81 123

HM_4196 contig14502 TC 2 14 AGAGATGAGAGAAATGGCGAGAGA 63.004 AACAAGAAgACGAAGAAAAACCCC 62.992 132

HM_4197 contig32807 AG 2 14 AGAGATTTGGGTGTTGGAATTGAA 62.996 GAAAACAAGCTCCGAAGAATCTGA 63.121 131

HM_4198 contig40073 AG 2 24 AGAGCACTCAAGTACCCAAAaTGC 62.949 TGAGGTTCAAGAAATGGAAGTGATT 62.298 153

HM_4199 contig36007 TC 2 14 AGAGCAGCCCATGAATGAATATGT 63.142 GcgTATGAGAGAAGAcCGCTAAAA 63.055 96

HM_4200 contig16903 TG 2 14 AGAGGCAAGAGTGGATCAGAGAAG 62.575 GCTGGTTGCCCACTATCAGTATTC 63.15 159

HM_4201 contig09686 AG 2 20 AGaGGCAGAGTGATGAAAAACCaG 63.124 AAAGGAGAGCCCTaTAAGtTTCaATCA 62.741 144

HM_4202 contig28884 GA 2 24 agaggccgaGAGAGTGTGTG 60.608 GCGTCTTCTTGACCATAATCTTTG 61.302 152

HM_4203 contig15329 AC 2 14 AGAGGGGAACTCTTTCAACTGTGA 62.677 CACCTGCTAGAAACAAGGCAATCT 63.044 135

HM_4204 contig17205 TC 2 14 AGAGGTGGCTCAACCCTCTTAACT 62.899 TTTCtACTGGGCTGGTGTTTGTTT 63.138 87

HM_4205 contig21460 AG 2 12 agAgtGAGAGAGGTTGAaTGGTGG 63.106 AAACCATTTTggaGAAGGAAGAGG 62.968 101

HM_4206 contig44568 GA 2 14 AGAGTGAGTGGAATCGAAGGATTG 63 cCCCTTTcACCAtTCTAtTTcCTT 62.677 100

HM_4207 contig34225 TG 2 12 AGAGTTCAGAGCTTCAAGTGCCAT 62.939 GACACTCCTCAACTTCACACCTCA 62.921 160

HM_4208 contig25070 GA 2 12 AGAtACAaGGAGGAAAGTTGCAAAGA 62.739 CTGTGGaTgaGTTagGTAgGGGG 63.083 159

HM_4209 contig01119 TC 2 14 AGATCGTAATTGTTGCTTTGTCCC 62.634 CACATTaAATACACACATTGTCGCTG 62.605 119

HM_4210 contig45697 TA 2 12 AGATCTTTCGgCaTTGGTTCAATA 63.021 GCTTCATTCATCTGCACCAATaAA 62.44 134

HM_4211 contig02152 GA 2 16 AGATGTTGAAAATCACCAGTGGCT 63.242 GTTATCCGGTTCTCTTCGTCTCTG 62.598 160

HM_4212 contig44334 AG 2 20 AGATTAGGCCAGAAACAaGGAAGG 63.086 TAGCgaACTCCAGCTAGACCATTC 63.146 145

HM_4213 contig03335 CA 2 12 AGATTCCATTCCAGAAACAAGCAC 62.813 CGCAAACAGGCCATAAATTAGTTC 62.957 121

HM_4214 contig39552 AG 2 20 AGATTTCTTCCCATTTGCATTTCA 63.009 acTaATgaATCCCCACTcCTCTCC 62.964 88

HM_4215 contig44214 AG 2 32 AGCAAAaTTAAaGGAACCCAGTTG 61.77 ACAtTcTCTgGTAGCaCATTgACA 60.96 133

HM_4216 contig46090 GA 2 12 AGCAAAGTAACTCTCCTGCCTGAA 62.835 TTCTCAACAGAGCGAAATTCATCA 63.257 155

HM_4217 contig03294 TC 2 16 AGCAACAGACCAGTGAGCTCGT 63.764 GCCGAtTTTTAGCAAAAGTGAACA 63.543 157

HM_4218 contig35725 TG 2 24 AGCAATGCGCAAATACAGAAGAAT 63.273 CCCACCTCACTCACTCCACTAtTT 62.793 89

HM_4219 contig36482 GA 2 14 AGCAATTTTGCAGGATCCTAGTTG 62.839 GACTCTCCCCTACAACACCATCAA 63.649 152

HM_4220 contig26284 TC 2 16 AGCACTCGATCGACAGAACAGTTA 62.532 CCCTGAAGAtTTTTGAATTTCGTG 63.002 147

HM_4221 contig26900 GA 2 16 AGCACTTTCTACCCATTTTgACGA 63.239 CCTACCCTCCTCCTCTACCaAAAc 62.575 117

HM_4222 contig49848 AG 2 24 AGCAGCACAGCTTAGGAAACAAGT 62.875 ATCAACaTTCGaATCTCTGCTCTG 61.964 142

HM_4223 contig47294 TC 2 12 AGCAGCTCAACAGTCTCCTTATCG 63.362 ACCTCATGAAACGGATCCAAAAG 63.516 151

HM_4224 contig43040 AC 2 12 AGCATAAAAaCaCCaGCAAGAACC 62.755 TTGAGATTATTTTTGAAGAACTTCATGG 61.951 106

HM_4225 contig37966 AG 2 24 AGCCATGAATGATTCTTAAGCCAA 63.13 GaAACTCACTCTCCTcCTCGTGTC 62.899 91

HM_4226 contig13000 CA 2 20 AGCCCTGAAAGATCATcTGAACAC 63.017 CTGACTTGAAATTGAGCTGTTTCCT 62.23 150

HM_4227 contig27238 TG 2 48 AGCCTCCACTGCAGAAACAAATAG 63.044 TGACTTCACTCCTaCCTCCTcCaT 62.56 145

HM_4228 contig44228 GA 2 24 AGCGAGGTTTGAGATACGAATCAg 63.035 AgGCTCTTATCTTTaCAcCaGCCA 62.536 117

HM_4229 contig04799 AT 2 14 AGCTACTGgTtAAAAaGCcAAaTATACA 60.876 AcGATCCAAATAGCACACATTCAT 61.799 110

HM_4230 contig30810 CT 2 14 aGcTcAGGCTTAGGCTtAAcGATT 62.948 CATGCTCTCAGTTTTGGAACTCAA 62.828 137

HM_4231 contig06779 AG 2 16 AGCTCTGTtCTCTTCCCTTGATGA 62.898 AcACCAGaATACgAtTcccctacc 63.494 147

HM_4232 contig08832 TC 2 14 AGCtGCtAACCTTGGTGCTTTG 62.958 CGtTCATCTTTCCCTTCCtTTTCT 63.074 90

HM_4233 contig09423 TC 2 30 AGCTGGTTTTCTTCCCTGGACTAC 63.201 GGCAGTGGACGAAACTCTaTGAAG 63.45 128

HM_4234 contig50223 TC 2 14 aGCTGTTGAAAATCTTGGGAGaaa 62.508 ACTCtGTTTcCAcCTGAAGtTGCT 62.719 157

HM_4235 contig12950 TA 2 12 AGCTTCAAGATCTGCAAAGCTCAT 62.953 AActCTCCTCATCTTCCGATCGTT 63.709 159

HM_4236 contig27484 GA 2 24 AGCTTCCGCTTCAAATTCTTTCTC 63.406 TACCCTcCTccCtCGtTACTTTCt 62.683 139

HM_4237 contig38833 CT 2 16 aggAAAaCTGCAaCTGCAAGAGAG 63.357 GAAAAGAAAGAtTTgaGGGTGGCT 63.09 118

HM_4238 contig08694 TC 2 14 AGGAAAATCTCCTAATCGTCGTCA 62.397 gggttcataATACAAGTCGaAcCG 62.826 155

HM_4239 contig32450 GA 2 14 AGGAAAGGGGGCTTCAATAAGAC 62.972 AGCCCTTATTTCTCACTCTCCCTC 62.48 130

HM_4240 contig02037 CT 2 20 AGGAAAGTGAAGGAGACGATGATG 63 CTCCtGGaGaGAAAAgGCAGAGTT 63.598 150

HM_4241 contig27803 GT 2 20 AGGAAGAAATGCTTTGATCTGCAA 63.438 TTTGTACCCTCGGCAAGAAActAC 62.741 97

HM_4242 contig11972 AG 2 20 AGGAATAGCATTCCCTCGTCACTT 63.505 ACATTTGAGCCCCTTCTCTTTGTT 63.499 118

HM_4243 contig26513 AT 2 14 AGGACAaTACAGAAATGGACTCCG 62.698 AGcCTTACGAAgGGtTCAACaAc 62.823 159

HM_4244 contig24986 AG 2 16 AGGACGAAGgCACATATtGACATA 61.905 CCCAAcaaCAAACTATCTATGGGC 62.826 158

HM_4245 contig31016 AG 2 12 aGGAGGAGAGAAAAGGAagAACcA 62.958 gtaacggaggaaccgaaatagctt 62.924 121

HM_4246 contig06764 CT 2 14 AGGATAATCACCTGGTCCGCTAAT 63.2 TCGGAGACTCATATTTACACGCAA 62.959 155

HM_4247 contig24328 GA 2 14 AGGATAGAAAGAGGCAAGTGCTGA 62.824 TATCAtTCCACCTAGGcCTGTCAT 63.013 151

HM_4248 contig21414 AG 2 12 AGGATAGAGATGAGCCGAGATCCT 62.98 TCACtttGTCACTcccATCACACT 63.155 136

HM_4249 contig24466 AG 2 14 AGGATGCCTAGCAGAATTGAAGC 63.139 TCTTaCaAAATCTTATCgcTgGTCG 62.758 105

HM_4250 contig11492 TG 2 12 AGGCAGCCATGAATGGTATAGGTA 62.937 CAGAAGTACCAGCCATGTTTCTCA 62.724 158

HM_4251 contig04396 CT 2 20 AGGCATAGAGCCTTAACTTCGGAC 63.219 CTAAGAAAGACGAtGGTGGaGGTG 63.32 160

HM_4252 contig38266 TC 2 14 AGGCCGTTGGTATGTATCACATCT 62.94 TTAGTTGCtTTTTGTAGGCaAGGC 62.874 153

HM_4253 contig12640 TC 2 16 AGGgAAGCAGATGAGAAGGAATTT 62.782 GaATAGAGGGGACCTTTGGAGAGA 63.156 150

HM_4254 contig25681 TC 2 12 AGGGACAAAGAAGTGCTTGATGAC 63.027 CTTAAATTGAGAGAATTCCAGtGCG 62.451 160

HM_4255 contig07114 GT 2 12 AGGGCTCCGAAAAATATtGAGTTG 63.676 CAGAACATTTAAGGcGAGTTTGGA 63.63 158

HM_4256 contig10567 TC 2 16 AGGGCTGGATGTAAaCtATTTCGG 63.584 aaCaAGAGAAAGcCTATGATTTgGG 62.911 147

HM_4257 contig37860 AT 2 12 AGGGCTTCTTCTTCATGATGCTTA 62.62 CtaAAACCCTTGtTCTcCtTTcCC 62.49 157

HM_4258 contig12510 TC 2 16 AGGGGAAGTGAGGGTTAGGGTACT 63.547 TGTCtcCTTTCTATCTTGCTTGCAG 63.249 154

HM_4259 contig13640 TA 2 12 AGGGGACCACATTCAAGATCAaTA 62.887 CCaTGGAGGTCtcCAGATAAGGTA 62.67 150

HM_4260 contig43456 TC 2 24 aGGGgCTtAGCGTTCACATATTTT 63.221 TCACAGaAATCCAAGTCTTGACCA 63.132 107

HM_4261 contig19577 TC 2 12 AGGGGGCATAGTGTCTTCGACT 63.437 atttccTCCaaaacccTAGACTGC 62.995 130

HM_4262 contig30830 TC 2 20 AGGGGgCGGATtAGAATtGTATAG 62.618 TGTCTCTGTGATTTATTTCTCCGC 61.787 147

HM_4263 contig19863 GA 2 16 AGGGTTGAGAGGTCTGAATTAGGG 63.068 CTATcCAGaAAAtTAGCTCCGCCt 63.107 92

HM_4264 contig01294 CT 2 16 AGGTCTATCCAgCATTCATTGAGC 62.929 GAgGATAcACAAGCGCACGTAG 62.087 144

HM_4265 contig26206 TC 2 12 AGGTGGAGGTGGAGGAGAGTAAAC 63.186 TTTCTgTGAAGTGAACTGAcCACG 63.719 112

HM_4266 contig29704 GA 2 12 AGGTGGGATGGTTTAAGAATGGAT 62.974 CAgAgGGtaGTTTCTCTCACTTCAGTC 62.233 128

HM_4267 contig45820 CT 2 12 AGGTTTCTGTACTcGAGGAATCCA 62.483 AAAGAcCaAACCCTAAATTCACCA 62.013 155

HM_4268 contig07676 AT 2 16 AGTAACCGTTCCTCATCTCCACAG 62.909 TCCGCCATTCTCACTATTTCTCTC 63.013 159

HM_4269 contig46373 TC 2 14 AGTAAGCGTAGCGGTTCCTCTCTC 63.533 GAgGAcCCGAGAGTGACAGTTAGA 63.223 140

HM_4270 contig07796 CT 2 14 AGTAGCCATTCTTGCGAATTGTTC 62.854 TTCGTTCCTCTCAATCGTCTTCTT 62.698 160

HM_4271 contig37063 GA 2 24 AGTCCACCATGTCTTCTTCAATCC 62.784 ACTGAGAgGAAGCGAGAGAGTGAG 62.91 123

HM_4272 contig47063 CT 2 24 AGTCCGTGAATAAGAGCATTCGAG 63.035 tTAGTGGTCtTTgtTAGGGagGGG 63.664 143

HM_4273 contig33982 GA 2 12 AGTCCTAGTTGTTGTGgCGGAA 63.146 AAACGGTCTCCATTcCAACAAtTT 63.888 134

HM_4274 contig21368 AG 2 12 AGTCGAGGATTCGATGATAGTGGT 62.382 ACCTTcATcCACTCACTGTAcCC 61.557 96

HM_4275 contig21912 AG 2 12 AGTCTTCCCAGAAATCATGAcGAG 63 TCCAAATATATAGCCCCCTTCACC 63.271 96
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HM_4276 contig45441 GA 2 12 AGTGAAGAGTGATCGGATTGGGTT 64.345 aACACTCCtTCCACTACCCACCTC 63.93 160

HM_4277 contig31453 CA 2 12 AGTGACGgCATcATTtCtCTACTG 61.878 CCGCTTCtGGTTTTACATATGGTT 62.451 142

HM_4278 contig48451 GA 2 14 AGTGAGCcAAGTAGTtGGTGTGGT 63.372 CTGCTCTGCTCTGCTAAAACCaAG 63.873 80

HM_4279 contig37472 TC 2 20 AGTGATCCATTTTCCAAAAaTCCC 63.365 TATATCCTCCTCCAACCAAGCaAg 62.703 132

HM_4280 contig05248 AG 2 20 AGTGGTAGCCTGGAAGGGAAaTAG 62.992 TCTCgGTTCCACACtTGaAATACA 62.931 86

HM_4281 contig09864 AT 2 16 AGTGTaGCAACAtGcTcTtCATGC 62.889 GaAGtGTTTGtGCTTCCTAcagCA 62.869 143

HM_4282 contig31780 GT 2 16 AGTGTTCCAAGCCCAaTTTGA 61.765 TTTGAATCAAcAAGGTATGGTGTCA 62.629 105

HM_4283 contig13716 TC 2 20 AGTGTTTTGATGGTGAAaTTGcTG 62.426 CACCaAACAAAATACACCGAGAAA 62.227 91

HM_4284 contig22931 GA 2 24 aGTtgAaGTcaGAGAGGGgAAaaa 61.757 ATCATCCCAACTGCTTCTTTGC 62.701 99

HM_4285 contig06284 CT 2 12 AGTTGGGTAGTTTCAGATGCTTCG 62.933 CAACAGCTCCTGATTCCAAATCTT 62.91 114

HM_4286 contig10587 GA 2 20 AGTTTCATCAAGTCCATCTCTCGG 63 TgTCTGtAcCAcTTTAgtTTagTcgCA 62.423 150

HM_4287 contig23278 AT 2 12 AGTTTCCAaTGCAAAATAAAaTTCATAG 61.008 GCCTTCGATGTAGTGATGAAATTG 62.007 152

HM_4288 contig00136 AG 2 20 AGTTTGAGAGGTGAGGAGAAGGGT 62.974 AGGTGTGTGAGTGtGAGCTACCAG 62.961 145

HM_4289 contig04245 TC 2 14 AGTTTGATTCAGAGTGTGGTGTGG 62.598 CAGTGTGAAGATCGGAAGTGTTGT 62.72 129

HM_4290 contig30854 CT 2 16 ATAAAAGTCAACACTCCGTCTCCG 62.822 TCAcACAGAGGtTgGGAGaAGTAA 62.261 92

HM_4291 contig02679 CT 2 12 ATAAACCCTAAAacTaCGTcgCCC 62.654 CCATGACCTAAGTTGTGGTTGTCA 63.259 131

HM_4292 contig02916 CA 2 12 ATAAGCACATCATGCAAACATTGG 63.076 ACTTTATGGTTGCCCTGTCGATAC 62.536 149

HM_4293 contig02433 TC 2 12 ATAAGCCTCCCCAAATCTCACAAT 63.188 GGAGGAGTCAACCGATAGTTTACCA 63.696 151

HM_4294 contig37352 AT 2 16 aTAaTACAAAGCCGGTAGACCCAC 61.572 TTTCGTgCAATGTGATAGTTCAAt 60.757 121

HM_4295 contig11686 AT 2 14 ATAATCGCTGCCATTTTCACTGAT 63.05 TCCtATCTTCtACTCTGcCGCATC 63.137 154

HM_4296 contig46272 TC 2 24 AtACATgTCGAAatCCTTCtCCCA 63 AAAAACCTagTGGCACAAAcCAAA 62.941 157

HM_4297 contig17272 TG 2 12 ATACATTGACGGGTCTTGCATTTT 62.841 GGCCACAAACTCATCAAATCTCTT 62.813 137

HM_4298 contig04126 AG 2 20 AtaCCATtACcACtGTGaCcAGGG 63.225 ATCTCGAAGAACACAGAGACAGCC 63.358 158

HM_4299 contig35165 AG 2 12 ATACCCATCAACGAtccaaagcta 62.925 TGATTcCACCACTGaAAcCCTAAT 62.897 100

HM_4300 contig45737 AG 2 32 ATACGAGGCAATAGAACAGCTCcA 63.353 AAGaATCTTACTGCgGAGAGGACA 62.712 137

HM_4301 contig26356 GA 2 16 ATACGGGGCTTATCTTTATCGACG 63.492 TATTTCCCCAAATCCTACCTGACC 63.36 150

HM_4302 contig10960 TG 2 24 ATAGAAGCAGTCGCcATTTTTCAG 62.947 CtTACtAACCCaACCCAAcCtAcG 62.046 156

HM_4303 contig12122 GA 2 12 ATAGACATTCGATGaCCCGTAGGA 63.013 CTCGTCTCCTCCtTGGAACAATC 63.525 153

HM_4304 contig19996 AG 2 14 ATAGAGAAGGGAATTGGAAGTCGG 62.971 cACAcAcTcAgAGTCCTcgaaAAg 62.596 105

HM_4305 contig25768 AG 2 14 ATAGGTCTGGACGTCTTCCACAAA 63.225 GTCCAGCAAAAACCTaCTaGACGC 62.563 156

HM_4306 contig26778 TA 2 12 ATATCTCGGATTGCTTTCGATTCA 63.121 AAACCCTACCCTACCCTACCCAAT 63.058 104

HM_4307 contig05362 TG 2 16 ATATCTGCAACTGCCTTGACTTCC 62.94 CCCTcTTGtGtTTTTCtTACTTGGC 63.404 160

HM_4308 contig27289 AC 2 12 ATATGAACGATTCCTGACCCATGT 62.802 GAGCCGaAGaACagagGAAGtTAC 61.901 122

HM_4309 contig22711 GA 2 16 ATAtGACTGGTAAGATAGGGCCGC 63.608 AgGGAGAAAAgGaCaAAACAgTCC 63.08 151

HM_4310 contig49019 TC 2 20 ATATGGCTTCTCATCTTGGCTCTG 63.026 TCTCTTTCACATaAAAAGGaAGGGAA 62.526 136

HM_4311 contig01715 TG 2 14 ATATGGGCAGTGATTTTCCCATTA 62.616 TAGGCCTATAGCCCAcCaAgAAGT 63.4 115

HM_4312 contig48134 GA 2 14 ATCAaCAGCCGTCATTtcTTCTCT 62.613 ACCCTAGATAGAAGATCGATgGGG 62.865 91

HM_4313 contig04304 CT 2 12 ATCAaCCACAaTaCATAGCCCTCc 62.411 AGAGAAAGAGGCTATGTCCGTCC 62.265 106

HM_4314 contig28002 AG 2 14 ATCAaTAGAACTTCCAGTGGGTGG 62.584 AAAAGaAcCGcCTGAGTTcCTAAC 63.11 124

HM_4315 contig43136 AG 2 16 ATCACAAAATTCCAGTGCTTTGC 62.529 tTTTCAGTTTTCACATGGGATGG 63.113 160

HM_4316 contig44683 AC 2 12 ATCACAAGTTCACCAAACAAACCC 63.338 CGTGGTAAATGATgGTgATgATGT 62.938 145

HM_4317 contig29908 TG 2 14 aTCaCaCaTTCCcAaTCAaCctG 63.125 CATCACTTTCTCTGATCCGGTCTC 63.54 150

HM_4318 contig28278 AG 2 20 ATCAGAAGTGGGCGTATGATTTTG 63.438 CTCCCTGCCAtTTTTGtTTCaA 63.329 160

HM_4319 contig44190 TC 2 20 ATCAGAGATCAAAGGGCTGAGTTG 63.115 GAtTTcCtGATCTCAggGAGGG 63.378 156

HM_4320 contig33618 GA 2 20 ATCATCCTTGTAGCCGTTCATCAT 63.029 CACACTCAtTTTcCtCATGCTTTG 63.048 137

HM_4321 contig21364 AG 2 14 ATCAtCTtACTTTaCCAaCGCCCC 63.498 CGGAGGAACCACAAACATCTCTT 63.747 119

HM_4322 contig33795 GA 2 30 ATCATTTACAAGGATtGGGgAAGg 63.36 GCAGACTCCATTTCCGGTATATCA 63.432 105

HM_4323 contig43523 CT 2 16 AtcATTtgATGATCCCTCCGActA 62.99 TCTCTCAAGCTGTCTTGTGAATCG 63.159 155

HM_4324 contig25989 CT 2 16 ATCCAAATAGTAaCCTtCGGGTGG 63.378 AACaAAAAtTTCaAAACCACGCAC 63.252 105

HM_4325 contig15630 GA 2 16 ATCCAATACCTCGATTCTACTGcG 62.731 TcTCtaGAAtCCACAGCTCTgATaACAT 62.004 159

HM_4326 contig33496 CT 2 16 ATCCACAACTTCCTTCAAAACAGC 62.824 gGGtTCgTTGAgTCTGTAGtTTGG 63.233 122

HM_4327 contig39775 GA 2 20 ATCCATAGATGAAATGCCAGAGGa 63.103 TaGAGTGAGaAAGTTGGGAGGGTG 62.993 147

HM_4328 contig09002 TG 2 14 ATCCATTAGCCAGAGACTCCAATG 62.8 AGCTGCTGGAGAtTTTAgGGtTTT 62.728 158

HM_4329 contig01740 CT 2 16 ATCCCCATTTAGCATTTCAAAACC 63.282 GTGCTTATCAGCCATTATGCCtTC 63.158 113

HM_4330 contig22528 AC 2 14 AtCCcTCAGAATTGGTAATGGATG 62.368 ACATCCCTCTTGcTGTGTGTATGT 62.077 139

HM_4331 contig18693 CA 2 14 ATCCGAATTCCCTCATATACaCCC 63.275 TaTgcCCaAttTTTaTcgTCTCGT 62.842 105

HM_4332 contig28185 TG 2 20 ATCGAAACTGGTTTAGCCATGAAA 63.03 GGGACCAgGAGGAATTCAAAATAC 63.069 117

HM_4333 contig22589 AG 2 16 ATCGAACGAACAATTCACTCACAC 62.518 GTGATGGACACAGGAtTTGAGTTG 62.922 150

HM_4334 contig26330 AG 2 20 ATCGAAGCGAACTGTCAGAAAATC 63.039 CACTTCGAGTTcAATCaAATTCGtC 63.241 94

HM_4335 contig03048 GA 2 14 ATCGAAGgAGAcGAGAACAAAGTG 63.124 CtTATCTGCTCACACCAtTcCTCC 63.331 137

HM_4336 contig49707 TG 2 16 aTCGATGGGATCTAGGCTGGTTaT 63.192 CATGGTACGATCCTCCATTACCTC 62.9 132

HM_4337 contig07265 GA 2 12 ATCGATTTCGGTGGGAGAAAaT 62.977 AcTTCGCATATCTGCTTcCTCATC 63.042 89

HM_4338 contig16014 AG 2 16 ATCGCCAGTTTGAAGACAAAGAGT 62.626 CtacCgCCTCCaCTCTAcCTACCT 63.209 142

HM_4339 contig25177 TG 2 16 ATCGGAAAAGTGGTCAAATCTCAG 62.798 ACAATCACTGGATTTTCCTGCACt 63.242 145

HM_4340 contig22633 AG 2 16 ATCGGAAATGGGAGGAGATTAGAT 62.369 aAGaGaACCCCCaAAACGacTAAg 62.989 159

HM_4341 contig22176 TC 2 16 ATCGGCTTCTCCTTCTTGTCTTCT 63.096 AAGGCTCTCTaCATAGCTGATGGTGT 62.857 114

HM_4342 contig28217 CT 2 20 ATCGTATATGTGGAGCCTCACCTC 62.715 cGaACGAcACAGAGAtTACTGTAGGA 62.956 141

HM_4343 contig26975 TC 2 12 ATCGTCTCtCCcTTACTCCGAAGA 63.799 CTGACTGGAGGAGATTGACCGT 62.88 143

HM_4344 contig14783 AG 2 20 ATCGTCTTGTTCGATTTCtGAAGC 63.039 TGTaCaCCaAAACCGAcCCacTA 63.581 85

HM_4345 contig05855 GA 2 16 aTcTACaGGAAGCTTGATTTCccG 63.888 ATGCGGtCTTTTAAGGAATGATGA 63.021 149

HM_4346 contig13896 CT 2 40 ATCTCATGCGATATTGTCCCAAAC 63.339 aACGAACGAACgaagAAcGaAg 62.828 144

HM_4347 contig40150 TA 2 14 ATCTCCATTGTCATCgAaGTGGTT 63.12 GCAAAcaACACaAATAtATACACACGC 62.656 149

HM_4348 contig35937 CT 2 12 ATctCCTTTCTCCCTCTCtGTGgT 62.964 GAGAGACGATGAgaCGATGagACC 63.796 149

HM_4349 contig42433 TC 2 12 ATCTCGGACGAGACGAAGTAGAGA 62.912 AGAGACGaACTGGAGaAGTCAAGG 62.471 155

HM_4350 contig05020 TC 2 12 ATCTGAAAGATGAAAGTCTGGtCc 60.008 CTGTTCAGTTCTCTATTGTCTTCTTCAA 60.667 157

HM_4351 contig03134 AG 2 16 ATCTGACGCCTTCACTCTCTGTAT 60.681 CCCCaACtTTAACTTaCCTTCCTACT 60.494 159

HM_4352 contig25964 AT 2 14 ATCTGGTTTGGAGTCAGGTTGAGA 63.43 CCCAAAATCGCCTATTTAAGTGTG 62.837 152

HM_4353 contig12411 AG 2 16 ATCTTCCAATCACCGTGACAAAAT 62.913 AGaGTTgGGAGTATAcCCCTGGAG 62.971 149

HM_4354 contig00362 AG 2 14 ATCTTCTAGTGGAAGCCGTCATTG 62.923 CTAcTCCTCCTCCCTCCTcCC 62.692 88

HM_4355 contig35771 GA 2 14 ATGAAAAACAACTGATCGCCTACC 62.634 GGTTCACCTAACTCCCCTCTCTGT 63.186 148

HM_4356 contig22534 AG 2 14 ATGAAAAAGAAGGAGACCCTTTGC 63.09 TCACTGTTTCAGCTTCACAgATCC 62.937 155

HM_4357 contig32590 CT 2 12 atGAAACATCCAATTTCTGCGTTT 62.937 TTGTATTTGGAGAAATTAGGGAGcC 62.72 88

HM_4358 contig44298 TC 2 24 ATGAACCTGTCATCTTCACCGAAT 63.12 TTcTTTCCTTTGTCGATTCCATGT 63.108 113

HM_4359 contig18294 TC 2 20 ATGAGATTAAGCTCCTGAGGTCCG 64.11 AGTGGAGGAgGGAgtcgtctAGGT 64.93 153

HM_4360 contig16515 AC 2 12 ATGATCGcTCAAAaGAGACTCCAT 62.6 TTTCtTGATTTGtCTCTTCTTGtcAAA 61.692 100

HM_4361 contig01136 TA 2 20 aTGATCGTTAATAACCCACcACcA 63.426 TTGATTCTTgGAtTTGTCCTTCAGA 63.204 157

HM_4362 contig46861 TC 2 14 ATGATGAGTCGTCTTCGTCAAAGG 63.876 GTGGTGGGTTTACGAATTTGTTGT 63.142 154

HM_4363 contig23339 GA 2 12 ATGATGCTAAACGTGGCTTGAACT 63.268 AGTAGGCCCAGGAAAAGAGTTTTG 63.094 158

HM_4364 contig15255 TA 2 16 aTGCACAGAATCAGCAAGAGAAGA 62.623 CATGGATGAtTATAACaTGAtTTcCAA 61.991 160

HM_4365 contig41791 CT 2 12 ATGCACTATAAACCAAGAACCCCA 62.826 CTCATAGAGGGCCAGTGAGATGTT 63.014 84

HM_4366 contig48315 CT 2 14 ATGCCAAACCTACAAAATTGGTCC 64.187 CACCAACCAcCTcCATAATCAATC 63.632 154

HM_4367 contig25974 AT 2 14 ATGCCATAGCcGAAACCTTAAAAT 63.027 AATCTGGTTgAAGAATCCTCGTTG 62.798 148

HM_4368 contig39687 AT 2 12 atGCCTCATCAAGAACCTCCATTA 63.112 GtTGCTGCTGTGTTTTGGAAGAAT 63.781 159

HM_4369 contig39674 AC 2 16 aTGgAACAaCcACAAGGgTACAAt 62.712 AGAAGAGGCAGAACAGAAGCGATA 62.936 146

HM_4370 contig04880 GA 2 20 ATGGATGACGaGAAATGaGGAAAa 63.099 ttcgtcccatgaacacttgtctta 62.931 130
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HM_4371 contig41474 TG 2 16 ATGGCAAAAATTCTTGAACGTCAt 62.937 tTGCCTGTTGGGAATaTTATGGtT 62.628 108

HM_4372 contig45149 AG 2 14 ATGGCATTCAAAGTCTTGGTTGAT 63.026 CgGGCTTTCAGtTTcCtaAATCtT 63.001 141

HM_4373 contig18997 AG 2 16 ATGGCCATCAATCTGACCTAAAAG 62.607 AAAtTTTCtTCtCtTTctctGCTTCG 61.823 119

HM_4374 contig12872 AT 2 20 ATGGgTCGACGACaTTTTAAtCAC 63.236 ATCGTTTGCTGGATCTAACATTGC 63.565 141

HM_4375 contig33191 AG 2 16 ATGGTAAGAAAGAGGCAAACCACA 63.129 CACCgACgTCaAcCtTCtaCTCTT 63.033 151

HM_4376 contig04317 AG 2 14 ATGGTAAGGCTCGTAACCTCCTTC 63.008 TCaCTGTAGCTCTCTccTCGTCCT 63.132 154

HM_4377 contig19360 GA 2 12 ATGGTCTCTGTAATGTTAGGGCCA 63.022 TTTGAcATgGGTCTCGTACTCTCA 63.146 106

HM_4378 contig01915 AT 2 14 ATGGTCTGCTCAAGTGCTACAAGA 62.532 AAAAAGGGAGCTACAGCGTGC 62.95 134

HM_4379 contig35906 TA 2 12 ATGGTTCTGCCGATCTCAAGTATt 62.312 ATTCAATCAGCTTcCCCATAATCA 62.902 129

HM_4380 contig22366 AG 2 14 ATGTAATATTCCGAATTTGCCCcT 62.814 CCGTACATGTCCATTGAATATTGG 62.311 101

HM_4381 contig34610 GA 2 12 ATGTACACCAAGAGgTGGgTCTGT 63.132 gaattcttcgaTTCTTCgTCCCTc 63.584 142

HM_4382 contig00474 CT 2 16 ATGTAGCCGGAGAAAGCCATTT 63.223 CACGCACATCCATACACAACACTA 63 114

HM_4383 contig01028 TC 2 20 ATGTCGAAGTACACCCTGGGATT 63.002 GCTCAGTGTTGTGTGtCGACtTTT 62.869 112

HM_4384 contig34177 AT 2 12 ATGTCGATTCAGATCAAACACGAG 62.609 TagGtATTGAATTGaAgCCTcCCA 63.005 155

HM_4385 contig16341 CT 2 20 ATGTGACTGATCCAATCCTCATCA 62.9 TGTAAAGCGCTGCAATACAGaAAA 63.099 103

HM_4386 contig19741 TG 2 14 ATGTGCCTTTCAAGGGTAGAGAAA 62.411 TAATCCCTACACCAATGTCCCAAC 63.108 160

HM_4387 contig38775 AC 2 16 ATGTTCTCCACTTCAGGATTCTCG 63 gGTcCAcCCTTAGATTGTCCACTA 62.584 156

HM_4388 contig46977 GA 2 14 ATGTTGTTCTGAATTTCCTCCGAC 62.7 ACCTCTACTACTTCGCCTCAGCCT 63.13 160

HM_4389 contig18511 AG 2 20 ATGTTTGTGGTTTACCGTCGATTG 64.064 aGTgGAGGAGGGCGGaGaGT 64.832 106

HM_4390 contig23001 GA 2 12 ATTAAAaTCCAAAATGCAAGCAGC 62.582 CCATCCCCATCATCATAATCTCTT 62.354 160

HM_4391 contig34315 CT 2 12 ATTAAGGAACCAATTCCCACCTGT 62.983 AAAGGTTGGAGGAATTGCTAGAGG 63.086 136

HM_4392 contig49666 AT 2 16 ATTAaGTtGTAGTCcAtGtcACCaGA 60.216 AAATaTAGGCTGtTAtTGCTGCCa 61.13 114

HM_4393 contig35189 AG 2 16 ATtaCAAACCACCCTCGCTCATAA 62.935 CAcCATAAAATaCCCCAAcGTcTC 62.716 156

HM_4394 contig40850 AG 2 14 ATTACACACCTGGATCGCTTGAAT 63.039 CCTCaAATATATCACCTcCACCCA 63.194 96

HM_4395 contig45200 TC 2 14 ATtACAGGCGATGATGAGCTGAAG 63.876 CCTCGGATCGTCAGTGTACTGTGT 64.807 122

HM_4396 contig26111 AC 2 14 ATTACATTGCAGCCAAGACCAAAT 62.95 GAAATGTGAATTGTTgGGGGTAAA 63.005 144

HM_4397 contig29899 AC 2 32 ATtACcTTCGACGCgCACAc 63.431 ATTCACCGTCTGAGATCAATACCC 62.586 122

HM_4398 contig07305 TG 2 12 ATTAGGGTTTCTGGGGAGGTTTAT 61.361 TCTGCTAtCCTTGTCAATTTCTTAAtTT 60.946 143

HM_4399 contig02237 GA 2 12 ATTATACAGAAAAAGGAGCCCCcA 63.084 CCGCTTTAAAAAGTCAGCtCTTTG 62.662 147

HM_4400 contig30062 CT 2 16 ATtATTCCCCcTTcTTTtGTGCTC 62.797 GCgtAACACGGTAGCAGTATAGCC 63.198 92

HM_4401 contig40265 TC 2 20 ATTATtGGgTtCTCTGCTTTTCGC 63.796 TCaCAACCCATCTAcCATAccCTC 63.318 112

HM_4402 contig07513 TG 2 16 ATTCAGTATTCGACGTGCCTGAGT 63.368 CTCACATAACCTTCCCAGAACACC 63.111 118

HM_4403 contig27852 TC 2 16 ATTCCCctcTTTCAGTCCTCAaTC 63.062 TGCTGCCACAGATTTATTAGGGTT 63.043 149

HM_4404 contig46658 TC 2 12 ATTCCCTTTTTAGGAGCCAATGAA 63.175 ACCTGAGAAAACAAACAATGCACA 62.958 111

HM_4405 contig42504 TC 2 16 ATTCGAATTCCTTCGGCGAT 62.994 GGGGGTTCCCAACAGATCTaAg 63.063 144

HM_4406 contig16647 AG 2 12 ATTCGGAAGTAGGGAGAGAAATCG 63.078 CCCAAtTTTCaACAATGAGtTTCC 62.8 127

HM_4407 contig36675 AG 2 16 ATTCGTCTTGCCTCTGTACGGTAA 63.251 GAGTcCCCttAcccccaAAAA 63.367 88

HM_4408 contig08217 AC 2 16 ATTCGTTCTTCGCAGTCAAAAATC 62.841 CCATTGACTAGcAAtTTGGTTTGa 62.326 131

HM_4409 contig25842 AG 2 20 ATTCTCGCCGGAACCCTGTA 64.017 aCCAACTCTCAATCTTCTCTCGACG 64.349 80

HM_4410 contig02192 TC 2 20 attctctgcccaaaacaatcagag 62.91 GGGTaAgGATCAGCAGACTGAGAA 63.115 119

HM_4411 contig20182 GA 2 16 ATTCTTCTCCTACAAATCGCAGCA 63.45 CGATACTCTGCAACAATTGGGATT 63.438 157

HM_4412 contig28923 AG 2 16 ATTCTTTGTTCCATtGATTGaGCC 62.608 TAGGGGTTTTGAGTTTGGAGATGA 63.091 117

HM_4413 contig30286 TA 2 12 ATTCTTTTCCTTCTCCGCCATAAC 62.903 ACCAAGCTACCCTCACtcCTCTCT 63.099 146

HM_4414 contig00540 TC 2 14 ATTGACAGAAGCTCATTGCCTACC 62.94 GGGTAgTTCCCTAAAGGGCCTAAG 63.432 99

HM_4415 contig43118 AC 2 14 ATTGATACTCcAAATTCCACCGAA 62.802 gGTCaTAAATCCTCGTTTACTGGG 62.011 131

HM_4416 contig13510 GA 2 12 ATTGATTGGAGGAGCTTTAGGAGG 63.078 AAAccctaACCAGATCCtTcCAAC 62.78 129

HM_4417 contig09729 AG 2 12 ATTGCCGATGAGAGGTAAGaCAAA 63.231 AGCCTACCACCCACtACCaAAAA 63.017 97

HM_4418 contig08206 AC 2 12 ATTGCTTTGaCAAGGCCGATaGTa 63.15 ATcCCCGGTAATGTTAGTCCAAAt 62.797 115

HM_4419 contig12326 TA 2 12 aTTGGGATGTGATTTGTTTTCACA 62.5 GCCAACATTGGAGGATTATATTGG 62.616 118

HM_4420 contig12744 GA 2 14 ATTGGTgTGTTTTAGAGCGAGAGG 62.933 AATagGCGACACCAATTCACTACC 62.536 152

HM_4421 contig39247 GA 2 16 ATTGTCACAGCTGgTGTTTGaTGT 62.965 TCAAATTGATGtTGTTTGGAATGC 63.05 117

HM_4422 contig23218 TC 2 14 ATTGTGACGTCCAAGTTCACCCT 64.112 CCgtAGTCTcCACGAATCaATCTC 63.331 116

HM_4423 contig29961 GA 2 12 ATTTAAGACACCCCATGAGCTGAG 62.811 TTTTCCAAATTCCAGTAGACGGAC 62.606 113

HM_4424 contig16132 AT 2 12 ATTTATCATCAGGACAATCGCCAG 63.432 CCTaATGGACTTATAGGCACAGGGT 62.727 98

HM_4425 contig29029 AG 2 12 ATTTCAAATCGGAAGTGGAGTGAG 62.798 GCTATTGCTcTCCCTCATTGCTTa 63.046 148

HM_4426 contig42040 GT 2 16 ATTTCGAACCCAACTCTCTATGGC 63.801 GTCtTGTTCACTCGAAGCTGTGaA 63.067 157

HM_4427 contig04330 TA 2 12 ATTTCGATTGCGAACACTTTGTTT 63.055 AAACTCATTGAGCTAGAGCATCCC 62.213 159

HM_4428 contig32126 TG 2 14 ATTtCGggTTTtGGTtCTGAAACT 63.192 CCTATGTTTCATGTGAACTGCTGC 63.078 124

HM_4429 contig03114 TC 2 12 ATTTCGTCTCCAAATTCCATTTCA 62.899 CATGCAAAGGCAGACAGTGAAC 63.076 134

HM_4430 contig36585 CA 2 12 ATTtCTTTGCATCATAAGCATCgC 63.562 TTTGAtttttaGTCTGTCAgCAGcC 62.958 87

HM_4431 contig06767 TC 2 14 ATTTGAGCCTATgCCTTTtCCTCT 62.717 GAAGaAGTGGATGTCCCAAAGAGA 62.987 138

HM_4432 contig05910 TA 2 14 ATTTGctCCATGATCTCGTAATGA 61.989 CAAACACCCAATTGGTTCTACATT 61.191 125

HM_4433 contig26521 AG 2 24 ATTTGTCCTTCACAACATAAACCC 60.37 GTTTCACCTCTGTACTTAGtCaACCA 60.025 152

HM_4434 contig23026 GA 2 12 ATTTTTGGCGAaGAGTTGAACAAa 63.134 CATTcCTCCCATCATATCCCTACA 63.186 133

HM_4435 contig01831 TC 2 20 CAAAAACACCAATGTCCTACCCAT 63.117 ATAGAAGCAAGCACACAAgaGCTG 62.251 137

HM_4436 contig06306 AT 2 12 CAAAAaTACACAAAACCCCcAAGT 62.234 ggCAGTCAcAGccCATAATAATTT 62.451 160

HM_4437 contig20349 AT 2 12 CAAAAATTCAAAAaTCCATTTGGC 62.634 acacggttgattttccatgttttc 63.231 159

HM_4438 contig18171 TC 2 20 CAAAAATTTGggAaaGAGAGGCTT 62.989 TTTGTTAGAAGGCCAAATTCTCCA 63.109 112

HM_4439 contig43065 TC 2 14 CAAAACGaTCTCGCCATTtAATTT 62.463 GtgGGGAGACGAGTAgtGtTGtTT 62.821 155

HM_4440 contig05874 AT 2 12 CAAACACACCTGTGcTTCCTAcAA 63.499 TTgtCGTTCTGGTGCTTCTCTATG 62.842 121

HM_4441 contig19798 AG 2 12 CAAaCATTtATcTCAGGAGACCCG 63.104 GGTTGCGTAGAAACAAGTGTAATGG 62.968 151

HM_4442 contig25569 GA 2 20 CAAACCACTGATGTTACAGTtGgC 62.856 AGTGGATGATGGCTGATATTGGAT 62.906 122

HM_4443 contig47740 GA 2 16 CAAACCCCTGAAAAGTGAAGATTG 63.1 TAGTTCGTGACAGACCCTCaAACA 63.155 134

HM_4444 contig33738 CA 2 12 CAAaCGGGCTCTTAATGGTATGTT 62.451 GATTTTGCACAAACTTTACCCTGC 63.055 145

HM_4445 contig44305 GA 2 20 CAAACTCCgATACATAAaGTATTCCAA 60.772 CCTTCTCTATGTCCTTGACCTTCC 61.637 143

HM_4446 contig25130 TC 2 16 CAAACTGAGACGACGGCTATGAAC 64.309 aAcACCCGATTATCAGGCAGG 63.339 147

HM_4447 contig19287 AT 2 12 CAAAGAGCAGATAACCcAaCATCA 62.514 ACCTATGCCAATCACAAACCAAAG 63.336 158

HM_4448 contig10870 TC 2 12 CAAAGCAGACTCGTTGAAGCTCT 62.412 GCGATGGAGGTAAAGTGGAGAGTA 62.923 146

HM_4449 contig10640 AG 2 16 CAAAGTCAACAATAGTAACACCCCG 62.845 CCGaACAACTAtTcCCTGTTTTTG 62.916 141

HM_4450 contig30451 AG 2 12 CAAAGTGATCTGAACCACCACAAC 62.933 ATTCAACTTACCCGGCCAATATCT 63.007 148

HM_4451 contig43585 GT 2 14 CAAATATTTAGGAAGAaCcATCTCATCC 62.384 TTTGATTTTTGTCCTTTTTGTGGc 63.322 154

HM_4452 contig25092 CA 2 16 CAAATCTATCACAGGGTTTACGGC 62.935 CGAAGGTTGATGAGGAAAGAGAAA 62.993 97

HM_4453 contig06531 AG 2 12 CAAATCTGAACTCACTGGTAgCGA 62.842 CCAATCATATCAGCAACACTGCTC 63.069 82

HM_4454 contig48415 GT 2 16 CAAATGGGCcTCTGTAAGAGAGAA 63.006 ACTCCTCTCACCATTtatcCCTCC 62.964 106

HM_4455 contig14451 AG 2 12 CAAATGTCTCGGCCATTGATTACT 63.438 TCTCTCTGTCAgTGaATTGCTCTGtT 62.949 154

HM_4456 contig00667 GA 2 16 CAAATTAAAGGGAAGGCCACTTCT 62.897 TCCGATaAAGAAAATAGAAACCCAGA 62.359 82

HM_4457 contig02533 GA 2 12 CAACAAACCGGTCACGATAGAGTT 63.554 GCTCTCATCTCAATCGTTCTCCTC 62.904 139

HM_4458 contig41505 GA 2 20 CAACAAATGTCATAGGGACCGTTT 63.227 cCTCtCTGCACTGcCaACATAACT 64.001 143

HM_4459 contig43955 TA 2 16 CAACAATCTGAAATGCACCATAGC 62.861 GCCAAGAGTGAAGTCAACATGTCA 63.735 153

HM_4460 contig21426 GA 2 14 CAACACCCTCCATGAAAATTAAGC 62.922 gTGACtTCTTCGCTTTCAACCACt 63.15 135

HM_4461 contig41127 AG 2 14 CAACCAAaCCCACCATTAAACAAC 63.427 AAcCCATCAcCtTTCTAACgGTTT 63.098 151

HM_4462 contig13522 AT 2 12 CAACCAGGGTTTCtCTTtATCTCC 61.476 GAAAACCaATACCACATAcTTAcATTGA 60.603 148

HM_4463 contig24215 AT 2 16 CAACCGAAACAATTAGAACACaCG 62.754 AGCTCCTCtTTCTATACACGCACG 63.166 130

HM_4464 contig42859 GA 2 12 CAACCTTTGCTTGTTAGCATTATGg 62.965 CCCAAAAGCAGATTTGTGCATAGT 63.552 107

HM_4465 contig39023 TA 2 12 CAACgTTAcGtGTGGTTGATCc 62.492 CCTGAAtTAGGtTTTTACCCCAGC 63.092 129
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HM_4466 contig16470 AG 2 12 CAACgTTGGATGTGAAGAAAGATG 62.931 GAGAGAGTTCATCAATgGCgGTAG 63.444 117

HM_4467 contig11235 TC 2 12 caacTAaTTCCCCCTCcTCTtCAT 62.863 TGATTGTTTGAGCTGATGGGTAgA 63.038 155

HM_4468 contig01808 AG 2 12 CAACTGTCCAGAAGAGtACGCTGA 63.063 CATCTGGAATTATCTTTTCCACCG 62.896 156

HM_4469 contig43355 CT 2 20 CAACTTAACTTGCTTCTGGCACCT 63.053 aCTTTATTCACtTTTGGcGGaGG 62.715 149

HM_4470 contig38255 CT 2 24 CAACTTGGCCAGGTAAACATTGTC 63.859 ACCTCTGtCATCTCTGCAACACAG 63.06 144

HM_4471 contig01810 CT 2 20 CAACTTTGTtAAGTGgAGAGGATCAA 61.948 CgAAGGaAAGTTGGaAAGATGTGT 62.809 134

HM_4472 contig16987 TG 2 12 cAAGAATtGGTTCCTTGTTTTtCc 62.109 TCTCgCtTcTcTTCCTCTATCCAA 62.897 159

HM_4473 contig09949 TG 2 16 CAAGCAAGCTCATCTTTTTGTtGA 62.856 AAATCATTCGTTTGGCTTCTCTTG 62.826 149

HM_4474 contig04619 TC 2 16 CAAGCcgAgATTTTGACAAGGATA 63.625 gGGaCgGAtTgAtTTTgGTActTT 63.383 123

HM_4475 contig16457 GA 2 12 CAAGCTCAAAATCTGTGTTTGGAA 62.628 AcCCAATCTTATGGGTCTTGatGA 62.887 140

HM_4476 contig08326 GA 2 16 CAAGTCATCTAGACCATAGTTGTCGG 62.341 AGGCTTTGCATTTGATGCTTCTAC 62.963 136

HM_4477 contig45959 TC 2 12 caagtgcccaagtctacACcTAGC 63.468 TTGtTGGaAgGTGTGTAGGAAGAAA 63.123 123

HM_4478 contig33201 GA 2 12 CAATCACCAATTCATCATCCAAAC 62.486 TCTTCTTCTTGTCCGCCTTGTATC 63.022 153

HM_4479 contig06980 GA 2 14 CAATCCCATTTCTtGACTGGTTTC 62.996 CTCCAcTCAGCAGTCAAGTAcCAc 62.505 96

HM_4480 contig48861 TA 2 14 CAATCGACTGATGAGAGAACCAAA 62.698 GAGTCGCaACCAATTTCATTatCC 62.928 121

HM_4481 contig17298 CT 2 14 CAATCTTCACTTGCCTCCTCCTAA 63.006 TTCCATTGGTGATGAGATTCAAGA 62.896 152

HM_4482 contig10219 GA 2 12 CAATGTGTTTAAAAACCCtcGTATG 60.828 TCTCTCCTTATATTCCaAGCACTCA 60.597 154

HM_4483 contig02022 GT 2 12 CAATTACACATAAAACCCACACcaaa 62.859 CTCTAAGGGCCGTACAGAATTTGA 62.823 130

HM_4484 contig50498 GA 2 12 CAATTGGATTACCCACACCCTAAA 63.002 TTCATCCAATGAACTCCAAAACAA 62.703 154

HM_4485 contig08581 GA 2 16 CAATTGTCGTTTATGGAAGGGAAg 62.906 TGCAAGACAGCACTGGTAGTGaAT 63.304 128

HM_4486 contig50536 CT 2 14 CACAAATTTCCTCATGAACTTCCC 62.996 GGACGACAATGTTTTGCTGATATG 62.746 118

HM_4487 contig27641 GA 2 14 CACAAGCTCAATCAATAGGCGTTA 62.566 AGTCAAGCATACATCaAGAcGTgc 62.771 89

HM_4488 contig48034 GA 2 24 CACAATTGGATTCTTAGGGTTTGG 62.798 GCAACTAGCAACTAGCTAACGCaA 62.137 158

HM_4489 contig01460 TC 2 12 CACACCTCaCCATGGCTCAaC 63.906 AGACTGAGAGGaAGAAGTGCGAGA 63.236 124

HM_4490 contig26693 AC 2 20 CACACCTCTACGATCTTTTTGCCT 62.933 CTGTAGGGTGTGTCTGATGATTCG 63.04 145

HM_4491 contig35333 CT 2 16 CACACTGAACTGCTGGATGgTTAG 63.168 GCCAAACCATGAAATCAAGCTATC 63.037 124

HM_4492 contig44925 AG 2 12 CACAGAACTGATACAACAGgTGCC 63.067 GGGAAAACCCTTaAAAACAAAACAC 62.093 143

HM_4493 contig03843 TC 2 12 CACAGTTtCATAATTCTCTCTGTCTCTG 61.008 AGGCGAGAGGTCCAGAAATC 60.735 99

HM_4494 contig31082 TC 2 12 CACATCGTCCTTTATCGAGATTCC 63.112 TGGAAAAGCACAAACAACACAAGT 62.969 114

HM_4495 contig05646 GA 2 12 CACATTGAATCAGCTTTCACCAAG 63.048 TCTAAAGGGTGCTCTTCTCTTCCA 62.795 147

HM_4496 contig43580 GA 2 14 CACCAAGGTTGTGTAGTCAGATGC 63.067 ATCCATCAACACCACCTACCAGAT 62.901 132

HM_4497 contig03183 CT 2 16 CACCAATTTtATCACAGCAAGGTG 62.742 CtTGAGTGAGAGAtTTGAgGAGAGG 62.049 112

HM_4498 contig49099 TC 2 12 CACcACAAATACAGGAATCAACcA 63.034 GGAGcGAAAACAgAGAACCaATaA 62.826 121

HM_4499 contig34645 AT 2 16 CACCACTAAAGCACAAAGAaGCTG 62.454 TCGCCaAAATTTAAAcaaTCaACA 62.561 142

HM_4500 contig09181 TC 2 12 CACcATACTCCATAACCTCtccca 63.413 GGTCCCACTCACaAGGGTAACAC 63.997 127

HM_4501 contig36453 AC 2 12 CACCATGAGGTGTGAGCTGATTAC 63.057 CACACTCAGATATGTACACACGCCT 62.56 154

HM_4502 contig33027 AG 2 12 CACCATTACCATTGATCTtCCCAT 63.099 ATATCAGTTCACACTTGGCCTTCC 62.713 151

HM_4503 contig03962 AG 2 12 CACCCATCAATTAAAAATTGGGAA 62.896 GCTCAATTGAATTTTGATCTTcGTTT 62.848 131

HM_4504 contig39142 AC 2 20 CACCGGTTCCTTGTTaCTCATGTT 63.444 GcCAgGGTAAGATATTGTTaAtgGAGT 62.755 160

HM_4505 contig21205 TC 2 20 CaCCGTtGtCTAGAaCCACcACAT 64.434 aCaGaAAGcAcCACCAACGC 63.545 80

HM_4506 contig11479 TC 2 16 CACCTAACGGAGGCTGCTAGTATG 63.354 TcCAGAGAGCATATAGTGaAAGGAGAA 62.831 139

HM_4507 contig36032 TC 2 20 CACCTAATAACGTAAGCAAACCGC 62.978 TCTTGGTTATGTgGGTTTGATATGG 63.016 109

HM_4508 contig46213 GA 2 24 CACCTGAAACTGTGCTTGCTAAGA 62.969 TTTGCATCAACCAAAGTTACCAAA 62.649 122

HM_4509 contig34568 CT 2 16 CACCTTCTCTGATGCCATCTCTCT 63.332 CCCCTTTaAcCTCTcCatTTcCtA 62.768 154

HM_4510 contig46382 TC 2 16 CACGAGACGACATTTTTCtCTTCC 63.438 gATCGCCTTCCTTCTCTGTCCT 63.312 90

HM_4511 contig30350 AC 2 40 CACGTACATGCCCATGAATAGAAA 63.059 GGGTGACCAAGAGCtTCaAGAGT 63.226 149

HM_4512 contig10975 CT 2 14 CACGTCTATTGCgTTTTTCATGTC 62.872 CAAGATCCTcCAAACACTCATGC 63.139 151

HM_4513 contig46306 CT 2 20 CACTCCGCTACTATTCGCAATTCT 62.96 agccctgaaccaacctctctttat 62.698 116

HM_4514 contig15686 TA 2 16 CACTGAAAATGTCTCATGTCCTGG 63.026 AGGCGAAATATTACAGCGATCAAC 62.668 154

HM_4515 contig01797 CT 2 14 CACTGAACTtCCTCCCTTCTTCAC 62.677 AACCTAGATGAGCTAACGGAACCC 63.008 153

HM_4516 contig25960 TC 2 14 cactgaatgaaacccccgtt 62.056 TCCTTCGAAGCAGaTAATTAAGGG 61.941 94

HM_4517 contig34024 TC 2 16 CACTGAGAGGCAATACTCGTGAAA 62.842 TCTCTCTGTaAAAGACAgGGtTTGTG 62.134 148

HM_4518 contig39384 AG 2 14 CACTGTTGGTAAGAACGACgACAG 63.177 tTCCATcCACCAgTAgTGACCATA 62.698 156

HM_4519 contig10830 AG 2 20 CACTTTGCCCATTTCCAAATCTTA 63.311 CTCTCTTCTCCTCCCTCTTcCTgT 62.846 97

HM_4520 contig42958 AC 2 14 CACTTTGGTCTTAAGGTGCTTTGC 63.354 GTTTTGTTGGCTCTCTCATCGTTT 62.936 129

HM_4521 contig32111 AT 2 12 CACTTTGGTtAAAGCTGATGCTGA 62.756 ATcTccCtGAAgTACGaAgagCCT 62.999 88

HM_4522 contig10828 TA 2 12 CAGAAACCCTAACAACTACCAAACG 62.169 CAGTAGTTTGCGCAGAATTCAAAG 62.369 147

HM_4523 contig41394 GT 2 14 CAGAACCCCCTTTTTcATTACAGA 62.591 GAATTTAGCATGAGAAGGAGGTGG 62.397 117

HM_4524 contig35654 AG 2 12 CAGAACTAGTGCAGCACcTACcAA 62.867 GTTGGATCCTCGGAAAGTTCTTCT 63.181 146

HM_4525 contig18910 AT 2 12 CAgaGATTTGCCCCTTTTcATCTA 62.8 TcCGTATGGTTGATATGTGGATTTT 62.533 120

HM_4526 contig35638 AC 2 12 CAGAGCCTAGTTTGGCTCCACTTA 63.138 TAAcTTCCCCAAATCTGTTCGTGt 63.019 134

HM_4527 contig39099 TG 2 12 CAGAGGCCAAGTATAGCTAAGGCA 63.051 AATGTgGTcAAGACTGACAAcCAC 62.49 95

HM_4528 contig24498 AC 2 12 CAGAGGCCAATCTTCCGTATTGTA 63.529 CAAATTTCAGCTTTTTGCTGtTcC 63.24 128

HM_4529 contig43868 AT 2 16 CAGAGGCCCCTCATACCTTAATCT 62.983 GGTATCTCtTTGTaAAAcCCTCgTGA 62.83 125

HM_4530 contig27789 TC 2 14 CAGAGGTTTCTtCCCTACCcAAGT 63.076 GGTTgGAGACTGGAGAGTAGATTTGA 63.201 106

HM_4531 contig37208 CT 2 16 CAGAGTGTTCGCATAATTGCACA 63.323 ATTCATCTTCtTTCATcCGTCGTC 62.802 111

HM_4532 contig43787 GA 2 16 CAGAGTTGAGTGAGTCATTGTTGGA 62.825 TCACAAACACACTTCTCCACtTCC 62.705 95

HM_4533 contig18728 AT 2 14 CAGATATTGGTGGTGGGTGGTAAT 63.009 GAATACCCAAACCCTGAAAACTCC 63.078 141

HM_4534 contig12120 AT 2 12 CAGATCAAACACAACCcATCAGAC 62.922 gGCCGCGTTGTCTCTTAGATATT 62.842 158

HM_4535 contig37919 TG 2 24 CAGATGAATGTGgtCTTTTtAtGTGTtt 62.588 AGAGAAGaGGGCTCAGTCACCtTT 63.198 149

HM_4536 contig04561 AG 2 14 CAGCCATGACTGATAGCAATGAAA 63.486 AgtTTgGGAAAAcCCgTAcCCTa 63.865 134

HM_4537 contig50048 TC 2 32 CAGCCCCCATACATGAGAAGACTA 63.636 acgtaacgaacgaacgtaacgaga 64.086 159

HM_4538 contig29637 CA 2 12 cAGCcTCTCCCATTAAaGAAACATT 62.911 TGGACCGTCTgaTCACTAGCAGTA 63.278 160

HM_4539 contig08030 GA 2 14 CAGCCTTCAGAGTCTTCATTGTGA 63.04 AGTCCCTCGTTaAAAACCCAAAAC 62.714 143

HM_4540 contig04195 AG 2 14 CAGCTGAGCTTTAGGCCTGTGT 63.173 aattccatgaattatgttccggtg 63.009 157

HM_4541 contig32715 TC 2 32 CAGCTGATATATGTCGGACAATGG 62.733 CCGCGATTCATTTTGATTATCACT 63.332 145

HM_4542 contig20940 TC 2 12 CAGgAGGAAGAACAGACTCCTCAA 63.309 GTGATGCCCTGAATTCATTCTTCT 62.802 158

HM_4543 contig00977 TC 2 12 CAGGCTCAAGGCCCATCTTATTAT 63.683 GCCTCGGtTTACACATTCTTGACT 62.838 157

HM_4544 contig43289 CA 2 20 CAGGGCAGAAAATTATCAAAACAA 61.451 GCTACTTCTATTTTCTcTCCCAtTTctT 61.037 151

HM_4545 contig46157 TC 2 16 CAGTACAGAGGTGGGCCCAGTA 63.582 CCTCTTCACACATACATACgGTCG 62.842 154

HM_4546 contig15209 TA 2 14 CAGTACTAGTTGGGCTCTCTGATGA 61.16 CATTCTTTTGCaAAGCACATATACA 60.407 155

HM_4547 contig37172 TC 2 12 CAGTCCGGACCCTCCTCTTAAT 62.857 ACACAAATaCTCCAATTTCAATCACCT 62.188 147

HM_4548 contig02559 AG 2 14 CAGTCTATAACGGCATCACTGGAG 62.206 CgAGACTACTCGTAgcCCTCtctT 61.704 148

HM_4549 contig06062 TC 2 12 CAGTGCTATATTCAATTtCAAACCCc 62.935 GTCAGTgGCTCGTCTCTGTCTTCT 63.593 136

HM_4550 contig14554 AG 2 12 CAGTGTGCATTGAAgTGCATGTAA 63.227 CTGTTTCTGGAACATCGGagAATC 63.318 154

HM_4551 contig12537 TC 2 20 CAGTGTGGACATCTGAGACAGCTT 63.06 AGCagGAACCGCTTGTTTCTTATT 63.515 125

HM_4552 contig45830 CA 2 14 CAGTTACAGCATCCTCCATTTCTG 62.191 CAGTGCCTCATATACACCAAAATATACA 61.434 154

HM_4553 contig07318 TA 2 16 CAGTTGGATGGAaCCTAAAACCaG 63.003 AcCaCCTTCTCCTTTTGGTCATTT 63.285 140

HM_4554 contig03537 TA 2 12 CATACCCAATCCATatCTTCCCAA 62.983 gTGCACAGCTaGcACATcCAgATA 63.751 146

HM_4555 contig23747 TA 2 12 CATACcTTCCGAcTCTCTGTCcAT 62.898 CTCTCGATGACCACTTTAGGGAAA 62.894 160

HM_4556 contig08634 GT 2 12 CATAGTTCTCAACGACCcTTCCAC 63.225 CGAATGGGATGAAACACAAAAGAT 63.317 119

HM_4557 contig05899 AG 2 20 cATATCGCTCAaCTTCCACAACAA 63.379 CACAcCACgaaAACgCaActT 63.305 81

HM_4558 contig36693 CT 2 12 CATATTCAAGCTGCAACTCCTCCT 63.035 TTCTGTGTAGTGGAcCTGTGGTGT 63.055 124

HM_4559 contig38651 GA 2 12 CATCAACTCCGATCTGCTTCAAA 63.687 AAAAACTGGATCAACAAGGTCCAA 63.006 148

HM_4560 contig04309 GA 2 14 CATCATCGTCTGTGATGTTGTCAG 62.836 aAACCATTGGAGaAAGATGGATCA 62.987 88
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HM_4561 contig01645 CT 2 16 CATCAtcTTCCCtGAaTAaGGaGC 62.383 AATTCAGatGAgGCAAATaAAcCC 61.634 91

HM_4562 contig22723 AC 2 16 CATCCACAAATTTTTGAACCCTTC 62.8 AATTGAATTGGGTTTTCACCATTG 63.005 124

HM_4563 contig25785 AG 2 14 CATCGAATGCTTAGGGTTTGaTTC 63.021 GTAGTCGGAGATCGCTAGACCG 62.488 119

HM_4564 contig33154 AT 2 12 CATCGCTAGTTCGGAAGGTATTTA 60.799 AGGATcaATTgGATCACTCAATCT 60.21 91

HM_4565 contig32637 CT 2 14 CATCTTCATATCCTCCGTCCATCT 62.674 TTAcTATAGTGGTCGACGCTTTGC 61.785 110

HM_4566 contig14149 GT 2 14 cATGAACCcATTGTTGtGTcATTt 62.934 TGGATTTCTCGCTTTGTAGGTCAt 63.231 154

HM_4567 contig51398 CA 2 16 catgacttGTTCAAAaTaaccacgc 63.761 GTCAAATTTGCTCaTGGATTgGaT 63.327 133

HM_4568 contig32763 CA 2 12 CATGATTGCTCTGTTTGGTTTCTG 63.048 ACGAAGCAGTCTCTGTAAGGCAAC 63.275 82

HM_4569 contig06191 TG 2 14 CATGTCGGGgAaTACTCCATtAAa 63.101 GATGGAGcCCTTACATGtTTCG 62.91 159

HM_4570 contig05119 TC 2 16 CATGTTGCGAGCAATAACAAGTTC 62.985 AAAgaAAgGGGaAgGGAAAGAAAG 63.222 146

HM_4571 contig06181 CT 2 14 CATTACTGTCCGATCTCCGAAAAA 63.517 TCCACAACTTCTCCCTCaAGAAAC 62.997 159

HM_4572 contig10820 TC 2 16 CATTCCCTCACTTTCTTCATCTCC 62.455 GGatTTgCAAACACAAACACAGAA 63.278 124

HM_4573 contig30763 TC 2 16 CATTCTAGCAAGAACCAGATctCcA 63.02 cgtgctcaaataccagtaaccGAT 63.456 109

HM_4574 contig37976 CT 2 12 CATTCTGTCTGCCCTCTTCTTTGT 63.124 ATACCACTAGGGACATTCCACCCT 63.084 133

HM_4575 contig32006 CT 2 12 CATTGATGTCTACGCATTTGGTGT 63.181 CGTGCATATgTCAGACTCCATGA 63.303 142

HM_4576 contig15532 GA 2 16 CATTGCAGTTCATCTGGTATGCTT 62.543 TGTGGTGAGGGTgTAGTCAAACTC 62.598 132

HM_4577 contig37218 TA 2 16 CATTGTCACCGCCATATGTGTTTA 63.804 CTTCCCCTTCATACACAGAGTGCT 63.023 91

HM_4578 contig23323 AT 2 16 CATTTCAACTTAGGAACTTGCTTTCT 60.517 TGTGTTGTTACATaaAGTGTGTTTCTTG 60.621 148

HM_4579 contig44169 CT 2 14 CATTTCATCATATCGCTCAGCTTG 63.063 GGaACgACGaAcacCCaaAA 63.131 141

HM_4580 contig40868 TC 2 20 CATTTGTAATGGCTGAAAAGAGGG 63.014 GTTGAGTGCGTTCTGCtTGTTTC 63.411 128

HM_4581 contig29009 CT 2 24 CATTTTAAGGAcGCCCATTTTGTA 63.126 ttGGAGTTGGATCTGTAAAGAGATGA 62.411 151

HM_4582 contig39547 GA 2 20 CCAAAACCACAACAAATATCACCA 62.829 GTGcCCAtTGTAGCTCTAAGTAGGA 62.07 154

HM_4583 contig50058 CT 2 80 CCAAATAGATTCGGCAACAAAAAG 62.93 TTTAGAAATCAAGCGAATTTGGGA 63.013 159

HM_4584 contig16408 AC 2 14 CCAAATGTCAGTACGGCATTGTTA 63.068 CCAAGtTGTCAGTCAAATTATACGCTT 62.789 98

HM_4585 contig27161 TA 2 16 CCAACAAAACAaTGATCCCAcTTT 63.214 gGtaAGATGAtGGATgaACAcTCgT 62.614 157

HM_4586 contig03219 AG 2 12 CCAACAACCAGAAAAACCCTAaTG 62.808 TAGTCACTTCACTCGGCATTCaAA 63.163 160

HM_4587 contig45029 AT 2 16 CCAACACCTCGTTTACACATCAAA 63.159 AAGGCTAGGAtTGAGCTTTTGGAC 63.208 103

HM_4588 contig39569 AG 2 12 CCAAGTCTCTGCTACAAAgAAAaaGC 62.955 gAgTTGTTTCgggtTTCaACAATC 63.022 123

HM_4589 contig05561 AT 2 16 CCAATAAGAAAGTGCTGACATTTAACA 61.767 TGAATTTTGCCAATTTTCCCTTTA 62.725 142

HM_4590 contig42853 TA 2 12 CcAATCCCCATGTATGTGAATGTA 62.705 tacccgaaaatctttttggaattg 62.331 120

HM_4591 contig48168 TC 2 16 CCAATCTCCATATGCAAATCTCTC 61.136 TTctAGACCAAGaTCAACTcCGAA 61.433 131

HM_4592 contig09539 AG 2 24 CCAATTCAAGATCCAAGACCAAAG 63.091 TCTCCATTTCTCTTCTCAACCCAC 62.987 126

HM_4593 contig27212 TA 2 12 CCAATTGgACAGAAAAGTAAAGTCAA 61.788 TTTCATTTTTCCaAGCAATTGTGTA 61.788 123

HM_4594 contig01450 TC 2 12 CCACACACCAAACACATCcTGTAT 63.053 TGAGGTAACGTCCTCAATGAACTG 62.606 139

HM_4595 contig40469 TC 2 16 CCACACACCACGAAGTATTCAAAC 62.739 CTcCACAATTTCAATTCAGAAGCC 63.219 87

HM_4596 contig00742 AT 2 16 CcACACATATTACAGGAGACgTAGAga 61.881 GATGGGTTGAAATCAGAAGAGAGG 62.455 152

HM_4597 contig26198 TC 2 16 CCAcATCAACACCGAAGTCTCTTT 63.766 AcTgGaAAcCAAAgGAAGAcAcAG 62.906 119

HM_4598 contig43862 TC 2 20 CCACCAATTGCTCACAAATTCCTA 64.247 ATATACACACGGCCGGCACA 64.484 156

HM_4599 contig20892 AG 2 20 CcACCAGtgCTTCTTTGtGTTAGA 62.737 GAGCTCTCATCtCAGCGTcTCTCT 63.036 140

HM_4600 contig33744 AG 2 24 CCACCCACAACATCTTTACCTTtC 62.907 TTGTACACTACTGCacCaACATCTCa 62.995 92

HM_4601 contig34426 AG 2 20 CCACCCaCATGGGTAAAAcTCTAA 63.21 tTTTTGTCCATTGAAGCAAATTGA 62.735 138

HM_4602 contig38076 AC 2 12 CCACCCATTATCTGCATTGAGAAT 63.322 CCCAGTTGAGTGGATGATGACTAA 62.473 141

HM_4603 contig13219 AC 2 12 CCACGAATCAGGTGAAAGAAAAGT 62.809 TTTTcCTaAtTTCaAAATCCCCGT 62.887 144

HM_4604 contig06524 TC 2 14 CCACTAGACTGCTCcTCCACATTT 63.023 TCACCTAATCGAGCATTCACACAT 62.951 93

HM_4605 contig08696 CT 2 20 CCACTCTCCCCTTCTTCTCCATTA 63.974 GAGAGGcCGacCAAGaCAGAg 63.704 84

HM_4606 contig33928 TC 2 20 CCAGAAAAaTTGGCAAAGACATTT 62.532 AcCAGTTGGTAGCTaAGAACGAcC 62.032 81

HM_4607 contig46139 AG 2 20 CCAGACAgCAATGGCAATACTACT 61.72 GAtCCTTTTCCtAtTTACAGCATTCA 60.965 100

HM_4608 contig07326 GA 2 14 CcAGATCTAGCCAAGTATTGAGGG 62.397 CCAGAGAcCCACTAACAAGGAAGA 62.993 119

HM_4609 contig11504 CT 2 12 CCAGATGAAGGATTAGCCACTCTC 62.585 GAGCTGCAGAGGTGTAAGGAAGAG 63.036 128

HM_4610 contig52024 AG 2 24 CcAGCAGCTATGAATAGTGCAATG 63.085 TGTGCTgCGAGTTACCAGaATCtA 63.29 148

HM_4611 contig24517 GA 2 20 CCAGTATCGTACTTCGAGCTAGGG 62.535 CTTCTTCGACCATCAtTGTcCC 62.991 131

HM_4612 contig35494 TC 2 14 CcAGTTCACTCTCCAACAACCTCT 63.115 cagGGctcCtCCtTACTTTCTCTC 63.08 94

HM_4613 contig09880 AG 2 24 CCATAAGTATCCGCATCTCTTGCT 62.841 AgTCTCGAGAGtatCTGCCTCCCT 63.203 142

HM_4614 contig30603 AT 2 14 CCATACCCACATACTGTTAACCCAA 62.93 TGCACAGATCTCAATAgGTACTTCCA 63.251 154

HM_4615 contig12920 GA 2 12 CCATACTTGTtCAATTTCCAACCTT 61.564 TTAGAAACGGATTCCACATATCCA 61.688 141

HM_4616 contig08639 TC 2 16 CCATAGAAGCAATAACCCACCACT 62.522 TATGTACGTTcCTCCATTTGGACA 62.615 154

HM_4617 contig49267 GA 2 14 CCATAGaCTCTGGTCTGCAAGGTT 63.023 CaGAACCGGaAGTCAACCAGAC 63.237 91

HM_4618 contig18891 AG 2 16 CCATATCCAAACCAagAACCAAAA 63.097 GGGtTTTGATCATCCaTTTaTTGC 62.617 82

HM_4619 contig37745 TC 2 16 CCATATCTACAGAAACGGAATCGC 63.034 CGAAGCTCAGGTCAATAtTTCTcC 62.509 128

HM_4620 contig36918 AC 2 20 CCATCAAGAAATCGATCGTCAG 61.875 AGGAGTATGTGTTATGtTTctGTTGGTT 61.49 154

HM_4621 contig37793 TC 2 20 CCATCACTGATCCACCTTCTTCTT 62.884 GAGATCGGTGCTGGTAGGTGAT 62.681 130

HM_4622 contig05575 CA 2 14 CCATCCAAATGATGATGAAATTGA 62.898 tTGaGAGTTCTCATTGCCACATTT 62.19 81

HM_4623 contig19889 TC 2 14 CcATCcAtCcTtAaTGAAAAGCcT 63.569 AGAGAAGTTTTTCAACCACATGCC 62.824 153

HM_4624 contig37499 AG 2 16 CCATGAAGAAATCATTCTTTGGGA 63.391 AACATAACAACACAACAGAACgcAA 62.795 88

HM_4625 contig03623 AC 2 14 CCATGAaTGCACAAGAGTAAAAGTAA 60.744 AACAACTAACAAAACGTGACGGAG 61.627 140

HM_4626 contig18388 GA 2 32 CCATGTCGTCGTCTGTGTATGATT 63.283 TCgaaaCAGTAGAATTaAcCacTCTCg 63.043 118

HM_4627 contig31925 GA 2 12 CCATGTCtCaTTCAATCCACCATA 63.015 CTCTagGATTCTCACTAGTGGCAcG 62.736 151

HM_4628 contig35662 GA 2 12 CCATTAAGGCCAACAAAATGAaGA 63.311 CCtTCAcCCCTaTTTCgGaTCTaA 63.552 130

HM_4629 contig20176 AG 2 20 CcATTCAAGaGACTGATtCCACcT 62.884 agtctttaacctcaatccatccgc 63.801 91

HM_4630 contig26818 GA 2 24 CCATTCTCCGACATGTTTCTCTCT 63 CaAATaCCCCTCGTTTCTTCTcAC 62.299 155

HM_4631 contig37741 AG 2 14 CCATTCTCTAAAACAACTGGTGCC 63.129 CTACGCAAGGCCTCCTCTTTTATC 63.595 131

HM_4632 contig48169 TC 2 12 CCATTCTTCATATTCCATCTCCCA 63.285 ACACAAATCGaAAcCACAACCtTC 63.45 110

HM_4633 contig51011 TC 2 80 CCATTGTGGTTCTCTGCTTCTTCT 63.124 GGGAAATTAACACGGAAAAATCAA 62.237 240

HM_4634 contig07183 GT 2 16 CCATTGTTAAACCCATTGGAGAAA 63.097 tTcACtTCTCTCCATcCCTCAATC 62.977 138

HM_4635 contig44253 GC 2 14 CCATTTCCGCAGAATCCATAAATA 63.11 CAGTTCACTTTCTCGGCAAAACTT 63.041 122

HM_4636 contig00639 AG 2 12 CCcAATGAAATAAGGAGAGagCAA 62.8 GGGCTCTTCTCAGTTTGTTTCTGT 62.296 106

HM_4637 contig08754 AG 2 14 CCCACAAGATAATTACCAGTGAGTGA 62.535 TCTATTCATTTCTTGATTGGATTTgG 61.579 91

HM_4638 contig46470 GT 2 16 CCCACTAGGATCAAAACTCATTAAACa 62.652 TGAGCATCCCAAGATCTACCGTAT 63.125 155

HM_4639 contig11468 AG 2 20 CCCACTCATCCCTCTTCTTtCTTT 63.164 CGATTCTCCTCTCTCCGaGTCTCT 63.816 145

HM_4640 contig17189 TC 2 16 CCcAGATTCACAAaGAATCCAATC 62.987 GAGATCGTCACaAgCATCTTCGTA 62.847 124

HM_4641 contig37382 TC 2 32 CccAGTGATTCAAAATaGCTCTCC 62.397 GAGTTTACTGCAATTGGGAGGATG 63.121 141

HM_4642 contig48173 TC 2 14 CCCATaGAAAACCCAAGATTCTCC 63.16 CaACaAAACCCACTTCGATTTCTC 63.117 157

HM_4643 contig37020 TC 2 24 CCCATATCGTCCAATTTACTCCAA 63.101 GAAAGATTGACAGGGAATATGGGA 62.468 124

HM_4644 contig36143 TC 2 12 CCCATCAAGGTAAGCAAAGaTGAC 63.121 GCAACGGATAGATTTGGTAATGGA 63.225 216

HM_4645 contig05976 GA 2 20 CCCATTGAAGTTCCTAAATTGTGC 62.922 CGTTTTTGGCACATGTATATCAAATC 62.593 156

HM_4646 contig36006 TC 2 16 CCCCAAAATCAAaCCCTAGAACTT 62.689 ATTCTCCGATTCaAAAACCCTaGC 62.903 152

HM_4647 contig44713 CT 2 32 CCCCAGATCCGCTTAGTAAATACC 63.095 GTACTTCCGAGGAGAGGACACAAG 62.691 141

HM_4648 contig02158 GA 2 12 CCCCATAGCTTCGTCTCCTTCT 63.089 TATCtTTCCAGAGCTCAGCCACTC 63.343 149

HM_4649 contig24398 AG 2 12 CCCCATTACTGTATTTCTTTGCCA 63.216 GGAGCACTATTCCTCCTTCCAAA 62.885 155

HM_4650 contig50361 AG 2 12 CCCCcATCTGTTAGTGAGAAAATG 62.993 GACTCTTCACAAGCAAcCCCC 63.231 148

HM_4651 contig38322 GA 2 24 CCCCcATGAAAaTTAAAAaCTCAA 62.224 ATGTTGTAGAAGGCCCCTTTCTTT 62.517 145

HM_4652 contig45082 AG 2 24 CCCCTCTATGcccTAATCAGAATAC 62.331 CTaAGTagACCGTGGAGTGCCaAT 62.835 135

HM_4653 contig25859 AG 2 12 cccctttGGTgATTAGCTAGagAG 61.708 TTTTTGGGtACCTTGAGTGTACGA 61.913 124

HM_4654 contig14199 AC 2 16 CCCTAACACCACACAAATCAAACA 63.044 CGCATaTCTCTCTTCCAATCCATC 63.216 151

HM_4655 contig37751 GA 2 20 CCCTAATTTGtGGAAcTAcGATAAGAA 61.865 ACCAACACAAATCCAAGCTATCG 62.412 160
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HM_4656 contig37366 AG 2 16 CCCTACATATCGCTCTTCGGACTA 62.826 CGATCCTCTGTTTTcctCACACTC 63.546 122

HM_4657 contig29411 TC 2 14 CCcTCAAATcaccTACAaGTTtGg 63.003 CCTACTTCGAACAgGACTCGTTGT 63.033 157

HM_4658 contig03781 AG 2 12 CcCTCACTCCTCAATAAATGTTGC 63.121 ACCACCACCACTGCaAAACA 62.432 159

HM_4659 contig34922 CT 2 16 CCCTCTCAAGCCTTtATTCAAACA 62.811 TAAACGCCAACAAAAAGGATTGAT 62.839 125

HM_4660 contig36362 CT 2 16 CCCTCTCTAATTtCCctACCTCCC 63.512 TCATTGTTGCTgTTGAGATCTGGT 63.164 99

HM_4661 contig01281 TC 2 14 CCCTGTTGTTTCATCTCTCTGCTT 63.124 TCaTTCTCATGCCTCTTCAcTGAG 63.03 151

HM_4662 contig44712 GA 2 14 CCCTTACTTTGGTCTGATTTTGGA 62.591 TTaAAATaCTCTCGCTTGCTCGCT 62.784 135

HM_4663 contig19334 TC 2 12 CCCTTCCTCGTACTTGTGGTAGTG 63.228 TGATACATAGAGGCGTTTTCGTCA 62.959 111

HM_4664 contig20368 TC 2 24 CCCTTCTATCAATTTCCTCGCTTT 62.992 CTGCACaAgGtTTTCCAtTCTGTA 62.527 153

HM_4665 contig31427 AG 2 16 CCcTTGGTtGAaTcgataaagaga 62.69 ccctttctccagtttcaGTGtttC 62.483 96

HM_4666 contig15778 TA 2 12 CCcTTTtCATAaGATTgACTAACTCACA 62.031 GGCaGTTTCGGTAAGaACAAAAGT 61.961 137

HM_4667 contig48112 GA 2 20 CCCTTTTCATCGTCTTGTTCAATC 63.108 AGaGaaAACGAggGaTAccCagAC 63.084 157

HM_4668 contig48195 AG 2 14 CCGAAGGGGTTTCTAAAACCaTAA 63.359 GCTAtTCCCTGCCGTCTTCTC 62.458 119

HM_4669 contig15849 CT 2 16 CCGAATTCAAGAGCATCTAGGAAA 62.909 ACTGAAgCTTTTTGAGTATTGCCG 62.957 156

HM_4670 contig00535 CT 2 16 CCGAATTGGATCTTTCAAGGTAAA 62.505 TAGCtGCtCCTTcACTCCACtACC 63.25 110

HM_4671 contig45746 TC 2 14 CCgAGATTgAGAAAACCTGAAAAA 62.798 GCAGCTTAGAATCAGCAGTCATTG 62.557 159

HM_4672 contig35952 GA 2 16 CCGATACAGCTGGTGAACTTTTCt 62.933 GATTTCCATCACCATTCGGAGTAG 63 87

HM_4673 contig36011 AG 2 16 CCGATGTTAGCGAATTCCATTCTA 63.422 aCCACCaACAcCaACtTTTCTGTC 63.564 117

HM_4674 contig39749 AG 2 12 CCGCACCATTACTATTACCcTTCA 63.228 TCTTCTTCACtcTTCTGCATTGCC 64.2 159

HM_4675 contig25380 CT 2 12 CCGCATTTtAGtCATTGTCCTCTC 63.231 TCGATCGCTTGTTAGGTTTCTTTC 62.935 148

HM_4676 contig26163 AG 2 16 CCGCCATTACTCTTTAGCTGTTCT 62.166 CCTTTTcCaAtTTTACCATcTCCC 62.968 116

HM_4677 contig00062 AC 2 14 CCGCTAAATAATCATCACACACCA 63.059 CCCCTGGTCAAGGAGGTAtTTTAC 63.074 143

HM_4678 contig04353 TC 2 12 CCGCTACTTTTtAGgTTGcTTCAA 62.859 GATGGAGAGGTTGCTGAgGaAGTA 63.115 114

HM_4679 contig30285 CT 2 16 CCGCTTCTCCAGATAGATACCTCC 63.589 aAAACaGAGTgGAAgGGGGc 62.634 108

HM_4680 contig44567 CT 2 20 CCGGAATTTGACGATTGAGATAGT 62.607 gCCCAACTCTAGTGAGAGAAAGTTACA 62.476 126

HM_4681 contig05666 GA 2 12 CCGGAGACTATGTCGTGGAAGTAG 63.332 TACTCATCTCCACCATCTTCACCA 63.016 154

HM_4682 contig18650 AC 2 20 CCGGATAACACTTTCACACACTGA 63.377 TCTCACCACTTCACTTGTTCTTGG 62.81 141

HM_4683 contig00615 GA 2 16 CCGGTGCTCAATTCAAAGAATC 63.015 ACGACATACGTCTcTCtgGtTgCT 63.595 83

HM_4684 contig13605 TA 2 14 CCGGTGTGCTTGTTTCTATGTTC 62.946 CATATTCGtATTGCAGTTGATCGC 62.779 135

HM_4685 contig06600 GA 2 12 CCGGTTTGACATATTTCTTGTCGT 63.336 CaAAATCAACTTCAAGCCCTAGCC 64.279 152

HM_4686 contig16505 AT 2 12 CcgTATTGAAAgtGCATAACCACA 63.068 AGAGGGGCACTGACAAAGAAGATA 62.598 144

HM_4687 contig23750 TG 2 16 CCGTCGGAGAtGCTCTAAATAACA 63.636 TGCTAGTATTGAGCAAGTTGCATTG 62.703 149

HM_4688 contig36870 TC 2 20 CCGTCGGTGGATCACATATAGAAT 63.223 AAGGGAGAgGGGTAACAGAATCAG 63.068 157

HM_4689 contig12803 AG 2 20 CCgTTTGGATGCTGAGAGAGTAA 62.815 CtGTCTCTGCTTCTCTTCtTCAcG 62.065 84

HM_4690 contig12803 AG 2 14 CCgTTTGGATGCTGAGAGAGTAA 62.815 CtGTCTCTGCTTCTCTTCtTCAcG 62.065 84

HM_4691 contig30293 CT 2 20 CCTAAATCGGAATATCATTTCCCc 62.777 GATGATACTTTGAATGAcGCCAAA 62.325 90

HM_4692 contig38152 CT 2 12 CcTACcTCTCCCAAaCAACACAAG 63.216 TTTGATTTGGAGGAGGATGAAGAG 62.871 126

HM_4693 contig40113 CT 2 30 CCTACGAACAGCTTTACGCTCTCT 62.466 GAAAATTGGAGAAcTCGAAGCAGa 63.121 135

HM_4694 contig42577 CT 2 16 CCTCAAAaTCTACCAAacaTCACC 60.945 CCACAATATTATTAGTAGCCATTTTCG 60.352 129

HM_4695 contig01874 AG 2 24 CCTCAAGTTTTGGtCTGAAAAACG 63.218 aCGTGGATGATTTGGtATTCTGC 62.293 96

HM_4696 contig44115 TG 2 12 CcTCACTAATTTTGGGCCATTTTT 63.375 GCCTTTTGAAGCAAGTGTTGAATC 63.353 108

HM_4697 contig13999 AG 2 16 CCTCACTTGTTTGTATGAAAACCG 61.913 TTGCATTTGCCGTTAGATATACCA 62.575 159

HM_4698 contig01597 CT 2 14 CCTCCAAaaCAGCACAGTTtCTCT 63.133 ATATCAAGCAATcGaCAACCCTTc 62.622 160

HM_4699 contig07424 CA 2 14 CCTCCATAGCCACAAaTgAActCT 62.811 TCAGCTTCCTTATTTCCATGCTTC 62.925 149

HM_4700 contig25609 TG 2 14 CCTCCCTAACTCCAATTCCCTATG 63.156 GcCCCAAATTTCATATTCAATCAA 63.008 106

HM_4701 contig30318 TC 2 12 CCTCCGTCTCGTTTCTCTCaCTAA 63.22 CTCTCATGCCTCCTCTTCTCTCC 63.085 104

HM_4702 contig20719 TG 2 16 CctCCTAAAgaCcaCCTAGGCAAT 62.992 GCCTCTaAAACAGTACaAATCATATGGC 63.234 129

HM_4703 contig13159 CT 2 24 CCTCTAACCTTCGGTGGTCTCTCT 63.391 ACACaACACAACACACtatGCacG 63.139 85

HM_4704 contig39206 GA 2 14 CCTCTCTTTCATTTCAAGCACCTG 63.531 TCAtTTTGtCCCCAAATTGaAAAC 63.101 160

HM_4705 contig46259 TC 2 20 CCTCTTCTTTCTCTGGCATTTGAA 63.104 CCACACAGAGATCACACATCaAGA 62.463 108

HM_4706 contig47000 AG 2 16 CcTCTtGTTGatGgTTtGTTGACc 63.968 TAGGTCCTCCACAGCTTCCTAGTG 63.12 111

HM_4707 contig34885 AG 2 20 CCTGATTTAGCAGCACcTTTCTTC 62.633 ACTCCCaAGTCCCaAGTcCCT 63.4 157

HM_4708 contig37186 TC 2 20 CCTGTAACTATGGCAGTgAGACCA 62.621 CTTCTCAGATTGAAGcCAGtCTTG 61.744 158

HM_4709 contig34961 GA 2 24 CCTTAAACTATTCTGTCTGCCCCC 63.285 AGACTTaAGCGaCacCtCCCTCTC 63.518 150

HM_4710 contig42840 CT 2 24 CCTTACCACAGCCTCAGTCATCTT 63.023 AGTGTGAGTCGATCAGAGcAGaAA 62.722 80

HM_4711 contig28961 CA 2 16 CCTTAGACCAAACAACAGGTCTGG 63.216 CAAAATTGGAAGTGTGCATTTGAT 62.225 153

HM_4712 contig13688 TA 2 16 CCTTATCCTTTCCCCCACTAGAGA 62.955 TCAGTTTGCTTTAACACACAGCGT 63.21 154

HM_4713 contig31260 AC 2 16 CCTTATTAACAACCACCCATGAGC 62.826 GTTCCTGATTTGTTGGATGGTAGG 62.897 90

HM_4714 contig23085 CA 2 20 CcTTcACATTTgCtCcTCcATaTt 62.607 TGAGTGCAGCTAGTAGCGAGaGAA 62.985 135

HM_4715 contig08632 TA 2 12 CCTTCCCcACTTCTTCACTCTCTT 63.378 GCAAATTTTCAGGCTCTGATTCAC 63.346 155

HM_4716 contig11045 AG 2 12 ccTTCCCTGAaCGAAACGTAAAAC 64.077 AGTGTCGtTGTTGGGATCTCTGTT 63.353 137

HM_4717 contig05074 AC 2 24 CCTtcGAAtCCcAAaCaGAAAATA 62.505 TTTGATTGGACTTGGAGGTTTGAT 62.996 134

HM_4718 contig10483 TC 2 14 CcTtCTTAATTGATGCACTGAGGC 63.341 CTTATTCTCCGTCCTTCCATCTCA 62.884 128

HM_4719 contig15578 AG 2 14 CCTTGAAaTaGAAATtGGTGCTGG 63.014 ATCgCCCatTTAAtTCCACACAt 63.533 111

HM_4720 contig42084 GA 2 14 CcTtGTCcTtcTTTGgTGTCATTT 62.696 CCATTaAAGaTCCTAGTgGcCTCC 63.278 116

HM_4721 contig05214 AG 2 14 CCTTGTCTTTCCACAGATCtCcTC 62.664 CaAACTTCTcCGTTTCCTGGTCTa 62.905 151

HM_4722 contig10663 TA 2 14 CCTTGTGCACTTTGTTTGTCCTATt 62.657 GAAGTGAGCCACgaCGCTAGTAAT 63.073 88

HM_4723 contig04154 AC 2 16 CCTTTACCCTCCAACAATCTCCTT 62.873 cCAATCCGAAAATTAGGGTTTCTC 63.072 151

HM_4724 contig14729 AC 2 12 CGAAAAGAaCAAAaTTAGTTAAGGCA 61.081 TTTGTTTTGGGTTTATGAGGTGttT 61.88 88

HM_4725 contig42835 AT 2 16 CGAAaGGTGCCATACCTTCCTTAT 63.584 GACGGCTTGGAAAGATCAAGtTc 63.434 98

HM_4726 contig21074 CA 2 16 CGAaCACAAAAGTTGCTAAACAGC 62.285 ACCGATCTCACAAGCTTTCCtaAg 62.215 143

HM_4727 contig14643 AT 2 14 CGAACcATAATAGCCAATCCTCAC 62.925 CAAGGTAATTCCCACTTTCtCTTTCA 62.907 134

HM_4728 contig22541 CA 2 12 CGAACCGATTTCAAAAaTTACCAT 62.251 GcGCGACTTCTACTTCTACTGTGA 62.251 157

HM_4729 contig34630 CA 2 12 CGAAGACTTCAACTTTCTCCACAA 61.971 GTGGAAGGAGGAATGAAAAGATGA 62.773 128

HM_4730 contig17082 TC 2 12 CGAAGAGATTCAGTGGTCGTCATA 62.712 TATTGAGGCTATTGCTAGATGGGC 62.75 138

HM_4731 contig35690 TA 2 12 CGAATAGAACTGAAACGAGCCAAG 63.439 CGATCAAACACCAAACaAACTGAG 62.942 115

HM_4732 contig46988 CT 2 16 CGAATCGCTCTTTCTTAAAGCAACT 63.327 AACGGAGGATAGGATCATCGGTAG 63.685 141

HM_4733 contig03576 AC 2 12 CgAATGAagTTTAAGGGAaCATGG 62.906 CATTCTGATTCtGAGCTTcCATCC 63.425 157

HM_4734 contig03525 GA 2 16 CGAATGGATTAAGGATTGGCATAG 62.817 AGGCTACAGAGCCAATCaACAAAT 62.439 134

HM_4735 contig37888 AG 2 20 CGACAAATGAGgAAaaTTTttAGGG 62.996 TAGGTAAtTTTTGTCGGTGTTGGC 63.24 89

HM_4736 contig43296 AG 2 16 CGACATCTCTCACTAACCTTGCTG 62.516 TcTGATTGACAGTTgAAAAGATTCTGA 62.535 143

HM_4737 contig28532 TC 2 12 CGACCAATCTCACCTTCTTCAAGT 63.01 GATAAACCCGGTATCCCTCAGAAC 63.081 111

HM_4738 contig49680 CT 2 16 CGACGTCGACATCTTCTTTTTCTT 63.031 GCCCTCAGAATCAATTACAGAGCA 63.865 102

HM_4739 contig00666 CT 2 20 cgAcGTGtcccTCcACTCTACTAC 63.462 GAGCTAGGGTTTCTGTGATTGGAA 62.91 81

HM_4740 contig30915 AC 2 16 cgActccttttacaggattacACaacA 63.612 AACTGCTAGGGACAAcTTCAATGC 62.949 150

HM_4741 contig08960 TA 2 14 CGACTGTAGTCATGGCGTTAGGT 62.636 TCATCtTTTTCtAGAgGGAAGAGCAT 62.055 131

HM_4742 contig37620 GA 2 16 CGAGAAAGCAAATAACCAaTTAAGGA 62.757 TGAgGGTTGCTAgcCATTACtTTC 62.839 155

HM_4743 contig21687 AG 2 14 CGAGAACCAGGACCATAGCTCTT 63.113 ACGTTCAGcAtTTTAGGGTTTTCA 63.039 134

HM_4744 contig01822 AG 2 20 CGAGATCAACCATGTACTTTGACG 62.945 TCGTCTCTCTATTTCtAGATTCGcCT 62.174 129

HM_4745 contig25073 GA 2 24 CGAGATTGAAATTGGGagAagTTG 63.202 CCtTTcCCTCTCTTCTAACCTgGA 63.256 154

HM_4746 contig20904 TA 2 12 cGAGGTtGATtCTTGCAATCACTA 62.629 CACAATCACAGATACTCACTGAACCC 63.15 145

HM_4747 contig03365 GA 2 12 CGAGTCTTCGaGAAGGATTGTAGC 62.824 ATCATCTTCGGCATTTCATCTCtc 62.906 131

HM_4748 contig15330 AG 2 20 CGATAcaGCCaGAAaCAATcTCTC 61.462 AACTGCAGCGGAAGAAGAACTAAC 62.355 114

HM_4749 contig17362 TC 2 16 CGATAGTTACCCAACCCAGTACCA 63.222 TTCCtAcCACGGTTcATTTcTCTC 62.798 150

HM_4750 contig10891 TC 2 24 CGATCTCTGTTAGCAGACTCTCCA 62.276 GTGAACTAAAGACAAAATGTACGTTGC 61.412 127
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HM_4751 contig04603 TC 2 16 CGATTATTACAATAGCTTGCTTGCG 63.089 AAACGGaATAAACAGTGTGAGGGA 63.019 141

HM_4752 contig14630 CT 2 20 CGATTCTCCGTGAAATTGTtCTTC 63.219 CtTTcgCAtTAcTTCAAATGGcTC 63.245 136

HM_4753 contig20035 TC 2 16 CGATTGCTAGGGTTTCTGTAGGTG 63.234 tAGTGCCagTGGAGAGATGCATTA 63.168 122

HM_4754 contig45466 TC 2 12 CGATTTtGAAGGTGAGGAAGAAGA 62.993 GTagTaACGAACGCaAcCttcCTG 63.258 98

HM_4755 contig20191 AG 2 20 CGCAGATCCAATTCCTTGTAAAAT 62.533 aAtTCATTCTCTCCTCTGTGCTGC 63.247 124

HM_4756 contig50984 GA 2 14 CGCAGCCCTTACATGAGAAGATAA 63.743 CTATCACATGTGCTGTGATTTGGG 63.707 136

HM_4757 contig16406 AC 2 16 cGCCATCAAACaGTTAAAACAATG 62.662 TATTCCGTATTTGTGGGTTTTTCG 63.022 133

HM_4758 contig21853 GA 2 16 CGCCATCGATATTATCAACAaCAG 62.652 AGctcCGTTTGTCTACGTTTCaTC 62.949 122

HM_4759 contig41664 CT 2 14 CGCCCTATCAACTCCTTCATATCTT 62.914 GCATTGATGGAGGATCTCTGAAAA 63.739 135

HM_4760 contig10977 AC 2 16 CGCCGAGATCaGACATATCAAACT 63.766 TcCCTCCtTTTCTCTTCaAcTTcc 63.261 150

HM_4761 contig35294 AG 2 16 CGCGATTAGGTTAATTAGGGACAC 62.077 ACaAAACACCTTGtAtcaATTGCC 61.319 157

HM_4762 contig25754 AT 2 16 CGCTACTGTCGGGAAGTTCATAGT 62.946 cCtCCCTcGTTcCTAACAACaACT 63.901 129

HM_4763 contig41042 TG 2 16 CGCTCCTTCCCTTTGATCTCTACT 63.392 CTCTCCCACTCCTGAAGaTAACCA 62.984 127

HM_4764 contig13371 CA 2 24 CGcTCTTAaCccaCaCCctcTtAT 63.797 TAACAAgaGTCCCAAGAAAGCCAA 63.319 109

HM_4765 contig18179 TC 2 16 CGCTCTTCTtAGCTCAAAaTCCAT 62.247 TGATCAATCGAATTACGATAAGCG 62.355 147

HM_4766 contig35568 AG 2 14 CGCTGAGTTTCCTTGATGATTCTT 63.022 GAGAgaAAcGTCtcCCACCG 62.145 123

HM_4767 contig40384 TA 2 14 CGCTGTTGTTGGGTTATTACCATT 63.146 aATGGATgAGGAAAtTTAGGGGaA 62.959 145

HM_4768 contig08143 AG 2 20 CGGAATCCTGTTTGGAAATTGTTA 63.204 ACTGAATACTTCTGCACCTGAGCC 63.154 154

HM_4769 contig46416 AG 2 12 CGgAGGAGTTGTTtGGGATTTAGT 63.682 GTCTACATGCACTcCACCCTCtCT 63.137 80

HM_4770 contig31619 CT 2 12 CGgATAaCAGCAaTATCATCCcTC 62.915 GAGATTAGAGTTTTCGCCATGGAA 62.815 132

HM_4771 contig04441 AG 2 14 CGgATCGGCAGAAACTATtaGAGA 62.922 GCCtGCGAAGAGATATAGGGAGaT 63.204 144

HM_4772 contig07275 AG 2 12 CGGCAtATTGACAACTGATAGGG 62.718 CCATGGTAGAACAGGATTCAGAGG 63.199 160

HM_4773 contig37995 AG 2 24 CGGCcATCTTCATTAGCTTCtCTA 63.03 CTCAgAGTCACTCACAgGGCaaC 63.624 94

HM_4774 contig22783 TG 2 14 CGGCGTCATAatACGTGTTGTTta 62.991 tcaccgtgaCtagcatTAacaagaga 63.366 88

HM_4775 contig23396 GA 2 16 CGGCTGAGATTAGAATTAGGAGCA 63.03 cCTctTCaATacTcCTCCCTacaACA 63.001 103

HM_4776 contig14480 AC 2 24 CGGGGAATTTGAATTTTCTAGGAG 63.159 taAAATaCGGAACaCTCAgGGcaT 62.935 123

HM_4777 contig03823 TG 2 12 CGGGTATACATTTGCATCCTCATT 63.13 CAAAcCATCAATATGTTCTGCACC 62.631 158

HM_4778 contig01383 TC 2 14 CGGTACTGGGTgACTGTTTTCtCT 62.919 GTCAAGCTCTCCACAtTCATAcCA 62.609 93

HM_4779 contig23732 CA 2 14 CGGTAcTTAAATTCCATGGCGATA 63.13 TCCATCCAGTTACTACTTCAAAACCC 62.726 122

HM_4780 contig14812 TG 2 20 CGgtAGGgTTTGCTaTCActGTtC 63.142 ATCTTCTCTTCCCCTCTTGATCGT 62.865 155

HM_4781 contig11365 CT 2 14 CGGTGTAGACGAAGGTCTCG 60.843 CACTTCCTCTCATCTTAACttTTACAGG 61.134 138

HM_4782 contig46136 AG 2 16 cGGTTACAGTTGcTGAATTTAGGG 63.036 TGGATTTTAGCCGAAGTAAGGtcA 63.122 122

HM_4783 contig07284 CT 2 14 CGGTTGAACAAAACAGAAATTGAA 62.326 AGAATGGGACAGAGATTTCTGCAT 62.484 154

HM_4784 contig32741 TC 2 20 CGTACTCATAACACCCTCCTCCAC 63.124 AGTaATTCGATCGGCAGCAATTTT 64.089 93

HM_4785 contig03344 GA 2 14 CGTAGGATTGGAGGATGTCATAGG 62.996 ACTGAGAATCaAACCCAATGCCT 63.219 135

HM_4786 contig48740 GA 2 12 CGTATtgaTGGATTGATTTCGATTT 62.249 TTTaGGGTACCAAAAACCAATCCC 63.171 102

HM_4787 contig36676 TC 2 14 CGTCACGTCCTcTATCTGGAACTT 63.023 tTGCACtTGcAAGaGAACTCAAAC 62.972 84

HM_4788 contig27160 GA 2 14 CGTCCGAAGAAGTTTCtCTATCCA 63.006 TGTTTATgAgAGACAgAGCAGCCA 63.5 132

HM_4789 contig15940 GA 2 16 CGTCCGGTTTTTGCAAATTTATAG 62.76 AACaAGCCACCAGaAAAcCCTAAT 63.203 113

HM_4790 contig32031 AG 2 16 CGTCCGTTATTCAAAACCTTGTCT 62.631 AGACCCTACCTCCCgGTAAATTC 62.768 143

HM_4791 contig46124 TC 2 30 CGTCGCCTTCTCAACTAGAACTGT 63.258 tTTcCtCTGtcGttTTTCaAccTc 62.907 159

HM_4792 contig33675 GA 2 16 CGTCTACACCTTCACTCGACACTC 62.505 TTTCAAGcCTCACAACACAAAGTC 62.739 102

HM_4793 contig07208 CT 2 14 CGTCTCCATAGACCcTCACTCACT 63.119 CTTCCATGAACAAGTGCAGAAATG 63.048 155

HM_4794 contig03831 GT 2 16 CGTGAGTCCCAAAGTTCATACAAA 62.411 CTTTTGcCTTTCTTTTCCCTCTCT 62.503 139

HM_4795 contig14684 AG 2 14 CGTGATTATATGCTTCGGCTACCT 62.667 CTCAAACGTCAAAAGaCaAAACGA 62.641 134

HM_4796 contig40540 TC 2 20 CGTGGAAGAAGAAGACATCTTTGG 63.42 gcggatctaatctcctctgtttca 63.013 157

HM_4797 contig46172 GA 2 14 CGTGGAATTGTGTTGGACTGTAGA 63.377 aATgGaATgGaTCCTTCTGGTAGC 63.692 100

HM_4798 contig33086 TC 2 16 CgTTAACGATATCATCGTGGTCAA 63.059 cAAcCTCCATCaGCCATATCAAtTA 63.223 148

HM_4799 contig41398 GA 2 12 CGTTAGAATCGGTGGATTTGGTAG 62.919 CGGCTCTTTTCGTTACTGTTTGTT 62.859 110

HM_4800 contig03140 CA 2 20 CGTTCACATCTCACAAACACACAA 63.206 CATCCTCCATTTCCCTCTTCTTCT 63.156 144

HM_4801 contig23017 TC 2 20 CGTTGTCGTTGTaaTTaCCGGATT 63.146 CACATCTTCCTTGAAGACCAAACC 63.212 109

HM_4802 contig20958 TG 2 12 CGTTTGgTtGAAACCCTaGAATTG 62.916 aTATTCaAACCCtAcAcCCCtcGT 62.995 143

HM_4803 contig15971 TC 2 24 CTAACACCGGCTAGTTTCATCAGG 63.234 TTAAtTTGCCCAAtTTTGTTGTCC 63.026 141

HM_4804 contig12323 GA 2 12 CTAACATTACCAAATCCAGGGCAG 62.919 AAATTGCTTGGGGATTAAGGACTC 62.797 108

HM_4805 contig07266 TA 2 12 CTAacGATCGCTTTCTGTGAATGA 62.744 ATTAGCACCGATCAAAcCTCTCTG 62.923 117

HM_4806 contig05702 GA 2 16 cTAATCCGGTTAGGGTTTTCTGGT 62.701 tCCAAGtTGTcCCTTccatTCtAc 62.684 121

HM_4807 contig26445 AT 2 12 CTAaTCCTGCAAAAATTCAcACCC 62.922 ATGGGAGGAATTGCTGACTaCaAA 63.121 93

HM_4808 contig32516 TC 2 12 CTAATTGGCCATGAGTTGAAAGGT 62.619 TGGTTAGGTGGTTAGAGTCAAgGG 62.695 130

HM_4809 contig43175 GA 2 16 CTACAACcTCGCGTGAATAGTCCT 62.946 TCCTaAAAACAACATACATAAGCAGCA 62.168 141

HM_4810 contig38029 CT 2 12 CTACAACGCTCGCTATTCCTCAAC 63.468 CAGATGGAGAGGaGAAAAGGTTCA 63.085 86

HM_4811 contig34036 CT 2 20 CTACAATGGATCAGCTCAGAACCC 63.331 AGGtTCTTTCAAAtcTcCCTcCAc 63.071 138

HM_4812 contig28773 TC 2 24 CTACCGCACGAAaTGATCTTGAA 63.471 ATAgGGAATGCaAGACAGCAAGAG 63.035 114

HM_4813 contig41903 GA 2 24 CTACGATTTCCGACAAAGTGATCC 63.121 TCTGCACCTTCTCCCACTTATCAC 63.876 141

HM_4814 contig20098 AG 2 24 CTACGGTGGCTAGTACTCTGGTGG 63.352 GGGTCTCTGTGGTTGAAGTTAACag 62.411 138

HM_4815 contig41557 AG 2 20 CTACTGAAATAAaGgTAGCcGCCA 62.757 ATCTCCgaACCTAAGATCTCCGTC 63.185 135

HM_4816 contig03959 AG 2 20 CTAGAACGAAGAATCAAAACGGGA 62.811 ATGAtTGTaAAAAgGGGAGCCTGT 63.196 110

HM_4817 contig33126 AC 2 32 CTAGACAATCCCAAAACAGCTTGC 63.348 TGTGTTTCtATTTTGTCaGAAATGCG 63.456 145

HM_4818 contig11604 GT 2 14 CTAGAGAAGGGCATGAGTACAGGG 62.597 GGGCAAAAGTCATAtaAAAATTCTCCA 63.452 98

HM_4819 contig34492 AG 2 20 ctAGGGAAGGGTTTAAgCGTCAGT 63.106 GGGATCTTTCTGAATGTTCTTCCA 62.773 160

HM_4820 contig30438 GA 2 12 CTAGGGTTTGTGGGTATTGGGATT 63.273 aAtaCaACAATCtTCGTTgCCACC 63.353 131

HM_4821 contig06405 TC 2 24 CTATCACACCATGGAATCTGATCG 62.805 GGttgtGGGtTgTATTTcCatTTC 62.607 160

HM_4822 contig37695 TC 2 16 CTATCAGAGCTTTCCCTTCCAACA 63.006 GCACATCTCAtTTTgGtTgTctTC 62.084 80

HM_4823 contig28938 GA 2 12 CTATCCAACCCAGACGAGTGTT 60.415 TTGCTcACTcccCatcaCTaC 60.126 149

HM_4824 contig12684 TA 2 12 CTATCCATTCAcTACCCTCGCAAC 63.133 ATGAGTGGAGCAGAGCTGGTAGAG 63.468 115

HM_4825 contig26796 TC 2 12 CTATCGCCAGCTCGAATAAAGCTA 63.062 CAAACAACAAAGAGAAAACAGCGA 62.754 156

HM_4826 contig32145 AT 2 16 CTATCTgaTCGTGGATTTCCCAAC 63 GAGCTGCTCATgTAATATcTcCCC 62.411 132

HM_4827 contig39878 CA 2 12 CTATGATGGGCACaCCTACGTACA 63.176 TGTTTGAAGCTTTGTGTGAAGGAA 63.159 112

HM_4828 contig00597 AG 2 12 CTATGCTTCATTAACACTCCTGCG 62.255 TGAGATCGAGGATGAACACCACTA 63.137 158

HM_4829 contig41439 TA 2 14 CTATGgAGAGcaaCACAtCACaCc 63.057 TTGGACCTGTACATGGTTTATcCC 63.108 153

HM_4830 contig08247 AG 2 16 CTATTTGGTTtACAGCGAGTGCG 63.079 TCCTTTCTGCTCtTTCgGGC 64.017 156

HM_4831 contig11177 CT 2 14 CTCAAATCCCAATCTGACCTGACT 62.884 GAAAAGACAcCaAAAGGAGCAGAg 62.71 131

HM_4832 contig43228 GA 2 16 CTCAATAAGCTTCTCTCTGGGTGC 62.824 ATaaAAAcCCCCTTcCTTTcCATT 63.045 153

HM_4833 contig20425 GA 2 16 CTCAATACCAAACTGGTTTTCCCA 63.307 AAAtaCGTTTcCCCCTATCCAGAC 62.598 148

HM_4834 contig17136 AC 2 12 CTCACTCTTCGTAATCTCCGGGTA 62.907 CATTGCCGAAGAAGAAAACCATAC 63.03 123

HM_4835 contig21819 TC 2 16 cTCATCATcAACACcTACATGGgA 63.243 cCtTAGGGTCAGAGAATGGGCTAT 62.983 99

HM_4836 contig01079 CT 2 12 CTCATCCATtCTTCTCTTCCTCTCTC 62.271 GAACCCTTGAGCTTGAAGTGAGAC 62.809 112

HM_4837 contig47513 CT 2 12 CTCATCCATtCTTCTCTTCCTCTCTC 62.271 GAACCCTTGAGCTTGAAGTGAGAC 62.809 112

HM_4838 contig42157 TC 2 16 CTCATTCTGCAAATCTCTCAACGA 62.934 aCCTGCtAtGCGtTgATcTCTTTC 63.051 156

HM_4839 contig00603 AG 2 32 CTCCAGGAGGGAGTTTTTGATGTA 62.782 ACttTTTgGtCacacATAcCCCAt 62.712 160

HM_4840 contig33263 CT 2 12 CTCCATCTctGTCTTtCcACCACT 63.106 tGATTTGGGTGAAAAAGaGGaAAA 62.989 151

HM_4841 contig48053 CT 2 14 CTCCATTCCTGATGATGAAATTCT 60.665 AAcCTCGTACATACATATAAGAAGGGAA 60.671 90

HM_4842 contig08364 TG 2 24 CTCCCTTCGTGTGCTTATGAATCT 62.923 cCCAAAccTAcAAACCAACGAATA 63.118 105

HM_4843 contig01842 AC 2 14 CTCCGATCAGAGACTAGTGGTTCA 62.031 CCACTCCAGAGTCAGAAACACAAA 62.81 128

HM_4844 contig36690 TC 2 12 CTCCTCTTCAAGCTCAGCACTCTT 62.821 CGGATACGCCTCTTGAATAGATTG 63.126 90

HM_4845 contig42415 TC 2 14 CTCCTTGGAATGTCGGTAAACAAC 63.019 AGTTGAAGGATTTGACGAACAACC 62.712 143



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_4846 contig01171 CT 2 14 CTCGAATCGCAGGAGATTACTCAT 63.026 taacacagCAACACACgCaCAG 63.263 90

HM_4847 contig22590 CT 2 12 CTCGATACCCAGgTtCACTACCAT 62.598 GATGTGAGCGAGGTAGTGAGGAGT 63.254 148

HM_4848 contig37171 TC 2 16 CTCGGATCTAGAGAGTTCTGTCgC 63.027 ggtttggtagtCAATAgGGTTTCG 62.028 158

HM_4849 contig42579 TC 2 12 CTCGGGTTTTACGTTTACCTCCTC 63.292 GAAgGAGCAACAGATCGAAACCTA 63.022 82

HM_4850 contig46815 TC 2 16 CTCGTACGGACACTGGTAGGACTC 63.462 CTAAAGGGTCTTCGGAAGTCAACC 63.482 139

HM_4851 contig42396 TC 2 14 CTCGTCATTTTCCtCCAGCTATGT 62.923 AAAGCGGGGAcgtTTTAAGtAGag 63.021 125

HM_4852 contig05265 AG 2 12 CTCGTTgCGATCTACAATGTTCAC 63.078 GCgaAATaCaAAGAgGAGcCaAA 63.736 127

HM_4853 contig42411 CT 2 12 CTCTCATCATCAGCAACAaGCAGT 63.071 GtTGAAGAAGAGGAAgTGAcCCAA 62.997 136

HM_4854 contig43572 TC 2 14 CTCTCCACCAAAAGAAAGGCTGTA 63.015 TGGATTTTGAGCAGGCCTAGTTAC 62.839 135

HM_4855 contig42163 CT 2 12 CTCTCCcTCTCCCTCTcTCCc 63.021 GAATGGGAATTTCAGAGCCATGTA 63.42 106

HM_4856 contig06681 TC 2 12 CTCTCCTCCACAGTCAGTTCAACA 63.027 TGATCAGAAACAGCAATGTCAACC 63.494 151

HM_4857 contig04752 CT 2 12 ctctctcctctctgccctaacatc 62.046 CTgagaGCAAGTGACTgagtagcg 62.972 95

HM_4858 contig15850 AC 2 12 CTCTCTCGGTCAGCTCTCcTCTT 62.883 GAAAAGAAGGAAAAATGGGGTGAC 63.172 124

HM_4859 contig03932 TC 2 30 CTCTCTTCAaCTtCGTCTCCATCC 62.782 CaAAATTTCtgGGTTCTCTCTTgG 62.383 119

HM_4860 contig49605 AG 2 12 CTCTGAAGTCTCGGTGTGTCAGTC 62.7 GGCATGTGGAACTACCTCTGGATA 63.544 113

HM_4861 contig15208 TC 2 14 CTCtGTCTGAAAAAGaCgcTCTCA 62.397 AGTCCAAAtcAGAAAATGCAGCTC 63.039 145

HM_4862 contig12984 CT 2 20 CTCTTCTCCAACCCAAAACCATT 62.67 AAATTcAGTGAAAcGTCGACAcAG 62.635 115

HM_4863 contig45715 TC 2 12 CTCTTTCTCTCTTTACCCGAAGCC 62.992 TTTCGATCTGCTACAACtTCTTCG 62.026 138

HM_4864 contig33962 GA 2 16 CTGAAGACACCATGATTGCACTG 62.947 aAAATGTAATCTCCGTTCTCACCG 62.619 145

HM_4865 contig34712 AG 2 14 CTGACAGAGGATACACAGCATTCC 62.275 GTATTCgGTGTATGTGAGTGTGCC 62.757 157

HM_4866 contig06747 GA 2 20 CTGAGATGGGAAGCATCAGACATA 62.7 ATCTCTaCtTCTCtGTCgGCCAtT 61.782 90

HM_4867 contig04152 TC 2 20 CTGAGCTCCCTTATGAAGTTTCCA 63.006 GTGGTCGCTTTTGtAGCTGATTCT 63.06 140

HM_4868 contig37557 AG 2 12 CTGAGGGtGgATGAGAGATCTTG 62.413 tcatttccctCTCAtTTATCttCTCAA 62.527 160

HM_4869 contig23164 AG 2 14 CTGAGGTTTTGAGTAGGTTTCCGA 62.905 CCaATCCCTATCAcCCTCTCTTCT 63.059 88

HM_4870 contig11764 AG 2 12 CTGATGTCACCGgTAAAGTTGTtG 62.839 ACGTGTTTCCGAAATCTCTCTgAc 63.027 125

HM_4871 contig01970 TC 2 14 cTGaTTtcTGATTtccTtCCTCCC 63.459 CCCaCATCATGATCAAACTTTCAA 63.128 150

HM_4872 contig18545 AG 2 14 CTGCAATAGAGGAGGAGATTTAGGG 62.702 ACTCaACAAAATCACCAACAACCC 63.338 116

HM_4873 contig15931 CT 2 16 CTGCATATAAaCAAGGTcAGCAGC 62.269 tcCCGGGTTTAAcaAGTTGtATTG 63.118 136

HM_4874 contig46599 GA 2 12 CTGCATCGAATGAATGAGAAGAGA 62.924 GGATCACAGGTTATGGCTCCTC 62.101 142

HM_4875 contig06678 GA 2 16 CTGCATCGCTAGAGAAGGGAATTA 63.03 TATACCaTAAACtCCCCaGTccCC 63.266 125

HM_4876 contig45104 AC 2 16 cTGCCACAACCAAAATTGAAAa 62.067 TATaTATGCTGGGTTTTGGTGGGT 62.533 160

HM_4877 contig19803 GT 2 16 cTGCcTCTTTTTAGCaTACGCATT 62.877 GACgAtCTTTcCaCCCaATTACtG 63.009 113

HM_4878 contig27015 AG 2 16 CTGCTAAACTTTCATTTCCCACTG 61.314 GGAATTAGTACTGCTGCCtTTTTG 60.507 143

HM_4879 contig04824 GA 2 16 CTGCTCATGATGACATGACTGTGA 63.559 ATaACCAcACTTCATTGCCCAGTT 62.936 132

HM_4880 contig05368 TC 2 20 CTGCTGGAACTAATTTCTGTGCTG 62.44 ACCCATCACTTGGTCATCATCaTA 62.58 154

HM_4881 contig12095 GA 2 12 CTGCTTTAACCAGTGACGAGAGGT 63.146 TTGAAGATAGCTCTTAGCGCGAGT 62.972 148

HM_4882 contig04248 AG 2 12 CTGCTTTTCCTGTGTGTTTCCTTT 62.931 CTCtCTCCGCCTCTCCCTCtT 63.628 88

HM_4883 contig04869 TA 2 16 CTGGAAGATGGGTTGTTGCTTAAC 63.129 tcagaagatccTAATCACGAAGCC 63.013 88

HM_4884 contig50576 AG 2 12 CTGGAgaGAATGGGATTAGGGATT 62.853 CTTCtCTCaaACATcCCCACtCAG 63.527 94

HM_4885 contig28973 TC 2 14 CTGGAGAgAGGCGaTTTGtATgaC 63.444 GTaAGGGAgaAGGAgcGGTTGA 63.955 158

HM_4886 contig14172 TA 2 14 CTGGGCATATTATAGCCGAAAACA 63.234 cCTCAGTATTTTCCTTCATGCACA 62.514 145

HM_4887 contig02323 AG 2 14 CTGGGTTCTTCTTCGTTTTCACTC 62.597 CTACGATTTcCCaAACaAGTCCAG 63.113 104

HM_4888 contig10106 AG 2 16 CTGTCCCTcATAGCCTTtaGTtgC 62.536 GTTTCTTGTCCATACGCCTCATTC 63.137 159

HM_4889 contig22158 AG 2 16 CTGTGACAAAAGAGAACGCAAGAC 62.531 tTTGCGTTTgGTTTgGTgATACTA 62.662 138

HM_4890 contig05603 TA 2 14 CTGTGCAATCACCTCAATTGTTtC 62.948 TTCAATgGGGAGAGGTCACtaAAA 63.091 148

HM_4891 contig29305 AG 2 12 CTGTGGTTGATGATGACGAAGAAG 63.146 TCTTGAAACCTCaAACAAGCATCa 63.15 148

HM_4892 contig05230 AC 2 14 CTGTGTCCACAATTCAAAGCATTC 62.948 ATCAGAGATTCGCCATTGAAGAAC 62.916 155

HM_4893 contig02733 TC 2 12 CTGTTCAAGGGTTCTTCCAATCTG 63.308 CCCCAATTCCATATCTCTACACCA 63.194 105

HM_4894 contig35715 CT 2 12 CTTAgAACGCCCTAGCATcACATT 62.851 GTATGATTTGGtgTGATTTGGGGT 63.013 106

HM_4895 contig02028 CT 2 20 CTTAgACTTTCCCGCCATTTTAGG 63.28 AGGGTTTCCaAAAACGTATTGACa 62.823 154

HM_4896 contig25913 TC 2 16 CTTATCAGTAATCGTCTGCGAAGC 61.552 CCtTTAgTAcacTTTCCTaACtACCACg 60.954 114

HM_4897 contig47672 GA 2 12 CTTCaGGGGgAgAAAatgAgtGt 62.869 CCCCTTTGTTACAATTTCTTcCCT 62.689 146

HM_4898 contig04068 TC 2 14 CTtCaTtCGctCATTCATTCaTtG 62.935 CCAcCgtTGAAAGaAAAACaGAGA 63.732 117

HM_4899 contig07216 AT 2 16 CTTCCAAGTGTTCCTCCCAAAT 61.567 ACCTTCTTCCAAGGATGATTCTCA 62.455 104

HM_4900 contig04825 GA 2 14 CTTCCACAAACAGCTGAGGCTT 63.04 tTTTCtTCTCTCTACATTCTTcCCCTC 62.613 150

HM_4901 contig06383 AG 2 12 CTTCcATGCTTCTCCTCCTAcTCC 63.799 ACCaACCAACCAcTTCTCCTTCTT 63.5 155

HM_4902 contig38393 TC 2 12 CTTCcGGCCATATTTTTCTTCTCT 62.992 AGATgGGGGATTACATGAGGAAGT 63.173 123

HM_4903 contig33574 AG 2 12 CTTCCTCTCAACTTCTGGCAACAT 63.124 GCaAGATCGGTGTATGATCGttTT 63.456 147

HM_4904 contig13711 GA 2 14 CTTCGAAAgtGGTgAGTATGGAGG 63.32 TCCAACTTCATCACCTGTGTTTGT 62.933 148

HM_4905 contig00891 TC 2 24 CTTCGCAAGTAATGATGAAGAGCC 63.45 TCTCTCTAGACtTCTCGTCGAGGC 62.809 145

HM_4906 contig03381 TC 2 16 CTTCGTCCTCCATCTCCTTCAAC 63.525 TCTCtTAcTCTCCCCCTCCCATC 64.1 137

HM_4907 contig30014 AC 2 20 CTTCTCCAAACTCATTCTCATCGG 63.413 AAAATTGGCCTTCAACACAGTCAT 63.035 107

HM_4908 contig31768 AT 2 12 CTTCTCCATCTGAAACTGTAGCCG 63.543 TGTTGCGGTTCTTAAACGAAGATT 63.146 89

HM_4909 contig32608 GA 2 20 CTTCTCCTTCTTCAATGGTCGTGT 63.01 TCCATCTACGATTGCTAGTGCaAA 63.072 133

HM_4910 contig49912 CT 2 20 CTTCTGATTGCTTTTTAACAGGGC 62.451 CGAAcAAGGCATagcTATATAAACTGG 62.36 140

HM_4911 contig48434 AG 2 20 CTTGAGCAAGGTTCGTCTACGC 63.5 CgCACACAgTTCACACATACACTc 62.893 143

HM_4912 contig02989 TC 2 12 CTTGATCTTGtAAAGGAGACCCGA 62.894 GACGTAGAACGAGGATTCGAAGAA 63.022 136

HM_4913 contig49381 TC 2 20 CTTGCTTTCAGTTTCAGGCATTCT 63.142 TTGAAGACCagaaaaCGTATcCAGT 62.327 137

HM_4914 contig37752 CT 2 14 CTTGCTTTGTCTTAGCCTCTCAGC 63.057 AATTTGGAAGACGACTCCGACAC 63.767 123

HM_4915 contig39627 TC 2 16 CTTGGATGATCTCTGCAAATCCTT 62.9 ACAGGCAGTTCTCCTCaGGcTT 63.897 123

HM_4916 contig00940 AG 2 24 CTTGGCTCAtAGCCCCcTTTTT 64.678 CATCCGtTgGATGAAATCTGAAAC 63.842 117

HM_4917 contig08793 AG 2 14 CTTGGTGATGCCCTGGATGTTAT 64.284 TCTCTTGGAtTcAccCCTCTCa 63.311 138

HM_4918 contig22753 AT 2 12 CTTGTAATTTTCAGTGAGCCACCC 63.129 AATGTCagATGGGACTaGGAACCA 63.102 148

HM_4919 contig03221 TC 2 12 CTTGTGATCTCGgCTAATCCATCT 62.913 TAGAGAGGaTaAAcGtTgGTGGGA 63.104 138

HM_4920 contig46705 GA 2 14 CTTGTTCCTCTCCTTCTTCTGTCG 62.892 AAGACGGTGAcATcCAGACTCTCT 62.793 98

HM_4921 contig52394 AG 2 20 CTTGTTGTGAAGTACAGGGAAGGG 63.216 AGACACAGCAAAATCATCACAAGC 62.757 145

HM_4922 contig00493 TC 2 14 CTTTCAGTTTCCCATGACACCTCT 62.895 ATCATGAGAATTTGGAGTTGCAGG 63.643 151

HM_4923 contig14847 GA 2 20 CTtTCCAGCCATTAATCCAAACTG 63.014 TTCCgACtTTcGAACtTCTCAGAT 62.698 98

HM_4924 contig04381 TC 2 12 CTTTCCTGTTTCCAAATTGATTGC 63.018 GAGAGaAAACGGGAAgTACTAgGAGAG 62.359 118

HM_4925 contig15497 GA 2 16 CTTTGCCTTTTCCAGTGAGATCAT 62.91 AACTCaAAAcCCTaACCCCaAAAG 62.7 101

HM_4926 contig36092 AG 2 14 CTTTGCTTGAAAGAGTCcACACAA 62.839 AGcAAcaaAAGaAAGaTcCCCATT 63.289 147

HM_4927 contig01765 CT 2 14 CTTTGTCTCGAGCCTCTCGATCT 63.549 GGCAACTGCAAGTAAAGtTTGTAcG 63.187 156

HM_4928 contig04768 TC 2 12 CTTtGTCTgTGCCCTCCACAC 63.036 CTTCTGATCAAACGGACACTCAGA 62.919 159

HM_4929 contig19689 GA 2 16 CTTTTCTtGAAAGGGGaTGGTTTT 62.781 CTGtTTTTCaTTAAACCTGCATTTTG 62.039 142

HM_4930 contig15203 GA 2 14 CTTTTGATCGAATGGATATTTCGG 62.804 aagactgagcgtagcattgatgtg 62.872 159

HM_4931 contig23831 GA 2 16 CTTTTGTTCTGCcTAAACGCAAAT 62.769 GCCAGACTCGGTAgAGTATGGAAA 62.923 101

HM_4932 contig05640 GT 2 12 CTTTTtGtGATCAACAAccgagaa 62.513 CGTGTTTTcTcTTTcTCTCACTgc 61.776 158

HM_4933 contig45753 TC 2 16 GAAAAGCAAACGTCTCTGTATCCG 63.348 CTGCGAtTTTCTTTCTGAGGAGAG 62.907 96

HM_4934 contig00436 TC 2 12 GAAAAGTAGGGCTAGTCGAAGCCT 62.543 CACATCGTCAAAAGTATCAAACtGG 61.927 97

HM_4935 contig24200 CT 2 14 GAAAATGAGCCATGGAGAGGAAC 63.313 GCACACgGTCTTCTTTCTCTTCTC 62.925 100

HM_4936 contig09667 AG 2 12 GAAAGCATATACTGGTGAGgAGAAACA 62.947 CAACCCTAATGGCTTCAGATATGG 62.909 152

HM_4937 contig15542 CT 2 16 GAAAGCGATGAAGTGGAAGAGGTA 63.022 aagtccaaaccaaatcaggcg 63.452 142

HM_4938 contig41296 GA 2 16 GAAAGGAaCAGGACCTaGGgTGAT 62.974 GAACTgGTCTACGATCTGaAAAttTgaT 63.026 144

HM_4939 contig00685 AG 2 12 GAAAGTACTTGCTTCCAGCGATGT 63.06 ACAACCCTACACATACCAGCACCT 63.05 123

HM_4940 contig25887 TC 2 12 GAAATGGAAGCTCTAGGGTTTGGT 62.995 CACCATTTCTCCAcCtTAGACTCC 62.368 147
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HM_4941 contig34800 AC 2 16 GAAaTGTCGAGACAGCAAACTCAa 62.844 GGAGGTTGCAGAGATAGGAGTGAA 63.115 105

HM_4942 contig16646 TC 2 12 GAACAAaTGAAATCCATGACCcTC 62.889 TATTGCGGAgAGGGATAGATTGAG 62.802 127

HM_4943 contig04471 AT 2 14 GAACAGTGAGTCCATGATCGAAGT 61.809 TCCCTCTTcCTgATTCACAAAGTT 62.469 143

HM_4944 contig02688 TG 2 12 GAaCATGCTTGGACAaTCTCTTCA 62.714 AGGAGCAGGTCCTATACtTGGTTCTT 62.914 80

HM_4945 contig32382 AG 2 14 GAACCCAAAATTGAAGAGCGTAAA 62.639 GAAGAAAGAACGAAGAGGaAAAAGG 62.044 159

HM_4946 contig22066 TG 2 20 GAACCCGGATGTCAAAATTCAATA 63.105 ATCTGTCATGGTTGTTCTTGGGTT 63.014 143

HM_4947 contig09483 GA 2 12 GAACGGGTCAGTAATCAAAGCAAC 63.146 atTTCTACCTCCAGTGAGCCTTCC 63.193 151

HM_4948 contig16876 TA 2 16 GAaCTCTCAAAAAGCTTGGACTgC 62.838 GGGTTTGTGATGGAGAAGTcTGTT 62.795 152

HM_4949 contig29053 GA 2 16 GAACTGAGAAGGGGGTTTGAACTT 63.08 gGaAAcCATCTGaACCAATCaAtc 62.889 103

HM_4950 contig08820 GA 2 14 GAACTTCGAAACCCTAGCCCTAAA 63.001 TTATACCGAACATTgACCaATccC 63.009 113

HM_4951 contig34101 AG 2 24 GAACTTGAGCTCCATGATCTGGTT 63.017 AAcCTTGAAtTGAATcCCCaAATC 63.365 138

HM_4952 contig24642 TA 2 12 GAAGAAATCACGAACGAACTTCA 60.637 tTGCTGTATTTATCtGtTGTTGTGTATG 60.572 160

HM_4953 contig16651 AG 2 16 GAAgAACAATCACTGAAACACAAACAA 62.67 GAAGCCATTGTTGAAAAGAGGAGA 63.009 127

HM_4954 contig46200 TC 2 16 GAAGAACAGCAAATTTCTTCCCAC 62.411 CCTcCCCTTCTCTCACTCAcCTAT 63.273 97

HM_4955 contig36423 AG 2 14 GAAGAAGCATTTGTCCCTCTGAAA 63.009 TCTCTACACTCAtTTCtAgACCaACCAC 62.278 95

HM_4956 contig04679 AG 2 16 GAAGAAGGTTCCAAGGGTTTGAAT 62.876 TCCaAAATCTCATTgGCCTACaAT 62.912 90

HM_4957 contig00163 AG 2 16 GAAGAGTGGTTGTAGACTCGCCAT 63.04 TCTTCCTTTCCtCTcCCATTCtCt 62.948 122

HM_4958 contig22425 TC 2 14 GAaGATAaCcATCTCcTcTtGCca 62.9 AgCCAACACtACCAAtGCTTctCT 62.639 80

HM_4959 contig30688 GA 2 12 gAAGCAACAACACtgCCAAATAAG 62.156 GAAGAgAAgACaaGCagatTTGaGAc 61.221 87

HM_4960 contig23915 AG 2 20 GAAGCAACATTTCCTTGGTTCTCT 62.1 tTACCAAcCACTCTGCAACTGAAC 62.635 97

HM_4961 contig52320 TG 2 14 GAAGCCTCTCCACCAAACTACTCA 63.124 CAGAAGAAGACGAcGAAGAAGagg 63.007 153

HM_4962 contig31176 AG 2 20 GAAGGAAGCTTAGCTCCGGTATTC 62.822 TAAGAACACGACAGACgGAgGG 63.69 157

HM_4963 contig40840 GA 2 14 GAAGGAGATAAaGTGAACCCAAATCA 62.808 TGTGAAACCGACTGTACAAGCaAc 63.518 156

HM_4964 contig24694 AG 2 14 gAAGgATTTCTGAGTTTGTTGGGA 62.784 ACTCTCCtTCgtCCACCtTACTcC 63.297 116

HM_4965 contig33811 AT 2 12 GAAGGGTAGTGTGGGGATTTGATT 63.482 CTTAATGATGATCGGAAGAGTCGG 63.206 135

HM_4966 contig37432 AT 2 12 GAAGGTGTGccATTGTTTATtAATCC 62.848 gcCAtTGcAGATCATGtaaAAGGT 63.456 157

HM_4967 contig29268 CT 2 20 GAAGGTTGATATGGATGGAGATGG 62.876 TTTTTAggGGTTTTTcGGTcAttT 62.897 147

HM_4968 contig35157 AC 2 12 GAAGTCATAAATTTTtGcATGAGCAC 62.211 TCATGtctaAGGTcatGTcctctCC 62.9 109

HM_4969 contig23104 GA 2 12 GAAGTCCATGAAGACTCTGTCGGT 63.123 CTCTCTCCTTTTCCTCTCCACCA 63.285 124

HM_4970 contig06484 TC 2 12 GAAGTCGATTCCAAGTAGCTGGTC 62.613 CTAtTAAcCtTCtTaAGCGTGGcG 62.397 146

HM_4971 contig38692 GA 2 20 GAAgTGGGTTgTGGAGTGAAGAAT 62.795 CAGCTCTTGCAGCTGGTTCTTATAC 62.78 93

HM_4972 contig19058 CT 2 12 GAAGTGGTTTGAACTGAGTCCCAC 63.34 CCCCTagCTaATTCAGGtTGTTGA 62.714 107

HM_4973 contig08424 GA 2 14 gAaGTTCGATGAGACCGAGAGTGT 63.241 ACCAACCaACaAAACCaAATTCAA 63.523 140

HM_4974 contig04510 CT 2 24 GAAGTTGCAGAGAAATGAAGGGAA 63.009 AAACCaGACAACCAAAcTcCAgG 63.638 128

HM_4975 contig42035 CT 2 20 GAATCACTATCTGGAGGAGTTGCC 62.484 TGGAAAATTATGaTGGAGGtTGttG 63.111 133

HM_4976 contig33620 CA 2 16 GAaTCATCcAATTTAACCaGAAATTCA 62.46 tTGTTCTTGATCTGGGTTTGATGA 62.907 144

HM_4977 contig48334 TC 2 14 GAATCCTTCAATCCACATGCTACC 63.016 TATAGGCACACAAACTGTTCGACG 63.398 141

HM_4978 contig03042 AT 2 16 GAATCGAACACCTCCTTCTTCTCA 63.102 GCTGGTTcTGTgCTTTCTTTTCtT 62.341 143

HM_4979 contig04871 AG 2 16 GAATCGCCGGAGATACACAGATAG 63.236 TaGtCCgGTAcgTCTAAcCGTTTC 62.645 147

HM_4980 contig20546 AC 2 12 GAaTCTctCTgtGGTgCTgTGCTA 63.071 GGTGTTTGAAAAAGTTctGCTGCT 63.057 122

HM_4981 contig41337 CT 2 14 GAATGAGAAAGTGACCTTGCGTTG 64.299 ATACCAATcCCCAAATCCACCATA 64.261 159

HM_4982 contig13629 AG 2 12 GAATGcAATTtGGgATGAAGGTAg 62.912 ACTcTTcCTCTGTCTCAtTCacgG 63.223 124

HM_4983 contig32723 GA 2 16 GAaTTAGGGCTTGGATGAACTGT 60.707 tTagCTGCAGcCGCaTATAct 60.041 88

HM_4984 contig11667 AG 2 20 GAATTCAAAgCTTCTCGGGTTCTT 63.196 TCCTCAACAGaaAGAACCtTTcCC 63.984 160

HM_4985 contig21335 AG 2 12 GAATTGACTCCGAGGTAGAGGGTT 63.084 CTTCTCTTCACCACAATTCaCCAA 62.592 156

HM_4986 contig48263 GT 2 24 gAATTGAGGAGTGAAAGGGaGGAT 63.062 AAtaGGGTgGaAAAtaGACGaCCG 63.481 114

HM_4987 contig41216 CT 2 16 GAATTTGAAGGTGGAaGATGATGG 62.987 CaACCaAAACCaAcGAcACtgA 63.164 152

HM_4988 contig01490 AG 2 16 GAATTTGTCTGCGATCTCCAAGTA 61.787 AAACTTACTCGAAAGACGCTCTCC 61.539 108

HM_4989 contig09444 CT 2 12 GACAAAACATCATTCCCCAAACAC 63.643 TAAACAAAACGGACTTTTATGCGG 63.237 134

HM_4990 contig19999 TC 2 14 GACAAAATTGAAGGTTATCCGGTG 62.813 catcaaaaCCAACTaCTGAAAAGAAgaG 61.856 155

HM_4991 contig37904 AG 2 12 GACAAATCGAGAGCACTCTGACAA 63.057 CCTCCACtTCtacTcgtCTCTcCA 63.321 134

HM_4992 contig39640 TC 2 12 GACAACATTCCCCTCAAAAGAGAA 62.784 aCGGTACgTCTAgGGGGaTAAAGa 63.192 106

HM_4993 contig03756 GA 2 16 GACAATGGAATTAAATGGCCAAGA 63.213 TATAAACGAAAGACTGACCCTCGC 62.839 111

HM_4994 contig19520 TA 2 12 GACACGACACGAATACGATGAGaC 63.075 TAGTGCaCTTaAGaTCCtTTCCCG 62.823 154

HM_4995 contig29287 TA 2 14 GACAGAAGAGGGGcAACGTATTTA 62.729 GattatCCgATCCCATCCTAGTCA 62.468 122

HM_4996 contig36391 AG 2 16 GACATGtCCccTCTCcTTCTGTAa 62.884 ATCGAAGATCTGGTTCTGGTTCTG 63 145

HM_4997 contig43672 AG 2 12 GACCACATGAGATGGACAGAAATG 62.911 CTGTCAAGCATTCTCAGATTCAACa 62.843 80

HM_4998 contig40325 GA 2 12 GACCAGCTAGTGTTGGTGTTGTTG 63.077 CGtTATCCAATCGATCAAAGGTCT 62.607 160

HM_4999 contig20632 TC 2 16 GACCATGCGATTGTAGATTGTGAG 62.951 TAggaTTCCCTACCTcCCTACCAc 62.767 144

HM_5000 contig23453 AT 2 14 GACCCATGAACCATATAACCAAGC 62.72 AAGATCaATGAGctGATGTGAATGA 62.188 88

HM_5001 contig08642 TC 2 16 GACCCCAAACtCTTTtCACATGAC 63.115 GTTGAGAGAGGACAGGAATGAAGC 62.798 111

HM_5002 contig13541 CT 2 24 GACCTCTCTTCTtGCGGTTCTTC 62.9 TATCCTATAACAcACCCTAGcCGC 62.559 103

HM_5003 contig21135 TC 2 12 GACGACCATACAGGAACTACACCC 63.027 GGTTTGATGaAGATTCTATTGCGG 63.021 85

HM_5004 contig22810 CT 2 12 gACgACCTtCtCTGCTTCAACAC 62.599 TCTCTATCCTcGACTCGTCACTCA 62.692 154

HM_5005 contig41862 GA 2 14 GACGAGCTGTCAaGTTGTTGTTGT 62.869 GAAtTAGAGGATGTGGTGGAGAcc 62.25 144

HM_5006 contig23995 AG 2 16 GACGATGCTTCGCTCAACATCTA 63.835 ATTCCCAATCATTGCACTTCTGTT 63.026 112

HM_5007 contig26491 GA 2 16 GACGATGGGTTCTTGGAAGTTATG 63.009 GTTCGCCATTGAAGGtTTaCAAAT 62.451 130

HM_5008 contig36701 AG 2 20 GACGATGTTGTTGTAGCTGAATGC 63.095 TCAAACACAGAtTCaCAtctctcctc 63.027 140

HM_5009 contig15323 AC 2 12 GACGCACTTgaGtctttCCAAACT 63.15 TGGTGGTGACTCTCAGGTCTGTTA 63.259 138

HM_5010 contig10040 TC 2 20 GACGCCATTAAGTCCAAAACGTAG 63.051 CTCACAAGAAAACGAGGAGGAAGA 63.208 144

HM_5011 contig00029 TC 2 14 GACGCTATAGATGCGGAAGTGTTt 62.867 GAAAAAgCCTCTCTAACTcCACAACtT 62.661 101

HM_5012 contig25159 CT 2 12 GACGGAGATGAAGCTCTtAGTtGC 62.84 TTGTATTTAAAcCAcCCAAcCAGC 63.134 146

HM_5013 contig28009 CT 2 16 GACtCAAACCCTTCCTCACCTTCT 63.285 AATGGGTTTTTGAGGGTAGTGGTT 62.992 143

HM_5014 contig12418 TC 2 24 gaCTCACTACCACTCGTAAAGCCAA 62.958 AAACAAAGACTACGAAGCATAAACCC 62.043 131

HM_5015 contig24807 AG 2 20 GACTCCATAGTGTGGTTTTCCGAG 63.225 GTTTGGGTGGGTGGACTTATTTTC 63.783 150

HM_5016 contig14130 AG 2 16 GACTTCGATTGTCTCCCCTTTTCT 63.181 CGTGGTTCgTACTTTCtATTTCTACGA 62.875 107

HM_5017 contig17396 GA 2 14 GACTTGATCCTGCACTCTCCATTT 63.017 TCTCATTCCGaCGAAAATCCC 63.426 126

HM_5018 contig09914 AG 2 30 GACTTTGAGTTTGCTTGCCATTTT 62.851 CTCTcCTCTcGTTAcGtACCTCCa 63.12 92

HM_5019 contig27633 AT 2 14 GACTTTTCCAAACAGACCCTAAAGTT 61.34 GGTTTGCCTAGTAAAGGTCGAATG 62.247 159

HM_5020 contig21513 CT 2 16 GAGAAGGAATAGCTTGTGAGCGAG 62.936 CTACAAGAAAAGTGCGAAACGAGc 63.568 143

HM_5021 contig31285 AG 2 16 GAGAAGTCGGATCTGTgAGAGGAC 62.888 GAACTGTGAACAGCCTTGGAACTT 63.036 114

HM_5022 contig49022 CT 2 20 GAGAAGTTGGAGTGAGAGGTGAGC 63.018 CCAATACAGATTGGCCtTAATTCG 62.827 158

HM_5023 contig23565 CT 2 14 GAGAATGTTTGATTTCCCAACAcc 62.9 GGATCTgaAATTTTGTGCGATAGG 63.021 148

HM_5024 contig43341 AG 2 20 GAGACGATGATGAAGAAGCAGCTC 63.905 CACTCTcGACTCCTcGtCACtTCT 63.573 123

HM_5025 contig28039 TC 2 24 gAGACGTTGGATTtCTCTTCTCCA 63.102 ACGGGGAAAAGGGaTGTACTCTT 63.275 105

HM_5026 contig31487 GA 2 16 GAGACTGAGAATCTGAGGAGCCG 63.995 gGCGATTCTCTTTCACTCTCACAT 63.133 87

HM_5027 contig33077 GA 2 24 GAGAGAAGTCGCCATTTAGCTCTG 62.936 TGCCTTTGCCATATGAAATTATGA 62.549 110

HM_5028 contig04317 CT 2 16 GAGAGAGCTtGAGTATGGgATGAG 60.751 GtTgTGcGAGTGtGAGAGtGA 60.088 95

HM_5029 contig05876 GA 2 24 GAGAGAGGTGGTTGTTGACCTTGT 63.015 aAgtCTCCCTcCTCTCTGTCTgTcT 62.455 122

HM_5030 contig47906 CT 2 20 GAGAGATCAAAACCTCCCTAGCGT 63.302 AGtTCaATcCGAGcCtGAgGAG 64.199 160

HM_5031 contig01511 TC 2 14 GAGAGCGTATTCgACTTGGAAGAG 62.824 AGGGCTAAACACCAACAATCACAG 63.554 124

HM_5032 contig15020 GA 2 14 GAGAGGAAACaCGAGACAtCAACA 62.815 TCTCTCCTCTATACAGTCTGCCGC 63.356 115

HM_5033 contig28259 CT 2 24 GAGAGGAGGTTCGATTTTCCAACT 63.181 TCTCACAtCTCTTcCAccCAAAAt 63.204 138

HM_5034 contig49108 GA 2 12 GagaGGggaTtgaGgagAaatgaT 63.053 GAGCTCCTCCAAGAAATCTTCCAc 63.807 148

HM_5035 contig15490 AG 2 14 GAgAGTGAGGAGTGTTTGTTGGGT 63.015 CtTTTcCTGAtTCATCacCACCAT 63.419 127



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_5036 contig20409 AG 2 12 GAGATAGGGTACCGTGAACTTCCA 62.698 GacCCCCTctTTatCGACAGTCTT 63.084 129

HM_5037 contig06617 AG 2 16 GaGATCTATGGGAGTgaTCGAACg 63.323 TCGaAAAGCTCATGGAGTACATCTC 63.037 147

HM_5038 contig03070 TA 2 14 GAGATCTGTAGGCGCAGCAGTAGT 63.392 ATcCTCGTcCCTCTCATTAATTcC 62.868 138

HM_5039 contig27030 AG 2 12 GAGATTCGCTTTGCCTAAAGAaCA 63.043 TTgtcGcGCATcTAAATGtATTAtTTT 62.904 98

HM_5040 contig02074 TC 2 16 GAGATTGATTTCGTAGCGTTTTGG 63.138 CgCTaCGCATCtGACaTAAAAAGa 62.677 136

HM_5041 contig22784 AG 2 16 GAGATTGATTTTTGGAGGCCATAG 62.203 CgAAAtacCACTaCTcCaAAACACAC 62.087 80

HM_5042 contig49494 GA 2 20 GAGCCGTTGTCCATTTTtACAGAC 63.146 ACGTATCACCATCATCAGATCCCT 63.007 149

HM_5043 contig38690 AG 2 14 GAGCTAGGCGGATCCATGTTTTA 63.635 AcCActTCACCAAcCCaAACtTTa 62.918 157

HM_5044 contig30809 CT 2 12 GAGCTCAGTCATGATGTCTACCGA 62.94 CCtTCTTCATCCAACaAACCAAAG 63.1 113

HM_5045 contig04419 TC 2 16 GAGCTCTCCACTCTTGAGTTCGAC 63.137 GaAACCAGTGACTGTGAGGAGGAt 63.005 155

HM_5046 contig49405 AG 2 24 GAGCTTAGCAGCAGAGTTCTTTGG 63.057 CCtTTTTGCTGAtTTTGCTGTTCT 62.944 131

HM_5047 contig34118 CT 2 20 GaGCTtATCCAGtCacAGGGC 61.169 ATTGGAGATTTGAGAGATGGAAGG 61.937 101

HM_5048 contig01593 TC 2 12 GAGCTTCTTCAGACTGGACGTCTT 62.604 GGGGAAgTGGtAtTGaAGaAAGAGA 62.982 145

HM_5049 contig15149 AG 2 14 GAGgAACAGCAGAGGAGACAAAAG 62.909 cTcTgTgtGTTAGTAGTTGGCCTGA 61.916 95

HM_5050 contig06733 TA 2 16 GAGGAACTAGCAATCGGTGTCAAC 63.356 CTCTCACTGTCTTCaAATTgGGTGT 62.921 157

HM_5051 contig00465 GA 2 14 GAGGACCTCGTAAAGGCATCG 63.232 aACACAGACATaAAACCAGGCCC 63.441 110

HM_5052 contig36494 AG 2 14 GaGGAGATTTCCTTTTCCTTTGGA 63.053 GatTCCTTTGATTTcTTcGtTTTGG 63.185 104

HM_5053 contig19383 TC 2 24 GAGGATCCGAATAGAACGAACTGA 62.9 TTTatAAAGTGTGTGCGCGtTTGT 62.812 95

HM_5054 contig41476 GA 2 16 GAGGATGAACGAAGATCGTAGAGC 62.715 AACaAAGtACtTGaCAgaGCgGC 62.015 135

HM_5055 contig39781 CT 2 24 GAGGGAATAGAGTGGAGAGGAAGG 62.85 gtaCgGGGTacggtaggtacgTT 62.341 95

HM_5056 contig42021 AG 2 12 GAGGGAGTACCGGAAATCGTAGTT 62.901 CTGCACCTGTTATTCTCATCATCG 63.051 134

HM_5057 contig43044 AG 2 12 GAGGGCATTGGATGTAGTCTCTGT 62.915 TAAGCACCaAAcATcCCAActTCt 63.129 154

HM_5058 contig37146 AC 2 14 GAGGTTCATAAGCTCCCCTACGAT 62.999 ATGGAATTTTCCACAGAATAAGCG 62.533 144

HM_5059 contig13584 AG 2 14 GAGGTTGGATATGAAGGATTTGgA 62.468 TCTATCtTTCTaTCTgATAACCCCAACA 61.568 138

HM_5060 contig48132 TC 2 16 GAGTACCTGTTGGCTCCCAATCTA 62.811 gCGTACGTACTCACtACtTCTAGAGCG 63.012 126

HM_5061 contig46255 AG 2 12 GAGTCcGAAGAGAGAAGCAAGAAA 62.598 GCAGCtGAACAGATAGAAGTGAGG 61.773 153

HM_5062 contig15447 GA 2 20 GAGTCGTCCGTTTTGAGAGAAGAG 62.909 TAGTTCATTGGGAATTCAACCTGG 63.3 132

HM_5063 contig34529 CT 2 12 gAgTGACGAAGAaGATGATGGGAT 62.89 gGGAGATACATAtTGAGAGAgGGGA 62.867 84

HM_5064 contig07161 AG 2 14 GAGTGCCAATCAATTAGGGTTTCA 63.426 ACaAAACAGACCCATCCCCTTAAC 63.488 153

HM_5065 contig19599 AG 2 12 GAGTGGAGTAAAGAGCGAAGGAGG 63.91 CgGaATTCCaATTgTGTCCATCTA 64.139 156

HM_5066 contig31687 AG 2 14 GAGTGGCACCCCACCAGTATTA 63.243 CGTAGATAGGGATGGCTgGTAGTG 63.129 119

HM_5067 contig04843 CT 2 14 GAGTTCCGATGGCAATTTTGtAA 62.311 aTAGCAGCAAAAGCaACAAGGtCT 62.672 117

HM_5068 contig46080 CT 2 14 GAGTTGGGTCTTTTtGTCTCTCCa 62.997 ATTGTCTCTTCCTCCCTCTTcCAC 63.278 159

HM_5069 contig32458 AG 2 14 GATAACAGGAGGAAAGCGAGAACA 63.022 CTGCTTGCTGCTTCTTCaTTcac 63.619 123

HM_5070 contig48115 TC 2 16 GATAGCATCTATAGGCGATGTCCG 63.146 CTCCGATCAATGCAGAGATCATATT 62.721 133

HM_5071 contig30658 CT 2 20 GATAGTTTTCCGAATTTGTCGTCG 63.03 gAGaAAGAGcGCtaatacCACCG 63.447 148

HM_5072 contig12881 AG 2 20 GATCAATCGAACctCATCACAACA 63.368 GCGTTTCACTGATACCTCGACTGT 63.91 93

HM_5073 contig30798 TC 2 32 GATCATCTTCGCCTTCACTTTGAT 62.916 gGagGaTGATGAgAAAGatAGGGG 63.356 154

HM_5074 contig27535 GT 2 12 GATCgcTGTGTGAGAGTTGAAAaG 62.517 TCTgTCTCTCTTTTaTTCCCtTCTCTCT 61.715 127

HM_5075 contig33563 AG 2 12 GATCGGCTCAATGTCGaTAACAC 62.942 GCCAACTAATTTCGATTTTCGTCA 63.433 160

HM_5076 contig27706 GA 2 12 GATCTGATCACAGAGCTTGTCTGG 62.585 GCAAAggggcCTAAAtcTCTCT 62.169 150

HM_5077 contig04754 AT 2 12 GATCTtGTGATAaCAATCACACACTTCT 61.01 ATCTACGCCTTGCTTGACTAATGA 61.436 143

HM_5078 contig18733 AG 2 16 GATGAAAAaGTaaGCAGAATGGCA 61.735 CCAGGGAAACTAACCCTCCTCTAC 62.575 90

HM_5079 contig22952 TG 2 16 GATGAAAGAAGGTCAATTGTTGGC 63.125 aAAGGaaAAATCTAgCCCtgCATC 63.007 115

HM_5080 contig39765 TG 2 20 GATGAGGCGATGGTGTAGCTTAGT 62.953 GATCTTCCTCATcCCCTAAcCCTA 62.853 144

HM_5081 contig10626 TG 2 16 GATGAGTTTGATGTACGCGTTTtG 62.872 CCTAACTCTCTAGTGTTGACGCCG 63.56 119

HM_5082 contig24203 GA 2 16 GATGCAAACATCTTGTCCACAGAC 63.061 TTTAATCACCGATAGCTTGTGCAG 62.566 138

HM_5083 contig32229 CT 2 16 GATGGAGTGAGCAGTTGTtCTTGA 62.937 ATCCGTGGTATCAAtTCAATCCTG 63.211 107

HM_5084 contig17299 TC 2 12 GATGGCCAAAATTGAAACAGAGAC 63.125 GCAGAGCAGCGTGAGTAGTACTAGAG 62.314 92

HM_5085 contig32614 AG 2 14 GATGGCTGAGATGAACCAACTCTT 63.017 AACCAGTCCGACGAAGGCTC 63.945 123

HM_5086 contig01458 AT 2 16 GATGTCTTCCATTTGCAAACAaGG 63.954 AtcCCCActcTCCCtTTCTATCAC 62.964 123

HM_5087 contig29605 TC 2 14 GATGTTTTGATTTCTCCAAATGCC 62.915 GAAGGGATTCTgaCAGGGAAcac 63.309 129

HM_5088 contig16893 TA 2 16 GATTATGTGCCTCCAAACTATGGC 62.94 GAAGctTTTGACTAGCGCTCACAC 63.803 124

HM_5089 contig05268 TC 2 24 GATTCCCTCTCgTATACTCTacGCc 62.637 ACATTACCgGCGAAGTTCATTTT 62.936 108

HM_5090 contig18979 TA 2 14 GATTCTGGCACTGTGCACTATGTT 62.652 AATgGaAAGAATgGAcCaACtTCA 62.996 151

HM_5091 contig48410 GA 2 20 GATTCTTTGATATCCGAAGCCTGA 62.804 TCCaTAAATTATCTCCacTTATCCCTTg 62.65 139

HM_5092 contig12836 AT 2 16 GATTGATCAAGAACTGGTTTtGgC 63.125 CGATTCtcTCaAAAACCATaCAAGC 62.356 157

HM_5093 contig13518 TA 2 16 GATTGCATGCACGATAGAACACAT 63.306 TTcCTCACACAgGTTTGtCATCTc 62.692 127

HM_5094 contig23420 GA 2 12 GATTGGATGGTGGTGATGATGATA 62.902 CAACCCAAGAAATTCATAACCCaA 63.097 150

HM_5095 contig29008 AG 2 16 GATTTCGAaCAAAAaTCGCACATA 62.258 TGTGTATGCAACTATgtCTCTGAAGC 61.869 131

HM_5096 contig33172 CT 2 20 GATTTCTAGAGTTTGGTTCCTGCG 62.522 GTCGACTGCAACAATCAtTTGTGT 63.414 116

HM_5097 contig15880 AG 2 12 GATTTGGAAGATCACGTTACCTGG 63.009 TTTTGtTCATCTAGcACCCCCTaA 63.014 152

HM_5098 contig07071 CT 2 20 GcAAAGATGAAAGATGTGcTGTTg 63.181 CCAtGTTTTACCaATACtTcCCCa 63.002 114

HM_5099 contig07520 TC 2 20 GCAAATACACACCCTTTCACACAC 62.755 GAAGATcCCACCGaAGTGaAGTAA 62.798 140

HM_5100 contig13826 AT 2 12 GCAAATTCGCAACTTCTCTACCAA 63.754 TGTTGCTgGGtTTTGTGTCTCTTA 63.057 152

HM_5101 contig42059 TC 2 12 GCAACGAGAAGAAGCCACATTAGT 63.06 AACTCAcaGACGCATCGAGACAC 64.002 153

HM_5102 contig20908 TC 2 24 GCAACTTCACTTCCTTCCAGTTGT 63.036 ATTCACAAATCAGTTGCCtTCTCC 62.813 106

HM_5103 contig05170 TA 2 12 GCAAGATTTATCTAAaCAAGCCCCA 63.589 CAATCACTCGTTGCAGGAGATAAA 62.629 132

HM_5104 contig49067 CT 2 14 GcAagCCTACACTCCGCTTACA 63.834 CCAATCaCCATCTTTCTTTGAACC 62.996 134

HM_5105 contig21909 TC 2 12 GCAATAACACTGCAATCTGAGACG 63.194 TgGaAAgTGGACATCACTTCTTTG 62.592 154

HM_5106 contig14701 AT 2 12 GCAATAtGTCGACGAATGTTTCAA 63.175 CTGTGATCCATGTAAGCTGGATGT 62.503 159

HM_5107 contig41854 GA 2 14 GCAATCTTCCTTGGTACTCATTCG 63.231 ATGAATCAACCAACCAATCGAAAC 63.223 148

HM_5108 contig42966 CT 2 16 GCAATGATGAAATCGACATGAGAG 63.046 ACAACAAATCCAAACaTCAGCAAG 62.426 95

HM_5109 contig13795 AG 2 16 GCACACAATCCATTTTCGAATTTT 63.237 TTGtTTCgtCTCCCaAACtTTCTC 62.907 143

HM_5110 contig42776 GA 2 12 GCACATGAAACCTCTCATCCTCTT 63.017 cCTTCaAAACATCTCCCTATGTTCA 62.605 123

HM_5111 contig14897 AG 2 16 GCACATTGAAGTGTAAGCATCACC 62.979 GCGAAATCTGTCTCTGTCTGTGTC 62.615 157

HM_5112 contig28590 TA 2 12 GCACCAGTCCAGAGAAAATCAGa 62.91 ATTCCCatCTTTCttGGTGGATTT 63.069 119

HM_5113 contig50074 AG 2 12 GCACCTGTGAACTCACGATCTACA 63.747 AGAGATCGGAAAACATGATTCGAG 62.9 112

HM_5114 contig17960 TA 2 16 GCAGAAACAGACATGGACAGAAAA 62.726 TCAGAACCTTAAATTTGAATCTGTATGC 61.975 147

HM_5115 contig29746 GA 2 16 GCAGAaATTAGCTCATTGTGGAGC 63.468 TTGGTACAAtTCTgGaAACTgGGt 62.907 91

HM_5116 contig32174 TC 2 16 GCAGAGTCGCtATtCTGTTgtGAG 62.651 AACTGCACAGTTTGaGTGTTTTGC 62.78 92

HM_5117 contig37819 AC 2 12 GCAGATAATAGCCCTAGAAACCCC 62.436 cCtTTTTCTAtTTCGGtAGAGAGAAGc 62.227 146

HM_5118 contig27753 TC 2 14 GCAGATTCAAATCTCATGAGCAAA 62.735 TTAGaAgCtGGTGATGTaAATTggG 62.545 96

HM_5119 contig24681 AG 2 16 GCAGCATCTGGATTtGTTAGTGTG 63.078 CTTCCTACGATATCGCGtTTCtTG 63.24 97

HM_5120 contig37249 GA 2 12 gCAGCCTGAAAAGTGTTCCATATT 62.744 TGTTAACAGCTGCAAATAATTGGG 62.273 91

HM_5121 contig02362 TC 2 20 GCAGCTCTTCTTAGAGCCATTGAG 63.048 TCATCCGCTGCTAAAACCCTAC 62.617 111

HM_5122 contig26890 TC 2 12 GCAGTAATGAGCTTcGCTTATTGG 63.362 GGaAAcTCATGGtaGGTGGCTAGA 62.811 158

HM_5123 contig09863 CA 2 12 gCATCACACTtCtCTgCCcTcTTA 64.1 AAGAGTGCGGACTTTTGCAAGATA 63.456 133

HM_5124 contig04506 AG 2 16 GCATCTTTTtGGAaGAAGGAAGAA 62.108 AAACCTACCACCAAAcCCCC 62.072 80

HM_5125 contig11947 TC 2 14 GCATGAAAATGGATCGAAaTGAAT 63.222 GaAcaACaTCaTTAgaGCtTTTTgAgAA 62.233 136

HM_5126 contig34490 TC 2 32 GCATTGATAAGCCCCAGAGTCAT 63.654 cCTcCTTGTcTTCAGtagGGTTTgT 63.099 111

HM_5127 contig42160 TC 2 12 GCATTGCACGTTAACCACATGTAT 63.001 TTCCTCGaACGGAGGTGaGA 63.228 134

HM_5128 contig19169 TG 2 14 GCATTGTAGAActgaCCcTGTTCC 63.242 TTTTTGTATCACTTACCTgGGGGA 62.798 120

HM_5129 contig07932 GA 2 24 GCATTTCTCAGTAGGTTCATCGCT 63.051 GGCGACACTGTTCACTACTCTTCA 62.961 100

HM_5130 contig13388 TC 2 12 gCCAAaCCAAAaCCCTAATCTCTC 63.289 AGTTgaGGGGAATTCATTGATGG 63.397 151
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HM_5131 contig33317 TA 2 20 GCCAAACTGTCTGAGAaCAAGTCA 62.947 TTGtTGCTaAAAgTCAATCCGACC 63.54 109

HM_5132 contig42952 AC 2 14 gCCAACGGACTGGAACTaGTCTAA 62.933 CCCATCAACCTCAAACTTTTCATC 62.996 143

HM_5133 contig01481 CT 2 12 GCCAACTTCTCACACAGaCCAAATA 63.668 atTTGTTTGCTTCGAGTGTCTGTG 62.753 152

HM_5134 contig34187 AC 2 20 GCCAAGAACATACAAGCAGGTACA 62.556 TGATTGGTGAATTGaACGAAAGtG 63.252 156

HM_5135 contig50756 CT 2 12 GCCACAGAAGAACTTTGCTACCAG 63.566 AGGATCGTGGAGTCGGAGAGTT 63.657 127

HM_5136 contig40983 GT 2 16 GCCACTAACTTCATTCCGTCACTT 62.838 GTTCACACGCTCaCACTAAACTGG 63.194 149

HM_5137 contig37434 GA 2 20 GCCATCGGATTTTTAtAGGGTTTT 62.448 TCGAATTACTTCAATATCACCACCA 61.722 121

HM_5138 contig26169 AG 2 14 GCCATGAACGCTGTTAATCCTTAG 63.15 TGCTCTGCTACCTCCTCCAcTTAT 62.725 101

HM_5139 contig35033 TG 2 12 GccatGCgAaCTTTCAATATCTTT 62.655 TGCGAGGAATGTAACTAGATCGTG 62.643 124

HM_5140 contig34762 AG 2 16 GCCATGGATTTGAGTTTCTGCTTA 63.643 CTaCTCTCTCCTcCCTCCgTCTCT 62.86 160

HM_5141 contig00603 TC 2 16 gCCATTATCACCTTTGTCTCCATC 63.016 GGTGAGCCAAAATTCTTGATTGAT 62.608 137

HM_5142 contig33541 TC 2 16 GCCATTGCCTTGATATATCTCACACT 63.63 TGAGATTGTTTGTTGaACTGATTTTGA 63.05 145

HM_5143 contig26444 GA 2 12 GCCATtGTAtATGAACtGgTTTGG 61.62 TCTcTCAGATCACTTCAATTTCTGATT 60.94 92

HM_5144 contig36885 AG 2 14 GCCCAAACACTCCATAATCAAAAG 62.922 TCTCTTTCACTGGCAGATTGTGAG 63.04 131

HM_5145 contig12445 CT 2 14 GCCCACTCTCTCCCTCTCTTtC 62.966 CTccGCGAAAtTTCTCAtTGTAAA 63.521 120

HM_5146 contig22369 AG 2 12 GCCCATCAATTCCCTACACTAGAA 62.607 GGAACAAGTACAGacgGaAACAGAA 62.834 120

HM_5147 contig15718 AT 2 14 GCCCCTGATCTAACCTAAACCAAA 63.574 TCTTTTGTGTTATTTGAAAAAGGCTCA 63.224 127

HM_5148 contig22793 TC 2 14 GCCCTAAGCCCCATGTATATCTTC 63.103 GGGAgTCATCAGCATCTTCATCA 63.705 148

HM_5149 contig28556 CT 2 12 GCCCTCAGCCTTCTTAGCTCTAGT 62.832 GGAGGAGAGCTTTGTGTTATCGAA 63.022 129

HM_5150 contig27693 CT 2 16 GCCCTTCAGGTCTCATTCTCTGTA 63.115 TGCTCTTGCTCTTGTTGTTGTAGG 62.969 129

HM_5151 contig30838 GA 2 12 GCCGAAAaCACTACATTTCAGCTT 62.864 ACCAcCCacTTGCatTCCTCT 63.119 139

HM_5152 contig14969 AG 2 20 GCCGAAAGCTACAACAGTACAACA 62.683 AACCAACTACCaAGATCTAGCTCTCCT 62.282 160

HM_5153 contig14713 AG 2 12 GCCGGAGAGAAAtCcTAGaGAaGt 62.59 TATATGGGCTATCCCCACCATTC 62.988 156

HM_5154 contig07732 TG 2 32 GCCGGAGATTCCTTTCTGACATA 63.735 TCTTCATCCTTCACATTCCAAACA 62.907 159

HM_5155 contig23032 AG 2 16 GCCGGTGAGGAaGAtGATTTtA 62.471 TAAACaCTCCCAACATCTCTGCAA 63.048 90

HM_5156 contig03688 GA 2 16 GCCTAACACCTCGGAACTTCTTTT 63.11 GCATCTTTTCATTCTGTGCCtTTT 62.841 80

HM_5157 contig19409 TC 2 12 GCCTCAACAGTATTTCATTGACGA 62.529 TCTCGAAcCCAcTAcAGAGTACAGATT 62.747 149

HM_5158 contig51704 TC 2 16 GCCTGCTTTGATCTCACTTCTCTC 63.031 TGTGCTTTacCAAAATGAGCTTGA 63.068 151

HM_5159 contig29442 TA 2 14 GCCTTAATAACCCATAtCCCcAAT 62.242 GGAAAGTCATCaCAATCAATTGAAAA 62.438 158

HM_5160 contig35582 GA 2 16 GCCTTAGACTCGAAGTGATGCTCT 62.526 CTCACTCTGCTCTGCGTCATaAAT 62.117 104

HM_5161 contig06469 AG 2 20 GCCTTGGTGACTGTTGGTTGTC 64.082 cGCCgGTATCtTTctAcCCCT 63.616 135

HM_5162 contig17403 GA 2 16 GCGAAAAGGAaGATAAGAGGGAGT 62.41 TCatTTCAAAccCTGaTTTGATCC 63.297 160

HM_5163 contig27775 AG 2 16 gCGAACAGCCATTTTtAATGTAGG 62.957 TCTTCATCAACTTCAATGCGAAAA 63.046 87

HM_5164 contig26277 AG 2 16 GCGAAGAGGAGGAGGTTTCTTtAG 62.992 ATTGTCCaCaAAgCCATCAGATTC 63.55 142

HM_5165 contig22497 TA 2 12 GCGAAGTCGTCGCTATtCATATTt 62.775 cGaATCTAGGGTTAcTCaTCATTTGC 63.221 125

HM_5166 contig34192 GA 2 24 GCGAATTAGCCAAAATTGAGAAGA 62.842 GCAcCTaaAACACAAcCCCAcTAA 63.343 160

HM_5167 contig19800 TC 2 12 gCGACGgTAtAATCACTTCCATTC 62.94 cCACTGAGAtTTGCAGATAGTGGTC 63.353 92

HM_5168 contig48250 AG 2 12 gCGATATCCGTAGTAGAGGCAAGA 62.95 TCCAGTCATCAgGTATCaAACCCt 63.102 149

HM_5169 contig29834 AG 2 14 GCGaTGAAATGCAATTTAtAGGGT 62.37 GCGCGTGATTTCCATATTTATCTC 62.954 143

HM_5170 contig47102 AG 2 16 GCGATGAGGTAGAAGGATGAGAAA 63.013 ACAGcCTTCTaTGTTAgCTTCCCC 63.114 145

HM_5171 contig14113 AG 2 16 GCGATGCTCAAAACAACATGATtA 63.288 CTacCATTTTCACgGTTTCAcCTc 63.019 154

HM_5172 contig07307 TC 2 14 GCGATTTCcAAgaggAATAGATCA 62.804 TGAATCTTATAGGATCTGAGCGGC 62.928 141

HM_5173 contig37850 GA 2 12 GCGCCAGTGTGAGTAGTGTAGTTG 63.324 CtCCCTcATCTCtTAACACCAtTCA 62.797 131

HM_5174 contig05272 TA 2 14 GCGCGTGTGTAGAAAAAGTGTGTA 63.534 TCAATTCCAGTTTCAATTTCATTGC 63.33 157

HM_5175 contig44532 TC 2 16 GCGCTCgCcTCTCTATCTCTCTAC 64.256 AGGAGCAAAACCCAAAGATGATTT 63.289 80

HM_5176 contig39109 TG 2 20 GCGCTTTCAaTTTAAACGAaTATTAGAA 62.816 TATTCTTGTCCATGGAAGCCAGtT 63.121 159

HM_5177 contig03137 AG 2 16 GCGGCCGATAGAAGTAACcATtAG 64.08 CGGAAAATCGTTTCTCTGTTTCC 63.204 144

HM_5178 contig45155 AG 2 16 GCGTAcATActCCGTTTCCTCATC 63.15 CgGtGtGtTTCTTcCaATTCaAGt 63.543 138

HM_5179 contig17420 AG 2 12 GCTAACCCTAATCCTAAAGATCAGCC 62.744 GCTCtTTACtGGGCCCtTTATGtT 62.924 114

HM_5180 contig16826 TC 2 32 GCTAATAACTTCTTCCTCCTCGGC 62.822 CACATCACCGGaAAAGTGTAGTCA 63.377 152

HM_5181 contig35829 TC 2 20 GCTACAATTGACGAGAATGATCCC 63.129 gtCCACTTCCATCacaAATTCACA 63.256 140

HM_5182 contig04642 AG 2 14 GCTACATCTCTCGTATCCTCCCTC 61.762 TTCATTCATGACTAATCAATTCTCTCTg 61.124 112

HM_5183 contig45620 CT 2 16 GCTACCTCAACCTCAGATCAGCAT 63.146 ATGATTTCTTCCTCTCCTGGGTTC 63.062 131

HM_5184 contig32118 TA 2 12 GCTACTACTGGTCCACTTGGCAAC 63.375 gcAcAcCgGCCATaAAACTATACa 64.059 154

HM_5185 contig04639 AG 2 12 GCTACTGTACCTTCCTcaTCAGCC 62.627 CAACTCTcCAAAcaAGTAGGTTcTCA 62.134 121

HM_5186 contig52029 CT 2 16 GCTagTAAGCCACCACATGAATCC 63.15 AATTTcCTCAATgtGCATTGTTCC 63.334 123

HM_5187 contig42643 GA 2 12 GCTAGTCTGCTGTAGTTGCTCTTATGC 63.108 TTAATTTGTGAgcACCTTGCATTG 63.278 128

HM_5188 contig37446 TC 2 12 GCTAGTGCAACAAGTAACACCACG 63.109 aAGCATCAAGGTGGaAAAGAAAGA 62.508 105

HM_5189 contig46487 TC 2 12 GCTATCCACcTTCACATCTCCTCA 63.873 GAAATCTAgGCTTTTGAGTCgGGT 63.102 82

HM_5190 contig15429 CT 2 12 GCTCAAAATATAACTCTCAAGTCTACGC 61.219 GAATCCCAATCGACTTCAGAGAG 61.452 141

HM_5191 contig36416 AG 2 16 GCTCAAACATACATTCCTCCCAGT 62.713 ACATTGATGAGGTCTGGAATGACA 62.911 155

HM_5192 contig37307 CA 2 16 GCTCCAATTTCAaCACCACTTTCt 62.824 tAAAtTTTTGtTGGGTCCTGTgGT 62.714 127

HM_5193 contig04732 TC 2 16 GCTCCTGCTCATACTGTTATGGCT 63.064 GACGGAGAGAAACTaGCACAGGAG 62.922 87

HM_5194 contig01134 TC 2 16 GCTCGAAaCCCTAGGATTGtACTTC 62.636 ACTCGGAGtTTGtCAGAGCATTGT 63.583 87

HM_5195 contig27993 CT 2 16 GCTGAAGCCATTCCttACCTTTtt 63.016 TTcGTCAAtTGTTAGAGGAGAcCC 62.798 124

HM_5196 contig41553 TC 2 20 GCTGCACAGTTTGAGAGATGGTT 62.952 CTcAGTAcACCCaAATGcCATAGA 62.411 158

HM_5197 contig33804 GA 2 14 GCTGGAATAGCTGAAGCAAATCAT 62.953 CACTGAATATCGTGCaAAGCTCC 63.17 156

HM_5198 contig51157 AG 2 12 GCTTCAAGTCgTCTCCTTTTTCAG 62.822 CGGAAAGTTACCGACACAGTcTCT 63.033 160

HM_5199 contig48863 AT 2 14 GCTTCAATATCAGATCTAGCCCCA 62.817 TCTGCCTTGGAAGATTTAGAGCTG 63.227 140

HM_5200 contig20233 TC 2 14 GCTTCACTGTGACTGGAGGAGTAG 61.724 GACCAAtCCTaAAAtTCaCGTATcG 61.969 127

HM_5201 contig48114 CT 2 12 GCTTGTTTGGAAGcGAAAAGTAaG 62.571 ttcgacttgAtTGTATGAACACgG 63.265 120

HM_5202 contig00682 GA 2 14 GCTTTGTGGAGTGTTTGAGAGGAT 63.027 AAACGAACCTCTCTGTCTGTCACC 63.132 153

HM_5203 contig31523 TC 2 12 GCTTTTTCTTCAGTGGGAATATGG 62.219 CTCGATCaAAAAcTACAGCAGGGT 62.933 159

HM_5204 contig28249 CA 2 24 GgAAACACAaCATTACTCTCAATTTCA 61.703 TTGGTGCTGCATTTGTAATAGTCC 62.354 130

HM_5205 contig06058 TC 2 16 GGAAaCAGGGCAGGGaTTCaT 64.519 GCATTTGGGGATCGATGtAAGTTT 64.29 81

HM_5206 contig40322 TC 2 16 GGAAACCTCTCACATAGTCCCTGA 62.884 GGTAGaAGacTGaAtTgattTgGGtT 61.962 116

HM_5207 contig39582 TC 2 12 GGAAaTAATgtCCAAAaCCcACaT 62.106 AGcCCCCTCCCACATATTaTTACT 62.132 150

HM_5208 contig23832 AC 2 16 GGAAATCAACCCTTTTtACCTtCC 62.212 ATTGACCATCTGACCCAGAAACAt 63.004 116

HM_5209 contig23150 TA 2 16 GGAAATGTTCACTCTGCCCTCTTA 62.91 TCaTAGCCGATGATTTCtACCCTc 62.706 158

HM_5210 contig43146 CT 2 16 GGAAATTACCAGACGCCAACTCTA 62.729 aAgGaAgGAAtTTTGGGtTTCttG 62.781 135

HM_5211 contig09258 AG 2 14 GGAACTGTAGGTGAAAACAACCCA 63.432 TCTTGTTCTTTCATCAGTGAgCCA 63.37 151

HM_5212 contig51991 TC 2 20 GGAAGACATATTTtCCGGCGATA 63.311 CCCACCGACGCTAAtTTATAGAGA 62.639 138

HM_5213 contig00867 AG 2 16 GGAAGaCGCAGAAGATGAAGTTGT 63.141 TATCTAGTTGGTTGGTgGGTTCG 62.28 99

HM_5214 contig29436 AT 2 16 GGAAGATCTCCGAGCTAAATACCC 62.599 TCTCCATTTCCCtAATTCATCACC 62.468 155

HM_5215 contig25957 GA 2 16 GGAAGATtTCTTTGGCGATCAAG 63.307 TGAATTCTGAGGTGaGAAGTGCTg 63.04 116

HM_5216 contig15307 AG 2 16 GGAAGGAAGGAagAAGAAgAGAGAA 61.879 AGCCTTCTTCAAAAGTCCATTCCT 62.793 154

HM_5217 contig29471 CT 2 12 GGAATTAGAGATTCGAGCACCAAA 62.815 AAGGTTCGTTTTAGAGGCGATTTC 63.016 117

HM_5218 contig24341 GA 2 16 GGAATTTGATGGTTAGGGCTTAGG 63.084 TCTCGAtTTTGCtTATCCAATCGt 63.13 118

HM_5219 contig28910 CT 2 20 GGACACAAAGGTTTTGGAAATTGA 63.312 GTAcACAGAGAgGGAGGGAgGAGT 63.4 140

HM_5220 contig45546 AC 2 12 GGACAGATGCTACACATAGAGTCATAGA 61.22 TAACCCTCATGCCAAACAGACTTA 62.011 140

HM_5221 contig39169 TC 2 20 GGACTAGAATCGAAACCAaGGTGA 62.798 GGGATATTCTCTCTGcCCAAACtt 62.986 94

HM_5222 contig12500 TC 2 16 GGACTCGAAATGGATTTTGAAGAA 62.691 CCCAGAACAGAGCAACAcAGTAAG 62.412 109

HM_5223 contig14013 AG 2 16 GGACTCTCACATCCCTTGAAGTCT 62.231 GGTTTGAATTTGGTTTGTGAGTGA 62.294 159

HM_5224 contig13195 TG 2 16 GGACTTGGTTTTCTCCATAGCTGA 62.91 CCGATCATTCATACTGTTGCTCAC 62.951 112

HM_5225 contig00373 GA 2 12 GgACTTGtGCTTGAGTTCATCctt 63.027 GTCAAAACTGAGCTTGgGAGAGTc 62.809 144
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HM_5226 contig49038 GA 2 12 GgAGAGAAGATCGTTGTACGGCTA 63.035 CATAACCAGCaGCTCCATCAACTA 62.643 91

HM_5227 contig01550 GA 2 12 GGAGAGACTCGGATCAGATGAGAA 63.312 CCTTCGTTTCACCCTACACTTCAc 63.233 148

HM_5228 contig28681 AG 2 16 GGAGAGAGTtGTGAATGGGTGAAA 63.751 CCAGTCGCTgTaAGCCAtTTTG 64.018 139

HM_5229 contig14972 GA 2 12 GGAGAGGTATTTGCTGATGACTGC 63.462 ATCTAAACAAGCCTTCGATCACGA 63.341 160

HM_5230 contig47156 GA 2 12 GGAGAGtATAGAGgCAGACCcATT 61.164 GaAAAGCTAACTgTGGGaGTTaAAGTT 60.73 87

HM_5231 contig06801 AG 2 12 GGAGATACAGAGAAAGTGGGGgAT 62.964 TACGATTCCaAAATCATcCaAACC 63.105 126

HM_5232 contig43854 AG 2 16 GGAGATCCCCCATGTTTTTAGAGA 63.662 ATTGTGGAATGATTTGGGATTCAA 63.506 148

HM_5233 contig13486 AG 2 24 GgAGATGAAaGgATtGTAGATGAAagA 62.147 TCCATTTCATGCATCAGTACGTAAA 62.664 150

HM_5234 contig45642 TC 2 16 GGAGATTTTAGGGGTtGGCATTAG 63.084 gGAGTGCAACAAAGACAAtTGAAA 62.528 142

HM_5235 contig01074 AT 2 12 ggagcAaTaTATCTGTGTATGtGaGGG 63.041 TTTCGAGATTCAAATcCAGGAAAG 62.787 133

HM_5236 contig06355 AT 2 12 GGAGCCCTAGTTtCAAAaCAaCAA 62.728 AAGtaCCGGTGAAATTgTAgAAGAGc 62.202 142

HM_5237 contig38721 AG 2 14 GGAGCTAAAAGATTCAAAGCAAGC 61.887 TTTTTAtTCTTCCGATGATTCACATAGT 61.438 117

HM_5238 contig49862 TC 2 14 GGAGCTTCGTTACTTGCTCCATT 63.037 TTGGAgTcTTCGTTcAAGTCATCTC 63.126 112

HM_5239 contig20805 AG 2 14 GGAGgAGGTATATCGTTTtCCcAG 63.172 AACAGTTTTGATCCATTTCCCTGA 62.996 83

HM_5240 contig25884 TC 2 12 GGAGGaGTGAaGTtGCTGAATTTG 63.438 CGCaTAATACAACCCTATTTGGGA 63.026 107

HM_5241 contig33856 GA 2 14 GGAGGGgtAGAGTTtGCcTAaTtG 63.285 GAgGtTGACATGaTAGCCTTGCAC 64.221 80

HM_5242 contig42042 TG 2 16 GGAGgTGGTTCAATTTTtGATGAG 62.996 CCCTcAtTcCCtcTCTcACTCTCT 63.591 106

HM_5243 contig45115 GA 2 16 GGAGTCCTCATATGAAGCAGGAAA 62.9 GGCGACACTTAGACCTCACATCA 63.726 149

HM_5244 contig16782 AG 2 12 GGAGTCGTTGCAGAGTATGTGGA 63.726 CTGATCTCCCCATCGAATCTCTAA 62.873 134

HM_5245 contig19108 CT 2 32 GGAGTTGAGATCTCCAGCTGCTaa 63.343 GTGTTGATTGAATCTGTGACACTGG 62.949 123

HM_5246 contig14108 AG 2 12 GGATACAGAGAAGCGGGATGTTAG 62.411 AAGATTTTAGGCTGCTGATTGTTTG 61.999 80

HM_5247 contig46208 AC 2 12 GGATAGCCTGTCTGCTCTGTAAGC 62.853 TGTTCGaTAAAATGCCTGACTCAA 62.946 129

HM_5248 contig00225 TC 2 32 GGATCCAAGTAGAAGCCTTCAGGT 63.193 GAcGACgaAcgAAcGAAGAgAG 63.602 107

HM_5249 contig37064 TG 2 12 GGATCCACATCTGGTTTCTGTGTA 62.366 ACCACCGTGcCTaACaAAATACTG 63.354 84

HM_5250 contig27046 TC 2 12 GGATCCAGAGGGGAGGTAATCTT 62.94 CTGaATCTCTTATTCTCTCGCTAGGC 62.279 158

HM_5251 contig08461 CT 2 12 GGATGTGACAAATACACTCACACG 61.615 TAAAACTGCTTGCTTTTGTTGTCC 61.773 123

HM_5252 contig13871 AG 2 16 GGATTCATATCTTTCAAACCTGGC 62.105 TAAtCTTTCCTCAGCAAGTCAGCA 62.528 100

HM_5253 contig20237 GA 2 20 GGATTGAGAGAAGAAGTGGTtGGT 62.046 CTGTCCTCGTCAgGGtTTTTCtAT 61.988 120

HM_5254 contig45346 AG 2 12 GGATTGAGCAGAGTAGGgCTATGA 63.026 TCTaAAACTGTCTTTCTGGCACCC 62.921 120

HM_5255 contig27483 TC 2 16 GGCAATtCAATCTGATTTCCAGAC 63.116 CCGCTaCTCaaAAtcttAcCAGcA 63.747 131

HM_5256 contig16995 TC 2 16 GGCACCACCAACTAAAaTACCAGT 62.439 TAGGGTTTGCGAAAGAACTTGAAA 63.224 117

HM_5257 contig38902 AG 2 14 GGCACTTCTAAATtCTCAGTCAGGTT 62.357 ACAACATGGTTGTAATgGCATCag 63.065 115

HM_5258 contig34633 TC 2 16 GGCCAAAGAGTCTGAAATGCTTAC 62.536 TGGAATTGGTTAGTTGGATTCaAGA 62.908 147

HM_5259 contig37691 TG 2 16 GGCCACACATGAAaGTGTGTATGT 63.191 GCATGGCAGATAAATTCAACACaa 63.175 118

HM_5260 contig14837 AG 2 12 GGCCaTTTTTACATCCCTATtGCT 63.396 CAAGtCTCCCTCTTTCGGTACAAA 62.905 89

HM_5261 contig04615 AC 2 12 GGCCTTCTCCTCCTCACAAAA 62.866 GATGCTTACGGTGGATTTGTTTG 62.732 119

HM_5262 contig39805 TC 2 14 ggCCTTTTTACTACCACTTTTCcG 63.201 TGCAGCTTGATTTAGctCTTCtTAGC 63.54 142

HM_5263 contig08329 AG 2 20 GGCGGAGAAGACAGACAGTACAGA 64.232 GACATCCTCGATCGCACaGTTC 64.325 103

HM_5264 contig04853 AT 2 14 GGCTCCACATAGAAGCAAGAGGTA 63.035 GAGCTCTCTCACTCAACTCCACAA 62.366 141

HM_5265 contig20240 AT 2 16 GgCTCTCaattctgctgttctaGG 62.824 TACTTTGCACACTCCAGGCATAAA 62.969 140

HM_5266 contig05794 CT 2 12 GGCTTCTTCATCTCTCCATCTGAA 63.209 CCATCGTTCTGTAATGGAGGCTAC 63.133 160

HM_5267 contig49531 GA 2 12 GGCTTCTTGGTCTTCATGTTGTCT 63.027 ACTACtTACTTTAGGCGAAGCGGTC 62.41 160

HM_5268 contig26842 AG 2 30 GGCTTGAAGAAGTTGAATTCATGG 63.219 ACGACACTAACAAcCCGAcCC 63.362 121

HM_5269 contig43186 TA 2 12 GGCTTGCAACTCAGTCAAAACaTT 63.781 TGAGTTTTCAGTTTCACTTGCTgC 62.972 117

HM_5270 contig14566 GA 2 14 GGGACGAGTGAGGAGATAACAGAG 62.678 CCACCACaATaAAtTCACACCAAA 62.829 122

HM_5271 contig45919 GT 2 16 GGGACGGAAATGGGAATAAATAAa 63.07 AGTTGCCTTGGtCCAGTGtTTTAC 62.737 99

HM_5272 contig18864 GA 2 12 GGGAGAATTTAGGGCATGagTGTT 63.696 CAAACCCATACATTGATACCACCA 62.717 147

HM_5273 contig05814 GA 2 12 GGGAGAGACAGACAgAGATTAGAAATTG 63.003 TACTTCTCGCACACTTCTGAAAGC 62.236 121

HM_5274 contig32352 TC 2 12 GGGATCAGCTTATTCACACACTCC 63.234 TTGGCCtTGCTAGTGAGAGaAAAt 62.633 150

HM_5275 contig11012 GA 2 16 GGgAtGgTtGCATAAACACTATGA 62.108 TCCTATTTTGGaAATCACAAGTTCAA 62.065 105

HM_5276 contig18416 AG 2 12 GGGCTTTATAGTCTTTGTGGTGGG 63.983 CCaAAcCCTCTCAATTaAAcCCtC 63.168 131

HM_5277 contig34821 CT 2 12 GGGgAAAaGgACTTaGAGAgTGgA 63.164 CATCGAAGATGATGGAGATGGTG 63.914 158

HM_5278 contig45439 CT 2 16 GGGgAAATTGGGTTTTtCTTCc 63.842 GCCCaAAAGaCCAAAAACGaACTA 64.461 97

HM_5279 contig29096 CA 2 12 GgggaCCCAAaaTAAAAaCACATA 62.035 GCCTGTgGaCTTTGtTTAtTTTcC 62.137 149

HM_5280 contig09096 AG 2 16 GGGGACGTaCtCTgaCAttgtttt 62.612 CACCACCAACAACCGcTATCTAC 62.843 115

HM_5281 contig50887 TC 2 12 GGGgaGGGAagTaGCTTTTtCaTA 62.888 ACCAcACCACTGTCCATCAtTTT 62.693 124

HM_5282 contig06087 AT 2 14 GGGGGAtAGAGAATCGAAAACAAa 63.558 TCCACACTTGCTCATATTCaTACACA 62.772 155

HM_5283 contig16079 AG 2 12 GGGGGtAgAATTAGGAATTTTTGTTG 62.985 ctTCTCTTCTCTTCACATTCCCCC 63.679 131

HM_5284 contig26690 TA 2 12 GGGTCCCTtCTTCTTCTCTTGTtC 62.863 AAAAAgacAGaCGAGAGTGCAaTAca 62.575 105

HM_5285 contig01261 CA 2 16 GGGTCTCATCTTGTGAGTTGgTTT 62.795 GaAAGaCAATGTGATGTgAGCCAG 63.164 132

HM_5286 contig34206 TC 2 16 GGGTgAATTGAGAGAtGgTTTttG 62.996 ctAcCTAACCGTTAAAGCCaCTgc 62.383 147

HM_5287 contig15658 CT 2 16 GGgTGgCTATAAGGGTGGATAAGA 63.476 AAGATGCACAAGTTTCACCATGTC 62.518 110

HM_5288 contig13667 CT 2 14 GGGTTCAGAATGGTtCTCACTCTT 62.046 GAAATAGAGTGTTGTGAGAGAAGGAATG 61.9 146

HM_5289 contig21156 GA 2 14 GGGTTCgAAATGAAAGTTTTGAGA 62.703 TTGGTGGAAGTGAGTTGGGTTATT 62.907 159

HM_5290 contig07494 CT 2 14 GGGTTTATACACTCCCCCActCTC 63.181 ACTCtTTTATTCGCACATTCACCG 63.552 81

HM_5291 contig02241 AT 2 12 GGGTTtGTTGTAGTGGACCAAGTT 62.511 GCCCAAATgAACTATACaAAATGTGTC 62.87 151

HM_5292 contig42674 AG 2 16 GGTAGTGAGGTGGTTTTGTTGGAG 63.12 CacCACATCTTTGTGCTCCATATC 62.833 105

HM_5293 contig49534 CT 2 32 GGTATTGGTATCGCCATAGCTCAC 62.953 gggACACACATTCATTCGACTACtT 62.626 125

HM_5294 contig03625 AC 2 12 GGTCaTACATTAACAGCCACGACA 63.181 GGcCTACTTaAATgGcAGTGtTTG 63.051 157

HM_5295 contig25405 AT 2 12 GGTCGAACCAAATAAATCCGTACA 63.126 ATCTGGcTCGTTCTCAATTGGTAG 62.923 159

HM_5296 contig25233 GA 2 14 GGTCGTGGTGAGTAGGGAACTTTA 62.71 AAgGTTCAGTTCaAcCCTAAACCC 62.791 117

HM_5297 contig38658 AT 2 16 GGTCGTTCATCTTGAAGaGCAGTA 61.982 CACCCtACGGAtCTCtAtTGTTTCt 61.045 100

HM_5298 contig24318 AG 2 14 GGTCTGCATGAAAGAGAAGGAGAG 62.898 TTCAGTCACCACTACCGACTCAGA 63.38 125

HM_5299 contig34317 TC 2 16 GGTCTGGTTCATCTTCAAaCCATC 63.106 CCTCTCTTATCAGGGAAGCTGACa 63.212 100

HM_5300 contig45596 GA 2 12 GGTGAGGGcTtGATTCTGAAAAA 63.728 CACCACCGACCTCAcCTTAAAGTAT 63.607 116

HM_5301 contig14408 AG 2 16 ggTGAGTTAGGAAGTGGCGATG 63.137 tttctcttcctcctctctggttca 62.868 157

HM_5302 contig46997 CT 2 14 GgTGATTCTTCAAGGTTGAGCTGT 63.027 ACAAAATACTACGGAGAGGGAGAGG 62.223 120

HM_5303 contig43233 AG 2 24 GGTGTGGAAATCCAGTGTCATCTT 63.553 cctccgcctcCaaCTaCaCTC 63.349 152

HM_5304 contig45893 AG 2 12 GGTTAAGTGTTCTCTTTCCGACCA 62.809 aCTAtCCTTTTGtCACCGCCAA 62.921 113

HM_5305 contig41449 AG 2 12 GGTTACAAGGGgATgAaTTtGATG 62.691 TGAGTTCTGGAACTTGTGAGAAGC 62.17 150

HM_5306 contig40046 TA 2 14 GGTTATCCAATTGCATCAGCTTCT 62.733 TGACAACTGCATGATAAAGAAAGCA 63.083 106

HM_5307 contig08886 AG 2 12 GGTTCGCAGAGAGATCTGGTAGAG 62.912 TCAAgGGaaAATgGAAAGACAAgA 63.19 95

HM_5308 contig43040 AG 2 20 GGTTGAAAGAGGGAACAAGAGTGA 62.997 tTTTCTTTTGGGCTTTATTGTGGA 62.918 93

HM_5309 contig27339 GA 2 16 GGTTGAGGTAGAGATGGAGCAAAA 62.91 AGaCTGCCTcTACCCaCTCCTCTT 63.099 100

HM_5310 contig39015 AG 2 12 GGTTGGTGCAATAAACAGAAAAGC 63.055 tTTTaAGaGAGGtTTTTAGGCgGC 63.02 131

HM_5311 contig00148 GA 2 12 GGTTtGGATTCAAAGGGGTTTTAG 62.977 CTCaTATcCTCCGATTCCTCTTCA 62.873 126

HM_5312 contig19453 GA 2 14 GGTTTTCCAGGCGTAAAAGGAATA 63.475 TACaTGTCTgGTgGTTGTCATTCA 62.492 114

HM_5313 contig32602 CT 2 12 GTAaCCaaCCAaGAGAGACCccAT 63.702 GctTAGAGATGAGGGTGTTGGTGT 62.925 88

HM_5314 contig23485 AT 2 14 GTAACGACAAATTaCCAAaTCCcG 62.639 GTGGAACACACAGCTTAAGTCCCT 62.935 131

HM_5315 contig00524 GA 2 20 GTAAGGTTTCGTCGATCTGATTGC 63.248 TTCCtactgttcCaAcCCaACg 63.338 156

HM_5316 contig06402 GT 2 12 GTAAGTTTTCGTCAaTGGGTTTGC 62.947 CaAAACACACAtcGAAAGAACTCG 63.057 126

HM_5317 contig03331 TC 2 20 GTAATTCAAGCAATTTGGTCTGGG 62.922 GAcTAACCTTTCtCTTGGAtTGcG 62.522 157

HM_5318 contig03292 TC 2 24 GTACAACGTCCCCTCCTCTATGTC 62.281 TCGAAAGATCGGAGAGAAACaAAT 62.495 160

HM_5319 contig37494 TA 2 14 GTACACATAGTCGGCGTTACCCAT 63.268 CACCAAATTTAACCACAAAGcAcC 63.641 97

HM_5320 contig50802 AG 2 12 GTACATCTTTGGAAGGgCTTGTTt 61.832 ACGAATTTTGCGTCATCACC 60.905 150
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HM_5321 contig08109 GA 2 12 GTAGAAGGTTCGAAGGTGGAGGAG 63.695 TTCCATGAGAGTCCtTATTCgTCC 62.786 134

HM_5322 contig02627 TC 2 12 GTAGATATGGTCGCCTGGTTTGAG 63.133 ACAgGTAGCGAGAACAGAGTAGCG 63.381 120

HM_5323 contig24599 AG 2 12 GTAGATGGTGGTGCTGGAGATCAT 63.675 ACCTCtTTCCTCTCTCCTCTCCCT 63.441 144

HM_5324 contig17507 AG 2 12 GTAGCtCGTCAGTGCACGTaGtcc 64.588 CATCATACACAtcACGTTGCATCA 63.902 159

HM_5325 contig02053 AG 2 12 GTAGGTGGGTGGATTTTCTtGTTG 62.907 AGAAAACCCAATCCAATCTCTCCT 62.563 121

HM_5326 contig16902 AG 2 14 GTAGGTGGTCGAGAGGGgCT 62.868 CCATAGCTCAGGATTCATTCCTTT 61.896 148

HM_5327 contig22032 CT 2 16 GTATCGAATTCCTGTGCGAGACC 64.205 GCTACCTCACAAGTCAcAcCACAA 63.633 159

HM_5328 contig04877 TG 2 12 GTCAgAAACAGTGGCTTGGAGTTT 63.036 GGCTTTTCTCAATTCCTcACAcat 62.813 141

HM_5329 contig28815 TC 2 12 GTCCCCCAaCTCtCTCCACTTt 62.963 CtATAcCAAGCCAAAAcGaCGacT 62.754 99

HM_5330 contig28007 TC 2 12 GTCCGATTACTGGAGCGAGAAG 62.473 TAGAAAAGGGGAAGATGAGTGTGG 62.782 129

HM_5331 contig47980 CT 2 14 GtCCTTCATCCCTCTCCTTctCTC 63.055 CaAGATCATCATCCACAGTAcCCA 63.243 143

HM_5332 contig03987 GA 2 20 GTCGAATATCCACACACCAGACAT 62.274 AcCAcCTTAAACTCACACTACTTCCa 61.467 80

HM_5333 contig48603 GA 2 16 GTCGCCaGAGATTTCTAGGGTTTT 63.102 ATATCAGAACCACCACAACCATCA 62.594 142

HM_5334 contig35236 GA 2 16 GTCGCCTCATCTTCAGTTATTGCT 63.051 GACGGTTcGAATCATCgTCC 62.767 144

HM_5335 contig16315 CT 2 16 GTCGTCACCGTTaTCGTTGTTGT 63.293 TGGATTATCGAtTATAGAGCGAGAGAG 62.295 95

HM_5336 contig16402 AC 2 24 GTCTCACTCTGGAGTCCTTTtCCC 63.816 TTTATTAGGTTTATGGTTCGGcCC 63.189 150

HM_5337 contig26490 CT 2 12 GTCTCGTCTCCGTCTTTCTCTCC 62.993 GAGAGTGGGGAACTCTCaAAACaA 62.997 86

HM_5338 contig28318 TG 2 14 GTCTCTCCATTTGGAGTTGAGGTT 62.046 ACATGCACAAACACCAAATCAGTT 62.755 130

HM_5339 contig21011 GA 2 24 GTCTGACTGAGAGCTGAAATGCAA 63.177 aACACAGGCATTATTCGAtTTCGT 62.95 138

HM_5340 contig40983 GT 2 12 GTGAACAGAGGAGTGTTTGtGTGC 63.305 CACACacTCGAGCAGTGAACTAGG 63.52 158

HM_5341 contig40983 GT 2 16 GTGAACAGAGGAGTGTTTGtGTGC 63.305 CACACacTCGAGCAGTGAACTAGG 63.52 158

HM_5342 contig30433 GA 2 12 GTGAACCCTAGTTATTGCTTAACTCCA 62.043 AGCCTCCATTTCTCACTCTCTCAC 62.472 158

HM_5343 contig13570 GA 2 14 GTGAACCTCCCGAaAGAAGAGAGT 63.396 TACTCCAAcCCTaAcCCaACTTCA 63.003 87

HM_5344 contig07921 GA 2 20 GTGAAGAGGAGTtCCtGAAAGAGC 62.061 TCTCCTCTcTaAtaCCTTTCTcCTCCT 61.595 107

HM_5345 contig22319 GA 2 12 GTGAAGCTGTTGTTgCTGACATTT 62.769 ATCGTTTGGATGGACCACTATCAT 62.802 157

HM_5346 contig49706 TC 2 14 GTGAAGTAAGCAGAGGAACTTCGC 62.851 CTCTCTCACTCAAATCGGGACAAT 63 141

HM_5347 contig18421 TC 2 16 GTGAAGTGTGAaCAGTGAACCTCA 61.559 AAGAGTGAAGAGAGAAtGGGCAGT 61.958 88

HM_5348 contig29691 AC 2 14 GtGACACCCAaTTgAGAGAAAACC 63.115 GACaATTCCTAAGATGGGTTCGTG 63.009 137

HM_5349 contig27821 GA 2 24 GTGACTTTCTGGCGATCAATTTTt 62.731 CgTGTGAGAGACGACAAGCTCT 62.116 84

HM_5350 contig23559 TG 2 16 GTGACTTTGGATAATTGGCATCGT 63.346 ACtTTGGTTACCCAACTGAATTGC 62.536 108

HM_5351 contig52061 CT 2 20 GTGAGTGAATATGAGGCCCCTAAA 62.607 tacccgttctgagtttgtcTTCCT 62.497 160

HM_5352 contig46127 GA 2 14 GTGATGGCCAAAAGAGAGATGAAC 63.336 CTTGAAGAGACTTTCAGCAGCCTC 63.137 81

HM_5353 contig45977 GA 2 14 GTGCAGAGACCCCAATATCCTCTA 62.8 TGAATTGAAAGAGAAACGAGAGGG 62.993 131

HM_5354 contig07614 TG 2 16 GTGCATAGCCTAAGGAATGAAGGA 62.828 CTCtTCTTAcCCTACtcCCCTCCA 63.16 119

HM_5355 contig05173 AC 2 12 GTGCGGAGTACACAGACACAGAGT 62.979 CCACCTCTCTTcCACTACgAACAT 62.909 115

HM_5356 contig40366 GA 2 16 GTGGACAGgAAGGtAATAACCcG 62.896 TGCTCCTATCATGGGACTACTTCA 62.175 160

HM_5357 contig12886 AT 2 14 GTGgACGGAaTACTTTGTCAAACA 62.309 TGGGTATATATgGAGTGTGTGCTcC 63.246 83

HM_5358 contig47859 GA 2 16 GTGGGAGTTTCGAGCGAGAAG 63.58 GaCCCGTacTaACgAAACCaAAcC 63.901 96

HM_5359 contig44616 TC 2 12 GTGGGGACACGTCATCTCTACCtA 63.661 GAGCAGTGaACtTGtcGGAGAATC 63.68 152

HM_5360 contig09159 TC 2 14 GTGGGTGAACTAATCGAAGGTGAG 63.225 TCACCAAACTGTTGCTGTGAtTTT 62.958 147

HM_5361 contig09112 TC 2 16 GTGGGTTGGTTTtGTTTTCTGAAC 62.921 CAAAATACAGGCgGtcTGGTAgTC 63.142 153

HM_5362 contig14764 AG 2 14 GTGTAATTGCCGGATTTTGTtGtA 62.064 TTCaAtATCgGAGGCTGTCTCTCT 62.7 120

HM_5363 contig05885 AC 2 14 GTGTACCTcGAGAATGCaCAcaC 61.93 AATGGAATaGGGAgAGACTTTgGG 62.863 97

HM_5364 contig16119 TC 2 32 GTGTAGAGGTCTGGCCTTTCATTG 63.338 CATGAGTGACGAGAGACAgAGCAT 63.174 145

HM_5365 contig38697 TA 2 16 GTGTCGGCAAGCAAaCAACTTAAT 63.575 TCTACAGATgGGAGTCAATTTTGGA 63.106 109

HM_5366 contig07234 GA 2 12 GTGTCTGATGGGTCGCTGTTTAG 63.161 GCACCAAcTCttctCTATcCTCCA 63.115 131

HM_5367 contig13661 AG 2 12 GTGTGgaTTAATGAGGCGAAACTC 63.137 AGAGACAGCGAAcTCTCACCTTTC 62.604 111

HM_5368 contig41106 GC 2 12 GTGTTGATTCCAAAGATTCCAAGC 63.125 ACgGTCgaaAAGaaGGaAGAGtTT 62.804 140

HM_5369 contig24003 GT 2 14 GTGTTTGATTCAGATGATGAAGCG 63.055 TTGAAGTCGAAGAACTGTGACCAG 62.93 81

HM_5370 contig01886 CT 2 24 GTGTTTGGGAGTGAGAGACAGTGA 62.921 GGtTCGTCtTACTTGCGAACCATA 63.552 150

HM_5371 contig15047 AG 2 12 GTTAAAGTAACCGAGTCTCCAGCG 62.548 TCTCTACAAACCACTTCACCACCA 63.036 160

HM_5372 contig08168 GA 2 16 GTTAGAGGAGGAAaGGGacgAGAG 62.971 TCTATGCTCCACGGCTTGTTTTAT 63.15 142

HM_5373 contig07581 AG 2 14 GTTAGGGTTtGAACTGgATGAACG 63.019 CCCTCGGCTCTCTCAATaACAGTA 63.019 80

HM_5374 contig04172 GA 2 14 GTTCAAACACATCCCCGATTTAGA 63.317 ATATGTatCtCCAcGGCgTCTCTC 62.829 113

HM_5375 contig30652 AC 2 14 GTTCACATACAaTGCATGGACAAA 61.882 CTGCTCtGtTTCAAcaATGCGTA 62.549 109

HM_5376 contig42374 AG 2 12 GTTCATCTTCAATGCCtCcATTTC 63.116 CATCTcCCAACTCTCTGCTCTCTC 63.11 134

HM_5377 contig11276 AC 2 20 GTTCCCAATATAGACATCcAACGC 62.83 TTATCAAATCTCTGtTTCCGCCAT 63.021 129

HM_5378 contig04352 TC 2 16 GTTCCGAACGTATAGCTCGATAGC 62.478 aTCCAAACAACGTCACTCCAGtCT 63.353 147

HM_5379 contig17234 TC 2 12 GTTCCGAAGGATCCATAGCTTTTT 62.903 AAcCTAAAGGCCGTTCACTTATCG 63.691 129

HM_5380 contig00274 TC 2 16 gTTCCTtCCCcTCAaTTCCCT 62.714 GTTCCTCTGCCATGATCTTTGAGT 63.017 146

HM_5381 contig42312 AG 2 14 GTTCGAaCCTAaTCCCTCGTAacc 63.196 CGGTGatGCATTTTTAATTTGATCT 62.37 117

HM_5382 contig11390 AG 2 20 GTTCGACGAATTGCTTCCCTTAG 63.326 CAtATGcttTGaaAAcCaTctaAcCC 62.935 83

HM_5383 contig33733 TC 2 20 GTTCGTCAGTCTCTTTTGCCCTAC 62.626 GAGAGAAGAGAACACGAAAGAGCG 63.137 140

HM_5384 contig03685 TA 2 12 GTTCGTCGGTGGATTTTGAACATA 64.16 TTTGGGAATGATGACAAcATGAAA 63.449 156

HM_5385 contig11392 TC 2 16 GTTCTCCTCTGATCTTGCCATCTC 62.786 aCACACaAACACACaAAgGaCACA 62.637 145

HM_5386 contig05252 GA 2 32 GTTCTTATCGTAaCGACCAGCCAT 62.647 cttccgtacgtaccttccttcctt 63.001 155

HM_5387 contig21277 GA 2 20 GTTCTTGGAAGGGTAaTTTGGtcA 62.495 TCCtTGGTATagCaCAACTaACCCA 62.943 117

HM_5388 contig01053 AG 2 16 GTtCTTTGGGgAGGGACCATTT 64.512 TCCTGATCTCGTCCCTTTGTAATG 63.625 145

HM_5389 contig39497 TG 2 12 GTTGAACCCATGTtCgTTTGAACT 63.45 ATTCCGTCCACTTGACTGACtTTC 62.912 152

HM_5390 contig42568 AG 2 16 GTTGAGAGTGAGGCTTCGGTTATG 63.45 tTCtACGcTTaCGTaCCCTCCtCC 63.901 93

HM_5391 contig12391 CA 2 20 gTTgaGgAaTCcgAaTTgTCTgTT 62.7 TTGACCAAGCTGTGGCTAATTGTA 62.969 159

HM_5392 contig13275 CT 2 12 GTTGATAAGGTCCTCGCACTGAAT 62.827 CCTTATCGCTACTCAAGATCGCAT 62.95 146

HM_5393 contig11348 CT 2 20 GTTGCcTtAaCAGATGGAgCAAGT 62.949 ATTTGATAGAAATGTGAGCACGGC 63.565 122

HM_5394 contig38977 TC 2 14 GTTGCTAGATTTTCCTGCAACACC 63.256 CCACTAGCTCCAACaCaAACACAC 63.077 148

HM_5395 contig35366 GA 2 12 GTTGTCTCCGCCATTTTAGAGAGA 63.022 CATCTTAGACAGACCCAATGCCTC 63.331 156

HM_5396 contig25279 AG 2 12 GTTGTTTTGCAGAGGGAAGTTTGT 62.835 AAGCCTCTGCTCCTCACTTTCTct 63.42 139

HM_5397 contig50539 TC 2 20 GTTTAAGGATGTGACCGATCCAAA 63.317 ATTTTGtCGcCgGTTaAAGaAAAC 63.497 119

HM_5398 contig26253 CA 2 12 GTTTATTTCGGCACATGCacTACA 63.196 TGCAgGGCCAAGTTAAtTATGTCT 63.043 150

HM_5399 contig13879 TC 2 16 GTTtCGAAAACCCTaGAAAAGCGT 63.024 GGGAAACAAAGGTTAGTTGGTcCT 62.791 132

HM_5400 contig45361 CT 2 16 GTTTCGGAaTTTcAAAAaGCCcTA 63.565 ACAgAAACAGAgACgGAgaAggG 63.208 112

HM_5401 contig47768 TG 2 12 GTTTCTTTGGCGAACGAcTGATAC 63.256 TgCTCCTCaAAATCAAcTCTATACCA 62.356 129

HM_5402 contig02421 TC 2 24 GTTTGAATTGGGGATTTGTAGGAG 61.996 GACAcCCGGaAAACTCTGTGT 61.36 80

HM_5403 contig31721 GA 2 14 GTTTGCCACGACATCTTCGTTTAT 63.462 TCGTTGtCTTaAACGCTATCACCTC 62.863 148

HM_5404 contig22034 TC 2 12 GTTTTACCTTCCCaTAGCgCC 61.975 TTCTGTTGTGGAGGTGAGAGTTTG 62.81 99

HM_5405 contig51183 TG 2 16 GTTTTGGATTTCtCCGGTGGTATT 63.383 CTAGCCTCAGCTCCAATCTTTTCA 63.227 157

HM_5406 contig05475 TC 2 20 TAAAAaTAGCAatCTTTGgCGCAT 62.969 GAGCTCAAGAAATTCAAACTCCGA 63.121 156

HM_5407 contig00830 GA 2 20 TAAAATGCTGGCGATAACATAGCA 62.792 GTcGTATTCTCTGCCGCTCTg 62.365 120

HM_5408 contig32779 GA 2 32 TAAACGGCTTcAGCTGCACAT 63.086 GTTCCTTCAgGGGTTCCATTTATC 63.069 146

HM_5409 contig25701 AG 2 12 TAAaCGTACACCGTGAaaCAAGGa 62.754 CCTAGGGCTTGAAGGGTTAAAAGA 62.986 136

HM_5410 contig25775 GA 2 12 TAAACTTTTTGGAGTGGGTGAGGA 63.1 AACTGCGAAACCTTACGATCATTC 62.744 132

HM_5411 contig29379 TC 2 12 TAAAGATGTGAGATTGAGAGGGGC 62.9 TCGtCTTCgtATTCTTTGTatTcTGTG 61.922 99

HM_5412 contig38338 AG 2 12 TAAAGTAAGTGACCCCTATGGCGA 63.027 TTTcCtTCCAAcTTGtcCtCTTCA 63.407 151

HM_5413 contig10844 AG 2 24 TAAATTtCCGAGAATCAAGATGGC 62.616 CTTTAcCtgCACTCTAcCGTCTGC 63.578 129

HM_5414 contig12529 CT 2 24 TAACACAAATCCTGAGGCAGCA 62.947 ATCCAAAgcaacccttttcatctt 63.289 160

HM_5415 contig27675 GA 2 14 TAagAAGAACcAGTCGGCTTCAAC 63.031 TAAAGTTTTTGTAAGCCCCATCCA 62.825 112
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HM_5416 contig45634 AG 2 16 TAAGAATTTTTACGCAACGCAATC 61.547 TATTTCACTCCTCTGTctCTGTCTTTg 61.448 80

HM_5417 contig42675 AG 2 12 tAATACTtGgTGgtgTTTtGGGgt 62.618 cccattttcagagcttcactcaat 62.91 136

HM_5418 contig10105 AG 2 16 TAAtCCAAAGGGACAATGTTCCAa 63.602 AGCCATACCACCAGGCTCCTAATA 64.095 158

HM_5419 contig01007 TC 2 14 TAATCGCACTCCTCATCAAATGAA 62.935 TGCTTTGATTTTTCtAAAACGTGAGA 62.397 122

HM_5420 contig15711 GA 2 16 TAATCTCGAAGAGGAGGAAGACGa 62.784 CTCCGACTACATATGGCAACATCA 63.27 131

HM_5421 contig28795 CT 2 20 TAATTATCGTGGGCGAAAGGACTA 62.933 CAGAGGCCATTaAAAATGGATTGA 63.304 150

HM_5422 contig21572 CT 2 14 TAATTTCCATAGCTTCGCTGCTCA 64.246 GACGCTcGAAACAGAAACAGAAGT 63.263 127

HM_5423 contig04274 TC 2 16 TACAACCAAGTCCCTGTGCTGATA 62.945 TAcCCAAACTTaGCTCAGcCTCTG 63.138 129

HM_5424 contig50492 CT 2 20 TACAACCTCACCATCGATCTTCaa 62.921 GGAgCCTGGAGGATCACATACTAA 62.8 153

HM_5425 contig41026 AT 2 14 TACAATCcACACAaGACCcACTTG 63.259 CAACaATTTCGAGGGTgGATaAAA 63.204 149

HM_5426 contig48107 TC 2 12 TACAATTGAGCGGTTCCTCTGTCT 63.45 GAAAGAGGGAGATTACAACTGGCA 62.91 159

HM_5427 contig50331 AG 2 16 TACCATCGCCGTACCTCCAATA 63.564 gGGCGTCtAtaAcGtCtGCTTCTA 62.96 94

HM_5428 contig42356 CA 2 16 TaCCCATTAGgTTCGCAGAGACAT 63.133 GGGTcCACGTACCTTTGTTCTCTT 63.813 116

HM_5429 contig42049 AG 2 14 TACGTACAGAGTGAgAGgtACGGC 61.912 tTTAtTAAACaAgGTcCCCTcgc 62.519 124

HM_5430 contig03323 TC 2 20 TACTATACGACGCCGTTCAACCTT 63.064 ATGGTGATTTGAGAGGAAATTGGA 62.987 158

HM_5431 contig46061 TC 2 12 TACtCCTtttCTTTCTCccGCTCT 62.992 GGGATGATGATCGTAGGTACAGGT 62.484 109

HM_5432 contig01619 GA 2 20 TacTCgAGCGGTAGgTCTTCGTtA 63.45 GAAAAGCAATGACCCCTTcCC 64.048 108

HM_5433 contig11666 CT 2 14 TACTGGTTCTGGTCTGCAAGAGTG 62.944 TTCGTCTTTTGacAACCCAGTGTA 62.942 129

HM_5434 contig32097 TC 2 12 TACTGTGGCACTGTGGGAACTTTA 62.955 TAACAGCATATGAGCAACATGCAA 62.692 119

HM_5435 contig20750 TG 2 20 TACTTGCTTCCTGAACAAAGAGGG 63.015 TAGGCATGaAAAGAGaAAcAGGGa 63.312 91

HM_5436 contig08455 TC 2 12 TAGAAaGTTTTAAGACCCTGCCGC 63.882 CAGTAgATCGAgGATCGGAGTGTT 63.014 116

HM_5437 contig36924 AG 2 14 TAGACCATGCAAGcAACAACcTAC 62.556 GGTTaAAACtTcCTTTCgATTGGG 63.08 93

HM_5438 contig37384 CT 2 16 TAGACTCCGgTACCGTACACCTTC 62.723 GGCAGCATACATAATCCCAATCTC 62.931 112

HM_5439 contig18732 GA 2 14 TAGAGAGAaatGAGaGggAGCctg 62.469 aGTCTTCCtTTACtcCATGtcCCC 62.974 94

HM_5440 contig39219 TG 2 16 TAGCATCTCAAACCCATAGCATGA 62.949 AATAAAACAGCCAGTTTCTGGTGC 62.755 102

HM_5441 contig24445 TG 2 14 TAGCCACAGCAATAACAGGAAATG 62.453 CCCCCTTTTAAcGtTTGTAAAtTG 61.803 147

HM_5442 contig51852 AG 2 24 TAGCTTCATCTTGGTGgCTTCTTC 63.133 GGGCTAGCACTAGCACTTGTTGAT 63.073 146

HM_5443 contig40571 GA 2 24 TAGGACAAATCGGAAATCTGATGA 61.961 CCTgGTTgAtTTCCTTgGcTACTA 62.714 159

HM_5444 contig15134 AC 2 12 TAGGACGATCACCTGCACTGATTA 63.051 TTATTcACCCATTTCCTTGAATGC 63.213 135

HM_5445 contig41651 CT 2 14 TaGgATTCAACTGATCACCACGTC 62.488 tTCAGaGAGCAGAGAGAttgGTCA 62.8 80

HM_5446 contig32622 GA 2 20 TAGGGTCAAATGAACTGTgTtGGA 62.814 ACGaAAATAGaAATTCCCGTCTCC 62.797 153

HM_5447 contig12334 CT 2 16 tAGGGTTTTgCCcTAtCTCGATcT 63.383 CTGGGTAGATTTTGATTTTGGtgG 62.798 147

HM_5448 contig01178 GA 2 20 TAGGTGCCCTTTGAAGCTTAATCA 63.228 CTCCCaACGTACAAGAAATTGcC 63.95 116

HM_5449 contig08861 TC 2 12 TaGTTATAGGGTGGgTGGCTTTGA 62.919 ACaGAAGAACACaAACaAGGGGTT 62.296 90

HM_5450 contig20532 CA 2 12 TAGTTTGAGAGCACTGGCTTCCTT 62.835 AAGaAACAGCTCAAGCGAAAGAGA 63.044 130

HM_5451 contig33322 CT 2 20 TATAATGCATTCAACCCCGAAAAC 63.029 GAATCGaAGACAcTCCCAtTGaA 62.565 125

HM_5452 contig47891 TC 2 20 TATACAGTTCTTCGCTCTCCCCC 62.899 CACCACAtTGAGCAACTAGGAGAG 62.397 146

HM_5453 contig11295 GA 2 12 TATACTGGGTGTTCAAGCAATGGA 62.731 CTAGatgGAGtTGTAcCtCtCTCGC 61.917 110

HM_5454 contig20137 TA 2 12 TATACTTgAaCTCCACACCGGAcA 62.828 TCGCTaATACCTTGAAgacgGAGT 62.536 144

HM_5455 contig14515 GA 2 12 TATATCCTCTTTggaCGggttCTG 62.592 CTCTCTCACCTGTGACGTGTCCTA 63.041 154

HM_5456 contig41803 TC 2 16 TATCCTCCCACTTGGGTGTTGTAT 62.798 TCTCCTTCCTTCCtAAGTTcCTCC 62.452 136

HM_5457 contig25155 CT 2 14 tATCGtcgTCCcAacTCTgTCc 63.584 GTGCTAGGGTTTTTCAATTGTTGG 62.932 159

HM_5458 contig23153 GA 2 16 TAtCTCTACACGCGAAAAaTCGCT 63.362 CTGTCTCTCCCTCTCATTCCGAC 63.759 85

HM_5459 contig13102 CT 2 24 TATGATCGACGTTTTGCTTAGTGC 62.58 AGCtTCAGAGCTTGCAGATTGAtT 62.953 152

HM_5460 contig38503 CT 2 16 TATGCTCCAACTCCAAACTGTTGA 63.048 CGGCGTAGAtTTGCTAGAGGTGTA 63.758 111

HM_5461 contig24913 TA 2 14 TATGTATCGATTTAGAAGGGGGCg 64.241 CCAAtTCCCAAATCCCAATACTCT 63.36 118

HM_5462 contig17350 TC 2 12 TATTCATCCcACcTTCAATCAaCA 62.588 TCtATGCAACTTCCGTCCATTTTT 63.03 128

HM_5463 contig46269 TC 2 40 TATTCTTCCCCACACTTTCGACAT 63.009 TGGGTTTACTTACGAGGAGGATGA 63.104 106

HM_5464 contig02259 GA 2 16 TATtGACGAATGAAATCCAAAGCA 62.737 ATCaATTcCCCCTCCCTACTTTTT 63.23 129

HM_5465 contig09782 GA 2 24 TATTGCCATTTTGtCcACcATCTT 63.632 aTTGCTctatTcctTGATCCATcg 62.706 86

HM_5466 contig12966 TC 2 12 TATTGGTCTCTCGTTGAAAAAGCC 62.826 TCCATGGAAACAAACATCGAATAA 62.511 146

HM_5467 contig34017 AG 2 16 TATTGTGGGACTTGGGTGGTATTC 63.108 aAAAATCAGCCAGCTGCATCTaAT 62.465 118

HM_5468 contig45942 GA 2 12 TCAAAATCTGTAAAAGTAGctCAATGG 61.121 tCCAAAGCTGCaaaATAAAAGAGA 61.467 104

HM_5469 contig33155 GA 2 14 TcAAaCAATGTCCCTTGTTGATGT 62.712 AcACCCCTTGTAGTGCAtTTGtTT 62.946 137

HM_5470 contig30003 TC 2 12 TCAAAGGACACTCAAAGACCCATT 63.212 GCTCAAAAAGaAGaGAAAAAGCTgG 63.023 93

HM_5471 contig11371 TG 2 12 tCAAaGgTGGGAAAaGAGAAGagA 62.669 TCCTTCATcCTTACgTCTTCGTTC 62.91 117

HM_5472 contig47945 AC 2 24 TCAACAACCTTAAAATTTTCCAACA 60.907 AgGGATATGAGATaATAAAcCCAcAtTA 60.405 147

HM_5473 contig01349 TC 2 16 TCAACAaTGGTTTCTCATCCcTtt 62.996 CCTTTCCAAGcaGTCTGCAtTTT 63.852 97

HM_5474 contig46840 CT 2 16 TCAaCACACgATCGTCtCTCTTtC 62.937 TACTTGATCTTGCTTCGGCTACCT 62.646 133

HM_5475 contig12759 AT 2 14 TCAACtcAAaTTtGTtCtCTGcGA 63.265 AGCTGATCAgGGGAACCGAT 63.21 134

HM_5476 contig12857 CT 2 16 TCAATCGCTGAGATCTTCCCC 63.789 CACTGATGCAGAGCGAGAGAAATA 63.065 90

HM_5477 contig38615 GA 2 16 tcAATGgAGGAGTCGTGATgTAAa 62.921 CCtATCTTTCTTACCCATgGAGGc 63.278 157

HM_5478 contig39235 CT 2 16 TCAATTGTATGGAACGATTTGTGG 62.932 TAgGGaAATGAATTgGATGATGGa 63.593 85

HM_5479 contig42453 GA 2 24 TCAATTTCTCAGCAaCCAAACAAA 62.943 cTCTCTTCGTTatCTCTTgGTCAgC 62.016 105

HM_5480 contig45557 GA 2 12 TCACAAAaGTAAGGAACATTAAATcACG 62.607 TCCGAAGCTGCAAAATAAAAGAGA 63.428 141

HM_5481 contig15069 AG 2 16 TCACCTATAAAAGGTAGGTGACCAGG 62.725 gTACTTGAAGAAGCCTTCAACCgA 63.031 108

HM_5482 contig00925 TA 2 12 TCACCTCTCTAACTCCCCAATCAA 63.3 ACAAAGCAACTcCCACAATCTCTC 63.027 102

HM_5483 contig29948 CT 2 16 tcactacttctcactcctcccctc 62.337 AATACTAGGATGTGAGCAcCCTGc 62.84 101

HM_5484 contig28678 AC 2 16 TCACTCAACTACTCATAGGGAATGTCA 62.341 CAATTCAAGGTAcCTCCTCCTGTT 61.873 148

HM_5485 contig09026 GA 2 20 TCACTCTAGAGCTGGCCGTACATA 62.44 TTTGTTGGGTATGGCTTTATTTGG 63.022 151

HM_5486 contig18152 CT 2 12 TCAGAAAGCaCcAAAGTTGTGAAA 63.159 CTAACTAGGGCTTCGAAACAGGGA 63.975 92

HM_5487 contig19825 GA 2 32 TCAGAAGAGATCTCGGCTTCAACT 63.014 TGAgTCATTcGTTctACCCActctC 63.025 127

HM_5488 contig34608 TG 2 14 TCAGCCTGTTTgATCATCATTCTT 62.173 TGATCAGtTCTTTgGGTTgGtTTT 63.006 112

HM_5489 contig17712 AG 2 14 TCAGCTCCAACATTGATATTCCCT 63.112 CACTAGCAGAGCTcccaTTCTCTC 63.027 155

HM_5490 contig50583 AG 2 12 TCAGGTATATGCGTCTGAGAGCTG 62.962 cAtTTCCCaATATTGTTGTGTCTTCA 63.134 137

HM_5491 contig05564 AC 2 12 TCATACCTACcTTTCCCTTCTCCC 62.863 ATTTGtGGGGGTGAAATTTATGTG 62.909 82

HM_5492 contig46996 TC 2 14 TCATCAAGCtAAGCAAGAGTTCCC 63.133 aAACTGCTTGtTTTCtTAgGAAAGTTCA 62.867 107

HM_5493 contig36073 GA 2 14 TCATCATTGAGTGGAAGAGGATGA 63.113 CATTGCATCTACAtTTTCgATCCC 63.736 146

HM_5494 contig49761 TC 2 24 tCATCTTTAATtGCcTGTTTGGGt 62.922 TAATCTGCTTACACTGCCAATCCA 62.959 99

HM_5495 contig17542 GA 2 12 TCATGCCTTTTCAGCCTCTAAATC 62.925 gGGGTTTGAACAGTGTTgATCTCT 62.795 142

HM_5496 contig27039 AG 2 14 TCATTGCGTGTCTAGGGTTTATGA 62.845 CAGACTGATTGAcCTGATTgTGtG 61.9 160

HM_5497 contig36265 AG 2 14 TCATTGTGCCATTTTCTGAGACAT 62.938 cCATCACACTCACaAACTACATAcCC 62.848 151

HM_5498 contig48728 GA 2 16 tCATTTCtACcTCGCTgATCTTCC 63.013 AtTTTCACATTCCCAACTCTCTCG 62.798 102

HM_5499 contig33733 TA 2 12 TCATTTGGGATACAATATTCGGGA 63.392 GTACTcGTTTTGACGTGGGATTTC 63.035 132

HM_5500 contig33459 AG 2 16 TCCAAATCTGCAAATTGAAATGAA 62.723 cCCCTAcCAGACTGTGTTTCTCTT 62.065 133

HM_5501 contig14530 TG 2 20 TCCAACAGATCAAAGCTCAGACAG 63.04 cTcCCCCAAcTTTTCCTaAAACAC 63.176 85

HM_5502 contig13282 CT 2 14 TCCAAgAGGCAaGTCTTTGgAGTA 63.531 aGATAGGTTGAAACCCGGATGACT 63.29 152

HM_5503 contig20845 AT 2 12 TCCACAGCTCTTATGTGCCTTCTA 62.426 AGAAACTAGTTAGCAACTTGCAGCAtT 62.096 156

HM_5504 contig21532 AG 2 14 TCCACCACAGCAAGACATTTTCTA 63.048 GTGtTTTTCAtTTCTTgGGTGGTC 62.91 108

HM_5505 contig24925 TA 2 14 TCCACCCACCTAAGGTATTTTCTG 62.494 TGAACCCTGGATTGCTACTTTCAT 63.121 88

HM_5506 contig06026 TC 2 20 TCCAGAACaTgTTgggaaattca 63.662 GTTGTGGaaaAATgGGaATGaAAG 62.8 143

HM_5507 contig52534 TG 2 16 TCCAGATCAGTAACAAAGCACAGAA 62.324 ATTCCCGAATTTCCAATGTTTCtT 62.983 139

HM_5508 contig39952 TA 2 12 TCCAGCACCTAATATACAGCGGAT 63.046 AACGTCTCGAATCTGAACAAAAGC 63.048 144

HM_5509 contig17095 AC 2 14 TCCATAACCAGCCTCACAAAGACT 63.338 ATATAACGCTAATGGTGcCCTGAA 62.854 129

HM_5510 contig27381 TC 2 14 TCCATCTCTACACCTTGTTTGgTCT 62.397 tTTCGTAGaACACGTATCGGGATT 62.935 80
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HM_5511 contig03595 CT 2 20 TCCATCTTTCCACGAACAATAACA 62.717 GAAGGCCAAAACTGAAAtTCACC 63.11 150

HM_5512 contig36357 TG 2 20 TCCATGTATTCCTCTCTCCAGCTC 63.106 CATGATgcGaCAACTACAGccTAC 63.091 106

HM_5513 contig25254 GA 2 14 TCCATTGACAGACGGAAGTAGAGA 62.367 tTTTTAACCCCTTTTcGTTTCCTC 62.706 147

HM_5514 contig43745 AC 2 12 tCCATTTCTGATTTAGGGGTTGTG 63.3 tGCAAATCATaAGAAGACATGCCA 63.801 140

HM_5515 contig25150 CT 2 14 TCCcAAAAGGAAAAGAAaGAAAGAA 62.603 GGTTATAAgtTgGGGATGTGAGcA 63.329 87

HM_5516 contig01464 AT 2 16 TCCCATATATCATACGCAAACACG 62.861 GAAAGAGAAAAACGGATGACCaAA 62.703 139

HM_5517 contig03367 GA 2 12 TCCCATTTTAGTATACCCGGTTCC 63.175 AAAACCCTTATAGGATCTCAGCCG 62.9 115

HM_5518 contig31217 AG 2 20 TCCCCAAAAATCAAAAAcTCAAAA 62.8 AcCCGTACCCTATCTGTCATCTCa 63.115 97

HM_5519 contig29069 TC 2 16 TCCcTAACCTGAATTCTGAAATGC 62.705 CAAAATTGCTGGGATGAAGAAGTAG 62.343 142

HM_5520 contig00875 AT 2 16 TCCcTGGaaCcAaGAAATtATCAA 62.884 AAAAGAAAATTGCCGGGAAATAAA 62.91 152

HM_5521 contig07091 AT 2 12 TCCGAAATCGTAACTTTTCtCGAT 62.328 TTTGAACTCTCCACTCGTACTGTGA 62.412 151

HM_5522 contig33768 TC 2 14 TCCGAACACTTGTACCATCAACAT 62.726 AGCAGCTTGGCAGAGcTATAAAGa 62.972 123

HM_5523 contig28508 AC 2 16 TCCGACATATAATCCTTTGCATCA 62.626 GATgATATGATCACTGAAccCCC 61.659 136

HM_5524 contig25681 CT 2 16 TCCGACTACTGCTTcTCTCaCTCA 62.827 GaAAAGaGAGGGTGTTCTGATGGA 62.987 147

HM_5525 contig24240 TC 2 16 TCCTATAGCAGCTTCGGCAACTAC 63.067 AAAtaGCACGGAgGAGaAACACAC 62.838 114

HM_5526 contig00456 AC 2 12 TCCtCTCATTTCaCTCTCTaTAATCACA 60.824 GATTGCTGATTGTTGTTCTCCATT 61.56 139

HM_5527 contig47318 GA 2 24 tcctgacctttgtttcactcactg 62.81 ttgttgggagtacgaatccatttt 62.813 121

HM_5528 contig19701 GA 2 12 TCCTTAAGGTACgTCTCCCAAaCA 63.113 CAAtCTGAGCTCCCtCtCTCAAAC 62.898 93

HM_5529 contig51363 GA 2 14 TCcTTCCAATTCCACTCATCATTT 62.987 TATACACTTaAAACAcCCCCAcgc 63.146 152

HM_5530 contig39565 TA 2 16 TCCTTCCATTTTCAAGAATTTCCA 62.98 TTGATTGGAAATAGGGTTTTGGTG 63.097 134

HM_5531 contig12693 TC 2 20 TCCTTcgTTCTCtCTTCTCTCCcT 63.273 TCACTctccccTTTAGAtTCGTTG 62.894 89

HM_5532 contig12609 TC 2 24 TCCTTcTCTGCcATTCTTTTTCtG 63.104 AAAGACGCAGTGAGCAAGAGTTGT 63.812 108

HM_5533 contig14570 CT 2 12 TCCTTGACCCTATCTCTTTCCCTC 63.156 GGAAAAGGAGAGATTAAAGTCCCG 62.584 102

HM_5534 contig04263 GA 2 12 TCCTTGGCTAAATTGAAAGCTCTG 63.027 CCCCCTTCTCTCTACAAACCTCAT 63.068 139

HM_5535 contig05852 TC 2 12 TCGAACACGCCATAGCTATACTGA 63.085 GCtGAGCTGACtCTCAgGTAGACA 62.506 141

HM_5536 contig28098 AG 2 20 TCGAACAGCTCAATCAACTCTTTC 62.086 ATCgGAGACAAAATCAAAGCTCTC 62.198 132

HM_5537 contig26767 AG 2 16 TCGAaCTTtGtGAGCTTTtCTTCC 63.129 TgaCTCTCttCAtTGATCGtTccC 63.861 106

HM_5538 contig43599 AG 2 12 TCGACAAACACTCGTATCTTGCAT 63.078 AAATCAgAtCtCCCTCtCCCAGTC 63.27 154

HM_5539 contig10805 AG 2 16 TCGACTGAATAGGAaGGTGgAGAC 63 ACTCGAGtTCGGACTCTCTCaAAA 62.909 136

HM_5540 contig39071 TA 2 12 TCGAGAGAGGAGATTTGAATTTtGA 62.593 CCAATCCGaATTCAGGTAAAtATCA 62.236 156

HM_5541 contig16266 TC 2 12 TCgaGTCTTCTAAAGCCCAAcAAC 63.031 AgGaTTGCTAGACGaCATTCGC 62.836 117

HM_5542 contig19780 CT 2 20 TCGAGTTCAAGAGAACTTGCCATA 62.411 GACGGGtaCCGtTTCGtTAGtC 61.966 115

HM_5543 contig14046 CT 2 14 TCGATGCCAACTAGtGTCTACTGC 62.872 GGCCaCTGaATCCACTTTTTGtAG 63.129 123

HM_5544 contig36076 GA 2 12 TCGATTCGAATTTGGAGTTCTCTT 62.495 CTgTCgGGGCTAtgTATAAgGTTG 62.932 105

HM_5545 contig46911 CT 2 16 TCGATTCTTtCCGTTGTAGAATCC 62.705 AATGAgCAAGAATCCCCAAATACA 62.912 147

HM_5546 contig04339 AG 2 12 TCGATTTAGAGGAGTCCAAGAACG 63.006 TCTCTATCCGCAAATACTCCCGTA 63.126 142

HM_5547 contig40349 CT 2 16 TCGATTTTGGGTCTTTCAAGGTAA 63.002 ATcCtTTTATTTTCAGTCCAGCCG 63.676 121

HM_5548 contig46350 TC 2 32 TCgCACTCTCTTTCTtCTTaCTTtaCTT 60.75 TGAGAGAGGGAATATTGGAGACAA 61.289 113

HM_5549 contig46294 GA 2 16 TCGCTCTTCTACTCAATCCATCAA 62.397 CCTCAAATTCCAATGaCTAAACCG 62.906 123

HM_5550 contig30380 AT 2 14 TCGCTTCAGaCcTAAGAAATaCGC 63.055 aAAGAAGAATaCTGTCTGacCgAgTTG 62.37 136

HM_5551 contig15447 GA 2 12 TCGCTTGAAGTTAAAATAGCGGAG 62.954 GACACCTCTTCTCTCAAAACGGAC 62.693 138

HM_5552 contig27386 AG 2 12 TCGGTGaGACGTAGATGACGAAT 63.152 AAGTTCTCTGTCTCTCACTTCCGC 62.604 124

HM_5553 contig15508 TG 2 16 TCGGTTGAaCccAGTGATATAGGT 62.91 TTCATGTAtTTTTGGGCTACCaGG 63.216 144

HM_5554 contig09676 CT 2 20 tcGTCACCCAATAGtaGGCTTCTC 62.923 ATGGAGTTAAACAGGTGGTGTGGT 62.922 138

HM_5555 contig27689 AG 2 14 TCGTCCAACTTCCTAGTGTTCAAA 62.192 TATCTCGCACTCAAgaCAGTGGTC 62.951 145

HM_5556 contig14369 GA 2 32 TCGTCCCAGGATGTGATATAAACC 63.211 ATCCAACACAGcCCTAAATCaAAA 62.922 157

HM_5557 contig51173 AG 2 16 TCGTCCGACATGTTTCTtAGAGAG 61.969 aTATACTTTCACACGGTGCTTTgC 61.568 89

HM_5558 contig01826 AG 2 12 TCGTGTTGGTTGTTGCTTCACTAT 62.972 CaTaAcTTCCAATATACCTCGCTGC 62.198 131

HM_5559 contig12001 TG 2 14 TCGTTGGAGATGACAAGTTACAGC 62.741 AATTCTCTGGTGGAAGGTTTGGTT 63.285 145

HM_5560 contig17439 AC 2 12 TCTACCACAAGACACAAGGTTCCC 63.653 GCTCAGGTTTTTCTGTACGTTTGG 63.246 152

HM_5561 contig46174 GT 2 16 TCTACCTCCTTTCATGACGAATCC 62.786 CacCAcACaACaCACTACACCAAA 62.982 156

HM_5562 contig43023 TA 2 14 TCTAGCTTCTTCAAACCATCGTCC 63.022 GTGAGTcGtTcCCCTTGTTTGTAT 62.612 117

HM_5563 contig12814 TC 2 12 TCTAGTGATGGGGTTTTATGCCTT 62.122 CCTCTCTGTTCCTATGCTAATGGC 62.523 83

HM_5564 contig11090 TA 2 12 TCTATCATATCAGGCCCTcTCACC 62.789 GCTACTcAACGTCTCCTTCGGATA 63.035 149

HM_5565 contig13511 TC 2 24 TCTATGAACTTGTTCTTGTTCGCCT 62.549 AGGTTTGGTGGACGTTACAGAGAG 62.919 126

HM_5566 contig35539 CT 2 20 TCTATtCTCgTAAAATACACCcACCA 61.986 CTTCTCACGTTTAATCGACGACAT 61.704 159

HM_5567 contig00983 AG 2 24 TCTCAAAGCTTCTaGCAAaCAcAGTT 62.006 TAATTTGTCCCTCTTCGCTCACTT 62.522 106

HM_5568 contig41431 AG 2 12 TCtcATGAAACCCTGAGAAGAAGG 63.085 GTGTACATATCCCGAGGACTTTGG 62.91 158

HM_5569 contig36360 AG 2 14 TCTCCGAAAaCTTCAATTCCAAAG 62.798 AATCTCAAATTGGGGACgAAAAGT 63.184 145

HM_5570 contig40260 TA 2 12 TCTCCTAGTtGgTGTTGGTgTTGA 63.036 gtttccgaggtaaaatctccatcc 63.176 139

HM_5571 contig15688 TC 2 24 tCtCCTCtCCTCTCTCACCTtCAa 63.079 TTGAGAGTATTGTTCCATGGGGAT 62.887 112

HM_5572 contig19620 CT 2 14 TCTCTACCacATCACCTCCTCCTc 63.096 AATCCAACCAACAGAAgaTCaAGG 62.684 93

HM_5573 contig17411 AG 2 20 TCTCTCAAGGGAACAATAGCATCc 62.9 cCTCCTCaAACATCATCTTCATCA 62.564 115

HM_5574 contig03300 AG 2 14 TCTCTGGAGGAAGAAGAGGGATTT 62.948 CTTCGCTCGTCTCCACATACtTTT 63.044 122

HM_5575 contig04035 GT 2 12 TCTCTGTGCAATCTCTGATCCGTA 63.375 AAGAAGTAAATAGCGGaAGCAGCC 63.233 126

HM_5576 contig16465 CA 2 14 TCTGAAACGATAAAGGCATCACAa 62.946 GtAAGAAGAGGGAgGGGaAACaaA 62.968 136

HM_5577 contig51191 TC 2 24 TCTGAACAATGGTGTTGTTCGTCT 63.053 GGAATCTAGTGtTTGTGGAGCGAG 63.45 141

HM_5578 contig08157 AT 2 14 TCtGAATTtCTGGAACAGTGACTCAA 63.444 TTACGCGAATAATCAAGTCGGAtT 62.948 93

HM_5579 contig21329 TC 2 14 TCTGCTTTTGCTTGGTAATGTTGA 63.068 atcctcccttccttctagtcttcg 62.466 109

HM_5580 contig13709 TC 2 24 TCTGGAGTGAAGATCACAGGGATT 63.424 CCAtTTgCTCaAcTTCCTAGCTTC 62.633 158

HM_5581 contig18110 TC 2 12 TCTTACTCTTCTTCCCCATTGCAG 63.006 GGATTACGAGCGTGCTAAAGAGAG 62.755 160

HM_5582 contig20051 TC 2 12 TCTTCAAATCGTCACACCAATCTC 62.594 GTGACTGAGTCCGATTCCGaAC 63.247 159

HM_5583 contig10697 TA 2 14 TCTTCACTGGATGAACaGACAaGC 62.937 CGAGCACCTTatTATTgCTgTcCt 62.851 132

HM_5584 contig43254 GA 2 12 TCTTCATCTATCTCCTCTCCGACG 63.204 CAACCTCTACACTTCTCGAGCACA 63.063 117

HM_5585 contig31605 CT 2 12 tCTTCCACCGTTGtAaTCTTCACC 63.537 CTTCACAGCTTTCTTCAAACACGA 62.955 154

HM_5586 contig00191 AG 2 16 TCTTCCTCCGAAGAGAAGTTCAGA 62.984 AAAAAcCCCTACAGTTTCGTTTGA 62.139 120

HM_5587 contig10949 AT 2 12 TCTTCCTCCTGTTCACTGAAAACC 62.997 TGGGTTTCATCGACtCTTTTGATT 63.108 145

HM_5588 contig23457 TC 2 20 TCTTCGTATACGTCTTACCCCcAc 62.522 TGGATTGAAATGCACTCTCTCATT 62.173 129

HM_5589 contig01133 GA 2 14 TCTTCGTTCTCTTCTAATCCACCG 63.006 CTCCTGATCCCGCAGTTCAA 63.606 125

HM_5590 contig24923 GA 2 12 TCTTCTGCCTTTGATTATCGTTCC 62.815 tccatttcacagtggCTTGAGTAA 63.048 125

HM_5591 contig22120 TC 2 12 TCTTCTTCAACAATCACACGCATT 63.065 TAGACTGGaAACAAATCCACCGTT 63.019 115

HM_5592 contig24155 TC 2 20 TCTTCTTCCCAGTCGTCTCTCAGT 63.001 AGCCACCACAATCGTTTACtCATT 63.048 82

HM_5593 contig45625 AG 2 14 TCTTCTTTGCCTTGGAATCTCATC 63 CTaATAATTCCCaTTCaGCTCtcCC 62.423 101

HM_5594 contig48735 GA 2 12 TCTTTAGCTACCTCGAAAGCATCG 63.146 TCTGAATTGAACATCGTAGCCaAA 62.946 152

HM_5595 contig51220 GA 2 16 TCTTtGAGGGGAATTTTGGAATTT 63.06 cCAcATcCacATgTAACTGCTCtT 62.517 129

HM_5596 contig30354 GA 2 12 TGAAAATGTATCAGCGAGTCTTCG 62.744 TTCCAAAGCaAAACCAACTCTTTC 62.823 156

HM_5597 contig02472 AG 2 14 TGAAACAGAGCATAGTCGAGAAGAGA 62.946 ATTGTGAAAcCCACGTTCGATAAC 63.244 160

HM_5598 contig47164 AG 2 20 tgaaacctgtgcttgagatcagtc 62.937 ACCAATATGGAGTAAATCATTcccc 62.317 134

HM_5599 contig33542 AG 2 16 TGAAACCTTTGATATCGCTTTGGT 63.03 TCGTACTCGCAtTTATCTCACAAGA 62.255 130

HM_5600 contig19076 GA 2 14 TGAAACGGAAGAAGGTGGGTACTA 63.113 TCCTCTTGTAGCTCCTAAGGTGGG 64.092 86

HM_5601 contig01901 AG 2 24 TGAAATGTGTGAGGCTCTGAAcTT 62.397 CCCTcCCtTCCtTCtACCtACC 61.486 84

HM_5602 contig28751 GA 2 12 TGAACaCCCTAAAAagcAACATCA 62.843 CTAACACACTTGGTTGGTGGTGTg 63.723 160

HM_5603 contig01107 TC 2 16 TGAACACCTTCAAAACaTCTTCAAA 62.012 AGATTTGTTTCGTTTCGGTGGAt 63.011 111

HM_5604 contig10816 AG 2 12 TGAACCGATAAATGAAGCAACTGT 62.024 ATCTCCACCTCCGTAAACTCAACT 61.568 108

HM_5605 contig31363 AG 2 12 TGAAGAGAATTAGAGAGATTTGGgAaGA 62.988 TGGACATTTGTTCTGTTTTGGGTA 62.614 105
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HM_5606 contig43649 AG 2 12 TGAAGAGAGTTGAGAAAGAGGCCA 63.856 CATTgGACTCCCAAACTgAGTcAc 64.21 128

HM_5607 contig18157 AG 2 20 tGAaGATGGCCcGAATTAGATAGA 63.105 TCCTcTTCTCTCCGActCTcACAT 62.991 87

HM_5608 contig25025 AT 2 12 TgAAGCAAaTTCtCcTTTACCGAA 63.216 GCTTTGGGACATTCACTGATCATA 62.397 159

HM_5609 contig22200 AT 2 16 TGAAGGACTTTCAaCAAAAATTGGA 63.013 AGTGTaAATCTATCaTTCCgGCCC 63.493 160

HM_5610 contig07498 GA 2 16 TGAAGGTTACAATaCTGCGGATGA 62.845 TCATCTCTCTGGCCTGCTTTAATC 63.125 100

HM_5611 contig42705 AT 2 12 TGAATCAATACTGTtAAATtCcAAAGC 60.87 tggttctTGTATTTCtTCTAAcCtTTTg 61.279 158

HM_5612 contig10963 CT 2 12 TGAATCCTGTCTACGCTCATCTCA 63.375 TCCGTATGTGTAAGtcGAAGCGAT 64.084 100

HM_5613 contig42082 TA 2 14 TGAATCTCGATTTTtGATTTGGGT 62.899 CCCAGTTTCACTCCATTCTCTAGC 62.598 141

HM_5614 contig13081 AG 2 14 TGAATGTCAGCCCCATTTCTATTT 62.912 GGCCTTCATTCtTcCTTTTCCAT 63.772 127

HM_5615 contig38176 CT 2 12 TGAATTAGCACTtGAGGATTGCTG 62.744 CCTTCACGTCATGAGAGACAGAGA 63.141 82

HM_5616 contig38373 TC 2 16 tGAaTTTGATCCGTGACTGTGAGT 63.044 GATCCCCCgAAAAcACAATTC 62.644 88

HM_5617 contig18941 AG 2 12 TGACACAGAAGGGAGAAGAAAaGC 63.225 AtTTaACCAGTTTcAACgcggAC 63.447 157

HM_5618 contig20225 CT 2 16 TGACATGgTTTtGGATGAATTTTG 62.919 aAAACTTAGcCAActTCTCCAGGG 63.094 126

HM_5619 contig41608 AG 2 12 TgaCcGGAGACTCCAAAGTTAGTC 63.01 TcCTcTCTCACCtCCTTCTCTcaA 63.079 160

HM_5620 contig37706 CA 2 12 TGACTACAAGAGCGAGAAAATCCC 63.022 AGATTAGAAATGTGGGGTTTGGGT 62.983 151

HM_5621 contig09367 AG 2 12 TGACTTTGACCACTTCTTGGTTCA 63.141 GACTCGACCCTCCGTGACAGtA 63.837 139

HM_5622 contig01659 GA 2 20 TGAGaaCAATAAATAACCGAGGCG 63.428 CCtgCTCTCTCACtTCCTCTCact 62.791 132

HM_5623 contig21604 TC 2 16 TGAGAATATGAATGTTGGAGGGCT 63.112 ACtGACAGCAGGGAGACACAGAt 62.575 125

HM_5624 contig30484 TG 2 12 TGAGACCACCTACAAAAATGCAGA 63.048 gcACCTCACtcTCTCCCAtATCAT 62.904 144

HM_5625 contig37937 GA 2 12 TGAGCATTAAGATGACGACGAAAa 63.059 GGAAGCAAACTAGAACATCTCGTCa 63.046 87

HM_5626 contig06936 GA 2 12 TGAGCGACTAGCACAAACACTTTC 62.985 AATAGGGGCGAGTGAGAGAAAAAG 63.192 158

HM_5627 contig02487 TC 2 20 TGAGGAGGAAGAAGAGAGCAAGTG 63.539 CgcTCATCCAAAGTTTCAAAATCA 64.448 98

HM_5628 contig42706 AG 2 14 TGAGGCATGTGGCTAATAACCTTT 63.043 TTTaAGAACCaAATAGTTCGCCCA 62.93 149

HM_5629 contig17597 TG 2 14 TGAGGCTTGTTAGTTGTGCCTATG 62.656 ATATGaAACTCATTGCTCACTGGC 61.697 123

HM_5630 contig21230 GA 2 14 TGAGGGAaGTAaCTGTtGCcATTT 63.129 CATATaACaAAATGCgTTTGCCCT 63.154 148

HM_5631 contig06680 TC 2 20 TGAGTCCAGTAGGGAAgTGAGACc 63.106 GAGAGAGGGGTTGGAGAAGAGAGA 63.692 157

HM_5632 contig01259 TC 2 12 TGAGTCgTCGTGAACTACTTCGTA 61.231 ATGACTCATCAGACACGTCCAA 60.577 137

HM_5633 contig12861 TC 2 12 TGAGTCtCcTCCTTTGGTTTCACT 62.677 AGGtAcCTTTTcTTcCCCTTGGAT 63.431 135

HM_5634 contig08193 GA 2 16 TGAGTCTTCACCACAGTTTTCGAG 62.93 CaATaCAcCACtTGTCTCTcCCCT 62.793 141

HM_5635 contig43240 CT 2 16 TGAGTCTTCAGACAACCTATAACCCA 62.327 tCTGAAgCAGCtCAATaCTCGAAG 62.324 140

HM_5636 contig36294 AG 2 14 TGAGTCTTGGTCTCGAGAGTTGAA 62.69 GCTTTGAAGACCACACCACTCTCT 63.249 149

HM_5637 contig24509 GA 2 16 TGAGTTTGAAGTTCTGTTCTGGGG 63.848 ACTCTcTccCTcTCTCCCAGTCC 63.711 82

HM_5638 contig28092 CT 2 20 TGATAaGTGGGTCCATGCTTTTaT 60.912 TTGCAAAGACGTAGTAGCTCTCaa 60.586 146

HM_5639 contig34854 AG 2 16 TGATCGAAATAGTTTGGAGCATGA 62.935 cGAAACCTgtAAGGCTCAGTTTGt 62.943 113

HM_5640 contig27435 GT 2 14 tGATCTTTCAGAGGCGAAGAGACT 63.014 CAATTGCGTGTgaaTGTGAATATg 62.337 158

HM_5641 contig10893 TG 2 20 TGATGATGATTGGAGATGAGGAAG 62.55 CaAAAACCCAAAATaCCCCAAAAc 63.459 159

HM_5642 contig21846 GA 2 14 TGATGGTAACAGTGGATGGTGATT 62.594 CCCCAAACtAcCACGATCAgTAGa 63.531 118

HM_5643 contig01789 GA 2 16 TGATGTATCGCTTTAAGGTTTGGG 63.322 AATTTCTCaCCaACCaAACAGCTC 62.824 91

HM_5644 contig09333 GT 2 12 TGATtaCACTTCACtGCAcTTGCC 63.628 GGGtTTTgTAGaAAAtTTCAgGGG 62.977 124

HM_5645 contig48090 AC 2 12 TGATTCGCTAGGTAACGtAATGAGtG 62.689 ctgaCACTGTGgGTCCACTAGAAG 62.366 127

HM_5646 contig05421 AG 2 16 TGATTGAAAaCGAGACACATCCAT 62.819 CacaAACACTTCGGAATAGGaAAGT 61.851 101

HM_5647 contig37061 AG 2 32 TGATTGAaTAAATTGCCGAGTGTG 63.158 AGTGCTTCTcTCCATCGTTACGC 64.116 131

HM_5648 contig14971 TA 2 12 TGATTTCGAACAaTACTGTCAATACAT 60.077 AACTACTGGGGAGGTTATTTCTGG 60.918 120

HM_5649 contig02124 CT 2 16 TGATTTCGtATAAATTCTCTGAGCCA 62.278 cGACATAATTACCggAGACGAAAG 63.027 154

HM_5650 contig41915 TA 2 12 TGCAAGCAACGTCTAATTTgAAGAG 63.859 GaTctTgGaaATgGaaAgTAgGGC 63.282 158

HM_5651 contig14786 AT 2 16 TGCAATTGAAACAGACGTTATCACA 63.712 AAGGTACGTATGcCTcCTCtTTcC 63.008 160

HM_5652 contig51978 AG 2 14 TGCAGAGTGAGTAGCTGTAGGTGG 63.077 AGTGTCTAATTCCCAGAACCGaAA 62.299 137

HM_5653 contig22085 GA 2 16 TGCAGCATCAGTTACAAGAaTtGC 63.623 TTCTTAGGGATTGCATTCACCAGT 63.121 127

HM_5654 contig05967 CT 2 12 TGCAGGAATTATTCTCGAAGATCAG 62.923 GcCCaATAGCAATAGcTGTAGATGA 62.774 140

HM_5655 contig15147 GA 2 12 TGCAGTATGAGATATGGGGTCTGA 62.924 CTcCCCtTCCCTcCTCCTCT 63.239 90

HM_5656 contig46167 GA 2 12 TGCAGTCTCATAaTCTCCCTCCAT 63.323 CTcTaAATCCgctTTTCCATTCCT 62.992 125

HM_5657 contig48091 GA 2 14 TGCATCCTATAAACTCTGAACCGA 62.11 ATCCCCAAAtCAAACAAACAGAGA 62.996 139

HM_5658 contig33090 AG 2 20 TGCATCGAgAGGGGTATTTATGTT 62.925 GtCTTCGCTCtTcCTcCTCCaT 63.312 128

HM_5659 contig43430 TA 2 12 TGCATCTATGATACCAGTTGTACGAAA 62.888 tGTTTTGGAATCAGCAAAATGAGA 62.932 144

HM_5660 contig03550 AG 2 20 TGCATCTTCCTTTGCAGTATCAGA 63.27 GAgGaACTAgGGCgACAGcTTaTc 63.718 96

HM_5661 contig11435 GA 2 16 TGCATTGCATTCACCATATCCTAA 63.474 cgTCAgGaGGAATCGaGaAGACT 63.317 114

HM_5662 contig10919 TA 2 16 TGCCATGAAATCTAAATCACCACT 61.889 GCACCTGGGTTATTGATTACTTTG 60.937 156

HM_5663 contig12395 TA 2 12 TGCCCTTGAAAACTCCAAGTTAAT 62.233 CCATGGGTACATAGCAATGTGAAA 62.946 130

HM_5664 contig36029 AG 2 14 tGCCTATTATTATTGCCtcttGCAG 62.684 cCgtTTAcCCCCTaAAAcTCaAAC 62.998 98

HM_5665 contig07745 TC 2 16 TGCCTCTCTCGgTTCTTTGtAaTC 63.022 AATCAATCAAAATCACCACGGAAg 63.317 105

HM_5666 contig18406 CT 2 14 TgCgaaaaTGTCTATGAAgtGTTTTG 63.456 TGcCCTGtTTCTaACAAgCAAACT 63.354 159

HM_5667 contig05886 TC 2 16 TGCGACTATCTaGtACcACCGTTtC 62.767 AGAGTTGGGAGTTGTGTGCTCAGT 63.703 118

HM_5668 contig12486 AG 2 16 TGCGaTCTGtAGAGAGATTGGAAG 62.071 ACTTTCtaTCGCAAGCCTCAGAGt 62.03 190

HM_5669 contig27917 TC 2 12 TGCgcTTCTCcTGAGCtAGTATtt 62.864 GACCTCCGCTTGAACGTATAGAGA 63.035 88

HM_5670 contig15726 GA 2 16 TGCGGCCTCTACTGTAAGAAGCTA 63.663 TcCtTCTctTgtTATcTTCCTCTCCTC 62.788 111

HM_5671 contig34692 TA 2 16 TGCTACAAaGTTTCAATTTTTAGGgC 62.781 ATTCCAAAGTGGGTAACTTTTGGG 63.372 135

HM_5672 contig10183 AG 2 16 TGCTAcTCAgAAAAGGGGGTAAgT 61.625 CATCATCCTCtTCATCaCCTTCTG 62.228 140

HM_5673 contig45815 AC 2 20 TGCTATGGAGGTTTTTGAAGGGTA 63.014 TCGATCAATAAATTGACCAAcACAA 62.538 157

HM_5674 contig41945 TC 2 14 TGCTATGTAGTCATTCAGGTCCCC 63.544 cccacCTACAATctCAAGCTTCACt 64.022 160

HM_5675 contig25318 AG 2 14 TGCTCCTGgCCTTTATCATCTAAG 62.922 ttaacctgcgCACtttCtttCtCt 62.754 148

HM_5676 contig41524 AG 2 12 TGCTTATGACCCTGATGAGATtGA 63.028 CgGTTCaCaAAGTTCTGAAAATCC 63.117 90

HM_5677 contig32616 TC 2 14 TGgAaCTTcAAaCCcTCCTGTATC 62.684 GGCCAGTCTTTTGAAGAACAAAGA 63.019 88

HM_5678 contig05148 AG 2 16 TGGAAGAAGGATCCATCATAGGAA 63.074 ttccccctTctTCACTTCTTaAcC 62.968 92

HM_5679 contig23364 GA 2 16 TGGAAGCTTTGAAGGACTCTTTTG 63.113 CTCAGAGGCCTAGCAGTAGCACAC 63.912 148

HM_5680 contig37631 TC 2 32 TGGACCCTCACCTATCTCAGCTAC 63.014 AGTGGGTGTTAcCACATACCTTGG 63.233 155

HM_5681 contig34636 AG 2 12 TGGAGAGAAAGAGTCAAAGCAACC 63.225 AGCGAATGGACTCTCtTTTCCTCT 63.096 157

HM_5682 contig25545 GA 2 12 TGgAGCAAAGAaGTCATTGtGAAG 62.828 GATCAAACGATTCAATCCCaATTC 62.793 93

HM_5683 contig26286 GA 2 16 TGgaGgAaTTGAGATTGGAGAGAG 63.076 ATCgAtTATCCgTCaaAAcAcGTC 63.346 149

HM_5684 contig12622 TC 2 14 TGGAGTTGCCAAATTTTTCGTC 63.347 CAAACCTGAAATTCACCGTATCg 62.716 152

HM_5685 contig40530 AG 2 12 TGGATTCATAATCATTTCCCAACC 62.986 ATGAAGCTGGACAATGGCTCTCT 63.672 151

HM_5686 contig16107 CT 2 24 TGGATTGGGAATTTATAGTGGTGG 62.993 GGAACCATTGTCTTGTCACTCTGA 62.692 157

HM_5687 contig12114 GA 2 14 TGgCAATATCATCCTCTCCTTGAT 63.103 ATGGCAGCTTCTCATaATTCTTCG 62.937 138

HM_5688 contig25079 TG 2 12 TGGCATATTTTAAGCATTTCCAGG 63.222 GCCTTTGCTCtTTTTGTATGTGGa 63.648 160

HM_5689 contig33896 AG 2 12 TGGCATTTACtACACCTTCCTTCC 62.619 TCgACCAGCGAGTCTTCTTAGttt 62.835 123

HM_5690 contig23536 AT 2 12 TGGCcTTcTCTACAAGGGAAAcTA 62.508 TTCtGTTATGaAAACCGACCAATTT 61.971 138

HM_5691 contig44091 AG 2 16 TGgCGgAGAGGAGTAGTAGTtGTT 62.624 TCTCTCTTCtTCtcCCTcCTGttTC 62.763 103

HM_5692 contig30965 TC 2 12 TGGCTCTCAAATTtCAAaCTCCTC 63.009 TTTGAGATGGGTTGTGTTTGTTTG 63.146 160

HM_5693 contig44097 GA 2 24 TGGGAACCAAAAATgAAGAGAGAA 63.19 CAAACCTCAACTTCgCTAGAACTCA 63.148 145

HM_5694 contig46267 AG 2 20 TGGGAACGCTTGTAGTCTGAAAAC 63.762 CTcCaGTTCtGTTCCGATTCTCC 63.525 159

HM_5695 contig04586 GA 2 16 TGGGACGATTTTACAAACACCATT 63.529 TATTGCACCGACTTTaAACGCTTc 63.555 145

HM_5696 contig25839 CA 2 12 TGGgAGgTTAATTACCAGGTTTGA 62.798 ATATCTCCCCTCACCCACTACCC 63.579 87

HM_5697 contig37952 GA 2 12 TGGgATTCGTGAGATGAGAGAAAT 63.311 CTCtcTCAGAGTCTTGGGAGTTGG 62.984 136

HM_5698 contig18394 AC 2 20 TGGGCACGGGTCATTACTAGTGTA 64.698 CGGCAcCCCTACATCCAAATa 63.987 158

HM_5699 contig36479 AG 2 24 TGGGtATGACTCAGATCCTTCcAT 63.093 CAAgCaACAACATAATTcCTTGAgAG 62.37 120

HM_5700 contig46504 AG 2 12 TGGGTGCCATTTTAGAGAAAGAAA 63.109 ccaacttcccactctcaagTCaAt 62.895 149
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HM_5701 contig44803 TG 2 14 TGGGTTaGAAAGAGGTAATTcGaCC 62.807 GGGCTaaAcTCTGCaAAAATCCTT 63.016 157

HM_5702 contig26832 GA 2 12 TGGTAGAaGGCTGAGAGGTATTGG 62.907 CGAcGGTTCAGAGTAcCTTCAATaG 62.438 144

HM_5703 contig25028 AG 2 14 TGGTATGTAATTGAGGGgTTTTGg 63.002 GGGTatTAAGTTCGAACAGCACAGA 62.755 152

HM_5704 contig31487 AG 2 14 tGGTCTTCGAAATAGCCATTTGTT 63.03 GGCTCCTCAGATTCTCAGTCTCTC 62.23 144

HM_5705 contig44200 CT 2 16 TGGTGAACCAACAGTAGACTGGAA 63.036 TTACATTgCCTAATGGCCCTAATC 62.357 153

HM_5706 contig16050 CT 2 16 TGgTGAGCCACACATtATTTTtgt 62.643 CAGAAGTATAGCTGACACCCGCTT 63.057 156

HM_5707 contig37206 TC 2 14 TGgTGGAGAAGTCAACTGATTCAA 63.132 CGAGGTaATGTTCAAGaCAATAGGG 62.139 83

HM_5708 contig49493 TC 2 24 TGGTGGTCGAATGTAATAAAAGGG 63.109 GGTCGACCACACTGACTTCTCTCT 63.355 157

HM_5709 contig42445 GA 2 12 TGgTTCGACTCAACAAATTGAGAA 63.034 AAGCTAGAAGTTTTATCACCCGCC 63.028 148

HM_5710 contig20773 TC 2 14 TGGTTGGATCAAaTtGGTTTtCTt 62.8 tTGAgGCACAACCTTCATACAAAA 62.843 117

HM_5711 contig03619 AG 2 12 tGgTTTTagCTACAAaTTgcTGgG 63.434 CTCTCTactTCCAATCCAAcgCTc 62.712 94

HM_5712 contig26356 AC 2 16 TGTAACCACAATTCAGGACCTCAG 62.487 GAGGCGTTGATAGGTCTTAGCATTT 63.041 153

HM_5713 contig18208 TC 2 20 TGTAaGGAAGATCTCCGCAaGATT 62.509 TCCAGCACACTACAGAGGGTACAA 63.168 157

HM_5714 contig02754 GA 2 14 TGTAATCTGAGACACTTAGCATTTTTGG 62.876 CACTCTCACaCTaAAAGCCAtTTCAA 62.859 107

HM_5715 contig51442 AG 2 12 TGTATAGGCTCTGGTGTTGGGTTT 63.031 AATTCgTGAGGAATGaAgTGTGGT 63.128 156

HM_5716 contig00811 TA 2 12 TGTATAGGCTTGATTTGCAGAGCTT 62.585 TGGAAAAAGaAGATCTCAGGCATC 63 143

HM_5717 contig42218 AC 2 16 TGTCAcAAGTAAACTGGAATGGACA 62.841 GCCTTGaAtTATAAAGGCaAtGAgG 63.114 143

HM_5718 contig39739 AT 2 14 TGTCACATTGTTTCTTCATGGTCC 63.256 CAcAcAGACAcAcAgaCACACTcTc 62.263 81

HM_5719 contig12319 AG 2 16 TGTCAGTTGTCATGGTTGCACTAA 62.755 GTGGCTCTGGTTCAGTCTCAGC 63.747 157

HM_5720 contig30584 CT 2 12 TGTCATCTTCAGACACCTTTCGAG 62.919 TGATTGGTTGAGAAGTCACAGGAA 63.132 159

HM_5721 contig09542 GA 2 12 tGTCCCGAATGTCTTTAGAATGGt 63.009 AGTCTTCGtCATCAcCAcCTCTTc 63.123 120

HM_5722 contig39410 AG 2 24 TGTCGATCaTCTGAaGACTGAAGC 63.047 TCCAGATATAGCCAtTTGCGtTCT 63.142 105

HM_5723 contig13808 CT 2 24 TGTCGTACTGGTTCCTGAACATTT 61.984 GaAAAGcCCTctTTCTACTgGGAG 62.886 140

HM_5724 contig25791 GA 2 12 TGTCTAATTTGCTtGCTCTCTGGA 62.528 GTGATcCTGATTGAAAGTTGGGAG 63.204 83

HM_5725 contig25918 TC 2 32 TGTCTGTGATATCGTCGtAATCCG 63.27 TATATACTAcCACCCCACCCAcCA 63.312 110

HM_5726 contig15426 CT 2 14 TGTCTTCCCATAGTTCCGGTAAAA 62.906 TcAtTTGGTTTTaCCCATTTgGTC 63.005 112

HM_5727 contig47926 TG 2 12 TGTCTTTTCTTTggTGtgCATGTT 62.958 CTCTGTCACCATGATCTGAcaACC 63.146 133

HM_5728 contig39658 TC 2 20 TGtGAATCGATCGAACTGAGAGAG 63.03 TTcAcaAcCCTAAGaCCTTCgAGA 63.42 149

HM_5729 contig06103 TC 2 14 TGTGAGCCTAAGTTTCTTCTTGGG 63.015 GTCGTCGTTTTCGAATGCTAGTGT 63.792 142

HM_5730 contig12412 AG 2 12 TGTGATCGGATTGTTATGGTTTCA 63.462 ATCgATTGAAATACACTTCGcTcc 62.733 153

HM_5731 contig39470 CA 2 24 TGTGCAGATTAGAAAagcAGAAAGG 63.05 TGCCTAAGCTGTTTGTATGTGGTG 63.398 160

HM_5732 contig14757 AC 2 16 TGTGCTACTGAGTCCAAATTCATCA 63.063 GtATTAGAAATGTcCTCCCCAcCC 62.974 146

HM_5733 contig21271 CT 2 16 TGTGGCCGGTTTATACAGTTTCTT 62.944 CCAACCTCTTCAGTTTCAGtTTTCA 62.916 150

HM_5734 contig43036 GA 2 20 TGTGGTCCTTTGTATATGCTTCTG 60.414 TTGTAGAGGGaAGTCTTGATCTgC 61.114 149

HM_5735 contig07961 AG 2 12 TGTGGTTCTGTTAGGAGGTTTGAA 62.074 TTCTGTTTcCTaaTTgCTCCGTTc 62.826 109

HM_5736 contig12615 TG 2 12 TGTGGTTTTTGCTCCCTGTTAGAT 63.129 TTAGTCATGGTTGCCTAGCtGTTG 62.656 103

HM_5737 contig22421 AG 2 16 TGTGTTTTGAaTTTTCGAATCAGATG 63.334 GTACTCtaccCCAcCCCCACC 63.854 126

HM_5738 contig01713 AT 2 16 TGTTACTGCTATCCACACCaCCAC 63.291 TGCAGtTTACACCAtTGTAACCCA 63.486 129

HM_5739 contig48986 CT 2 20 TGTTAGCTTCTTCATCACCCTTCC 62.91 GCGtTGGtGTTGGAgTTTAAAAAG 63.048 138

HM_5740 contig26678 GA 2 16 TGTTATTTATTACTCcATTTGTGAtggg 62.237 GcCTCCATgtTAcCCtaAAACTGT 61.734 85

HM_5741 contig14742 AG 2 16 TGTTCGAATGAGAGAAGAGAAGGG 63.199 ATTTTCtACACAGAGTCGCAAGCC 63.06 154

HM_5742 contig35277 AC 2 14 TGTtCGGCATAaGGCTTAAAAaTC 62.568 ACACTCGGATGCTAACAACAATGA 62.962 156

HM_5743 contig36191 CT 2 20 TGTTCTTTCACTGCTTTGATCTGC 62.962 CACACGaACAGTACACacAGAGGA 62.51 153

HM_5744 contig32713 CA 2 12 TGTTGCACCTTCTTGTAATCCTCA 63.048 ACAAGATCACCATCTCACTCTCCC 62.994 123

HM_5745 contig09585 CT 2 12 TGTTGGAaaGGCTCTTTCTCTTTG 63.113 GAGGCAAGAGTAGATTGACCAAGG 62.598 147

HM_5746 contig37551 AG 2 16 tGTTGTTTCTtcTTCTGTTGGTGC 62.739 CCCTctACCTcAcCCaTcTTCTTT 63.068 100

HM_5747 contig31225 GA 2 20 TGTTtctGACtCtGCTGtCcTGAG 63.272 GAGATTCGAACCCACATATCGAAC 63.016 155

HM_5748 contig11609 TC 2 14 TGTTTCTTGAAAAAGGCATTTGGT 63.027 cTaCAATCGaACAGTCAGTcCTCg 62.397 138

HM_5749 contig06817 CT 2 14 TGTTTGTGCTCTGTGGCTATCAAT 63.078 GACCgAAAGAGAAAAAGACCaGC 62.699 142

HM_5750 contig37954 TC 2 20 TGTTtGTTTGTAAcTCTGTTTTGTTGa 61.143 TCGAGaAAATCGCAAAATCAAT 60.903 160

HM_5751 contig33523 AC 2 14 TTAAAaagAAAGTGTTCTGGATAggagA 61.071 GTGGCaAAGTGAgGTAGATgCtTA 61.822 118

HM_5752 contig18238 CT 2 14 TtAAACGTCTCTCGACTTCGCC 62.934 TGAGCTGTTTGGAGAATATgGGTT 63.121 94

HM_5753 contig12475 GA 2 14 TTAACATCATGAATTGGGGGAAAC 62.996 GGGAGGTTGaAAAGGAGtAGCtTT 62.316 150

HM_5754 contig38056 AG 2 16 TTAAGaGAACTGCGTACGTTCCATC 62.863 AGCTGAGAAGCACCGATTATATGG 62.841 117

HM_5755 contig52580 TA 2 12 TTAAGCATAAACACGCACTATGCC 62.41 CACTGTTCACGTCGCACCTATATC 62.975 85

HM_5756 contig26310 AG 2 16 TTAAGCGCCAAGtACAATTTCCAG 63.537 cccaaaaacactttaaatatgagaggg 63.087 145

HM_5757 contig38783 CT 2 14 TTAATCCAACGACCGgACTTAATG 63.216 GAGAATAAGATAAGTGTGGACTCGGC 62.65 150

HM_5758 contig11986 AG 2 20 TTACAACCCTGAaCCTtCACCTCT 62.382 ATGGCATGTGGTCTGAgGaATAGT 63.133 133

HM_5759 contig23148 AG 2 16 TtACAgTATCAGCTGGGgTTGgAT 63.022 GAACTTGCATCTGTATGCCCTACC 63.15 118

HM_5760 contig27421 TC 2 12 TTACAGTGAACAATTGGAGGGcTT 63.129 TCCCTTCAAAATGCTTCTTGATTT 62.315 137

HM_5761 contig43509 TC 2 24 TTACATCGCAGAGTTGAGAGTTCG 62.958 GCTGCtACTTGCTaCGAAACCact 63.191 155

HM_5762 contig18313 AT 2 14 TTACCCATGCAAAAtcAACctCTT 62.922 aaAtTTCTCTCCAAGtTTTGGGCT 62.61 148

HM_5763 contig29420 GA 2 20 TTACCTTCTTGGGgTACTTGGTCA 63.003 AGGaAgGCAGCTAgGACAttCtTT 62.913 152

HM_5764 contig08585 TA 2 12 TTACTGCTGAACAAGAGGGTCACA 63.272 CCCACCTTCACTCTCtTGACCTTA 62.993 109

HM_5765 contig05332 AT 2 12 ttACTTCCAtCAATCCGGAAAaGA 62.993 TACGCTTCTCCATTTAGAACTGCG 63.852 122

HM_5766 contig38560 AG 2 14 TTAGAAGCCATGTGTTGCTCAGAC 62.858 TGTTTCTTGCTTCTCTCTTCgGAt 62.811 146

HM_5767 contig20002 TC 2 16 TTAGCGTTTGCTTCTTCTTGTTCC 63.051 CATCACCCATACCTACCACCAAAT 63.009 152

HM_5768 contig26711 TC 2 20 TTAGGGCTTGAAAATGTTCTCTCG 62.919 AGACTCTCGGATTCTTGtGGTTGT 62.589 125

HM_5769 contig51194 AG 2 16 TTAGGGGATGTTTAGGTgTggaga 62.993 TCTATTCTTCCCCTCttTCTCGCT 62.983 96

HM_5770 contig48799 AG 2 12 TTAGGGTTTCATAGGCCAAAaTC 60.519 GGGTAATCTGTaCACCTTTGCTTC 60.287 160

HM_5771 contig40087 AG 2 14 TTAGTCCACCCTTCACTTGCACTT 63.345 ACaGCACAAATTGGGGTTGTTTTA 63.641 152

HM_5772 contig39330 AT 2 16 TTaGtGAAATTaGGGgCAGATGgA 63.005 GTGCGCTCATGTCAAAGTaGGAAT 63.789 155

HM_5773 contig01921 TC 2 12 TtaTAAAGTTATCGATtaGGgCGGG 62.483 CTGGGATGGAGTTAtCCAAAcTGT 62.584 151

HM_5774 contig18346 TC 2 20 ttaTAAATTCagATACCCCCGAcG 62.237 CGGAAATAGTGTTGCCAAATgaa 63.144 154

HM_5775 contig11351 TA 2 16 TTATagTtGTGGGTGGCGTATgta 60.524 TAAAATCAACACAATCACAGGTGC 61.145 142

HM_5776 contig35089 AG 2 24 TTATCAACTTGGTTTTGGAGCGAT 63.03 CAAGTTTCTTcaTAGCGTCACACG 63.184 160

HM_5777 contig19437 CA 2 12 TTATCCCACCTAATACCCAACACG 63.014 CTATCCAGCGTTTGGTCGTACAAT 63.456 125

HM_5778 contig11451 TC 2 14 TTATCCgCTTCAGATCCAGAGAAc 63.013 ATAGATCCTCTTGGCTCCCAGAAA 63.578 113

HM_5779 contig13712 AT 2 16 TtATCTTCTTTGGGCCAACAATTT 62.049 tTTTTgGaAAATGAGAAGGCTACA 61.24 134

HM_5780 contig52146 AT 2 20 TTATGGATCGGgaGTGTTAcAaCc 63.219 AACTATGCGTGCAAATAAGGAAGG 62.665 138

HM_5781 contig15558 AC 2 20 TTCAAACCCTAAAGGGAgaGAACC 62.968 GGTTCTCACtTCTCACtTCTcACCa 63.234 120

HM_5782 contig41141 AT 2 12 TTCAACTaTGCATAAaGTCCATACACG 62.423 tCCGatTCTGAtaCTGTcTctGAcC 63.015 142

HM_5783 contig03973 CT 2 12 TTCAAGACAGTTTTGGGAAGGAAG 62.892 CTGAGTATCGAGCCAACTCAGACA 63.053 135

HM_5784 contig02320 CT 2 24 TTCAAGTTCATGGCACTAGACCAG 62.724 TTCACTAATCTAATcCCCACGGTT 62.011 82

HM_5785 contig29176 GA 2 24 TTCAATGAAGAaGcTtGTGCAGAC 62.962 CTCAgATCTaATTcCCTcCCGtTT 62.971 115

HM_5786 contig31989 TC 2 12 TtCACGATCTTCTCTTCAAAACCC 62.897 cCaAAAAgTTGGGGAATTCTTTTC 63.068 95

HM_5787 contig25853 AC 2 16 TTCAGACATCCTGGTGATACCAAA 62.803 tTTGCAgGtGTTCTTGAGTTGTGt 63.181 141

HM_5788 contig39273 GA 2 16 TTCAGAGATATGTCAATGGAAGTGCT 62.439 ATcCTCCGTTgGTTTCTCtTTTTC 62.983 102

HM_5789 contig48978 GA 2 16 TTCAGATATCCTATTTCAACAATTGCC 62.574 gaCCAGTGCTTTGGcTGATTAACT 62.949 115

HM_5790 contig29592 GA 2 14 TTCAGTGGCTTCCTATTCTTTCCT 61.704 AgGCTTTaACaAACtaGTTGTCACATTT 60.955 133

HM_5791 contig27852 GT 2 14 TTCATGCTACAAGTTCCCCAAGAT 63.121 TAcACGGAAAGAACgGAGATTGTT 63.129 138

HM_5792 contig12006 AT 2 12 TTCATGGCCTgAATTGTTATAGGC 63.332 CAACAACAAACATTGGTTGGaAGa 63.146 80

HM_5793 contig49576 CT 2 20 TTCATTGGATGCACGAGTCAAA 63.743 CCACTgCCCTCAAAATaCCAATaa 63.216 140

HM_5794 contig26427 CA 2 16 TTCATTTaTATTACACcACTCCAACACA 61.765 AATTGTGTGATTGGtTTTGAtTGC 62.123 96

HM_5795 contig34288 AG 2 20 TTCATTTCAAGATTTGACAGAACTACA 60.414 CTGCCTTTTTGTACtAGATTTTCtTAGC 60.51 119
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HM_5796 contig24309 GT 2 16 TTCCATCGACATCCATAACTTTCA 62.705 CGCAGGTTCCTGATTCtTGATTTA 63.625 150

HM_5797 contig08438 AG 2 32 TTCCATTGTACTCGAAAATCGACA 62.832 CACAGTCGCAGTCACACTCTTCTT 63.192 157

HM_5798 contig42772 CT 2 24 TTCCCACTGTTTCGGTACTTCATT 63.019 TGTTGACTGtTGTTCCCGAAATTA 62.729 99

HM_5799 contig25100 TA 2 12 TTCCCCCAAATTCTTCATATCTCA 62.873 TTGGAGATACATTGCTCGGAAAAT 63.021 80

HM_5800 contig11861 AT 2 14 TTccgACCTTCAATATTCcACAGT 63.009 TTCACCtTTTTCGATCTGTAAACCA 63.025 115

HM_5801 contig30296 TC 2 12 TTCCGATCTGAGAAAaTgTGGATT 63.099 ATTGCTATTTCCCACagCACAAAG 63.552 153

HM_5802 contig33998 GT 2 12 TTCcGGAATTGTTGAGAACTTCAT 63.108 ATGACAAGGGCCCTCAAAGTTATT 63.196 152

HM_5803 contig04484 AT 2 20 TTCCTGATCTTCCTGCAATAGCTC 63.125 TCaAAATTACACTTCTTGATTGTTGTCC 62.678 144

HM_5804 contig42595 CT 2 14 TTCGATCACCACCATTTTTAACCT 62.813 ctTACCCTCGGACtGTTAATCTCG 62.411 87

HM_5805 contig20780 TC 2 20 TTCGATTGTTGTACCATTTGGTTG 62.943 AGGTTGTGTGAGaAgGAGAATGaAG 62.18 120

HM_5806 contig04570 TG 2 16 TTCGCTCTGCTAGTATTACCTGCC 63.067 TCTCTGCGACTCAATACTCCACAC 62.951 157

HM_5807 contig46369 GT 2 12 TtcGgTATGgTagTTGACCGAAAc 63.336 ACACgaTTACTCTCGTTTCCTTgG 62.822 159

HM_5808 contig20735 GA 2 12 TtCTAaGACTGAGACCACCGAAGC 63.238 TTTGGTTTGAGTTTTCAATGTCCC 63.312 143

HM_5809 contig25141 AG 2 14 TTCTAAGTGTGTCCATTTCTGcGA 63.163 tTTcCTAtcTTaTCTCTCATTCTcAcCC 62.359 126

HM_5810 contig09369 AT 2 12 TTCTACTAGCGTGGTTCGATTTGA 62.241 TTCAATCtTTGAATCCAATTGTGG 62.181 152

HM_5811 contig22879 CT 2 12 TTCTCACAAGATTCCTTCCCACTC 62.987 AACCTGCACAATATCAGATcCACA 62.833 117

HM_5812 contig27795 TC 2 12 TtCTCCAATCTCTTCACTCCCTTG 63.085 GCAACCAAACAGATCTCAAAATGA 62.514 108

HM_5813 contig18403 TC 2 12 TTCTCCATTTCTGGTTCCTCAGAC 62.987 TGAcTgTGacAcAtTGATAAGAGTGG 62.531 133

HM_5814 contig17903 GA 2 12 TTCTCTCCATTCAAATCCACCAGT 63.204 TGGCTTCaAtTAGAGACAGCTCAG 62.206 134

HM_5815 contig00227 GA 2 16 TTCTGAAGACAGAGCTCGAAGAAG 61.639 GGAAGACAATCGAGAGCTaATAACTG 60.935 154

HM_5816 contig45269 CT 2 24 TTCTGTACATCCATCACTCCTTGC 62.609 GCCAAgaGACATTTGAGTTGGTTT 62.824 160

HM_5817 contig00413 TC 2 20 TTCTTCGTCTTCGTCTtcGTCTTC 63.338 AgTGGCGGTTCTGTTCAtTGAt 63.033 133

HM_5818 contig11816 TC 2 16 TTCTTCTTTTTCCCTTCGTCTGTG 63.003 GagTGAGGAGGATaAtAGGAgGcg 63.589 158

HM_5819 contig50496 TC 2 20 TTCTTGAATTCGAAACGGGTAGTC 62.716 tCTGATCTGTCCACTCATCCACTT 62.334 151

HM_5820 contig24734 TC 2 14 TTCTTTGTTTGACTGACTCAACGG 62.723 TgGAGACAGAGACGAGAGATAcCTG 63.337 130

HM_5821 contig39591 AG 2 14 TTGAAAGGTGgATGTAGAAGGGAa 63.091 CAACTCaAcCaCCACtTTCACAtT 62.397 154

HM_5822 contig07960 AC 2 24 TTGAAATCAAATTCATTCCCAACA 62.497 cCCtccTCTCACTCTCATCATgTA 61.887 139

HM_5823 contig21524 GA 2 12 TTGAAGATCGgAAaTGGaGAAAAA 63.089 CAtTCTCATCATCACTACCATCGC 62.941 134

HM_5824 contig03125 CT 2 12 TTGAAGCTGTTAGACCATTTCAGC 61.923 GAAGCCAGAAAGGTTAAAGAATTTGAT 62.312 109

HM_5825 contig07230 TG 2 16 TTGAaTTGTTTCCCTTCTTcTtGC 62.813 cCACAtTCAtTCACAATCACAACC 63.481 103

HM_5826 contig40905 TC 2 14 TTGAGCTCCCTTCAAGGATAATTT 61.526 AAAAAGaAGTGAGGCAATGTAATGTT 60.617 144

HM_5827 contig07294 AG 2 12 TTGCAATTcAaTGGAAAATACTGC 62.258 CGGCTAACTTGGTTTAATTGCTTC 62.292 121

HM_5828 contig34794 AT 2 16 TTGCACAAaTGATAAGTACGGTACAA 61.739 CtTTTCCCTTAtTTCCCTCCCAt 62.652 94

HM_5829 contig38762 CA 2 20 TTGCACGGAcTTATGTTATCCAAA 62.65 ACACCAGAGCAAAGAGGAGAAAGA 62.909 153

HM_5830 contig50322 GA 2 16 TTGcAGTGCAGGTAGTAGAATTGg 62.656 cCATCAATCCTCTTTTGTCAACAC 61.95 110

HM_5831 contig31660 AC 2 16 TTGCCCATAATTTTACCAGGAATG 63.013 ATAGCCAAACTTCAACAAACGGAA 63.039 146

HM_5832 contig46281 TC 2 14 TTGCCcATGAAACTGATAACAAAa 62.637 CAGTgATCATCCCAAcTGATCAAA 63.349 153

HM_5833 contig04754 TC 2 20 TTGCCTGTTTGTTGGGTTCTCTAT 63.129 tTGaAtTaAAgGAAgGGAGAAGcA 62.41 99

HM_5834 contig38654 TC 2 14 TtGCGAAATGgAATAAGAAACTGAa 63.036 CTTCGATCATGCCgtTAgGtTTT 63.532 133

HM_5835 contig10708 CT 2 32 TTGCGCCATTACAATTTAGAATCC 63.238 TAcCCTacCCTaAccctaAccCaA 62.883 89

HM_5836 contig38991 CT 2 16 TTGCTTCTAAGATTCAGCCATTCA 62.325 AAAtTCATATGCtGTgGGaATGTG 62.108 99

HM_5837 contig29873 GA 2 12 TTGGAAATGTAAAAAGGGGAAGAA 62.023 ACAgTGCATTAACACTACCCACCA 62.753 106

HM_5838 contig38551 TA 2 14 TTGGAAGAAAAGGGTAaCTCatAGAA 60.67 GTCTCGCAAGAAATGAGATCCTAC 60.616 98

HM_5839 contig11164 AG 2 16 TTGGACTTTGAAAACCAGAGACC 61.709 aCCTCTATcCCACCTACAtTgtCa 60.991 158

HM_5840 contig20913 TC 2 24 TTGGAGAGTAAGAGGCgTTTTCtG 63.125 GTAcGTaACgAAACGAACGACGag 64.086 91

HM_5841 contig13302 TC 2 16 TTGGCAAGTTTTGACAGTGATGTT 62.958 GCCTCGTcCAAtTTTTCTTTGTTT 63.687 126

HM_5842 contig09185 AG 2 12 TTGGCTACAATTTGTGGATTGAGA 62.832 cgtCCAGCAAAAATCTCTCATCtT 63.022 81

HM_5843 contig35351 GA 2 16 TTGGGGCtgTTTtCtAGACCATT 63.106 TTCTGTTTCTCCTTCTTCtTCCCA 62.669 156

HM_5844 contig04450 TA 2 14 TTGGGTTTtGTTGGAGTTACGAaT 62.823 TCTGAgAGGGAATCTCTCCATTTG 63.076 146

HM_5845 contig03039 CT 2 12 TTGGTGTTTCCTTAATTGTTATTTCCA 62.757 CTTTGCAAGCAAATCCACtTCTTT 62.944 106

HM_5846 contig25125 AG 2 12 TtGGTTACACGTTTGGTCTTCGTA 62.754 CCCTCAAAGACgGTACGGTAcTACt 62.931 147

HM_5847 contig16056 GA 2 30 TTGGTTCTTCAGTACTGCGACTGT 62.427 ATAACACCTTCCCTTGTTCCCTGT 63.189 156

HM_5848 contig36904 GA 2 12 TtGGTtGAACAATCTTGTCTTGGA 62.918 AGGGTTTCTTGTGAACAAATCAGC 62.824 111

HM_5849 contig09051 AG 2 16 TTGGTTTGAaTCATGGTGATCTGT 62.7 cTCACTAAACaAGAGGCCAgCtTT 62.341 108

HM_5850 contig49332 CT 2 16 TTgTCcTCTTTtCctCTATCcgAA 62.481 AACGATGATGATATGTGTGTCGGT 62.625 151

HM_5851 contig02675 CT 2 12 TTGTcTAGAAaTCTCCATTCTCCACC 62.995 CCAAACACACTACAAAAACAGCCA 63.28 160

HM_5852 contig00902 TC 2 12 TTgTCTtCTtCAcaaCAAaaTCCAa 62.012 TTTTTGGGTGTGTCTAGGGATCAT 62.897 143

HM_5853 contig11691 CT 2 12 TtGTTAAATACATGTTTtGGCGCA 63.384 GGTTACAtTTgGTgTGCAAATTGA 62.959 160

HM_5854 contig41417 AG 2 16 TTGTTCCTGTTCTTCGCCaTAAAT 63.03 TTgCAGAAGCCtTTTTAtTACCCA 63.034 80

HM_5855 contig04778 CA 2 12 TTGTtGAtGGTCAAAgCACCC 63.148 TATGGGagGAAGTCCCTTTgaAGT 63.369 106

HM_5856 contig25562 GA 2 12 TTGTTGGGGATTATCGTAGAGGAA 62.896 CTCCAAACCCAGAACACTCTCACT 63.115 153

HM_5857 contig18999 TC 2 16 TTGTTGGTGCTACCACTGCTAATG 63.398 CCAATCAATAAAgGGGGAGaAAAG 63.056 94

HM_5858 contig23385 GT 2 16 TTGTTGTTGATGTTGATCCTGAAA 61.621 GTTGTCACACAGCATCGCATA 60.747 153

HM_5859 contig41008 AG 2 16 TtGTTTGGAGCAAATCGCTAAGAT 63.245 ACCTAAGCAACAACAGGGCTACAG 62.956 131

HM_5860 contig23454 TG 2 14 TTGTTTGGGTTATGGGTCTTTGAC 63.214 GGCTTGAACATTATTGGCTTGAAC 63.046 128

HM_5861 contig47294 CG 2 12 TTGTTtGTGTGGAAGTCCATTGTC 63.265 CGCCCTATCCCTaACttTcTCTCT 62.41 153

HM_5862 contig33331 GA 2 16 TTTAGAGagCAGTTTTGGAGCGAT 62.742 TcCTCtTTATaaAAATCaAgCTcCTCTC 61.797 152

HM_5863 contig16879 GA 2 24 TTTAGAGAGTTGTAGTCGCCCTGG 63.028 TCTTCTCTTCAATCTTTCCCTCCA 62.657 104

HM_5864 contig18802 GA 2 16 TTtAGGGTTTTtCTCATAACCGCA 62.93 ACAATCATaCCAAAcgGAgTGTCA 62.726 93

HM_5865 contig37942 AT 2 20 TTTATATACTAACACCGGCTTGGAGC 62.696 CCGTATTACCATTCCTCAGCTTTG 63.027 101

HM_5866 contig42469 TA 2 12 TTTaTCACATGCCAACTGCAAAAT 62.665 CTGGTATCGACTCTcCTTcCCTCT 63.384 118

HM_5867 contig11462 TA 2 14 TTTATGTTTGAATGgTcTCGCAAA 62.748 CtTTGtTTCtTTCATTTTCtAATGCTTG 61.748 142

HM_5868 contig44616 AC 2 24 TTTCAAAATCAACTCAGTGCTTGC 62.758 GCaATTGTAAGCATCGTCACTTCT 61.834 134

HM_5869 contig37414 CA 2 14 TTTCCCCAAAAAGaGAAAACCACT 63.268 caCCAGCCATAgGAGTcCATAGAg 63.325 128

HM_5870 contig34527 TC 2 12 TTTCCCTTCTGAAACTGTGCTTTC 63.019 ATTTTTCAAGGGGTTCGATTTGAT 62.983 131

HM_5871 contig14231 CT 2 12 TTTCCGGTAACATTTTcTGTTGGT 62.823 TCACTCATAACTTTAAAGAAAGCCCAA 62.496 113

HM_5872 contig13469 AG 2 16 tttCcTGgAgAaGCTtAGAGCGTA 62.836 TcCCGCCAATCtAtACaATctTTg 63.316 93

HM_5873 contig15376 TC 2 16 TTTCGACTAATTGTGGGTCTGGTT 63.019 TCCTAGACCTGGCATTTTGCTATC 62.828 130

HM_5874 contig32847 TG 2 16 TTTCGGCCATTGTGTTGTTAGTT 62.743 CATCTCTCCAGTTCTGTTGtCGTATT 62.032 137

HM_5875 contig06796 GA 2 12 TTTCGGGAAAaTGAAAGTTCGTAA 62.918 AGCtTGATGCtTTCTTCGTCAGAg 63.462 119

HM_5876 contig18535 CA 2 16 TTTCTCGACGCCGTTAAACTAAAG 62.859 TCACACTTgATCTCTACTGGTCTCG 62.064 156

HM_5877 contig13712 AG 2 20 TTTCtcTGTTTGTCCCTTTCTTGC 63.019 CCTCTCTTTGGAtcCTCTCTCACC 63.906 134

HM_5878 contig36872 TC 2 20 TTTCTGCTATGTGCATaTTCAGGC 62.567 tAACCAAGAAGCTTaAAACAgGGc 61.986 123

HM_5879 contig28631 GA 2 12 TTtGAACAACCCAACAGAAAACCT 63.015 AtCTCTCgcCTcCTCaTAATTTcC 63.085 129

HM_5880 contig37211 AG 2 12 TTTGAAGAAAATAGTCTCTGACTGTTCA 60.966 tgGGTTgTGAACTGGtTTACTGAT 61.865 105

HM_5881 contig44518 CA 2 16 TTTGACTTTTCtGAATTTtGGgGA 62.989 ACaAAGGGTAGTTGTGTCCAtTCG 63.444 106

HM_5882 contig50969 GA 2 40 TTTGATTTTTAGACATGGTGGTGC 62.225 CTcCTCTCtTcCTTCCtTCTgtCa 62.545 121

HM_5883 contig30668 TG 2 14 TTTGCACACAAACTTCATCCAACT 62.958 GATGCGATTTATCtTTTaTGGATCTGA 62.663 158

HM_5884 contig16723 AG 2 20 TTTGCGGAGATTACGTTGATTTCT 63.138 CATTTgGCACACTTTCCTAGTTCC 63.129 158

HM_5885 contig11808 CA 2 12 TTtGCTACAGTCAAAGCACCCAC 63.612 ACTTTGAACAGGGGGTTTCActc 62.78 90

HM_5886 contig03938 AT 2 20 TTTGCTGTGTTTCACATACATTCA 60.449 CATTCAtTTTCCTCTTgATTCCTTC 61.411 89

HM_5887 contig00059 TA 2 14 TTTGGAGTGGTCTGAGATGTCATT 62.136 tTGtTTTGtTgAGTTGAGACACACA 61.877 146

HM_5888 contig48707 AG 2 12 TTtGGCTGCTGCTCAGACATACT 63.515 TcCCTCTCTaAACataACaAACgCA 63.144 91

HM_5889 contig10164 TC 2 24 TTTGGGAAgAAATGATTCGGTAGA 62.993 CTTTTGTAGCTTCGCTTTGCTCAT 63.17 149

HM_5890 contig38641 CT 2 16 TTTGGGAGTTTCGTTCATGTTTTT 62.919 gaaacAAAACCaTTGCGGATAAGA 63.327 141
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HM_5891 contig48013 AG 2 20 TTTGGGTCTTTGTAGGGAAATGAT 61.996 cctCCAAATACAATAcCaAAATCCA 62.144 81

HM_5892 contig15352 AC 2 14 TTTGGTACCAGACACCTGAAGACA 63.036 CCaAAACaAAACaAAAcCCaAAAA 63.016 159

HM_5893 contig03262 CT 2 12 TTTGTCTTTCCCTCTCCTTCTCAA 62.669 GTCTCTGGGCAAGAAAAATGAGTC 62.599 111

HM_5894 contig43447 CT 2 12 TTTGTTtCCTCGACATCACTTTGT 62.088 GGATTGAAAATATCAGACTTACGTTGG 62.207 115

HM_5895 contig01688 TC 2 16 TTTGTTttacTtCTtATGtAGGGCcg 62.681 ACGCTCTGAAACCACTACAAAAGC 63.069 97

HM_5896 contig14892 TA 2 12 TTTtCAAATCAACATCAGGCCTCT 63.219 GTAAGCTCCCTCTCTGTGGGTGTA 63.023 150

HM_5897 contig13249 AG 2 12 TTTtCAGgAAGTTTCAGgTTGAGg 62.892 ATTTCGCTTCgTTCCACTCTACTG 63.044 144

HM_5898 contig39151 GA 2 12 TTTTGAGGAAGTGGGTGTGAATTT 63.006 CTCTAGAACCCTTTGTGCTCAACC 62.61 121

HM_5899 contig36751 TG 2 14 TTTTGGTGCAAGTTTTCCTTTCaT 63.027 CACGtCCAAAGaAATGACTCACAC 63.053 129

HM_5900 contig24473 TA 2 12 TTTTTAAtCAGCTCAAGGCTTCCA 63.322 GGGCACCCTATTTAGAGAGTCTTTG 62.622 158

HM_5901 contig06379 TG 2 12 TTTTTACACTCAAGGTCCTCGCTC 63.031 CGcTTTACCCTActACCAGCAATG 63.154 127

HM_5902 contig32730 TG 2 14 TTTTTAtGCCAAGTGAAATGCTCA 62.859 aCATgGGTGagGAtcttATGTgcT 63.133 152

HM_5903 contig39036 TA 2 14 TTTTTGAAGCCCTAATCATCGAAA 63.013 TGCAGGTAACTGAAATCCTGTTTG 62.527 94

HM_5904 contig43607 AG 2 14 TTTTtGCATTTACTCTCcTCCAAGA 62.437 AATACGATCTGAAGGTCGACGAAG 62.923 138

HM_5905 contig41175 AC 2 14 TTTTTGGACTTTGCTGATTTCTCC 62.813 GGTGTCAATTGTTGTTATTGTCCTACA 62.289 137

HM_5906 contig01323 AAT 3 12 cAaTATGGAAGgaGAaGGtgAAgAAA 62.897 AGGAAGAAGAAACAGCAGAGGCTT 63.213 159

HM_5907 contig42822 AAT 3 12 cagaaaaggttacaaagatcccaaa 61.757 TGTGCTaCTCTTTCTGGGTGTTCtT 62.637 114

HM_5908 contig10965 AGC 3 12 gtagtatgcaccggctactggAAG 63.263 ATCACCAGGAGTCATTGCTGC 62.564 160

HM_5909 contig05961 AAC 3 12 TTTGtATTTGgACATGTCGATtGG 62.932 CaCaAACTGTTCGCTCCtTCTTTT 63.041 102

HM_5910 contig18547 GAT 3 12 CCATGTATATAAGGCGGgAAtgtc 62.629 ACCCgACCACACTACTACCaAAAA 62.931 137

HM_5911 contig14389 CAA 3 24 tCcTtGAAGAAaTTTGGGAATGAA 62.98 TGAtTTTTATCAtGGCTAtcGTTGC 63.252 114

HM_5912 contig31203 CAG 3 12 GCAATCATcGACCctCAgAGAc 63.364 GcCGTCGACCTTGCTATGAC 63.056 99

HM_5913 contig51917 TCT 3 15 GGGCATaTgttgTAGCCAGAGTTc 63.15 AATCGtTGCAGAGGAAGATCAAAG 63.022 121

HM_5914 contig44675 TTC 3 12 cGaTGTtATGATCCTgTtaCCcgT 63.231 gGaACAGGACGGGGtaGAATAGAc 63.29 154

HM_5915 contig20221 ATT 3 12 TGCGTAACATtATTTCCcAACTCA 62.65 GTATGtttTTGGGTGATcAtTGGc 63.541 97

HM_5916 contig39399 CTT 3 12 TCAaTACCATCACTTTCcTCcTCc 62.672 CCaAAGAGCAGAGGAATTGAAGAA 63.104 111

HM_5917 contig35905 CAT 3 15 atctccttaacacccacaaaaccc 63.488 TGATGAgGAGTGCAGAGAATTGAG 63.03 117

HM_5918 contig25525 CTG 3 12 aCAAAACAAAGgaTCCACAACCAT 62.811 AAGtTCAcCCTCCTAGTCTTTGGG 63.076 109

HM_5919 contig12309 TAT 3 12 TGCCTAgAGATCAGAATTGCAACA 63.27 GGGTTTGGCAATGAAGAGGTTTAT 63.487 148

HM_5920 contig29488 GTT 3 12 ccgagatttgatttcctgagagat 62.053 CAAATCCCAAACCTgTACCAACTC 62.907 139

HM_5921 contig19474 GGT 3 21 gtgtactactccagcaggacaggg 63.462 catcttcatcttcctctcctcacc 62.651 84

HM_5922 contig22383 CCA 3 12 CTCTTCTCTGgCcTCCATTCTCTT 63.593 AAACGCAGTGCTGTGTTGAGATT 63.307 131

HM_5923 contig33120 ATC 3 15 ATGAGgAGGGACTCTCTcACCTTT 62.964 caTcCGCGACGACAAGTATaATAA 62.272 85

HM_5924 contig28362 GTA 3 30 GACGAGAGGtAcGgTaCGGGtaG 63.235 CCCGAACACCAGGAAGTAGAATATC 63.194 121

HM_5925 contig07905 GTG 3 12 ccaaggagcttcttaacggtca 62.8 CCTcAGGTACTTCATCTTCTGCCT 62.281 98

HM_5926 contig12750 CGG 3 12 catacttcatacgcgagtgacgag 63.189 GGAgTGAATGGACCggTTGAG 64.039 139

HM_5927 contig22290 TAA 3 12 cTTtCGCCggTAAGGTTTGTTATT 63.491 agGTTTCAGCTGCTGCATTCtTAT 62.661 151

HM_5928 contig00533 AAG 3 12 aacttaagatttggcacgaagaaaaa 62.497 CCATTTTCTCCACGCAATAAAAGA 63.416 156

HM_5929 contig21445 AGA 3 15 agtttCggattcaaaattccacaa 62.909 gcacttggctattacaatttgctg 62.093 107

HM_5930 contig27714 TCA 3 12 TTCTAgggCTTCCTCAAGctttCT 63.098 gagtggtgagcttgttttGTTgAA 62.739 95

HM_5931 contig24389 CAC 3 15 gtattcagaaccacatccaccctc 63.004 TagAgGTgatTTTCGGtGGtcatc 63.532 132

HM_5932 contig41635 GAA 3 21 GAGAcagggAGGGAGAAAGAAACT 62.553 CTGCTGCTCTGCCATTCTTTATCT 63.256 99

HM_5933 contig28105 CAG 3 15 TGCCAtttCCattGtcctctaaat 62.912 GGaTCATAtGcGtTTACaGGGaAc 62.83 157

HM_5934 contig39750 GAT 3 15 GggATTGTGAgtGTCCTTGGATAA 63.419 GTAGTTTGAATTGCGGTAGTGGCT 62.768 140

HM_5935 contig21515 TTA 3 15 tcattctgaaagggaaagggaaat 63.254 TGGAGATGGAGCTTAAGAGGACTG 63.212 146

HM_5936 contig17478 AGA 3 12 GAaCcAAacTcAaCAGTgATCGg 63.028 TCgTCGtTCTGTCTCaCTGatTTT 62.397 160

HM_5937 contig22046 TGG 3 12 GGgTTtCCGTTTCcTCGgAT 64.502 AATTTCAATCCGACTCTTCGCCT 64.412 138

HM_5938 contig42480 GGT 3 15 GGGGTGgTGGAGAATAATAATGAA 62.189 AAGAGTACTCAcCAcCTcCAcCAG 63.011 153

HM_5939 contig40563 GTG 3 21 GGAGTCAGAGAGCAATGGAgAGAG 63.11 TctcCATCTCaAACGATATctcCC 62.775 159

HM_5940 contig14433 TAG 3 15 GtCTGTATCgCAAagAATCAaGGg 63.231 CCGCACTGAAGCCTAAAAGAACTA 63.048 116

HM_5941 contig04202 CAC 3 12 tGgATtATACAaTtCTTtCcAaCAaGg 62.472 ATGTATCTCAGGTTCCCAGTGGAg 62.782 81

HM_5942 contig40842 ACA 3 12 TCCACTCTCAGGTTCTCATTTtCC 62.987 AATCGATTCTATTGCCCCAGTACA 62.925 118

HM_5943 contig35982 GAG 3 15 TCGAATGGATTTGCTTTTGTTTTt 62.933 GCCACCGTTATgGTCGTTAATATC 62.655 154

HM_5944 contig17005 TGA 3 12 AAACaaggggTtCTAAAGCGTAGG 62.919 AGATAACAGATTGGTTTTCTGCCG 62.729 102

HM_5945 contig08316 GTG 3 12 TTTTCATTGGTGctGGAGAAGAAT 63.219 CTTCTTCAGTCCCACCATCTCCTA 62.984 135

HM_5946 contig14109 GAT 3 12 GAGATCtGCGGGAgAGATCTGa 63.224 CaCTcTTcATTAGCCAAGCTCACA 62.958 142

HM_5947 contig01551 GTT 3 24 CTTCAAAAACCCTaGTTTCCAgCA 62.821 CGTCtTCGTCTAGAACACACGCTA 62.982 146

HM_5948 contig40653 GTA 3 12 AGgACCAAACCACAgtCAcAcATA 62.827 ATTTTAAAGCATGCCACTACCGAT 62.09 159

HM_5949 contig22383 TCC 3 21 ctcctcctccacccctcttc 62.447 GcgACTGATCGTGGTGGTAGT 62.463 98

HM_5950 contig45523 TCT 3 12 GAACAGCGGATAAGtcACAATCCT 62.827 AGCaAgGAGAAGaGGAGGAAGG 62.531 134

HM_5951 contig03100 AAG 3 12 aaggccagtaaccagctacacaac 62.861 tTCGAAGGAAAGCAATTTCAATCT 62.424 137

HM_5952 contig03649 CTT 3 36 GTTGTTTATgTTTGGGGgTGTGTT 63.031 TTTGCACCCATAtTTTCCTTCTGT 62.922 151

HM_5953 contig15046 AGA 3 21 agcactgatcaagagacccaaatc 63.017 AGTCgGAGGAACTCCAGAACAAC 63.108 137

HM_5954 contig13700 CAT 3 12 ttttcttgtagccagAGtcagaaga 60.891 GTACTTAGAAGAAACTCCAcCCCC 60.596 110

HM_5955 contig31722 CTC 3 18 cgaagAAGACAACCACAACACTTC 62.292 GGCTGTCTTGCATCTATGGAtcTT 62.929 124

HM_5956 contig37433 CAC 3 12 TTCATTTCCCTTgaTTtGCTCATT 63.009 ATGaATCGGAGaACGAAGACGAC 63.877 86

HM_5957 contig27445 TCT 3 12 GTAAAagCAAGCgTAGAGgTTCCA 62.957 gGAGaAGCaAGAAgGAAGGAGAAG 63.177 94

HM_5958 contig22245 CTT 3 18 gagctctgttcgccgtgtaatg 64.287 ttcgaagaagtggtgaagcagagt 63.778 146

HM_5959 contig33757 AGA 3 12 GATAATATTACGCCACAGGAGGAgg 63.109 CAACAGGGGAATGTCCATaAAAGA 63.3 100

HM_5960 contig14597 GTT 3 12 GGtGgTCTGAATGGTTGGTACAG 62.799 CTTCACCACTCTCaAAACCCaTTT 62.696 103

HM_5961 contig08363 GAT 3 12 tcGTGTCTTCTTCTGCTAtggTtG 62.842 aATTTCCTCTGGAAGCTTCTTGCT 63.008 84

HM_5962 contig12695 TTC 3 18 TAACTGTAGATGGTGACTCGgCTg 62.739 TGTaAAAGTgGTgGGGTCTCACTT 63.12 108

HM_5963 contig48581 TGA 3 24 TGAGGAAAATGcAGAGAAGAGAGg 63.313 CTTCTCAtTTcCCAACAATCCATC 62.987 82

HM_5964 contig29266 AAG 3 12 aaaaagggaggaaggagaagaaca 62.765 AGATTGAAACCATGCCAACAACTT 63.035 155

HM_5965 contig05326 CGG 3 12 GGTAATgcgCTTCCCTGAGATAC 63.238 AACTAtTTTCCTTCCCAAACtGCC 62.808 145

HM_5966 contig13757 AGA 3 12 TTTGGGGtgAAAgCAaCTTTTCtA 63.118 gaAGaAAAAccctcTTgGGGAGTA 62.968 159

HM_5967 contig15477 GCC 3 12 CTAAGAAAGAGgCGGCCAAACTA 63.025 CTGACGGCtTTTGATTGGAGTT 62.698 160

HM_5968 contig01381 TAA 3 15 AGTATCCATAGATGAAGATGGCGg 62.608 aAAAAGGGACtTTTGAGAGGTTGC 63.098 144

HM_5969 contig05415 TTC 3 12 CcTCTGTTTCCTCTGTTcGTGTCT 63.231 CACCATCAAAACCCAAAAACTCTc 63.006 158

HM_5970 contig06394 ACC 3 12 CcAACAAATTAAAGAATtgCTGaacA 62.488 CCATGGCCTTTcCAAGTCTAAT 61.515 149

HM_5971 contig35521 GCC 3 15 gctcgactaccgataaaggaaaga 62.137 GTCGaAACCtAGGGTTTTCTCGTT 63.005 113

HM_5972 contig21273 GAC 3 12 AGAGAGGAaGAGGATTGCGtgATA 62.7 GAtGACGAAGAAAACGACTCACCT 63.027 155

HM_5973 contig16988 GAA 3 18 TGGGGAGTAGAAGagTGAAGTTCg 63.107 TGGcTCTCTAGCCATTTCAAACTC 63.133 102

HM_5974 contig09552 TAA 3 15 TGgTGTTCTTGATGGTTCTCTGTC 62.692 TTAACATTGCAATTTCTGGTTcCC 63.221 107

HM_5975 contig43407 TTA 3 15 gACACTTATTATtGgACGgAggga 62.495 TTGAGAGCGGGTTATATGGTTTTG 63.322 160

HM_5976 contig26056 GGA 3 12 AGGTGAGAGAGGggAGGAAGG 63.264 CtCTaAACTCCTCGATCTCCTCCA 62.353 93

HM_5977 contig00305 TGG 3 12 CATGagAAAaTCAGTtGGAGGAGG 63.3 CACCGGTTATTATGGTgCCAATAC 63.339 155

HM_5978 contig08336 ATA 3 21 TCAGTGTCAAtttACCaaaCaaaTAGGA 62.952 TCCTCGCTGGCGTCTAACTTATAG 63.051 160

HM_5979 contig35982 CAC 3 12 aCCGAGACATTGGAGATTaCAGgA 63.217 GTATTATCGcCGcCAAACTCATAG 62.96 92

HM_5980 contig20349 AGA 3 12 tgtaattcccaacgtgatataacagaga 62.955 AGAATCCCacAATGTCTAGGCAAA 63.121 149

HM_5981 contig30134 GAA 3 12 GAAAAaGaGgAAGCTGAaGGGAAA 63.273 AATCTcCTCAATTgGATCCCTCTC 63.053 149

HM_5982 contig00182 GCG 3 12 AAGACggCGAAATTggAAGC 63.686 CCATCACCTTCCtTTTTGTCTCC 63.189 84

HM_5983 contig28444 AGG 3 12 TGAAGTTTTGgAaTCCACTGACAA 62.918 TTGGACTTTAGTAGGTGGCGAGAG 63.028 111

HM_5984 contig37767 TCA 3 12 catcagcttcttcacgttttcctt 63.031 GAAGATGGGTCAGTGAGGATGAGT 62.994 123

HM_5985 contig21692 GAA 3 24 CCcGAAAaaGGAaCGAAAaaTaGA 63.548 GTTATGTGCCTcCTTTGTGGTTG 62.829 128
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HM_5986 contig26127 TAC 3 12 tggacatctccttgttcaaGTTTgT 63.235 GaAGaAAATCCCAAAGCAATTGAG 62.315 123

HM_5987 GD2OF4R02FWVRH TGA 3 15 CCTCTCCAAGTACTCTACCACGGA 63.007 GTCTTTAAGGGAAGAGGTGCACAG 62.61 108

HM_5988 GD2OF4R02H018X AAG 3 12 CCCTCGTCTCTTTTTCTCCTCTCT 62.762 TACCCACTTAAGTTTGGCGGACTA 63.036 148

HM_5989 GD2OF4R02I36IT GTG 3 18 CCATGGTTACTGCCAACGCTAGT 64.51 GTTGCCACCAACACCACCAC 64.683 99

HM_5990 GD2OF4R01B2WC7 AGA 3 24 AACAAAGCAAGAAAGAAAGGTCCC 63.098 TGTCCCATTGTGGTTACTGTTGTC 63.159 144

HM_5991 GD2OF4R01ED9RY AAG 3 12 TATCAGAAGTCCACTTGCCCTCAT 63.331 TTTTAAGGGATTGGTTGGTTTTGA 62.706 140

HM_5992 GD2OF4R01A8242 AGA 3 21 CCTTGGTGGCACTTTCAGTTATTC 63.129 CAATCCCCCATTGGATTTTCTATT 63.156 126

HM_5993 GD2OF4R01AFR60 CCT 3 18 GGGACTTGTTTATGATGATCTGGC 63.016 AGGGAAATCTCCTTCATATCCTCG 62.961 153

HM_5994 GD2OF4R02HEQ9S TCA 3 15 CTGGCTTTAAATCACGATCCTTTG 63.122 AAAATCAAAGGTTGATCAAGGTGG 62.495 146

HM_5995 GD2OF4R01BK5SD TCT 3 12 AACATACTGCCAAAACACTCTCCC 62.725 GCACCGAGAAAGAAGCAGATAGTG 63.671 157

HM_5996 GD2OF4R02G3B59 CTG 3 12 ACCAAGTCCCTGTGCTGATACTTC 62.925 TGCTCTACACTGCCATTCTGCTAC 62.989 125

HM_5997 GD2OF4R02IJW79 TCT 3 12 ATCCACCTCCGGCACAGACT 64.329 CACCAGTGTACATAGTGCTGGGAA 63.389 134

HM_5998 GD2OF4R01A84ZD TTA 3 12 TTTACCCTACGGTTACCCGTTAAA 61.817 TTTTGTTTAGTTGTTTCGTTTCTTCG 61.862 216

HM_5999 GD2OF4R02HQRXI GAA 3 15 GAAATGGCTCTGAGAAATTGGAAA 62.802 TTTGAGTGGGTCCATCAATGACTA 62.803 129

HM_6000 GD2OF4R02HT5TW ATT 3 15 TTGTCCCACACTTGTTTGTTATGG 63.044 AACGAGCAGAATTACAGCGTTAGG 62.969 157

HM_6001 GD2OF4R01A4XTY AAG 3 12 CGTGAGAGGGGAAAATAGAGAGAA 62.171 CGCCTTTCATTGGAATTTGTAGAG 63.122 117

HM_6002 GD2OF4R02JGGFR TTG 3 12 GTGGTATTGGCAATGGTAATGGTT 62.937 GTGCAGCTTCAACAACAACAGTCT 62.989 91

HM_6003 GD2OF4R02JOW61 TTC 3 15 TCCACCTTGTTCTTGGCATTTACT 63.129 GTCCACATAAGGATACGGTGGAAG 62.91 92

HM_6004 GD2OF4R01DKV0N CTA 3 15 TGGCAATAGTCTCAGCAATGTCTC 62.847 GTGTTGGAAGTACTGGAAGGTGCT 62.935 140

HM_6005 GD2OF4R01ATQJ0 GAA 3 12 GCAGTATCGTGTATGAGAAGAGCAT 61.021 TTTTTGGTTCTTCTTCTAAATCTGCT 60.17 204

HM_6006 GD2OF4R01A43OR CTT 3 12 GCATGGTACCTTCTTTGCAAGACT 62.949 AAAGAAGAAGAGGAAGAGGGGTCA 62.958 117

HM_6007 GD2OF4R02G8AQN TTA 3 12 CGTAAGTCTGCCCAAGTTATGCTT 62.862 GGCAAACCACCAAATCAATTTTTA 63.026 106

HM_6008 GD2OF4R01CJZRL TCT 3 12 GGTGAGCTTGCTTACTGATGTCAA 62.858 CCGAAGTTCATCTAGATTTCACCG 63.214 146

HM_6009 GD2OF4R01B4OYE CTA 3 12 ATCTTTCTCCGACTTCGGGT 60.074 GAAAAGAAAGGAAAGGATATACGGA 60.194 152

HM_6010 GD2OF4R02H3L6I GGC 3 12 GAAGGCGGAGCCTCAATTTATAGT 63.019 GCCTCGTCTTCACTTGTTCTTGTAT 62.145 152

HM_6011 GD2OF4R01A0DUZ TTC 3 18 GACTTGCTCACAAGGCAAGTTTTT 63.057 TTAGGAGGAGATGGCTGAAACAAG 63.006 155

HM_6012 GD2OF4R01AEVLN CCT 3 18 GGGACTACCCTCGAAAACTTGAAA 63.776 AGTGTTTGGTTGTTGTCAATGCTG 63.402 131

HM_6013 GD2OF4R01DT80D AAG 3 12 AGGACACCATGTGGTCAAATTTTC 63.331 CAAAGATTTGTGGTGTTCTTGACG 62.942 132

HM_6014 GD2OF4R01D0L7K AGA 3 15 CACTAACACCACCCATAGGGAAAG 62.905 CGTCGATGTGAACTTTTACTGCTG 63.184 152

HM_6015 GD2OF4R02JJ9HJ TCT 3 12 ATATGGGTGGCGATCATTGTATTC 63.028 TGGTTCATCAAAACTATGGCTACG 62.34 106

HM_6016 GD2OF4R01ECSBM AGC 3 12 GTTCTTTGAGAAGAATCGGCAAGA 63.121 AATAGTTTGCGAGCAAGAACGAGT 62.672 123

HM_6017 GD2OF4R01BP2NG CTT 3 12 TAGCTGGATAATTTCCAAAGGCAA 63.026 AGGAGAAAGAAGAAGGACCGAAGA 63.068 144

HM_6018 GD2OF4R01EOJYI GAA 3 12 GGACTCAATGTCCAAGTGATATGG 61.826 ATTCTCATTCCCCTTTTGAAAACC 62.679 159

HM_6019 GD2OF4R02FO75R CAT 3 12 TACAAAACTCACGATTCTTCGCAA 63.068 TGAATCAAAAAGCCATCAAGTTCA 62.932 137

HM_6020 GD2OF4R02J0PAH TGA 3 12 ATGCCTCAAGTTAACCATTTTCCA 62.922 GCTTCGTGGTAGTTTCTCAGCTCT 62.54 139

HM_6021 GD2OF4R01C2Q85 GAA 3 18 AGTGGAGGAGAACAAGAGGAGGAT 62.964 GCTTTCTGATGGTTACTCAACGCT 63.06 123

HM_6022 GD2OF4R02GF26A ACA 3 12 TTAATCCCGAATTGGTAGCTCAAC 62.533 CGATCCTCTCCATCCCTAGAATTT 62.961 154

HM_6023 GD2OF4R01CLXMW TGA 3 12 GGGCTGGTAATGATGGTTATTTGA 63.117 AAGTACAAGTCCAACAGCAACCCT 62.425 143

HM_6024 GD2OF4R02JWZ5W ACC 3 15 TTAAAACATCAATTTTTGCCCTGC 63.234 CTTTGTTATGTGGGATGCAACTGT 62.324 146

HM_6025 GD2OF4R02FZ789 TGA 3 12 CATCAACATCACCACCAGAATCAC 63.718 ATTCAATGGTACATTCAACCCAGG 63.108 147

HM_6026 GD2OF4R01DL65V ATC 3 24 TCACTTAACATCCAGATCAGCCAA 63.038 ACGATCACGATCACGATTCTTTCT 63.349 100

HM_6027 GD2OF4R02FXC2B CCA 3 15 GAATTCACCCAAGCCACTCAAG 63.123 GTACAACCGGTACATCAGGTGCTA 62.339 112

HM_6028 GD2OF4R01AMEY7 ACT 3 12 CATGACCACATCAATCCTATCCCT 63.311 CTGTGAAGTTGAGAGAGCAATGGA 63.04 121

HM_6029 GD2OF4R02IX1T3 TCT 3 12 GTGAGGAAAACTCAATTGGAGGAA 62.784 TTCCAGCAGTGTTATACCAGCAAA 62.969 123

HM_6030 GD2OF4R01A8KHH GAT 3 12 GCACGGTTTTCCTTCATAAACAAC 62.947 CTTCACCAAACTCTCAAGGGCTTA 63.015 160

HM_6031 GD2OF4R01EDN7G ATC 3 12 AATCAAATTCCATCCCCTGGTAAG 63.36 GATGAAGAAGAGGACACTGGTGGT 63.005 130

HM_6032 GD2OF4R01DAWUT CCT 3 21 CGGGCTAAACACTCGTTGAGTATG 64.065 TAACACAGATCATGGTACTTGCCG 63.278 157

HM_6033 GD2OF4R01ARQEL CCA 3 12 TAGCTTGCCATTAGAAACCTCTGC 63.055 GGGTGGTGGAGACTTGTACTTAGG 62.282 128

HM_6034 GD2OF4R02JM8RJ TCT 3 15 CCAATACATTCGTTTCAAATTGCC 63.527 AGCATTCTCTTCCATTTCATCCAG 62.9 157

HM_6035 GD2OF4R02JYYN8 GTG 3 21 ATTCTACCAAATCCCTGAACTGCC 63.696 CTCCAGTGCCACTCTTCTTCAACT 63.347 149

HM_6036 GD2OF4R02F088J TTG 3 18 TTGTTTTGCGTCTGATATCTTCCA 62.946 ATCGGATTCAATCTTTGATTTGGT 61.992 137

HM_6037 GD2OF4R02GY2PS TTG 3 24 GATGAATCGAACGATTAGACCCAC 63.016 CAATTCAAAACCTCTCCCAAATCA 63.397 150

HM_6038 GD2OF4R02J0FID AGC 3 18 AGGAGTAGGAGAGGGGAAATGATG 63.059 TCTCGGTAAGTCAATCGGAGTAGG 62.907 153

HM_6039 GD2OF4R01CCZGX GAA 3 18 TTTTGGTGATGAAATCTCCCAACT 62.996 GCGAGTTGAGTGAGCAAAAATGTA 62.772 145

HM_6040 GD2OF4R01C8HRD TCT 3 21 TAAGCACAGAAGGAGGAAGAAAGC 62.425 TAGAAGAAGGGGAAGAAGAAGACG 61.481 113

HM_6041 GD2OF4R01C39X9 GGA 3 12 GAAGCTTCCGTTGAAACACGAT 62.714 TTACGAGTTCTTCGAGATTCGCTC 63.244 131

HM_6042 GD2OF4R01CJ9LH GAA 3 21 TGAAATCCGATGATAATCTTGCAG 62.411 GAAGCCATGTTTGGCAGTCTCTAT 62.94 138

HM_6043 GD2OF4R01D7NUY AAG 3 12 TCCTGACTATACCCTCCTTACCCC 62.767 CGCTCGGTTACTGGTTATCAGTCT 62.946 143

HM_6044 GD2OF4R02F1980 TGG 3 12 AACAGATTAAGGTGGACTAGTGGGC 62.925 GTGGGGATTGATACCAATGATACG 63.42 135

HM_6045 GD2OF4R01AX2IS AAG 3 12 TTTTACCAAACTCTTTTAGAACAACTCA 60.028 GCACACTCTTAACAGCCAAGATTT 61.015 97

HM_6046 GD2OF4R01DAEFT TAC 3 24 CTGTATCCGAGGAGAGCTTCGTAA 63.129 GATTTGTGATCGACTGCGAAAATA 62.44 135

HM_6047 GD2OF4R01CUZK4 AAT 3 12 GGCAAGTCAAAATAGCAAACAAGC 63.268 GTAACACCACAGCCAACTAAAGCC 63.166 131

HM_6048 GD2OF4R01DU5HC ACC 3 15 GATTGATCTTCATTGGGAATCGAC 62.993 TGGCCACATCACCAATATCAATAA 63.25 109

HM_6049 GD2OF4R01B73YB GAT 3 12 TTCTGGTCTTGGTAAAGTTGCTGA 62.31 TACCCTACGTCACCTTGTTGCTTT 63.15 82

HM_6050 GD2OF4R02F6WVI TCT 3 12 GGAGAACAGAGAGTCGCAATGTTT 63.141 GTGTGAGGCTATGGAGGAGATTGT 62.915 116

HM_6051 GD2OF4R01DENEW CGC 3 18 AAAACAAACGCTTTGATCCATTGT 62.947 TCGTGTGTATAGGGTTTGAGTAGTTCA 62.196 113

HM_6052 GD2OF4R02GLTDH GGA 3 12 TTTTACCGTACGTGTTCCGATCAT 63.648 AACCCTCCCGATCTGAAGAAGAAT 64.542 133

HM_6053 GD2OF4R02FMW5F ATT 3 15 TGTTTGTCAAGTTCACATGCTTCA 62.864 GAGACACTCCCTAAAGAGGCTTGG 63.802 145

HM_6054 GD2OF4R01A9D4A CCA 3 12 ATGCTCCTATTGCCCCTTCTG 62.671 AGGAGCTGAAGATGAGGAAGGAGT 63.19 101

HM_6055 GD2OF4R02ITWQV CCT 3 12 ACCATCTTCAAAATCCACCATCAG 63.419 AGAAGTGAACATGAAGATCTGGCG 63.988 126

HM_6056 GD2OF4R01ANP1Y GTG 3 21 CAAGCATTTTAGCTGCCTCGTAGT 63.076 AACGGTCACAAGCTCAACAAAACT 63.369 138

HM_6057 GD2OF4R01CED5Q CGG 3 12 AGAGGGGTTTAAGTACGAAGCGAT 62.636 CTTTTAATGGACTCTCCGAACCCT 62.98 140

HM_6058 GD2OF4R02G03MA GAA 3 12 TTCCATTTGTACAGCCATAAACCC 63.126 ACTTAGCTGCCACCCCAATCAT 64.088 97

HM_6059 GD2OF4R01BBKY0 AAT 3 12 GTACTTGGTTCCCAGGGCTATTTC 63.196 ACCTGTTGCTGGTTTTTGCTATGT 63.166 109

HM_6060 GD2OF4R02H9T0X GAA 3 12 CATCTCCTTCTGGAATCGACTGAT 62.99 CAGAGCTATGGGAAACAAAAATGG 63.014 86

HM_6061 GD2OF4R01DIZ6U TCA 3 15 TCAAGCTTGTAAATCGGATCCAGTA 63.136 CGATCTCCAAGGACCAAGGTAATA 62.592 155

HM_6062 GD2OF4R01C6SKH TTA 3 12 CCTCACCATCAGGCTTATGAGATT 62.8 AACCCAAGAAAAAGGAGTTGTCGT 63.399 159

HM_6063 GD2OF4R02HKL2X TGA 3 24 TCCGATCAATTTTGTTGGGTATAAA 62.542 GCGACAGCTATCAGTCAATCAAGA 62.965 157

HM_6064 GD2OF4R02FQBY6 TCC 3 12 ATTTCAGCTGGTCGGACAACAG 63.71 CTATCACTGGCCCTCTTCTTTCAA 63.006 157

HM_6065 GD2OF4R01A3935 ATC 3 12 ATGACGAAGGGACATGGACATAAC 63.336 CGTCATCTAGAATTGGCTACGCTT 62.96 133

HM_6066 GD2OF4R01DQGBX AGC 3 12 CATTAGCAAGGAGTGAGGGAAAAA 62.811 GTTGAATTTTCAAATCCGATGGTG 63.62 98

HM_6067 GD2OF4R01EIM6Y GCA 3 12 ACCTTCTGCTCGAACAATCAGAGT 62.823 TAATCCTTTATCTGAAGCTGGCCC 63.775 152

HM_6068 GD2OF4R02GNI7M GTA 3 12 TTGCATGTCTCTTCCTTTGTGTGT 63.173 TGATTTCTGTCTTTCAAATCCCGT 63.108 141

HM_6069 GD2OF4R02H6BOO TCC 3 12 AAGAAACTGCAACTTGATTCCGAT 62.425 CGAAAATTCAATCTTGTAAAGGCG 63.034 142

HM_6070 GD2OF4R02GULYK CCA 3 15 GACCTCGAAACCGTAACACGAG 63.146 CCGTATAATCATGGCGAAATTGAG 63.621 134

HM_6071 GD2OF4R01DLG98 ATC 3 21 TTTACCACACAAAATAAAGTGGGTTT 61.018 CAGGATTCATTTTTCTCCTCTGTG 61.313 121

HM_6072 GD2OF4R02GIKJJ TCC 3 12 GCATCCTCAACTCATACTGACCCT 62.915 GAAGAGGGGAGATACAACGTCAGA 63 149

HM_6073 GD2OF4R01E0WI9 CAA 3 15 AGTCCCAAATGTCATGGACTTAAA 60.945 AGGTTGATGTATTGCTGTAATTGTGT 60.12 82

HM_6074 GD2OF4R01C3XZC AAG 3 12 TTCTCCAGGGTTTAAGCTTCAGTG 63.015 ACTAAGGGCTGTTTCGATGTTGTC 62.838 157

HM_6075 GD2OF4R01B3A1I TCA 3 12 TCGTCATCGTCATCGTCTTCTACT 62.397 AAACACTTAGTTCGAACCCGGAAT 63.203 137

HM_6076 GD2OF4R02GZLID AAT 3 18 TCAAATTCAAAGGTTTAGCAGCAA 62.162 TTGGGTACTGCTCCTTTTAAACAAA 62.187 104

HM_6077 GD2OF4R02FLW1O TTC 3 12 ACTCTCCTGAGTTCATCCCAAAA 61.35 AATGGTTAAGTTTGGCTAACACTAGAAA 60.904 105

HM_6078 GD2OF4R01A8WOV TTA 3 15 CAATGGTAAATTTCATCGAAAATCTCA 63.297 CAAACAACCATTTTTCACCCATTT 63.014 108

HM_6079 GD2OF4R01AOZSD ACG 3 12 CGCAGAACTTATTACTGACTCGCA 62.883 ATTCCAGAGACTCGACCAAATCAG 63 133

HM_6080 GD2OF4R02HXNRC TCA 3 15 AGGGGGTGGTTTTAATATCTCCAA 62.875 GCTGACCCTGCATCTGAGTCTAAT 63.146 157
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HM_6081 GD2OF4R02FXN2M CCG 3 12 CCTCAATCTCAACCTCATCCAAAC 63.204 GAAAGTTGAGTGCTCTTTCGCC 62.609 105

HM_6082 GD2OF4R01AVG0O GAT 3 24 CCCTAAACCCAAATGTGAATGAAA 63.097 CTGACTAGGATGTGATGTCGAACG 63.159 113

HM_6083 GD2OF4R02GRJDA GCG 3 15 TCCTGTTTGAGCTTTTCTAGGTGC 63.142 CTACCTCGTCGTCCTCTACCACC 63.44 120

HM_6084 GD2OF4R01DUSWY GAA 3 24 GCGGTTTTGGTAGAATTGTTGTTG 63.747 GCGATCAATTCATCATCACCATC 63.706 125

HM_6085 GD2OF4R01A8QCM TCT 3 24 TTAAAAGGGCTGATTATGGTTCCTC 62.72 AAACCACAGAAGGTGAAGGTGAAG 62.906 90

HM_6086 GD2OF4R02HBEUK CTT 3 15 AAGAGAAATTTGGGGGAATCAAAA 63.06 GGGAAACCCTAGATTAGCAGCAGT 63.114 119

HM_6087 GD2OF4R02I95YN TAA 3 12 TTCGGCTTTATGATTGTTTCAGGT 63.03 AAAACCTAAGGAGGGTTTGGGAG 62.859 132

HM_6088 GD2OF4R01CWQQJ AGT 3 12 CTACTGATCCAAAGGAGGAACACC 62.368 AGGCAACAAAACATAGAGGAACCA 63.129 158

HM_6089 GD2OF4R01ALNL7 CTG 3 12 TGAGGATTGTGTTGTCTTTCATCC 62.473 GCTCAGATGTCTCTCATGGTCAAC 62.476 141

HM_6090 GD2OF4R01DW0II GAG 3 12 CCGAGATTCATAATTTGTCCGAAA 63.304 TTGGGATTAGTTTCTGCAATGCTT 63.138 159

HM_6091 GD2OF4R01C36RN TGT 3 12 ATCTTGGAGGCCACAGAGAGTATG 63.014 AGACCCAGTCCAAACCACTAAAGA 62.382 141

HM_6092 GD2OF4R01BCHA0 CCG 3 12 ATTTGAACTCCTTGGCTCTCCTCT 62.986 TTTGAGCTATGTTCTGCTGTGGAG 62.958 156

HM_6093 GD2OF4R01A53JD GAT 3 12 TGGAACAACCTCTCCAATACAATG 62.279 GCTGAGATCATGAAGTTTTCCTCAA 63.024 135

HM_6094 GD2OF4R01AENZE TTG 3 12 TGATAACAATGGATTTGTCATTTTATTT 60.128 GCCAATACTCCGAACCATACTACTAA 60.911 153

HM_6095 GD2OF4R01CL4WX CAC 3 12 AGTCACCCACTCCTTTTTGAGTTG 62.906 GCAGTGAATCCTATTCCATTTGCT 62.733 117

HM_6096 GD2OF4R02F7PL3 AGA 3 12 TCAATGAATCAATGCCCTAGAAAA 61.903 AGATTCTTCTTTTTCATCTTCTGCAA 61.014 91

HM_6097 GD2OF4R02HMMQK TTG 3 15 ACATTTCACGAAAGTGCTGATGGT 64.111 AACAGCATGTTCTCGAAACTCCAT 63.356 92

HM_6098 GD2OF4R01CM3TQ CCT 3 18 TGAATTGAGCTCTGTTTGTGGGTA 63.048 CGAAACAGTCAGGAATAAGAATGGA 62.715 115

HM_6099 GD2OF4R02I0FNN CCA 3 12 AGACAATCTTCTCCACCTCCTCCT 62.964 GATACAATTGAGGATAAACGGAGCC 63.113 154

HM_6100 GD2OF4R02ILMJD GTG 3 15 TCAAAAACTCCCAACTACAATGTTCC 63.498 TTAGCATTTCCTACATATTGGCGG 63.234 152

HM_6101 GD2OF4R01DICQ5 ATC 3 12 TCCCCTCAGTGTGGTCATGTAGTA 62.919 TACGATGATTGCTTCATCAGGTTC 62.515 120

HM_6102 GD2OF4R02IGKYL AGA 3 12 CTATTTGGGAGAATGACAGGTGGT 62.584 ACTCTACAGTTTCTCCTCCATCGC 62.295 147

HM_6103 GD2OF4R02I8VO9 GGC 3 15 TGAACACACCCGTCAGTTTCAC 63.295 GAGGTGGCGGAGACAAGGTT 63.821 151

HM_6104 GD2OF4R02HUH0N CCA 3 12 CACGTTGTTCACGCATTAAAGCTA 63.406 TTGAACATGGAATTCGTCAAGTGT 62.831 81

HM_6105 GD2OF4R01EYUZA GGT 3 15 TTCTCATCCTCCTCATCCTTCTTG 63.076 TACTACTTCTCAACCACCATGGCA 62.945 83

HM_6106 GD2OF4R02GFQ5D TTG 3 12 GAATCGCATCTTGGACATTTAAGG 63.021 GCTCATTCTTGGAGAAGAAAATGG 62.495 112

HM_6107 GD2OF4R02F1QN5 TTC 3 12 TCCAGCTAATGACCCCAACTATGT 63.022 GGATTGGGAAAGTTAGAGAAGGAGG 63.621 114

HM_6108 GD2OF4R01D5W4W TTC 3 15 TGGAAGACATCGAAAATAAAGTTAATC 60.135 TGAAGAAAGGGGAATTAATTAAAAAGA 60.77 238

HM_6109 GD2OF4R02I8W09 GTC 3 18 CGAGAAGTCAGCTGTGATGTGG 63.295 CCCACGAGGTCCATTCATACATAG 63.735 121

HM_6110 GD2OF4R01C2GS0 GAA 3 12 GCATTTGTAGTTTTCCACAAACCCT 63.512 GTACGATATATAGCCACGGTCGGA 63.249 139

HM_6111 GD2OF4R01BRNGR ATC 3 12 TCCACCGTTTGTTGAAATTTTTGT 63.63 GGACAATATGCCTACTCCTGATGG 63.013 115

HM_6112 GD2OF4R01BBOXW TGA 3 30 CCACCATTTTTGAGAGATGAGAGC 63.431 GGTCTCATGTGATCAACTCGACTG 63.269 97

HM_6113 GD2OF4R01EI6RQ TGA 3 12 TCAAGGAAAGTGGATTATAAAAGTTTGG 62.753 CCTCATCGTCATCACTTTCTCCTT 63 114

HM_6114 GD2OF4R02F520G ATG 3 15 CATTCGTGATACAAGAAAAGAAACGA 62.664 GAAAAGAAAGACGATTCGGATGAA 62.802 133

HM_6115 GD2OF4R01A0JQD CTC 3 12 TTGAATGTGTCGGTGTCCATAATC 63.042 ATGATGTACCGTGGATCACTGTTG 63.164 148

HM_6116 GD2OF4R01DHA6Y TTA 3 15 GTTGGACTTCTCAATGCCTGATTT 62.813 GTTTGTCTGCGATGTTGTGATGAT 63.407 136

HM_6117 GD2OF4R01AZB4L TAA 3 12 AACACAACATCGAAAATCCATCCT 62.913 GATCATATGAGAGTTGGTTGGGGT 62.47 103

HM_6118 GD2OF4R01AUKQI TTC 3 12 AAGATGCTTGTAGTCCAATGAAATGA 62.261 GATGAAGCGAAGACGCAATAAAGT 62.963 216

HM_6119 GD2OF4R01BMRNB CCA 3 12 CCACCACAGACCACATCGAAC 63.775 CTCACAGTGACATCGGAAGGTG 63.034 149

HM_6120 GD2OF4R02JPHK5 TCT 3 15 CCGCTATTTCTTCATTTCCATACG 62.933 GAAGACACAAAAAGGTGATGAATGG 63.02 156

HM_6121 GD2OF4R01CXWT6 TAG 3 24 ATCCGACCACGTTATTATAGGGCT 63.019 TGAAAACATGTGTTTGGGAAAGAA 62.715 110

HM_6122 GD2OF4R01B0CTJ CTG 3 15 CCCAGGACTCGGAAGACTCTTTA 63.083 ATCAGGAGGAGGCTAAGAGCAAAG 63.499 123

HM_6123 GD2OF4R01BAMVO CGG 3 12 TAGATCTAGAGGCTTCCCAGACCA 62.684 TCTCTTCAGGTCCTCATAACCCTG 62.984 137

HM_6124 GD2OF4R02FTP2Z TCA 3 12 GCTAGTGTCACTTGAGGTCGTTGA 62.961 ATAGGCAAATTAGCGCGAAATACA 62.981 146

HM_6125 GD2OF4R01B4OYE CAT 3 30 TTGACTTTTGGGATCACTTTGTCA 62.918 TGAAACACTTCACATAGCTCTCCG 62.842 105

HM_6126 GD2OF4R02JLQWC CCA 3 12 CTTTGCTCTGTGAATCCAACTTCA 62.828 CTGAGCAAACAATTGGAGATGAAA 62.615 122

HM_6127 GD2OF4R02JVDI8 AAT 3 24 GCAAGCCAATGCAATAACTTTAGAA 62.696 TATTTGAACTGCTGGCCAAAATCT 63.138 158

HM_6128 GD2OF4R02IA5KZ GCG 3 15 CATCTCATTCCTCTCCTCCAAATC 62.441 AACTATTGAACGCTGAGGCTGC 62.965 158

HM_6129 GD2OF4R02JUM8N GTA 3 12 TGAGAGAGGAGATTGTTTCCCTTG 63.085 CCACACCCTTACAAATTTACAGGAA 62.343 105

HM_6130 GD2OF4R01AZZBK GAT 3 12 ATTGTCACACTTGATGGAATGCTG 63.388 GCAGCTAAATTCAACCGAGCTAAA 62.969 147

HM_6131 GD2OF4R01CW3VO AAT 3 15 CTTCCTAATTTCAAGTCCCCTATATTGA 62.051 TCGAAATTCTCAGTGTGGAAATGA 63.025 160

HM_6132 GD2OF4R01DCMVZ TCT 3 60 TCTACAATAGTCTCCTTGGGCTGC 63.035 AGGGCGGATAGCTCGAAATACTAA 63.402 150

HM_6133 GD2OF4R02HC1LE GCA 3 12 ACTACGAGGTTGACGAGCGAAC 62.951 CGGCGACAACTACTTCTCTCTAGC 62.959 140

HM_6134 GD2OF4R01AXF4A TAT 3 12 TAGTTAGAGCCTGTTTGGTCAGCC 63.044 TTCAGATTGTTTGGTTGGCTTTTT 63.027 153

HM_6135 GD2OF4R01DI7LG TCA 3 18 GCTCTCTATCCATGTCTCCATCGT 63.021 CCTGCTGATGATGACCAGTTTG 62.919 121

HM_6136 GD2OF4R01AFZ64 AAG 3 12 CAGGGTCTTCCTCATTTTCTGCTA 63.006 AAAGAAAGATGGGTTCCAAAGCTC 63.09 97

HM_6137 GD2OF4R02JM67Z TGC 3 12 AGAGGAAGAAGTGGTGGAAGTTTG 62.166 GACTCTACAGAGTGAGGCTGAGGC 63.15 105

HM_6138 GD2OF4R01CZZL7 GTT 3 12 TGCTCAAACACAAAATCAAAAACAA 62.772 AACCTGAAGCAAGAAACGTAGCAG 63.162 151

HM_6139 GD2OF4R02IGEPB TCT 3 12 TCTGATTTTTCTTCTTCGTCCGTC 63.009 ATTTCATACCGCAATCCATTTTTG 63.029 131

HM_6140 GD2OF4R01CS2XJ ACA 3 15 GTGCAGCTTCAACAACAACAGTCT 62.989 TGTGGTATTGGTCAATGGTAATGG 62.717 93

HM_6141 GD2OF4R01ALD5Z GAC 3 12 GAGCACGAGCAGGTTCACAAG 63.427 CTCTGTTGTCCAAAAACTCCTCGT 63.02 152

HM_6142 GD2OF4R02IWEW2 GCT 3 12 GCACACTGGATTTACCAGCGAC 64.076 TACTCGCAACGCTATCCCTATTGT 63.162 135

HM_6143 GD2OF4R01BVW75 TCA 3 18 AATCTCGGCCTAAATCATGTGAAG 62.718 ATTTGAAAGTGAAGATGGAGGGTG 62.684 147

HM_6144 GD2OF4R01D18D6 ATG 3 12 GCTACGCAAATAATGCTGGACTTT 62.786 TGTAACAATGGACCAACCAATCAC 62.934 143

HM_6145 GD2OF4R01C5H6M TTC 3 18 TTCTTTTGTTGTGATGTGATGCGT 63.834 GTGTATAACCAACGATCCGGAAAA 63.126 150

HM_6146 GD2OF4R01AKGNK TTC 3 12 ATGAATCAATAAGGGTGACATGGG 63.099 GGACAACCAGAATGGAAGATTCAG 63.204 132

HM_6147 GD2OF4R01D4RIC TCT 3 12 TTTGGGTGTGAAAAATGATAATGC 62.032 TGATCAACTACAGAAGAATTCACAGAAA 61.611 157

HM_6148 GD2OF4R02JZTJB CTT 3 12 TGAGGAAACAAACGATTGGTGATA 62.717 CAGTCTTCTTTCTTCTTCGATCCG 62.795 158

HM_6149 GD2OF4R01EZUQX GCT 3 12 AGTGCATCCGCTAAAGGAAGTCT 62.726 TCCTGAACAACAAGATCGACGTTA 63.048 116

HM_6150 GD2OF4R02HN106 TTC 3 15 GCCTCTTCATCTTCATCATCTCCT 62.249 GTAGCAGGTACGTGGACGAAAACT 62.861 138

HM_6151 GD2OF4R02H5XO8 GTG 3 18 CAGTGGTGGGATGTGTTGAAGTAG 62.93 CTCCATTCTCCCACCATAACAGAC 63.102 141

HM_6152 GD2OF4R01A4SOY TTC 3 12 TCGTGATGATGAATCATTCTTTGC 63.371 ATAAAGCTGAACGAGACGAAGCTG 63.263 99

HM_6153 GD2OF4R02GEFQX ATT 3 12 CAGGTCAATTCATCAACGTACCAA 63.15 ATCGAGCTCTGTGTTCTCTCACAA 62.722 145

HM_6154 GD2OF4R01C3CC0 TAA 3 12 CTGTGCTGCTTCCATCTTTAACCT 63.044 ATGCTAGGTTTTGCCAAAGGTTTT 63.217 133

HM_6155 GD2OF4R02FPGIT GCA 3 12 ATTTTCCTAGCTTTCTTTTCCCCG 63.89 AGAGCTGTTGGATGACACTGGAG 63.033 135

HM_6156 GD2OF4R01EX7O6 ATT 3 12 AAGTCTCGTCTGTGATTGTGATCG 62.829 ACGTTGTCGAGAAGAACGAGAGAA 63.778 155

HM_6157 GD2OF4R01EEFFQ ATG 3 21 TGATGAGAGGATGGATTGATTTGA 62.885 CGCCATTCTACTCAGAAAGCAGTT 63.154 128

HM_6158 GD2OF4R02GNVWA GTG 3 12 GATGTAAGCAAAGAGAGGTGGTGG 63.338 TGCAGTGATCATTTTGTGACTTTATG 62.369 156

HM_6159 GD2OF4R02GHC6M TGA 3 30 ATCAATGGACTGTTGATTCGGAAC 63.437 TTATCTGAGTGGGTGTGTATGGCA 63.707 105

HM_6160 GD2OF4R02IRIKQ TTC 3 36 TTCACATCGTTGTCGAATCCC 63.138 TATTGTCGAAATAATTCACGCTCG 62.369 105

HM_6161 GD2OF4R01BQZ93 TGA 3 12 GGGGCACAATTGAGATTCATTATT 62.314 TTCTTCGTTGTGGTGATCTTGAAA 63.034 132

HM_6162 GD2OF4R02GGSWP TTC 3 21 GTTCCTTTTGGGTCGGGTATTATG 63.665 ATTGTTACTGGGTTCCCCATTTTT 62.795 121

HM_6163 GD2OF4R01A7JJP TGA 3 21 AGAGGTCAGGCCTTGGAAAGATAC 63.193 CATCTCAAGCCTCACTTCTCTTCC 62.898 142

HM_6164 GD2OF4R02HC1HX TTA 3 12 GGACGAGTAATCTGACCCGTAATG 63.022 ATCCACACGGTTGTTATGGCTAAT 62.744 117

HM_6165 GD2OF4R02F4DO3 GGC 3 12 AGAGTGTGATGAACTGAGAATGGC 61.934 CCACTCTCTCCCGTAGATACAACC 62.382 156

HM_6166 GD2OF4R02IZ5NJ GTG 3 12 GTCAGAGACTTGAAATGGAGAGCC 62.798 CAACTCCACCTCACTCCTTCTCTC 62.882 145

HM_6167 GD2OF4R01B4H84 TGA 3 12 GAGTCTAAGCCTGAACTCGTTTGG 62.723 ATTCTGGTGGAGTAAGGCAACATC 62.713 154

HM_6168 GD2OF4R01CJHCI TCT 3 15 CTACTGGCAATTCTTCACCTGCTT 63.044 CATGCTTGTTGATGAGTATGGGAG 62.934 152

HM_6169 GD2OF4R01A7DMO AAG 3 18 CCAAGTGCAAAACCTGGAGTTAAA 63.528 TTGATGATGTGTGGGCATAATGTT 63.378 118

HM_6170 GD2OF4R02IUFWF TGG 3 12 TGCACTTGTAAGAGTGTTTCACCG 63.614 AGAGGAATATCTGGCTCTCTGCCT 63.1 113

HM_6171 GD2OF4R01DUQDI CTT 3 12 CCAAAACCTAGGTGTGATGCCTAC 63.031 ACGTTTTAGGGGGTTTAAAGGGAT 63.064 155

HM_6172 GD2OF4R02IXVDH ATA 3 12 TTAATTAGGAACCAAGCACTCCCA 63.014 CGCATCTACATGATCAGCTTCTTG 63.283 113

HM_6173 GD2OF4R02G0U4T TGA 3 12 TATGCCTTCACTTTACGAGGCATT 63.15 GTCAGCGTAGAAGCCTGAATCAAT 63.051 81

HM_6174 GD2OF4R01D0XFS GAA 3 24 AACATTTAATGAGAGTGAACCGGG 62.508 ATTTTGAGGGACTTTAGTGGGAGG 62.873 84

HM_6175 GD2OF4R01EV44F TGC 3 21 ATATGGCTGGCCTTGGTTACTCAG 64.611 ACAGCAACAGCAACAGCAACAAC 64.792 160



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 
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HM_6176 GD2OF4R02IGWXZ AAT 3 12 CCCATCAAATGGAATCACCTAATC 62.679 CACAAGTGGCTCACACAACTCTTT 62.852 151

HM_6177 GD2OF4R01DZ22U GAA 3 21 CATTTTTGAGGTTTTTCTATACATTTCA 60.062 ATTGATCAGTTTCTTGGTCTGACA 60.04 140

HM_6178 GD2OF4R02HRYS7 TTG 3 12 GAACTGGAACACATTCTGTTGGTG 62.933 CATGTTGGAGTTAATCAACGAGGA 62.397 133

HM_6179 GD2OF4R01BGVV6 GAA 3 12 CACCAAGGAGACCGAAAAAGAAG 63.405 CCATTCGTGTTGAGTTCCTTTACC 63.019 157

HM_6180 GD2OF4R01CHSJD ATC 3 12 CTGAAAATAGCAATCATCAACGCA 63.381 TGAAGTTGATGCAAAAGCAAATGT 62.972 122

HM_6181 GD2OF4R02GN1HS GAT 3 15 GGAGGATCATAAGGAGGAGTTGGT 62.964 TCAAGGTCCTGTCTTGTGAGCTATT 62.625 93

HM_6182 GD2OF4R01D81L6 AAT 3 12 TTTGCAAAGGGTACTCCTTGATGT 63.129 CAAGAGGGAGAAATGCTCTGGTTA 63.006 155

HM_6183 GD2OF4R01C1DWJ CAA 3 18 ATTGTGCATAATAACCCAACCACC 62.937 CTGCTGCACAGCTAAATTTTTCAA 62.786 109

HM_6184 GD2OF4R01EI6RQ TGT 3 12 CCGATTCTGCAAGTCGTTTAAAGT 62.849 CCTCTTCTCCAACTTCATCACCAT 62.884 146

HM_6185 GD2OF4R01BNFM7 GAA 3 12 AGAAAAGGAGAACCTACCTCGTCG 63.292 AGGAGACTGAGTGACGATAGTGGC 63.254 150

HM_6186 GD2OF4R02I99H0 ACC 3 12 GATCTTCCGATGCAATAGTTGGAC 63.129 AATTCCATTCGATTGGGAAACATT 63.668 95

HM_6187 GD2OF4R01BCZQ8 GAT 3 21 CGGTCGATTGACTTTGATATGGTT 63.329 TTCACAGCGCCACTATCACTCTAC 62.872 123

HM_6188 GD2OF4R01AG9LM TCT 3 12 ATTTCAAAACCAAAATTCTTCCCG 63.363 GCCGAGAAACAAAGAAAGAGTGAG 62.822 152

HM_6189 GD2OF4R01ALJGC GTG 3 12 TTATTGGGATGTGTTGAATTGGGT 63.414 CTCGTCATTAACCTCTTCTCTCGG 62.696 157

HM_6190 GD2OF4R01BN6J7 TGC 3 12 GAAATGGAGATGGAGATTGTTTGC 63.116 CATTGTCTTAAAACTTTCTGCGGG 63.13 129

HM_6191 GD2OF4R02JKSP3 TCA 3 12 ATTACCAAATCCTCTGAAGCCACC 63.696 CAAGACCATTCAGACCTCCTCATT 62.884 143

HM_6192 GD2OF4R01DQ5O4 TGA 3 12 AAGCTGATTAGTCAGTCATAACAGAACG 62.333 AGCCTAACGTACGGAAAAAGAAGG 63.021 95

HM_6193 GD2OF4R02F1DOB CTT 3 18 TCATCATCACCACCACTCTGATTT 62.911 CGATCCGTGTTTATCTAAGGGATG 62.909 106

HM_6194 GD2OF4R01BGE4A TTC 3 15 CCAATTCTGGTTAAATCATCTGCAA 63.325 ACTCAATGGACATTCAAGAAGGGA 63.204 121

HM_6195 GD2OF4R02JV5LZ TAT 3 12 TTTGGGGGCTAGTTAGAATTTATCA 61.251 GCATGCTAATAATTGTTCGTGCTC 62.089 125

HM_6196 GD2OF4R01EQG93 TCT 3 18 AATTCGAATCGCCACTAACACAAT 62.95 TTGAAAGAGAAATGACAGTTGAGGAA 62.521 83

HM_6197 GD2OF4R02FUCB8 GGC 3 12 CTTCCTTATTGAAACCGCAGACAA 63.63 TAGGCTCAACTTCCCGGAGTTTT 64.39 88

HM_6198 GD2OF4R02HG6HQ GGA 3 12 CTTCTTTTTACCGTACGTGTTCCG 63.044 ACCCTCCCGATCTGAAGAAGAAT 63.579 134

HM_6199 GD2OF4R02JK6MK GAA 3 12 TGTTAGTGCTCTCACAATGAAGTCG 62.868 CAAACCTAAACACGAAAACCCTTG 62.926 131

HM_6200 GD2OF4R02HAP7J CTC 3 18 TCGGGATCGATATCTGTTAGGAAA 62.996 CAGTGCCTTCGTAGATAGTGGTCA 62.739 142

HM_6201 GD2OF4R02I0UF7 AAT 3 12 TGAGTCGGTGTGGTTTCTACAGTC 62.72 GCTTTTCGGAATTTTCTAGTGTTCG 63.405 111

HM_6202 GD2OF4R01AOPU0 TCT 3 12 AGCACGATCTGTTCGTCTGAAGTA 62.532 TTAGGGTAGTCAGGGCGATCATAG 62.716 90

HM_6203 GD2OF4R01AUWLM ATC 3 21 GGCATATTCAGCACAAAGACTCCT 62.94 ATTGTTCAGAGACAGTCTGCGTTG 62.961 147

HM_6204 GD2OF4R02IR371 AAG 3 12 GGATATTTTTCTTCCCCCAACAAA 63.255 GATCAAAACTCCAAAGCCTGAAAA 62.813 139

HM_6205 GD2OF4R01D1H24 ACT 3 18 GGGGTACTTCGTATTGGAGAGAGC 63.505 ACAGAGCGTTGATGTTGTAATGGA 62.962 116

HM_6206 GD2OF4R01AWDBN ATT 3 15 TCGAGGTAAGAAATCTAAATTGGGT 60.546 TGGTGACAAATGACAAATAATGAAA 60.482 160

HM_6207 GD2OF4R01D2MTA ACG 3 15 GGCACGTGGTAAAGAAAGAGAAAA 62.836 CGGATGATGTCTCGGTACAGACT 62.693 118

HM_6208 GD2OF4R01EB8S3 TTC 3 24 CAGTCGGAAGTTCAGAACCAGAGT 63.231 ACTGGTTCGAAGAAAGACAAATCG 62.921 121

HM_6209 GD2OF4R01B9SO2 GAG 3 12 GTAAAATCCGTACACCTGCGTGAT 63.365 AGCTATTTGTTCATGGGCGACTT 63.246 157

HM_6210 GD2OF4R01C7854 TGA 3 15 TCTGCTTGTGATGATGCATTCTTT 63.172 CAACCCTCCATCTGTTTCTTCAAT 62.684 143

HM_6211 GD2OF4R02JH2C5 ATA 3 12 AAAACGGCAGCCCAAGTAAAAATA 63.864 AGGACACATAAAATGTGACGGAGG 63.438 80

HM_6212 GD2OF4R02ILT8K CTG 3 12 TGTAGTTGTCGATGAAGGGTGGTA 62.828 GTCCTACACCAGTTCCAGGTCATC 63.228 107

HM_6213 GD2OF4R02HXIEB CTT 3 12 TGAAACCATGAATTCCCAGAGATT 62.987 ACGACGATGACTCCAGTTTCTTTC 63.027 121

HM_6214 GD2OF4R01B919M GCC 3 15 TCTCTAACTCCATCGTCAACACCC 63.763 TAAGTGATAGCAGCAGTGACCGAG 62.972 110

HM_6215 GD2OF4R01DTGTD CAT 3 12 AAAACCAGAACACCAGCCACTG 63.595 GATATTGTCACTCCTTTCGTTGGG 63.009 143

HM_6216 GD2OF4R01BQFX4 TCA 3 12 CAGGTTCCGAATTACTGTCCTCAG 63.32 TCATGAGTGATGCGATGATGATTT 63.824 86

HM_6217 GD2OF4R02JJZUH CGG 3 12 CTGGAGATCTCTTTGTTGCAGTCA 63.04 CTCTGGGAGACCGTCTGCAT 62.758 146

HM_6218 GD2OF4R01BTBGV TGG 3 12 TTAGCGTCTACGTCGTGATCCAT 63.067 GAGTTGAAGAAGAATTGCCAAGGA 63.009 160

HM_6219 GD2OF4R01EUDTD TGT 3 12 GCCAAAAGAAGCATTTTTACATTG 61.12 TCAACTTGAATTCTCTCCTAACTGTCT 60.217 111

HM_6220 GD2OF4R01DBCSH TTG 3 12 GTGCTGTTGTTGCCTTTAGGTTTT 62.766 AAACGACATCAGCAACTACGACAA 63.087 90

HM_6221 GD2OF4R01AID30 GGA 3 15 ATTTTCATCAGAGATGATGCAGGG 63.639 ATAGCAGCAACAGGAGAGAGCAAT 62.853 155

HM_6222 GD2OF4R02GD3PR TCA 3 15 ACAGAATCAACATCCTCAACCCTC 62.784 GACTCTTCGGACATGGTGGCTAT 63.775 115

HM_6223 GD2OF4R02G2CX8 GTA 3 21 GCCAACATCGCTATTCTGAAGTTT 62.854 ATCTTCCGTCAATGTCCTTCCTTT 63.386 142

HM_6224 GD2OF4R01CYNT1 TGT 3 12 CTTCTTGCAACCACTGCCTAAGAT 63.044 GTTTGGGCTACTGCTTCTGTGATT 62.949 113

HM_6225 GD2OF4R01C0C24 GAA 3 12 TGTGAACTCTTTGCTTTCGTTCTG 62.955 GGGAAATCCCATCTCTCATTCTTC 63.361 122

HM_6226 GD2OF4R02JW4YM GCT 3 12 ATGCTTATACCAGCAAGCAAGGAC 62.867 AGGACAATTACGCCATAAGTGGAA 62.935 105

HM_6227 GD2OF4R01AFDUH AGG 3 12 GAGGGAAAGAGAGTGCCCTAGAAG 63.08 AAAGCAAGCAATCTTCATCCTCTC 62.312 144

HM_6228 GD2OF4R02F7N44 AAT 3 12 ATAAATGCAGGAACAGAATGAGGC 62.733 GGAATGATAACTATCTGCTACTCTGCC 61.844 135

HM_6229 GD2OF4R01AVOI3 TCA 3 15 GCCTGAGTCTGAAGAAGTTCAAGG 62.909 TAGGTCGTGCTGTGATTAATGCTG 63.504 155

HM_6230 GD2OF4R02HHQ4N GAT 3 12 ATGTTCGTTTGTATGTTCGCTTGA 62.872 TTTGTCCGTCACTGGATGAAATAA 62.717 154

HM_6231 GD2OF4R01B1QW9 TGG 3 12 GTTAGCCGAAGCTAACCAAGGAAG 63.6 CCACACAACTACCACCACCAACT 63.27 157

HM_6232 GD2OF4R01CEJEA TCA 3 12 CATCTAACTTGGGGGTTTTGAGTG 63.003 TGGTATGTGTGTATGGCGATAAGG 62.959 115

HM_6233 GD2OF4R02GLF7M GAT 3 18 TTCTTGATCTTGCTGAAATGGTGA 63.141 AAGCCCTTTATCTTCTTCTTCCCC 63.242 103

HM_6234 GD2OF4R02HCM7A AAG 3 12 CTACGTCTGCAGAACCACATTTCA 63.609 CTTCTTGCTTGGTTCGCAGTATTT 62.957 129

HM_6235 GD2OF4R01EORQM TCT 3 24 AGTCCTCGTGATCCCTTTCTTCTT 62.876 ACCGTTCTTTACACAAAGAGGAGC 62.131 153

HM_6236 GD2OF4R01CGNEY TTG 3 18 CTCGCCATTCTCATTACCAAGATT 62.718 CGAACCCAAACCTTACAATTCATC 62.813 157

HM_6237 GD2OF4R01A278J TTC 3 12 ATCCACGGAAGGAAAAACTTATGC 63.591 AAGAGTCTGGATCGTCTAATCCCC 63.075 160

HM_6238 GD2OF4R02HUEJW GTA 3 30 TGGCAAGTTGTTGATGAAGAAGAA 63.15 GGAGTACCCAAACCCTCTCAGAAT 62.974 151

HM_6239 GD2OF4R01EJFCW CCA 3 15 CCACCATCGTCGTCGATTACC 64.741 GATGGTAATAGTGGTGGCGATCC 63.755 108

HM_6240 GD2OF4R01DOJ1N CAA 3 12 GCTCGAAGTGTGAGACATGAAGAA 63.057 TTAGTTGTTGGGTTTGTAAGTCTGTGA 62.197 110

HM_6241 GD2OF4R02GKLGN GTT 3 15 GGTAACAGCAGCCATATTGGTCAT 63.358 AAACCACAACGAGAACAACAACAA 62.853 150

HM_6242 GD2OF4R01EELGJ CTT 3 12 TTCACGGACACTTTTCCTACTGTG 62.619 TTACATTCTTTCCTTCCTGTTGACC 61.818 148

HM_6243 GD2OF4R02ILA6U GCG 3 12 GGAGAGGCTGAGAAGAGGACATC 62.982 TGCTGGAGCTAGAGTTTGGAACTT 62.835 105

HM_6244 GD2OF4R01B4XZL GAA 3 21 ATCTGGTCCGTGTTCTTTTAGCAC 62.838 CAGAACCCATTAATTCTTGGATCG 62.896 150

HM_6245 GD2OF4R02HEFGA TTC 3 12 TTGGTCCTTTGGATTGTGAATGTA 62.601 GCTGCCATCCATAAACCACTAGAT 62.635 130

HM_6246 GD2OF4R02F0DTF TTC 3 24 CTCGGACCCACCTGCTTTTT 63.672 ATCAAAATTCAAACAATTGCGATACA 62.685 159

HM_6247 GD2OF4R02J1KGI CCA 3 12 TTTATCATGGTATCAAAGCCACCC 63.117 AAGCCTGTGAGGGCTTGTAGGT 63.558 124

HM_6248 GD2OF4R02IW60E CTT 3 15 GCTTTTGGTTATAGGAATTGGGCT 62.734 TGTTCAAACACCACCATAGGAACTT 62.932 153

HM_6249 GD2OF4R01CFUGM GTT 3 12 AGCCTTGCTTTTCTTTTTACCACC 63.024 AACAAAACCTAAGGCAACAACAGC 62.766 139

HM_6250 GD2OF4R01B1IWE AAT 3 12 ACATTTGTTGATTTTTAAAGTGCCA 60.932 GTCCATCATTTGACTATGGATTCG 61.751 82

HM_6251 GD2OF4R01B86YZ AGA 3 12 CGAGTCATCGGGAAAATTCTTATG 63.005 TCTAACTCGAAAACCACAACGACA 63.057 128

HM_6252 GD2OF4R01D92KY TTC 3 12 AAACCGATCCTTTTTCCAAAACC 63.462 ATGTGAAGGACTTTGATTGGGTGT 63.014 99

HM_6253 GD2OF4R01BFT1D TGA 3 12 TGGTTCCAACGTTTTTACTTTCTATGA 63.038 TTGGCCTTTATGGAGTTCATCTG 62.485 160

HM_6254 GD2OF4R01CEZPY CTT 3 30 TGTACGAGTGAATTACACCGATGG 63.163 TCCAATTCACAATATGTCTTACCCAA 62.639 155

HM_6255 GD2OF4R01ECATQ TGT 3 18 GCCTTTGAAGCTGCTGATTATTGT 62.963 GGTGGAAGAAGCAATGAAGAAGAA 63.009 108

HM_6256 GD2OF4R02IXVSK TCG 3 12 CGAGAAATTCCGAAACTCGTAGTC 62.522 TATGCTCTTAATTTCGAGGAAGGG 61.941 96

HM_6257 GD2OF4R02FZNCS GAT 3 15 ATCTGGCCGACGAATTACTATCAA 63.034 CTTGCAAATCACCTGCTAGTTCAA 62.756 114

HM_6258 GD2OF4R02FNXN0 GAA 3 24 TAGGGTTTGCCTTTTTCAGTTCTC 62.028 GATTCAAGCCCTAGATTACTGCTCC 62.731 113

HM_6259 GD2OF4R01EOBAF ACC 3 12 AGACCACAAACCCTTCCTTAGCTT 62.709 GGCTAACAATGAGGAAGCCAGATA 62.828 110

HM_6260 GD2OF4R01CHEX5 CAT 3 12 GAACTTGCTCGAGTCGGAAATCTA 63.133 AGATATGGATGAAGATGCCGAAAA 63.012 116

HM_6261 GD2OF4R01AOBT0 AAG 3 15 AAAAGAAGCCAAAAACAATGGAAG 61.864 AAAGTGATGTGTATAGCTTGGGGG 62.522 98

HM_6262 GD2OF4R02F5WWT ATA 3 12 ACAACAATGGTTGCAGACTGAGAA 63.173 TTCATTTTGTAGCATTTTGCCTGA 62.859 119

HM_6263 GD2OF4R02JLUX8 GAT 3 12 ATCAATGTGTCTGTGTGCAATGTG 63.105 GTATCTGACCTACATTGGCGTCCT 62.727 155

HM_6264 GD2OF4R02I61A7 GAA 3 12 GGTGAAAGAACCACTGCAGAAACT 63.036 CCTTCAATGACCACAAGCTATGC 63.053 116

HM_6265 GD2OF4R02H0HUX TTC 3 12 TCATCGCATAATTTAGCTTCGGTT 63.053 TGCAGGCTACTAACACGGTATCCT 63.263 94

HM_6266 GD2OF4R01EUAKU TTC 3 30 ATTTTGATAGGCACAGGGACATTG 63.329 GTTCATGGCCTACCAAGTACCAAC 62.936 139

HM_6267 GD2OF4R01EP7C6 AAT 3 12 TCCACCATTTACTCTGTCGGATTT 63.009 TTGTTTGTAAGACGGTGCATGTG 63.091 154

HM_6268 GD2OF4R02J1JNS TCA 3 12 CCTCTGGCATCATAAGATCAGGTT 62.8 CCTAGCGAAGCGAAATTTTTGTAA 62.772 116

HM_6269 GD2OF4R01DT4W4 AAG 3 15 ATTCACCCTATTTTGCCTTCCATT 62.995 CCGAGTGATCTCTATTCGCTCTTT 62.312 127

HM_6270 GD2OF4R02G4UJG TAT 3 12 ATGCCCATTTGAATTGTTGCTACT 62.95 TACTATTCAACGACCCATAAGCCG 63.334 100



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_6271 GD2OF4R02GJXLR TCG 3 15 TTTTCGTCATCTTCATCATCTTCG 62.602 AAATCTAAAGATATCGCTGCCGCT 63.519 116

HM_6272 GD2OF4R01BOGS3 CTT 3 12 GGCCTTGCTTCCTCATAATATCCT 62.905 GTCCATGTCCAAAGTTGAAACCAT 63.331 101

HM_6273 GD2OF4R01A1C6V ATC 3 12 CTAGCCGACGAATCTATGAGGAGA 63.121 CCTCCTAATCATTGACTGGACCAT 62.571 142

HM_6274 GD2OF4R01EV9K2 AAT 3 12 CGTGGAGACACTTTGGAGAAAAAT 62.809 GGCTCTCTATTTGGTTGAGAGGCT 63.41 113

HM_6275 GD2OF4R01A8242 AGT 3 18 ACTACTGATAAGCTGAACTGAAGTAGCA 60.398 ATGGCGTCTCATCATAGTCTTCTT 60.511 157

HM_6276 GD2OF4R02IV3LW GGT 3 12 TTTAGGTTGGGTTTGGTGGTATTG 63.011 TCTAGGAGCAAGAGAAAGTCATAGCC 62.648 88

HM_6277 GD2OF4R02I1C4S TCT 3 15 TCAGAACTCACCGAATGTCGTAAA 63.048 GAGAAGCAGATAGAAGACAGAGGAGG 62.411 158

HM_6278 GD2OF4R01COZJ9 CTG 3 21 TCAAGTTGATGCTGTTCAGGAAA 62.04 CACTTGACCACATCCTTCTTCTTTT 62.004 173

HM_6279 GD2OF4R01BXV4N TTC 3 15 AAAACTACCCTTCCCATTACCCAA 62.885 ATAGCTGCTGAGATTTGAGGGAGA 62.813 143

HM_6280 GD2OF4R02G6XBT TCT 3 30 TCTTCCCTCTTAATTGTTCCTCCC 62.958 GGAATTAGCCCCTTACTCAGCCTA 63.004 133

HM_6281 GD2OF4R01D21XZ CTC 3 12 TTGTACTTGATGCAAAACTCGCTC 62.772 TGTGTTCAAGAACTGAAGCGAAAG 62.955 149

HM_6282 GD2OF4R02G11X8 CAT 3 15 GACTCCTCAGCTTCTTCGATACCA 63.23 AATGTTACGGATGATGGATTGCTT 62.83 143

HM_6283 GD2OF4R02HW50R GTC 3 12 CTAACCACTTCGTGAAAGCCCTAA 62.834 GACTTGACCACATCCAAAAAGAAAA 62.619 126

HM_6284 GD2OF4R02GT4U4 TCT 3 45 CGAAGCTGCCTACAACAACATCTA 62.77 ATTCACCTGAGAGGGAAATGGAAT 63.27 135

HM_6285 GD2OF4R01C4ZIS AGA 3 21 ACACCAATCTTGAGATTTAGGGCA 63.121 CGCAGATCAAAAGGGTTAAGAGAA 62.919 159

HM_6286 GD2OF4R01AZWX2 CGA 3 12 CTCTGTGAAAAAGACTGCCTCTGC 63.89 TGGAGAAGGACTAGGTCTCCTATCG 63.282 160

HM_6287 GD2OF4R02JGJVX ACA 3 12 GAGAGAACACAAGCATTTCTGTTGA 61.999 TGTCTCCGTTTGTAACTTTCAACTTT 61.521 157

HM_6288 GD2OF4R01BACBX ATG 3 12 CATCGAGGTGGCTCTTATGGATAG 63.219 CGAGCCAGTGATAAAATCCCAATA 63.316 103

HM_6289 GD2OF4R02F3AXR TTC 3 15 AAAGCTTCATTTTACCTCCTTGCC 63.016 TCAAAGATGAAGAACTGGAGAAGAAGA 63.003 130

HM_6290 GD2OF4R01A5CUN TGA 3 12 TCTCGCATTTGCTTTATTTGATGA 62.959 CTTCTCGCTTCTCGTGGATAAAAA 63.027 112

HM_6291 GD2OF4R01CCR6P TGA 3 15 GTCCGATACATTTGACGATGATGA 63.15 AATTGACGACGCTGCTAATTCTG 62.759 80

HM_6292 GD2OF4R01B8QCH AAG 3 12 GGTGCAGATGATAAGAAGATGCAA 62.632 CTTCTTCACTGGAGCCTTAGCCTT 63.505 159

HM_6293 GD2OF4R01CFA7D TGA 3 15 ATGAGGAGAATCATGATGGTGACA 62.9 ACCTTCTGCCTGACGTGGAC 62.655 96

HM_6294 GD2OF4R02HSB7E GAC 3 12 GTTTGGTACCGTAATTTCTGCGAC 62.96 ATCACACCAACCATCAAACTGTTG 63.159 157

HM_6295 GD2OF4R02F4MFT TTG 3 15 CGCGATTTCCATTTTGTTGATTAT 63.134 GACTAGTCGGTGGTGTTGATGATG 62.937 135

HM_6296 GD2OF4R01BYVGT ACG 3 12 CGACTAACTTACGTAGGACCGACC 62.341 TTAAGGTAACGAACGACCGACCTA 63.036 160

HM_6297 GD2OF4R01AWGA7 GCC 3 12 CAGCTTCTCTGTAGCGATCTTCG 62.843 AGCTATCGCGTGAAAGGCTATG 62.861 133

HM_6298 GD2OF4R01C252V GTA 3 12 GGGGGTTATAAGAGCCCCTATTTT 62.697 CCTTTTATTTTAAACCCATCTCATTTGT 61.838 132

HM_6299 GD2OF4R01ERIOT ACC 3 12 TTCATCCACACTGTTACCACAACC 63.159 ATACTGTGAGGCGTAGGAGACGAG 63.15 106

HM_6300 GD2OF4R02JHT9K GCC 3 15 GATTAGAAGGACGGCGAGTGG 63.232 TTATCTCGCTAGGGTTTCGACAAG 62.932 160

HM_6301 GD2OF4R01DL4UP TCT 3 12 CTAGAGCAGAAAAGGGAAAAAGGG 62.791 ACGCGAAGACAAAGAGACAAGAAG 63.357 147

HM_6302 GD2OF4R02JLY77 CAT 3 12 TCCACTTCGTTACATTCCAGTCAA 62.931 TACATCTGAGCAGGAGACAAGGTC 62.045 151

HM_6303 GD2OF4R02JRQSO TCT 3 12 TAGCCCGTGTTTTCTTCATTTGTT 63.039 TCAAGATGACTGAAGCTGAGATGG 63.03 112

HM_6304 GD2OF4R02I2OVZ AAT 3 12 CAATCCAGACCACATTTAATTTCACA 63.134 CCCTCTTTGGACATATTTAGCCTG 62.22 121

HM_6305 GD2OF4R01ENN3W GAT 3 24 GACAGAGACTGCGATGAAGGGTAT 63.031 CCCTGTTCCCAAACCCTAACTAAA 63.459 131

HM_6306 GD2OF4R01APIHX AGG 3 18 AAAGAGAATCTGGACGAGATGGTG 63 CCCTCCTCTTCTTCTACGACTTGA 62.368 126

HM_6307 GD2OF4R02IIJ4H AGC 3 15 AGGATTCCATCGATAGACCATGAA 62.99 CCAGCCATTACCTTCGGTAAGAAT 63.584 132

HM_6308 GD2OF4R01APXU8 CCA 3 12 CCTCCACTTCGGCTTTTATATCTG 62.329 GGATATAATTGTGTTGACGGACCC 62.608 83

HM_6309 GD2OF4R01C170O CTT 3 30 CCAGATTTCTGTAATGCTTGGCTT 62.839 CTTTGAGGAATGGAGGAAGTTCAA 62.881 143

HM_6310 GD2OF4R01AE2E4 GTG 3 12 ATGGAAATGATGACGACAATGATG 63.032 GGGTTTGAGTATGAAACCAAAGTGA 62.522 152

HM_6311 GD2OF4R02J38A7 TCG 3 12 TTGTAGAGTGCTAGTTTCGGCTCC 63.154 TTACGATCACGATCCGAAGAAACT 63.231 107

HM_6312 GD2OF4R01EFMNV CAT 3 12 GCAACAATGTGGATAACGAAAACTG 63.761 TCTATGACGGTAGCTCATTGTGGA 63.051 122

HM_6313 GD2OF4R01DZTWH TTC 3 12 TCCCTTCCTCTTTCCTTGAGTTCT 62.958 GATCAATATTGGTTCGCGGTTTT 63.227 143

HM_6314 GD2OF4R02G955M TAA 3 12 TGACTAACTGTCATTCCCCCTTTT 62.186 GATATCTTCGTAGCAGCTTGAGGG 62.634 146

HM_6315 GD2OF4R02JTNEU CAT 3 18 ATCAAAATATTCCACAATGGGTGC 63.025 TTCTATTTGAGGCCACAGGTGATT 63.121 158

HM_6316 GD2OF4R01D15MX GAA 3 21 CGATGTCAGAGTCTAAAGTCGCAG 62.635 AAGGGTTTTTACAGGCAGAGGAAG 63.094 121

HM_6317 GD2OF4R02HW5UY ATT 3 12 GGGCCAGCAGTTCAATTACTTCTA 62.839 TCAATAATAAGTGGACGGAGGGAG 62.592 155

HM_6318 GD2OF4R02HS928 CTT 3 12 TGAACTCAACTTCAATGGTGGAGA 63.132 AGCCTGCATACACTCTTCCATACC 62.84 136

HM_6319 GD2OF4R02H3DVG CTT 3 12 ATCCCAGTTGGTCTTAACCTCAGC 63.918 TGCCTCGAATCCAATTAGAGCTAC 62.937 160

HM_6320 GD2OF4R02JOLZC TGG 3 18 GGCCGATATGATGTTTATTTCCAA 63.02 CCACCAGCCTTGAAATCATAAGAA 63.517 144

HM_6321 GD2OF4R02HLZ93 ATG 3 15 TTGTGATCGTTGGTTTTGTTACTGTT 62.872 ATCATCACCATCACCCATAACCAT 63.431 96

HM_6322 GD2OF4R02FW2PP TGG 3 12 CAATCCTTTTGATGAGAGGATGTGT 62.699 TTATAGGTGGGACACCTGTGACAA 62.71 160

HM_6323 GD2OF4R01EP3QL AAG 3 12 ATGGGTAAAGTACACGGATCGCTA 62.947 GTGAGAAACGACGGTTGTATTGC 62.963 136

HM_6324 GD2OF4R02FKOB3 GAA 3 15 TCACGTACCTTGGCAGAATCACTA 63.061 AGATGGGGTGAGATCATCGTCTT 63.315 91

HM_6325 GD2OF4R02GXJDP GGA 3 18 AGGCAGAGACATTAGATGCGAAAG 63.146 ATCTATGGCTCCCAAACATCTCCT 63.391 101

HM_6326 GD2OF4R01AYI5B TCT 3 15 GGAAGAAGATGAAGAAGGGGAAAA 63.053 AAGAAGAAGAACAAGAGCAGACGC 62.639 138

HM_6327 GD2OF4R01DQTUL CTC 3 15 CAACCTGCTTCCTCCTTATCAAAC 62.411 TTTCATCTCTGAATCACAAAAGGG 61.64 89

HM_6328 GD2OF4R01CB2M1 CAG 3 12 CTTCAAGTTCAGCAGCAGCATC 62.508 TGAGTTACCTGAGTTACCGGTTGA 62.09 83

HM_6329 GD2OF4R01B19I1 TTC 3 15 AGTGGTACGTTATCAGACGCATTG 62.455 TTGATGAAACATACACACTCCGAA 61.638 124

HM_6330 GD2OF4R02FO7PA AGC 3 12 CCAACATAGCCTCACAAACAAACA 63.273 AACAGATTCCTTTGGCTCGTTTTT 63.4 144

HM_6331 GD2OF4R02HBNDD ATG 3 15 TTGTGATCGTTGGTTTTGTTACTGTT 62.872 TCACCATCATCACCATCACCATA 63.266 100

HM_6332 GD2OF4R01DJUCZ CTT 3 15 GCATTTGAGCACACTAAGGTTTTG 62.156 TTTTCTCCATTGAAAGGGTAAATTG 61.585 137

HM_6333 GD2OF4R02HD9KI AAG 3 12 GTTGTGCAAGGTTTTATCTTTGGC 63.055 CACCAAAGCCTTATTGTCTACTTCG 62.37 137

HM_6334 GD2OF4R01BLCHR GGA 3 12 ATTACAGTCTTTCGCGGTATCGTC 62.757 GGAACTGGAAAGCATCAGAAGAGA 63.217 101

HM_6335 GD2OF4R02H7IZ6 TTG 3 12 ATTACTTCTTGCCCGTCCATGATA 62.925 ATCCATAAAAGGCATCAATCGAAA 62.819 102

HM_6336 GD2OF4R02H369G ATG 3 12 TAAAGCATGAGTGGGTGATCTTGA 63.038 TGACCAATTCAAACTCATTTGGG 63.113 98

HM_6337 GD2OF4R02J1ZBS AGG 3 12 ACCTATGTGACTCAGCTGGAGGAG 63.236 TGAATCAACTTGCTTTTCGTAGCA 63.179 128

HM_6338 GD2OF4R02F80H4 ACG 3 12 GCCTGGGGTACCTATCAGTTGAC 63.118 AGACTTCCAAATCCACCCTACGTT 63.297 160

HM_6339 GD2OF4R01CET0F CGG 3 12 TCGATGAATTTGAGGGATTCAAAG 63.5 CAAACTCAAAGCCCTACGACGAC 64.294 148

HM_6340 GD2OF4R02H7QKQ TCT 3 12 TTTCTCTTTCTTTCTTTCGTTCTCA 60.045 GAGAAAGCATTCAAGTGTGTACTAACC 60.782 110

HM_6341 GD2OF4R01EBD0Z TCT 3 18 ATAAAGATCACAACTTTCCGGTGG 62.508 AAGAACAATTACAATCCACCCAGC 62.523 110

HM_6342 GD2OF4R01DYKAN ATA 3 12 TTTGCGTTTTTCCCTCTTCATTTA 63.022 CAAAGATTCCAAGACAACTTTCGC 63.336 132

HM_6343 GD2OF4R01B12WW ACA 3 12 GGCGGGGAGATGAAAATATAAAAC 62.904 AGCCAAAATGTCTCATTGTTAATGG 62.451 153

HM_6344 GD2OF4R02HUX3D AGC 3 12 CAACCCAACAAAAGTGTAAAAGCA 62.355 TGTACATCGTCTCTGGAGTTGTTCT 61.442 132

HM_6345 GD2OF4R02GC888 ATT 3 12 TGTTGTAAACACAGCAATTTCCAA 61.61 CATAGTTGTTTTCAGTTGGGTTCG 61.913 160

HM_6346 GD2OF4R01DHFZX AGC 3 12 ACAAGTCCTGGATAGTGGCAGAAG 63.023 TAATTATCGGATCGTGGGCTAAGA 62.923 117

HM_6347 GD2OF4R01EF937 TTC 3 12 TGCAGGCATGATCTATACGAACTC 62.646 GTGGTTTCGAATTGGTGGGTATTA 63.018 157

HM_6348 GD2OF4R01D3H50 AAT 3 12 ATTATAGTAGCCTCCCCCACCAAA 62.992 GGGGAGACTGACGATGTTGTTATC 63.12 86

HM_6349 GD2OF4R02F21BJ GTA 3 21 AGGACGAGCCAGACAATGATGTAT 63.247 CCTACTACGCCACCGTTCGTT 63.484 128

HM_6350 GD2OF4R02HKD65 TAA 3 12 CATTGTATTTTCTTTGACCCCCAA 63.097 ATTTTCTGCAACTTCTGGCAATTC 62.841 141

HM_6351 GD2OF4R02IEOJ4 CAA 3 12 TCTGGACCATATAGGCAACAATCA 62.719 CCTATCAGGACGCAAAGCTCTAAA 63.039 114

HM_6352 GD2OF4R01CG2AC CTT 3 12 GATCCACCAGAGGAGTGCTAAAAA 62.91 ATTGCAAGGCAAAATGGTAAAAGA 62.945 133

HM_6353 GD2OF4R01BX22I TCT 3 12 AGTTTCTTCATCTTCACCGTGTGC 63.899 AGGTAGGTAAGGAGCCCAGAAATG 62.992 152

HM_6354 GD2OF4R01EPOI1 TCT 3 12 GAAGACCAAACACGTCCGAGAT 62.679 CTGGAACTGATCAGACCATAAGCC 63.331 103

HM_6355 GD2OF4R02FXU32 AGA 3 12 CCCTTTAGTGAAGAAGAGCCATTG 62.508 CACTTGTTGGTGGTGTTTCAGAAC 62.944 154

HM_6356 GD2OF4R02GGMLO ATC 3 15 CTGACAGATGCTTCTCCTGAGCTT 63.57 GGGTTGGCTTACAAACGGTAATTT 63.307 143

HM_6357 GD2OF4R01BW6LN ACA 3 15 TTTGAAATCTGCCCAAAAATTACC 62.344 TGAATTGTGAAATGTTCTTTGTGCT 62.04 111

HM_6358 GD2OF4R01B3NO6 AGA 3 12 TGAAAACATCCATGAGAAAGGACC 63.52 ACTGTCTCAGGAGCCTCCATCTCT 64.178 135

HM_6359 GD2OF4R01B3GXT CAA 3 12 CTAAAGTATCGGCCCCACTAAACC 63.103 TTCCAGGATCAGGTGTTGGATTAT 62.887 157

HM_6360 GD2OF4R01D1CRH CTT 3 12 TCTGGAACAGTACTCCCCAAGTTC 62.895 AGGCTGTGGATCGACTATGACTTC 63.031 159

HM_6361 GD2OF4R02JNGTF TCG 3 15 TGCCTGCTGTGTATGAGTGACATA 62.881 ATGTTAGGCCATCAAGAAAATGGA 62.912 129

HM_6362 GD2OF4R01ALLPL GGC 3 12 CAAACGCAATGTTCTTCGACTTC 63.165 TTAAGTCTCCCCTACTCTTTCCCC 62.181 148

HM_6363 GD2OF4R02JQ6UF GTT 3 12 CTCCCCATAGGGTGGGAAGTC 64.054 CACGGGCAAAAGCAAAATCTC 64.01 115

HM_6364 GD2OF4R02JJDZW CGA 3 21 CAACGACAGCATCGAAGAAAAGTA 62.756 GAGATCTCCCGTATCACTCCAAAG 62.469 133

HM_6365 GD2OF4R01DVTKB TCT 3 21 CCAGTGAATTCCACAAGGTCAAG 63.01 ATGGGATTTGGTGTTCTGTAATGG 63.108 130



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_6366 GD2OF4R01B66KC AGC 3 12 AAAGTAAAAGCAGTCCAGTCCAGG 62.118 GATATGTGGGGTTTGGTTCCATT 62.988 141

HM_6367 GD2OF4R02IEEMM CAT 3 12 ATCATCATCTTCGACGCTTTCATT 63.241 GATTGGAGTTCATACGACGCTCTT 62.94 120

HM_6368 GD2OF4R02GJTAB CAA 3 12 GTAGTCTGGAGACTTCGGTTCGAG 62.807 GCTCAACCTCTCCCTCCTTTTATC 62.782 115

HM_6369 GD2OF4R01D1E5O ATC 3 12 TCTTCATTAGCCTCTTCTTCTTCATTG 62.461 ATGGAAGGACTTGCCGAAGTTAAT 63.301 158

HM_6370 GD2OF4R02GNG3W GGC 3 15 GTTAGTGTTTGTTTCTTACGGGGG 62.044 CCAAGAGCAACAAGAGAGAAGAGG 63.007 157

HM_6371 GD2OF4R01C9FB0 CAT 3 12 AAGCAGCTAAACGTTGTTTGGTTT 62.397 AATCCAGCTGAACGACAAGCTAAC 63.06 130

HM_6372 GD2OF4R01BKX2L AAT 3 12 GCTTCTTCGTACAACAGCAACTGA 62.985 TCATTGCAGGAAGACATCATTCTC 62.701 101

HM_6373 GD2OF4R01DYURN TAA 3 12 TGAAACTGACCCTAAGTACAGGGG 62.695 ACTAAAATGTGGGGGTGGTCTCTT 63.189 125

HM_6374 GD2OF4R01D53A1 TCT 3 15 CCCTGGGAATAAACTCTCAACTCA 62.782 AGTGAGAAAAGTGAGAGGGAGCCT 63.198 95

HM_6375 GD2OF4R02IPI3X TTC 3 12 TCAACAATTTCGAGTTGCTTGTCT 62.324 AGAAGGAAAGAGCATCTTGAAGGA 61.97 136

HM_6376 GD2OF4R01EB49M TAC 3 12 GAGGAGGGTTTCAAGCTTTTCAAT 63.09 ATACCAGAAATGGAGGGGAGAAAA 63.16 147

HM_6377 GD2OF4R01CJL9B TGG 3 24 AACTCTCAGCTCCTGTGAATGTCC 63.241 GGGTCCCACCAACACTATACACAT 63.128 129

HM_6378 GD2OF4R02INHHE TGT 3 12 CCTTCGTCTTCTTGTTGTCGATCT 63.124 AAGGTGAAGTCGATCATGGTTCA 63.018 112

HM_6379 GD2OF4R01BAOCE TTC 3 12 AATCAAGTCTATAAATGGGCCGGT 63.007 AAAATCTGGCCAGTTCAAAATTCA 63.018 137

HM_6380 GD2OF4R02J2J2L GGT 3 12 TCAATTTGTCCTCAAAGATTGGGT 62.996 ATCTCTCTACCCCTCTCTCACCGT 62.977 136

HM_6381 GD2OF4R02G66HR TAA 3 12 TCACATGATCCAGAGAGTCAGGTA 61.066 ACCCTTTTCTACCAATTTCTGACA 60.261 146

HM_6382 GD2OF4R02G9BSO ATA 3 12 TGTGTCGTAAATCCAAATCTCAATG 62.226 GGTATTTCTCATTTTGGTTCTCTCCA 62.808 153

HM_6383 GD2OF4R02H808L CTT 3 12 AAAGGGAAGAAAGGCAGATTCAAA 63.47 CGAAGAAGAAGATCGAAGACGAAG 62.907 99

HM_6384 GD2OF4R02ICPPL GAA 3 12 CTAGAAACGTAAAGTTTGTGCCGC 63.271 CCACGTTCTCGACGATTACTACCT 62.835 140

HM_6385 GD2OF4R02HWD6J TGG 3 12 ATGGTAGCGGTAGAGATCAGTGGT 62.411 CTATCACCACCAGTCCACCTCC 62.992 151

HM_6386 GD2OF4R01AKJQI CAT 3 12 CTTGAGAGATTCATCGGTGATTGA 62.685 ACACAATCCTTCCGAAGCAAATAG 62.729 131

HM_6387 GD2OF4R01AVUNM TCG 3 12 TCGAACTCTCCGATAAAGAGACCA 63.525 GACCCACATCGTCCCAAGAAC 63.938 159

HM_6388 GD2OF4R02H0PVN AAT 3 12 CGAAATGTATTTGCGTTGGAGATT 63.339 TCGTCTTCTCTTCACGCTCTCTTT 63.137 127

HM_6389 GD2OF4R01A6YY1 TCA 3 12 CGTCGACCAGTTTTTCTTCTGTTT 62.931 AGGTAAACGTGTGCGAAAACAAGT 63.174 157

HM_6390 GD2OF4R01AWQBK CTT 3 12 AAATTGCCCCTACTCTTTCATCGT 63.301 AACGACGAAGACCAGAAGAACAAC 63.036 120

HM_6391 GD2OF4R02HY871 CTT 3 15 TGAGGCACCGAGTACACCATACTA 62.958 TGACTGAAAACTCGATGGGATGTA 62.921 160

HM_6392 GD2OF4R01CS3YY ATC 3 12 CGAACATTGTTAGGGCTTTGAAAC 63.039 GTTTCGAGCAATGGATAAACAACC 62.937 156

HM_6393 GD2OF4R01DMGBJ GAA 3 15 GCGTGAACACTCGTAAATGACAAC 62.989 TTCAGCCTCTTTCTTTTGGATTTG 62.906 137

HM_6394 GD2OF4R02IPFLK GAC 3 12 CACAGGCGATGTAATTTGTTTGAG 62.856 AGCTGAGGAAGAGAACTTTGTTGC 62.526 139

HM_6395 GD2OF4R02JSBOG GTG 3 12 TGAGTTTGGAAACGTAGGTGACAA 62.942 CCACTCTTCTCTACTGCAGCATCA 63.173 81

HM_6396 GD2OF4R02H1BPZ GTG 3 12 ATCCCTAAATGCTCACCTGTGGTA 63.022 ACCAACACTACATCATCGGATCAC 62.274 125

HM_6397 GD2OF4R02JWW42 GGC 3 15 CACGATTAGTATCACCACAGCCAA 63.278 CTTCATCGTCTAAGGATGGGAAGA 62.884 119

HM_6398 GD2OF4R01C7FZC GAT 3 30 GGGGGAATTTAGGGTTAGGGTTAG 63.042 TCTGACCCCAAAAGAACTCAAAGA 63.407 124

HM_6399 GD2OF4R01CT90E GTA 3 15 TACGGCGGAGGATAGTAATAGCG 63.535 ATCGGAAGTAGGTCACAATGTGCT 63.255 212

HM_6400 GD2OF4R02GWYVJ TTG 3 15 GGCATATCGTTTCTTGTTGGATCT 62.622 AATTGAACATTTCTTTCGGGGATT 62.983 138

HM_6401 GD2OF4R01BQZWY ATG 3 12 CAATACCCTATTCCACATCATCGG 63.512 TCTTTGTTGAAGCTCCTCTATCCG 63.117 155

HM_6402 GD2OF4R01BBVW2 ATT 3 18 GATTTGCTGTACTTCACCTCACCC 63.242 AGGCAAAAATTTGCAGCACTTAAT 62.304 146

HM_6403 GD2OF4R01BYGO7 ATA 3 12 AAATTCAGAAACATCACGAGAGGC 62.926 TCTTTGCTTGCTTATGGTTGCTG 63.701 130

HM_6404 GD2OF4R01B65CQ TTC 3 12 CCACTTTCAGTTGAGTATTTTTCCA 60.734 ACAAAAATCATACCACCCAGATCA 61.652 137

HM_6405 GD2OF4R01CWM66 CTT 3 15 TACTGTTTCCACCACAGGATCTGA 63.026 AACAGATGGGGAGGTAATTGAACA 62.897 138

HM_6406 GD2OF4R02IVGD5 AAT 3 15 TCCAAGTTATCAATGTTTCGGAATG 63.218 TAGATTTGTGGTTGGATGGTCTCC 63.419 145

HM_6407 GD2OF4R02HMIHZ TCG 3 15 TGGTTACCTCTTGGGATTCTTTGA 63.091 ATCTTCTTCTCCAGAACCTCACCC 63.278 156

HM_6408 GD2OF4R02JXYI4 CTC 3 12 CACCTAAACCTCGACCAATCAAAG 63.113 CATTCAACGGGTATGACAAATCAA 62.932 103

HM_6409 GD2OF4R01B30BB TCT 3 21 TTGGAATTCGACGACTCTGACTCT 63.661 CCGTGGATCTTACAGAGGAAGAAA 62.894 127

HM_6410 GD2OF4R01EJEO6 TTG 3 12 TCCGATCTTTCACTTGGTCTTTTC 62.897 CCCAACAACAACCACATCTACAAC 62.621 90

HM_6411 GD2OF4R02FURGV GGT 3 15 GATTTGTGGCAGATGGAACACTC 63.035 ACGACAATCCCTCCACCTCAG 63.691 104

HM_6412 GD2OF4R02ITX77 ATC 3 12 GCAAGGCAGATTATTTTGACCATC 63.037 GGCAAGGGCATGACAAATATAAAG 62.842 101

HM_6413 GD2OF4R02HF9OL TCT 3 12 ATGATCCGCCAAACGAATACTCT 63.127 TCACAACTCCCCACTAACCAATTT 62.907 159

HM_6414 GD2OF4R02GLE3C TGG 3 12 ATGTCACCAACTCACCATCTTTGA 62.922 ACTTGTTTCACAAACGCATCTCG 63.612 139

HM_6415 GD2OF4R01B8NFS GAC 3 12 TAGATTTCTTGGGCTTCTTCACCA 63.312 TCCAAATCTCAAATCACCAAGACA 62.907 146

HM_6416 GD2OF4R02ITQU5 TCA 3 12 GCCCTCATCATCGGTATCAATTAC 62.82 AGGAATACAAATTGACGGACGAAA 62.922 92

HM_6417 GD2OF4R01CGZTT CCA 3 12 GAACCCGTCATTCCTCGTATAGTG 63.022 TCAAAGTGCAAATGTGACAAATCA 62.641 135

HM_6418 GD2OF4R02J20L3 ACC 3 12 ATTTTAGGAGTGTCCGTGCATCAT 63.039 ACCAAGAGTTTCGAATCAGTCTCG 63.124 153

HM_6419 GD2OF4R01A2NP1 GAG 3 12 GAGCGAGGGAGGAGTCAGAGTAGT 63.739 TTAAGAACAAGATGGAGGAGCTGG 63.006 86

HM_6420 GD2OF4R02JQK2A TCT 3 24 AGATTTGGACCTCGTCCTCTTCTT 62.876 TATAGCTGAACAGATTTGGGGCAT 63.034 122

HM_6421 GD2OF4R01BQGUB GTG 3 12 GAAGGAGGTTCGGAGGATGTG 63.203 CCTCCAAGACTACTTTACCCACCC 63.28 80

HM_6422 GD2OF4R01CHX71 TCT 3 12 GATGAGCTCCGAGACTGTTCATTT 63.133 AAACTATTCATACCACCGCCGTAA 62.759 126

HM_6423 GD2OF4R02IHOIK ACC 3 12 GGTTCATTCATTTCTTCCAATGCT 62.608 CAACACCCACGAATCCTAATCTTC 63.009 121

HM_6424 GD2OF4R02GQDNC AAT 3 12 GCACACTGCCCCATAGATAAAAAT 62.451 CGGTAGAAGTGAAACTTGGCTGAT 62.933 158

HM_6425 GD2OF4R02J2QBX CGA 3 12 GACTCAATCTCCACAACCGCC 64.185 GAGGTTCACCGTCGAGTCTTTG 63.36 90

HM_6426 GD2OF4R02FH7TR CCA 3 18 AAATGGGGCTAGTCCTTCTGAGAC 63.193 TGATGGAGGGAGATTCTAACAAGC 62.9 86

HM_6427 GD2OF4R01D83YA TGA 3 12 GCTGTTGCTGCTACTGCTTCTTCT 63.608 ATACGAGAAAGTGAAAGGGGGAAG 62.98 154

HM_6428 GD2OF4R02IXKAP TTC 3 18 AAACAATGCATTCGAGCGTAACTT 63.174 GGCTTGCTCGACATTTAGTTTCAC 63.365 115

HM_6429 GD2OF4R02HCBUM TTC 3 12 TGGCACAAGATTTGGCATATTTC 63.152 TTTGAATTTCTGCTACAGGATGAGC 62.949 155

HM_6430 GD2OF4R02GGR1I CAT 3 18 GAGCTCTTTGGTATGTTTGTGCCT 62.949 AAGGAAGGAATTAAATTGAAAGAGGAAT 61.981 160

HM_6431 GD2OF4R02GYBBU CAT 3 12 AATAATGTGTAGTGGTCAGCCGGT 62.949 GAGAGGACCATCACAAATTCCTTG 63.204 141

HM_6432 GD2OF4R01DUBZ1 AGA 3 15 ATTCTTGAATGCACTGGGCTTTTT 64.197 GCAAACCCTAGGTAGAATCGGAAA 63.676 160

HM_6433 GD2OF4R02JDGD8 AGA 3 12 GTACTATGCTCTGTTTGGGCGACT 62.962 CTCCTTCTTTTCTTTCTCCTTTTTCTG 62.36 154

HM_6434 GD2OF4R02HLB1T TTC 3 12 ATATAAAACCGCACCATGGCAATA 63.342 GGAGGAGAAGGAGAACGGCA 64.032 129

HM_6435 GD2OF4R02H6PRL TCT 3 15 AGTGTTCTAAATCAAGACCACCAGTGT 62.559 AACATTGATAATGAGGCCATGGAG 63.322 142

HM_6436 GD2OF4R01D0YIX CCT 3 15 CTAGCAAAGGGACGTCATCATCA 63.582 TGAAATAGGGGTGACTATCCCAGA 62.983 88

HM_6437 GD2OF4R01D3HJX GGT 3 12 TGAACAGGGTTGAGAAAAGAGTGA 62.367 GAAAAAGTTTGGAAATTGAGGCAA 62.626 135

HM_6438 GD2OF4R02GYX52 AAT 3 15 ATCTTCCCGGATTTTCTAAGCAAC 62.903 GGGTTTATCGCAATCTCTCCTCTT 63.093 144

HM_6439 GD2OF4R01CTZSU TTG 3 12 TTAAGGTGTTGCTCTTCACACCCT 63.345 TCTAAAGTCAAAATGGCAGTGGAAA 63.132 148

HM_6440 GD2OF4R01EID1V CAC 3 15 TGAATGCACAAAGTCCTCAAATTC 62.514 TACTTAGAAGGAGAGGCGGTGTTG 63.028 108

HM_6441 GD2OF4R02G962K TAG 3 12 TGAGATGATGCTCATGAAGTGTTT 61.044 TTTCATCTTACAGCTACAACACAAATG 60.782 111

HM_6442 GD2OF4R01A0OZV TGA 3 15 GTGTAGAAGGGAGAGAAAGGGGAG 62.86 GTAGAGGCAATGGAAAAGGAGGAT 62.986 160

HM_6443 GD2OF4R01DAJUI TCA 3 12 GCCTTCCTAGGTCTCAGATTCCAC 63.709 AAACATCGTCAAGGTCCGTTTCTA 63.129 131

HM_6444 GD2OF4R01EJBVA TTA 3 15 TTTGTTGTTCGAATGGTTATTTCTG 61.372 TGCAAAGAAAAGATGGAATTTAAAAG 61.045 152

HM_6445 GD2OF4R01CX0N0 TTC 3 12 TGAAGAGTTGAAGTCTGTTACATTTGTT 60.795 TTAGTAATCCCTGGTCCATCACAA 61.759 104

HM_6446 GD2OF4R02GENN3 CTA 3 12 GAGAGGTTGAGGATGAGGAGGAG 62.844 CAGCGTCACCTACAACAACCAATA 63.285 158

HM_6447 GD2OF4R01A7H9L AGC 3 12 GTGATTCCGATTCAGATGATGATG 62.795 ATTCTTTCTCTTCGTCGCTTGATG 63.133 150

HM_6448 GD2OF4R02GNA0W GGT 3 15 GTTGTTGAAGAGAGCAGCAGGAG 62.828 CAAAAATGGAAGCAAAAGTAAGCG 63.146 94

HM_6449 GD2OF4R01ERXK6 CCA 3 12 AGGGAGAAAATTTGATGGTTGGAT 63.069 GTCCGACTCTGGTCAAGTCTTCAT 63.123 122

HM_6450 GD2OF4R02JAXOD AAG 3 21 GAGAACGAACAGGAAGGTGAAGAG 62.793 ACGGTAGAAATCGATACCACGAGA 63.133 145

HM_6451 GD2OF4R01C3UPL TTC 3 12 CGATTTGTTCTTTGAACTTTTGGC 63.134 ATCATCATCACCAGCAATTACACG 63.172 146

HM_6452 GD2OF4R02GASPP TCT 3 15 AAGCCTCACAATGCATATCAACCT 63.15 CCAGAAAGAAGAAAGAAGGAAGGAA 62.49 115

HM_6453 GD2OF4R01EAJCG CCA 3 12 TCCTCACTCTCTCCGTTTGTCTCT 63.001 ATCTGATTTCTGACAGTGGTGGTG 62.584 127

HM_6454 GD2OF4R01CI0DJ GCC 3 12 GCTCTTTGAACTTGTGAAACAGCA 62.972 GATTGGGTGCTGATGGTTGTC 62.665 148

HM_6455 GD2OF4R01DGXF1 CCA 3 15 CATTCTACTTGACAGGGCATTGG 62.919 AGAAATGGAGACTAAGAACAAGGTGG 62.237 151

HM_6456 GD2OF4R01A3G22 CTC 3 12 TACAACGCGATCTGTCTGACTAGC 62.989 CTTCTTTCTACCAAAGCAGGGACA 63.015 151

HM_6457 GD2OF4R01AKDA3 CTT 3 12 TCTTCAGGAATTGGGTTTTCTTCA 63.19 CCCATTAGCAGCTCTTACCAGTTC 62.536 99

HM_6458 GD2OF4R02JGGFR TTG 3 15 GTGGTATTGGCAATGGTAATGGTT 62.937 GTGCAGCTTCAACAACAACAGTCT 62.989 91

HM_6459 GD2OF4R01BU3VV CAC 3 12 GAAATCCAACATGGTATCAGAGCC 63.016 GTGTGGGTGGTATAGATGATGTGG 62.488 102

HM_6460 GD2OF4R01BBSEX GAG 3 18 CTGAGAAAGCTGTTCGAGTATCCA 62.088 AATCCATCCATAGCCTTTTTCCTC 62.787 155
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HM_6461 GD2OF4R01ALO1D TTG 3 12 AGTACTTGCCACCGCTTTGGTAT 63.156 CATTCTTCCTCATCCATATCGTCC 62.99 86

HM_6462 GD2OF4R01BCIYK CTT 3 30 CCTCCAAATTTTCAATCCCCC 63.677 TTCGGAAATCGTACTGGTTAACTGA 63.037 159

HM_6463 GD2OF4R01ASW79 GTG 3 21 CTGGGGATAGTGGTGGTGGTT 63.211 TCTGAGATCTGGGTCTGCCTCTAC 63.332 127

HM_6464 GD2OF4R02HA58H TAA 3 12 ACACCACCAGGTTCTGAAGTTATG 61.534 TGTTGTCATTCTTTCTATTGGTTATTTG 60.791 118

HM_6465 GD2OF4R02FNJXS GAT 3 12 GGAATCTCAATCTTCTCCGCTGTA 63.013 ATGTCACAATCTGGTGGCTCATAA 62.833 156

HM_6466 GD2OF4R01EZ89K CGT 3 12 AATCTCTAAGCCACTTGCGTTTTG 62.957 ATATATACTGGGCCCATCTCAGCA 62.928 117

HM_6467 GD2OF4R01EC04R ATG 3 21 TGTAGCTTCATTGATGTACCGGC 63.388 CCATTTCCTCTTCCTCAAATTTCC 63.254 158

HM_6468 GD2OF4R01BCH9C AAT 3 12 GTCCTGAGGGCAGGATAGAATTG 63.308 ACACAACACGACAGGGATACGTT 62.842 138

HM_6469 GD2OF4R01ETC1W TCT 3 12 CTGGCTTGACTTTGTTTGACTCTG 62.516 TACGAAAAACCCGTAATGCAAATC 63.142 156

HM_6470 GD2OF4R02HCEDT CAA 3 15 AAGGCCTTTAAAGCTGCGTGTTA 63.355 AATCGTGTAAGTTCTGGTGTGCAA 62.972 121

HM_6471 GD2OF4R02GM42S GAT 3 15 TAGGCTTGGTGATGAAAGGGTAAA 63.014 TCATCCAGTCATCCAGATTGTTGT 62.911 94

HM_6472 GD2OF4R02HE4OO AGA 3 12 GAGAAGTTGGTTGGGAGGAAGATT 63.071 AGACTGAAGTTTTACAAGCGACGG 63.053 108

HM_6473 GD2OF4R01CN69B TCT 3 12 ATTTGTTCACAAACTTGTCGGAGG 63.543 AAGCAGCAGTGTTTCACGCAC 63.821 117

HM_6474 GD2OF4R01BQ3W0 TCT 3 12 GTAGCTAGCCGATCGATGAGTGTT 63.064 TAGTCCAGTGGTCACAAAGATGGA 63.026 114

HM_6475 GD2OF4R02JNOE6 AAG 3 15 GAGAAATGCAACCAAGCTCAAATC 63.346 GATTTGGCCCATACATGAGACTTT 62.51 157

HM_6476 GD2OF4R01EDDUU AAC 3 12 ACTCAAGATGACAGTGGGGAAAAA 63.212 TTGTGCCCTTCTCAGGATTATCTC 62.9 129

HM_6477 GD2OF4R01D4VXD TGG 3 12 AGACTTGGAGTGGTCTGGTAGTGG 63.011 ACCACCAACATCCCTAATTCCTCT 63.181 119

HM_6478 GD2OF4R01BWCM7 GGT 3 12 GTTCTAGCTGAGCCTGGGAATTTT 63.208 ATGGATGTCCTGAGTATGAAGCGT 63.247 112

HM_6479 GD2OF4R01A8D3M GAT 3 15 TGGTGTTTCCATTGATGAGTATGG 63.025 CATCATCTTCACCACAAACAGAACA 63.38 158

HM_6480 GD2OF4R01CFJ24 TGA 3 18 CCAAATGCCAAAGAGCAAACTTAT 62.652 TGAAGAACCGAAAAGAAAAATGTCA 63.12 103

HM_6481 GD2OF4R02JKG44 CTT 3 21 TCATTCTTGTCTTTGATTTGCTGC 62.746 GCAATAAGAAAAGAAGAAAGTAGGGGA 62.397 139

HM_6482 GD2OF4R01C707X GAT 3 24 GTTAGAGCTCACCGGGGTTAAGAT 63.008 TTCTTCTTCAGCTTGTGCTTGAAC 62.221 145

HM_6483 GD2OF4R01DB9XF ACC 3 12 GGATAGGGAAGAAGGAAAAGCAAA 62.98 TGGGAGTAGGTTTGGTGAAAAGAA 63.1 149

HM_6484 GD2OF4R01EGT5Q GCT 3 18 TTAGGCGTTTTACTTTCACGTGTC 61.675 CTAATTGGAGACATTCTTCCTCGC 62.509 159

HM_6485 GD2OF4R01EYPET TCT 3 12 GTCCTCATGGTGGTCTTTTTCATC 63.106 TATCATGATCGTTGAGACACTGGG 63.362 98

HM_6486 GD2OF4R02GDIA5 ATC 3 12 GAATTCATCTCCCGTCTTCTCAAA 62.887 GGATGATGGGTATTCAGAACCTTG 62.887 144

HM_6487 GD2OF4R02HRWMD AAT 3 21 TTAAAGCACAGTGTGTCGTTTGGT 62.982 TGCGGAGTACTTCTTTTCTTTTTCC 63.113 141

HM_6488 GD2OF4R02IE4QN CCA 3 12 CACCACATAGCTTACCCCATTGAG 63.848 GGGATTACAGTTGAGAATTGTGGG 62.897 143

HM_6489 GD2OF4R02H15P6 CTT 3 12 GCTGCTTTTCGAGAATTGGATTTA 62.842 TGACGAAGAAGATGATGGTGAAAA 63.025 87

HM_6490 GD2OF4R01AGFX9 ATG 3 12 GCGAAAATTAGATTGGTTCCATTG 62.829 TTTGTCAAATGAATTCTGTTTCTCTTG 61.894 115

HM_6491 GD2OF4R01EFWM6 AAG 3 21 TTAACATCCTCGTCCCTTTGCTAC 62.729 CCAACCCTAGAGACTTCATCCTCC 63.581 149

HM_6492 GD2OF4R01BS5EQ AGA 3 12 TTTCAGTTTCATCCTCGCTCGTAT 63.341 CCGACGATAAAATTTCACTCTCTATCC 63.37 139

HM_6493 GD2OF4R01BMRNB CCA 3 15 CTTCCGATGTCACTGTGAGCC 63.158 CGAGCTCGTTTGACATTGAATATG 62.959 150

HM_6494 GD2OF4R01C2T9Y CAG 3 12 TACCTCCCAGGACTACGGTGC 63.58 ACAGCATCAAACCTAGTACTGCTCG 63.08 133

HM_6495 GD2OF4R01APO7F TTC 3 36 TGCTGCTTTTCCAGTCTTCATATC 61.905 GAAGAAAGAAACTACAAACAAGAGGTGA 61.57 113

HM_6496 GD2OF4R01A675W CAT 3 18 TTTGCTCTCTAACTTTGGCAGCTT 62.862 AGGAGGGAAGCCTTCTTCTGTTT 62.972 149

HM_6497 GD2OF4R02JGG5O TTC 3 18 TCTGTCGGATCAAACCAACATAAA 62.717 CAAGAATGGGGAGAGAAGATCAAG 62.556 125

HM_6498 GD2OF4R01CVJEW TCC 3 12 TGCTTTCAAAGTGCTTCAAGTCAG 63.07 GCAAAGAAGGGAAATCCTCAAGTT 63.09 139

HM_6499 GD2OF4R02III8S CGC 3 12 GCTGTTAGTTGAGCAATTCAGACG 62.455 ACGCCACAGTGTAACTCATCATGT 62.979 125

HM_6500 GD2OF4R02HALWX CAT 3 12 CCTCCTTAAGGTCGGTAGCAAAGT 63.106 GGTTTCAATGAAGAAGGTGACCG 64.062 116

HM_6501 GD2OF4R02JUIAO GGA 3 12 TTCGAAGTTGTAGGAGTCCGAGAT 62.598 TCGTCACCGTCGTATTTACTCTCA 63.061 102

HM_6502 GD2OF4R01CRIHW GAC 3 18 ACTGAATTTGATAAGGCCACTCCA 63.121 GTCTGATGATTTCTTCGTCGTCGT 63.896 88

HM_6503 GD2OF4R02GR8YS GTT 3 12 GCTGCTGGAGAAGCTGTTGAG 62.708 CGTTGGATCAACAACAACAGTACC 62.739 117

HM_6504 GD2OF4R02FM1AS CAC 3 12 TTTCTCCATTTTCTTCTTCCTCACA 62.494 CTGGAATAGATCGCCCTAAGAGGT 63.09 123

HM_6505 GD2OF4R02HGFM8 AGG 3 12 TCAAATCTGAAGAGAGGGGTCTTG 63.085 TCAACATCGTCTCTACCTCACAGC 62.951 118

HM_6506 GD2OF4R02IGRIF ATC 3 12 CACCAGCAATAATTCGACCAGTTT 63.444 GCTGGAGGAAATCAATTTGGAAGT 63.79 159

HM_6507 GD2OF4R01B1ZNY GAA 3 24 AAAACGAACAAAAATCAAACAACACA 62.78 CAACCGTAATTAATATTTCGGCCA 62.943 157

HM_6508 GD2OF4R01AJLL0 AGT 3 15 AGGCGAACAACATCATGATAAACA 62.746 AGAATGTGTTCTGTATCGACTGCAA 62.236 136

HM_6509 GD2OF4R02HYIEJ ATG 3 12 TTGAAATGGAGTAGTGATGGTGGT 61.845 CCAAGTCTAGTCCTTGATTTCTATCTTG 61.113 97

HM_6510 GD2OF4R01ESE3X GAA 3 12 GGATTTCAACAATACCAAAACTTAACA 60.681 GGTGTCGTACCTTACTTTTTCTTCTTC 61.035 81

HM_6511 GD2OF4R02HD25S CTT 3 21 GACCCAAGCGAAATGAGAAGAGTA 63.022 ATGTTTCTCCTGTGTTGGGAAAAA 63.006 130

HM_6512 GD2OF4R02IZV2A TTC 3 12 TGTTACATAGCAGCAATGATATTCTCTC 61.135 TGTTGTCTCCATGATGCTTTACAA 61.762 123

HM_6513 GD2OF4R01C11AL GAA 3 15 TTCTCATAGGAGATGCCTCAAAGC 63.125 AAATACTCATAAATCCCAAGCTGCTG 62.857 149

HM_6514 GD2OF4R01CT4RB AAT 3 12 CTTGAATCGTTTCTTCGTGGATTC 63.219 GTGGAAGGAAGGAAAAGGAAGAAG 62.765 153

HM_6515 GD2OF4R01A38OQ AGA 3 12 TCAGTCACTACTGATCATGGGTCC 62.57 TTTCTAGTAGACCTCCACCGCAAC 62.933 146

HM_6516 GD2OF4R02JRG1N GGT 3 15 CTCAGGAAGGGGATTTGTCATTT 62.657 GAGAGTAGATAATAGCAGGCTAGCAACA 61.74 138

HM_6517 GD2OF4R01B7PM1 TGT 3 12 TTGCTGTCGTTATCCATCTTCGTA 62.959 AAGCAACCACGACTACAACAACAA 62.982 131

HM_6518 GD2OF4R02FGSG5 TTC 3 12 TCTTCAATTTCTTTTCCTTCATTCTCA 62.629 TTCACAAGTTTGTGGCAATGTCTT 62.958 130

HM_6519 GD2OF4R01EBYML TTC 3 12 TTCTGAACATTTGTTTTGTTTCACG 62.355 TTTTCTTGCACATAGCACGAGTGT 63.202 140

HM_6520 GD2OF4R01CSPGY CAT 3 12 TATCATCTTCATCATCGTCATCGG 63.241 TGTCTTGAGCATGGCAGTCTATTC 62.847 136

HM_6521 GD2OF4R01CJC5Q AAT 3 12 CCACAAGGTTGTAGGAAGACTGTAAA 61.87 CCCCTAAACCTACGCCAAATTACT 62.641 158

HM_6522 GD2OF4R02HH5V4 CAT 3 18 TAAAATTGGAGCTGGTACTCCCAC 62.619 AAGCCATGGATATTGATCAGTTGTT 62.037 153

HM_6523 GD2OF4R02JHF9N TCT 3 12 ATAACATCCTCGGAATATCAGCCA 62.915 AGAACAGACAAGACAAAGACGAAGG 62.311 125

HM_6524 GD2OF4R01B1IXO AAG 3 12 CCTCGGTAGAAGCGATGTAGAAGA 63.129 AGTCGCACAACAGCTTATTGAATG 62.671 159

HM_6525 GD2OF4R01ASDEZ TCT 3 12 AGTTTTGGCAATGCTCTGTCTTTC 63.048 GAGTGAGTCGGTCGGGTGTC 63.14 95

HM_6526 GD2OF4R01D0VDQ AAC 3 12 TTACTCTTCCTTCCCTGATTGGTG 62.782 GTCTTCAATGGTGTGAATTTCCCT 62.585 128

HM_6527 GD2OF4R01AHPYQ ATC 3 12 TAAGCTGTGGAAAACGAATGATGA 62.946 TACGATGGCGGACTTATACTCGAT 63.046 160

HM_6528 GD2OF4R02HCNCJ GGT 3 12 GTCCTAGCACTTGTGTTGAGAGGG 63.564 AAGCTTTCTCATCATACCAAGCCC 63.906 139

HM_6529 GD2OF4R02HATTO AAG 3 15 TTGTAAGGTGAAAACTTGCGTTGA 62.966 TTTACATGGCAGAACAACAAGGAA 62.843 129

HM_6530 GD2OF4R01A1PHR GCA 3 12 TTGACGACGACACCAATTAGAAAA 62.843 AGCTCGAAATTAGTCATCGTCAGC 63.162 87

HM_6531 GD2OF4R01BNO4R TGG 3 12 AAAGGTTGGCACAATAACCTGTGT 62.946 ACGGTCCTTGACTAAATACCCGAT 63.102 118

HM_6532 GD2OF4R01ASRTW TTG 3 15 CGTATGATTGGTCGAGTTGAACAG 62.945 TGTACCACAATCTCAAGCTGCCTA 63.176 152

HM_6533 GD2OF4R02HPUMI TGA 3 12 TTGTTTCATGTACATCCACCTTGG 63.034 TTACCACCACCAACATTTCAAAAA 62.425 157

HM_6534 GD2OF4R01DRP2J TCC 3 18 GGCACATAACCACGTTCAACATTA 62.972 TATGCTTTCTAATTGGTGCTGCAT 62.076 155

HM_6535 GD2OF4R01B8LR4 AAG 3 24 AGTGGTCTACAAACCAAATCCGAA 63.019 ACCATCATATGAAGTAAGCTCCCG 62.62 160

HM_6536 GD2OF4R02F8BCE ATA 3 12 ATCAAATCAAAACCCCCTTGAACT 63.078 GAAGAGGATCTTCAAAGGCAGTGT 62.281 131

HM_6537 GD2OF4R02HJ2YV TCA 3 12 ACTCATCTTCAGAGCATGTAGGGC 63.146 CAACCACAACCAAGAGCAAGAAG 63.257 130

HM_6538 GD2OF4R01DQF4U GTT 3 18 CATTTCCATATCCACCAGAAGAGG 62.983 ATGGATCCAACAACAACTCTGGAT 63.004 150

HM_6539 GD2OF4R01B0APA TGA 3 12 GTATAAGACACGTGGTGATGGTGG 62.622 TCGTAGGTAAATACGCTAAACATGCC 63.436 80

HM_6540 GD2OF4R01BVS0L GGT 3 12 GTTGATTTGGTGTTTTGGTTGTGA 63.048 CCACCACCTCACCTTACTTTCAAC 63.12 108

HM_6541 GD2OF4R02I7BEW CCA 3 18 TTCAAATACAATACCACCACCGTC 62.009 TGAACTCGCTTAGTTTTGCTTCCT 62.754 123

HM_6542 GD2OF4R02HU56L GGT 3 12 AACCATCATAATTTGTTGAGGAGGA 62.01 AGTACCAGTGCAAATTCAAGCTCC 62.949 141

HM_6543 GD2OF4R01DKKAO CAC 3 15 ATGAACCATCATGGACTGAGGAAT 62.994 GCTCCGCAGCCTATAGTAGAATCA 63.058 99

HM_6544 GD2OF4R02HSXZE TTC 3 15 CTTGTACTCAAACTTGGGCTGCTT 63.053 CAACTAACAAAGACAAACAACAACACC 62.117 139

HM_6545 GD2OF4R01BVUD2 AAT 3 18 ATCTTTTTCACAGCAGGTGCG 62.603 TGAAATGTCAAGGAGTCGAGTGTT 62.276 119

HM_6546 GD2OF4R02IEJ1F AGC 3 12 CATATCATCTTCAATTCTTCCGGC 63.012 ATATCCACCCCAATTCCAGTTCTT 62.974 105

HM_6547 GD2OF4R01C423H GGT 3 12 GTAAAATTACCATCGCCACCCTTT 63.3 ACTAGCCTTACTATCACAGCCCCC 63.02 152

HM_6548 GD2OF4R02GKJXF CGG 3 15 CCTTCCCCCATAGGAAACATAAAT 62.397 AGACCACCACCATGTTTTGAAAGT 63.023 83

HM_6549 GD2OF4R01EDCL3 TGA 3 12 TGGAATAATAGGATTCATCAGCGG 63.309 TGTTGCTGGTGTTTCTTACCAAAG 62.54 148

HM_6550 GD2OF4R02ILXR1 CAA 3 12 CGGAGTGTTTCTCTTGCTGGTAAC 63.456 AAATCCAAGAGCTGAAGCCTTTTT 62.82 149

HM_6551 GD2OF4R02JJLFJ CAA 3 12 TAATAACAACCGTTGGAATCACCC 63.018 ATTATACGGCTGGGACTGCCTATT 63.123 136

HM_6552 GD2OF4R02GK99E ACA 3 12 GAAGTTACAACACCATAAAAGGGGG 62.908 AGCCAAAATGTCTCATTGTTAATGG 62.451 101

HM_6553 GD2OF4R01CORJX TCC 3 12 GTCCTCAGCCCACTCGTTCTC 63.599 CAATATGATCAAGGGCAAGTCTCC 63.112 115

HM_6554 GD2OF4R02JHYIQ TTC 3 12 GCATTCATGATGTTATCTTAGTTATGCC 62.173 AAGTCGGGTTATACAAACACCACC 62.327 108

HM_6555 GD2OF4R01DAWCI TTG 3 15 GTCTTCTCCATTGTGGTGGAGC 63.247 CTACACCCTCAACTACCCTTCGAC 62.397 82
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HM_6556 GD2OF4R01BWFBH TGA 3 12 CGACAGAATGGAAAAATTGGTCTT 62.606 ATGCTCCTAGTGCTGCCACTATTC 63.064 158

HM_6557 GD2OF4R01BF66R TGA 3 30 ACCTTGGAAAAACACATGCTCAAT 63.035 GGACAGGGGACTCGAATTTACAATA 63.484 154

HM_6558 GD2OF4R01AWL4X TCC 3 12 GACCACTTCTTTTTCTTGGCCTTT 63.098 TGTGTTTTCTATCATCATGCCACC 63.159 111

HM_6559 GD2OF4R01AY4JC GCA 3 24 ATGACACGTTTTGATCTCTCATGC 62.625 TGTCCTACTCCTGTCCGTCTCTCT 62.896 145

HM_6560 GD2OF4R01B21M2 ATA 3 15 TCAGCTGCATGTTTCTTCTATCCA 63.27 ATTCCATCTTGTGGTTTTGATTGG 63.206 158

HM_6561 GD2OF4R01E4Q1F TAC 3 12 CTTTAGACATGTGTGGTCGATTGC 62.962 AAAGGGGGTGAATTCTCTCATAGC 62.986 130

HM_6562 GD2OF4R02JZDW0 AGA 3 15 GATTGTATAACTATTTTTGTGCAAGGAA 60.084 GGCTCTCAAAACACAGTCGTTACT 61.07 134

HM_6563 GD2OF4R01CG4W9 GTT 3 12 GACGTAATTCTTGGACTTTCATTTTCA 62.755 GCTTGTAGCTTTGGGTACATGGAA 63.552 157

HM_6564 GD2OF4R01CXHPI GAT 3 18 CAGGATTCGAGTCTGAGGATGATAA 62.899 CCTCCACCTAATGCATATCGAATC 62.915 160

HM_6565 GD2OF4R02FLG17 ATA 3 12 AGCACAAATAGGGATGACAAGGAA 63.121 TAAGCTTGATCACCATAGCCACAG 62.643 147

HM_6566 GD2OF4R01A0DZS CAT 3 12 TCATATCTGTTTGGACTTTGAAGCA 62.126 GAAGGGGAGCATTTTCGTTAATTT 62.721 156

HM_6567 GD2OF4R01DH48L TTC 3 18 ATAGACATCCCTTTCGACCAAAAA 62.108 TTGGAAAAAGTCAATTGTTCAATCC 62.424 113

HM_6568 GD2OF4R01AR5UI AGG 3 12 CTATGACACCTCCCTGGAAGCTC 63.537 GGTCTTAATCCTTCCCTCCACTGT 62.974 99

HM_6569 GD2OF4R02JINUD GAT 3 12 AAGGGATCTGTGTTACGAGGCTTT 63.511 CAACTTCATCAATGTTCTCAACGG 62.931 134

HM_6570 GD2OF4R01AE1TE AGT 3 18 AATTCTGTGGTCAAAGATGGTGGT 63.014 ACGACAATTTCACTCATCCTCCTC 62.901 128

HM_6571 GD2OF4R01A3T5Q TAG 3 15 GCACTGGGCTCTTCAAGGAGT 63.134 GGTTTGGACTCAAAGTAGCCTTCA 62.921 155

HM_6572 GD2OF4R02GR19F TCT 3 12 TTTATGATTCCTGGCGAATCTAGC 62.737 CTCGTTATGGACGCAAAGGATTAC 63.043 143

HM_6573 GD2OF4R02FKF6D TTC 3 12 AAGTCATCGACAGTAGGAGCCTTG 63.137 GCCTCCAAGAAAAAGAAGAAGTCA 62.299 104

HM_6574 GD2OF4R01DKNXH AGA 3 12 GCTCGTTATGAGCATATCCTTTTTG 62.291 CTCAGCCATATTGCTTTTCGTTTC 63.245 135

HM_6575 GD2OF4R02HIVQ3 TGT 3 12 ATTGGGTGGAGATGTTAATGGTTG 63.108 TTGCACCTTCATCATCAATGAATC 63.254 83

HM_6576 GD2OF4R01CMO7F AGA 3 15 GGGAGAGGTTGTTTCAGTGTTTTG 63.22 TATTTTTCCACGCAATATTTTCGG 63.033 145

HM_6577 GD2OF4R02F8K92 GAT 3 12 TGAGCTAGATGATGAACTGTAGGTCG 63.057 CAAGACTGTCACTGGTTCATCAGG 63.259 121

HM_6578 GD2OF4R01C3HB1 TCA 3 12 ACTCTCGAGATGCTTCATCACCTT 62.812 AGTGAAGAAGGTGGTAGCGAAGTT 61.819 109

HM_6579 GD2OF4R02J49IN TAT 3 12 CTTCCATCTCAGACCTCATTTTGC 63.431 AAAGAAGTTCATTCCCACTTGCTG 62.921 131

HM_6580 GD2OF4R02JCD4X GAA 3 12 CTTATTCTGAAAGATCTCGGGGGT 62.971 GCTGGTTGTCTATCCTTTTAGTTTGG 62.474 106

HM_6581 GD2OF4R01ET19P AGC 3 12 GGAATGGTGGAAGAACATGTTAGG 62.897 ATTTGCTCTCTTCATTCCTGTTGC 63.039 116

HM_6582 GD2OF4R02HQAKA ATT 3 12 CCAGTTTATTGTTTTACGCCGACT 62.571 GAACAACAACTCCATCAATATCATCAA 62.356 151

HM_6583 GD2OF4R02HBLKQ TTA 3 12 GGCTAGCTAATTCCAACACAAGGA 62.839 AAGAAGGAACGTCCACAACTCAAC 62.922 155

HM_6584 GD2OF4R02IQACO TTA 3 15 CATCGACGTAACCGTAGTTCTTCC 63.142 CTCCACATATAAGATCACGGAGCC 63.125 126

HM_6585 GD2OF4R02IOW0M CAC 3 12 AGCCACCAACAGTTCAACCTACAT 63.15 ATGGATTTATAGGGCTCGGATGTT 62.998 144

HM_6586 GD2OF4R01E2JF0 CCT 3 15 TTTTACATCGAAGGGAACATTTGC 63.327 GTCGATCACGATCTCCAATTGAC 63.025 104

HM_6587 GD2OF4R02G2HFU AAG 3 12 AAAATCTGCAGCTAAAAGGGAAGG 63.103 GGAAAGATGTTTGCGGAGTTTAGA 62.826 95

HM_6588 GD2OF4R01CY3LN TCT 3 15 TTTCTTATTCCTCCCTTGCTTTTG 61.943 TCGAATTTATAGATTAACAAGGGTTTCA 61.394 144

HM_6589 GD2OF4R02I04UE CTA 3 15 GGAAAGCCCTTCTCCTTCTTCAT 63.268 ACGACGGTGGTGGTAAAATTTATG 63.039 110

HM_6590 GD2OF4R01BBS0Z TGT 3 18 AATTAAAGCAGCACCACGTGAATC 63.57 TCACACCTATTCGTGCTACTCGTC 62.755 140

HM_6591 GD2OF4R01CY5D1 AGG 3 18 GTTCTATCGGATTCCCAATCAGTG 63 CCAGCACCTACTACCACAATGAAA 62.426 130

HM_6592 GD2OF4R02IY84Q GTG 3 12 TCCTCGAGGGAGGATTTTAGAGAT 62.756 CCATGAACCAGCAGTACCTTTTCT 62.822 127

HM_6593 GD2OF4R02IR77A TTC 3 12 TGAAACGAGAGGTTACCAAAAGGA 63.21 AATGAAGATATTGGGCGAAGGAAG 63.672 158

HM_6594 GD2OF4R01C4WBB AGT 3 15 AAGCTCCAAGTTATTCCAACAAACA 62.262 CAGTTCATGTCAATTCACCACCAT 63.15 105

HM_6595 GD2OF4R01DI7KS GAT 3 12 TGGAACTCATGGTTGAAATAAGACA 61.894 TTGGATTTATCGGCATCATTCTTT 62.819 151

HM_6596 GD2OF4R02HWF70 AAG 3 12 AATACCACAGCACAAACACAAGGA 62.856 TGCTTGGTGTAAACAAATGCCTAA 62.773 87

HM_6597 GD2OF4R02J4QM2 GCG 3 12 AAGGTTTTGAGGTAAAGTAGCGGC 63.036 CCCTCCTCCACCTCTCTACACATA 62.882 124

HM_6598 GD2OF4R01ECHZ1 CAG 3 12 ACATCCCAGACCGAACTACAAAAA 63.019 GGTGACTTGGTCTTTCATGGTTTC 63.115 117

HM_6599 GD2OF4R01D20O7 CTT 3 18 GGTTGAACTTGAGAGCTTCCACAT 63.027 ATATTCATCATTGGCGTTCCATTC 63.125 158

HM_6600 GD2OF4R01BJSS3 TCA 3 12 TGAAGTTGGTTTTCCATTTCGTTT 62.919 CTGCAACATCAACAACGAAAAATC 62.859 121

HM_6601 GD2OF4R02HGD3V TTA 3 12 TCTAACCTAGGCCCAGCTTTCTCT 63.005 CAGAAGATGGCATCAGAAGGAAAT 62.9 155

HM_6602 GD2OF4R01CZ1AK GCT 3 21 CGTTGAAACCAGAGAAGATGTTGA 62.71 CAACAAAATACGACAACAGACAGTAGC 62.33 128

HM_6603 GD2OF4R01BJ883 TCA 3 12 AAGGAAAAGCTTAAATGCAGAGGG 63.103 GTACTCGACCCACCACCTCTCTT 63.003 150

HM_6604 GD2OF4R02IE5RM CCA 3 12 AACCCCAATCAAGGAGATGAAGAT 63.27 GTAGTGGCAAGGGTAGGTGGTG 62.919 113

HM_6605 GD2OF4R02I537Z TCG 3 12 GATGACAAAGAAAACCTTGTTCGC 63.244 CATGTCAGCCATGTTTGTCAGTC 62.838 155

HM_6606 GD2OF4R02HKMWM GTG 3 21 GTGGAGGAAGGGACTGTGTTTCTA 62.895 AACCCTCTCTACCACACTTCCTCC 63.186 119

HM_6607 GD2OF4R01CJ8HU TTG 3 12 TTTTCCAATATCGTAACCACCTCG 63.216 GGTTCTAAAAGCGACGATGTTTGT 62.755 150

HM_6608 GD2OF4R02G2QUD GAC 3 12 CACCTTTCAGGAGTACGGTTGTTC 63.233 GATTGAAATGTGTGATAGCAATGAGG 62.95 123

HM_6609 GD2OF4R02IXMOI AAT 3 15 AACTAAACAACCAGGGGCATGTAA 62.836 CACGATTCGATTCACACAATTCAT 63.159 120

HM_6610 GD2OF4R01A0MH1 TTA 3 12 TAAATCCACGAAGCTTGCTAGGTC 62.947 GATTCCTCCGAGCCCTCATATC 63.296 146

HM_6611 GD2OF4R02IGBWP CAC 3 15 CTGGGATCATGGGTGAGTTAAAAG 62.993 GTTACCTAGATCAAGGGGGAGCTG 63.488 160

HM_6612 GD2OF4R01BIAP7 AAG 3 12 AATTATGCCGTCCCAATACCTCTT 63.007 GGAGTTGTATTGCCAGTCGGATAC 63.039 122

HM_6613 GD2OF4R01C4EBJ GTG 3 12 CAGTCAACCACATGGAAAACTGTC 62.933 AAAAACCAACAGCAGCCCACT 63.148 120

HM_6614 GD2OF4R01AUX9L ACC 3 24 CATACCCTCCTCCACCTCCATAC 62.975 CATGGATGGACAGGAACTAAATGG 63.724 152

HM_6615 GD2OF4R02HJU3L CAT 3 12 CATGTGCCTTTCCACAATTTGTTA 63.055 CGATCGATGAGAGAATACAGAGACAA 63.035 160

HM_6616 GD2OF4R02JCVAJ TGT 3 12 TTACACGTTCATCGATCACCACTT 62.844 TCAACAACAAGTCGATTTACCGAG 62.527 136

HM_6617 GD2OF4R01COE0U GTT 3 12 GATCCAGCTGAAGAAGAAGCAGAC 63.031 GGTTTCTCTGAATCGGCAAGATTA 62.815 146

HM_6618 GD2OF4R02HSYO3 AAT 3 15 CCATAAGCTGAATCTGCTCAACCT 63.035 CTGTATATGATGCTTTCGTGTGGC 62.875 143

HM_6619 GD2OF4R01BT487 ATC 3 12 CTGTCGATCCGTATTACATTGCTG 62.859 GATGAGGACAATGAAGAGGCTGAT 63.007 100

HM_6620 GD2OF4R01B5W4J AGC 3 12 AGCCACCCATCTATTGAAACTGAA 63.121 GTGTGAAGTTGCTCTGTGATTGCT 62.979 160

HM_6621 GD2OF4R01AVO0N AGA 3 15 GGGGAAGCGACGATACATAGAATA 62.533 CTCTTTTTCTTCTCCTCTCTGCGA 62.696 139

HM_6622 GD2OF4R01BL4FJ ACA 3 12 GTCAATGGCAGGAATACCCAATTA 63.117 TTGAGTGATGTCTTCGGGAATTTT 63.108 148

HM_6623 GD2OF4R01A17QD AAG 3 12 TCTGAGGTGGGTATGAGAAAGGAC 62.884 CTCCTACAAGCCCAAACATCAAAC 63.129 115

HM_6624 GD2OF4R01DIWVB ATG 3 12 AATTATTTTGGTGTGGGTTATGCG 62.945 CTCCTCACCATCCAAGCACATTAT 63.544 151

HM_6625 GD2OF4R01CGKAP GCC 3 12 ACCTCATCTAGTCTCCACCACCTG 63.001 GCTTCTTCTTGCCCATTTTCTTTT 63.107 142

HM_6626 GD2OF4R02H859G GCC 3 12 GCCTGGATTGGAGAAAAGAAAGAT 63.081 CTCAATTATCGAAACCTCCACCTG 63.104 127

HM_6627 GD2OF4R01C7263 ATG 3 12 CCCCAAAGATGATGATTTCTGTTT 62.481 TGATTTTGGTGGTGCATTTTGATA 63.357 101

HM_6628 GD2OF4R02JGGFR TGT 3 18 AACTGCGGTAAAGTTTGTGGTAGC 62.779 GAACAACAGCAACAGCAGCAG 62.145 137

HM_6629 GD2OF4R02FUUB8 ATC 3 12 GCTGCCTTCTTTGCTAGTGGTTTA 63.064 CCAAGAACATCCAATGGAAATGAT 63.198 150

HM_6630 GD2OF4R02HHJHH ATC 3 12 TCATCATGGTCAACATCACTTTCA 62.588 TGGTCGCATATAACTATCAGGCTTT 62.198 158

HM_6631 GD2OF4R02FU0GE TTG 3 15 TCGTATTCTTTGTAAAAAGTTTCGGT 60.595 TTTAACATGTACGTTCCCTATTCCC 61.409 138

HM_6632 GD2OF4R01ECLVP CCG 3 12 TGAAATTCCTCCTCAAAGAAGTTGA 62.494 ACCTATGATCGATCCTCCGATG 62.428 159

HM_6633 GD2OF4R02G7IBQ TTC 3 18 CCTTCTCATGGCTTCCTCCTCTAT 63.278 ATGGTCGTCTGGAAGGTAGTCAAA 63.225 112

HM_6634 GD2OF4R02HBEO6 ACT 3 15 ATGGATTTCGTCTCTTTGAACTCG 62.91 GAACAACAAGGCTGATGTGACTGT 62.736 147

HM_6635 GD2OF4R01DALD9 GGT 3 12 GTTGGGCACTTTGACACACCTATT 63.462 CACAATGAGTGAAATTCTTGGTGC 62.948 148

HM_6636 GD2OF4R01D4PAK GTA 3 15 ATGGGTTGATGGAATCTTAGACGA 63 ACCCGGACCACTCATTACCATTAT 63.696 123

HM_6637 GD2OF4R02FK60F TTC 3 18 TTTATACCACCTTCCCCCAAATCT 62.875 CCCTTTCAAAGCACTGAAAAGACA 63.84 139

HM_6638 GD2OF4R02HV5RP AGT 3 12 AATTTTAAAGGGTTGGAGATGGC 61.62 TGAAACAGAGAATGTAGAAAACTTCAAA 60.835 105

HM_6639 GD2OF4R02GUFBV GAA 3 15 CACTCATCAATTTGCCGCTTATTA 62.369 TTGCTCACATTAGTAAGTTTCCTTTCTC 61.526 91

HM_6640 GD2OF4R01DNHSY TAC 3 15 AGAAGGAGGACTCCGACCTGTTAT 62.778 CCGAAGGACAATACATTTGACAAG 61.895 149

HM_6641 GD2OF4R02FWFIZ TTC 3 12 ACAAACCAAAACTTGATCTTCCCA 63.006 TATGAACTTTTGATCCAATGCAGC 62.44 152

HM_6642 GD2OF4R02G0UO2 TCG 3 12 CATGAAATTGCGCATCTCTTCC 64.024 CGAACCTACCTCACACTGCAAAC 63.17 129

HM_6643 GD2OF4R02FMQS6 AAT 3 12 TAGTCATGCCACAGTTTTGCTTGT 63.087 TGCACTGCTAAAATCGCTATGAAA 63.091 121

HM_6644 GD2OF4R02I3O49 GGC 3 12 GTTTGTTGCAGGTTTTGTGATTGT 62.339 TTCTCCAGAGACTTCATCATTCCA 62.336 102

HM_6645 GD2OF4R01AR3CC TCC 3 15 TAGATAGCCAAACGCACCTTTTTC 62.759 GGGAGAGAGCGAGAATACTAGAGAGA 62.032 87

HM_6646 GD2OF4R01E2G2U GTG 3 12 TTTACCTTCAAATAGCGGTGGTGT 62.944 CCACCCTCCAACCTGAGAACT 62.736 102

HM_6647 GD2OF4R01B09B8 GTT 3 15 ATGCGTAGCTTTACTTTTTCGCTG 62.99 AAATCCAATCAACAACAGCAACAG 62.426 129

HM_6648 GD2OF4R01DNIPE TCT 3 15 GCACCTGCTGATTTTGCTCTTACT 63.171 AAACCCTAGTCCCTAGATCGAACG 62.992 139

HM_6649 GD2OF4R01EJL9J TGT 3 12 GTGGAGATCGACAATTATTGGGAC 62.903 CAAATCGCTTGAAACTGAACTCAA 62.742 83

HM_6650 GD2OF4R01CC434 CGT 3 12 CAAGACAAGGTATGTAATCATCCGC 62.949 AACCCACCACAACTAACAACATCA 62.621 142
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HM_6651 GD2OF4R01B91C4 ACC 3 12 ACGAAGAGGAAGATTGTGACGAAG 63.124 GACGATGATTCTGGAGTTGGTTCT 62.901 154

HM_6652 GD2OF4R01EPOI1 CTG 3 12 ATCGATCTCTGTTTCCGTTGGTAA 63.121 AATTAGAGCAACCCAGAGGAAGGT 62.698 156

HM_6653 GD2OF4R01EMC2U GAA 3 15 TCTTTCTTGAGAGCCTTATGGGTG 63.006 GGCACGACATAAGGTACAATACCC 62.744 150

HM_6654 GD2OF4R01C5Q9T GAG 3 12 GGGAGGAGGAGATTCCACAATATAA 62.68 CCTAACGGTATGGTTGTGCCA 62.93 93

HM_6655 GD2OF4R02G1HIA GTC 3 12 TATGGCTACATCCAAATCCACCTT 62.815 ACTGAATAGCAAACCGTCGCTAGA 63.468 112

HM_6656 GD2OF4R02F3JUX TTA 3 15 TTCAGTACACGTGTCGTGGTTTG 63.204 GACCAGCTCTCGAGGTCACTG 62.534 158

HM_6657 GD2OF4R01EXZNU ATC 3 12 ACTTGAACAAATGCATCCTCCAAT 63.026 TCATCGTTAGCCCAATGTTTATCA 62.638 134

HM_6658 GD2OF4R01B5CNQ TCA 3 24 GGACCACATCTTTCATCTCGTCTT 62.901 GGGCTGAAGTGAAAGCTAGGTAGA 62.327 142

HM_6659 GD2OF4R01DHX0W CCG 3 15 GCGGTGGTCTTCTTGTCTCTTC 62.57 GATTTGAAGATTATCGCTGCTCGT 62.953 146

HM_6660 GD2OF4R02GSAH9 CTT 3 30 TTGCAGTTTCATCATTTTCCAAGA 62.932 CAGCTGAATTCAACCTCTCTGTCA 63.04 127

HM_6661 GD2OF4R02J46ZT TCA 3 15 TCAAACAAATGGAATGGATCAGAA 62.691 TGATGATGCTAATGATGATGGGTC 63.141 145

HM_6662 GD2OF4R01A0JQD ATA 3 15 CGAATGATCCTCTCTCACTGTGTT 61.921 TGTCCATAAGAATAGATTGCTTGATTC 60.977 97

HM_6663 GD2OF4R02JU70K TGC 3 12 CCTGATAACTGGGCAAAATTAACG 62.837 GCTCAACAGGCTCAACAACAAC 62.157 134

HM_6664 GD2OF4R02HPKG7 AGA 3 12 TGAGAGCTATGACCCGATAAATGG 63.524 GGTTGTTAGTGCCCTTCTTCTTGA 62.921 149

HM_6665 GD2OF4R01AYY3Q CTT 3 12 ACACCCGTTAATCCAATCTTGAAA 62.813 AAACCACCAAAGTGACAAGGGTAA 62.918 132

HM_6666 GD2OF4R02FJM7A AGA 3 12 GAACATTTTGGAGGTGTTTTCGAC 63.022 GTGTTGGTTGGTTATTATTTGGGC 62.546 158

HM_6667 GD2OF4R01CS7WU TCA 3 18 ATATACCTCAGGGTCCTCTGGCTC 63.088 GAGCATCGTGAGGAGGATATTGAT 62.805 111

HM_6668 GD2OF4R01BLYVE ACC 3 15 TGGGTGGAGTAGAACTGAGAGTCA 62.459 AAATTGGTGAACGTTGAGATGTCC 63.444 149

HM_6669 GD2OF4R02I74XY GAT 3 12 CAGAGCATTGGAAAATGAAGATGA 62.602 CATCGGAGGAGAAAAAGAGAACCT 63.273 119

HM_6670 GD2OF4R02FISBQ ATG 3 12 CCTCTAGATCATGCTGCACAACC 63.272 CTCCTCATTGTCGTAACCCTCATC 63.217 158

HM_6671 GD2OF4R01D4D49 CTC 3 15 GTTCAAGGAGACCTGCGAAGAC 62.57 ATGGTGTGTGAAGACTCAGTGGAG 62.81 159

HM_6672 GD2OF4R01BYK9G GAG 3 15 CACCAGACCAGTATCATCATTTGC 62.833 AACTGATCGTGTCTAAGGTGGACG 63.778 83

HM_6673 GD2OF4R02JREW0 TTG 3 15 CGATGGGAACCTAGGTGGGTA 63.2 AAGGTTTGGAAGCAAGAATGACAG 62.921 122

HM_6674 GD2OF4R02F7P9A CCA 3 12 ACTACCCCTCACTTCATCTTTCCC 62.974 TAGAAGACAGATGGTGGTGGTGAC 62.584 152

HM_6675 GD2OF4R01E026Z CCT 3 18 TGTACACATGATTTTCCTCGCACT 62.962 TCTCTCTTCCTCTTTACAACTTTCACG 62.554 147

HM_6676 GD2OF4R02GH7O8 TAT 3 15 TAGATGAGGGGATGAAGCTTTGTT 62.397 GACCTGAAAAACAGAGGTCTCACAA 63.022 135

HM_6677 GD2OF4R01BD42W AGC 3 21 TCATTGACAAGAAGAACCCCAGAT 63.204 AAGATGCTTCTCGAATTCCCAAGT 63.601 160

HM_6678 GD2OF4R01DA4LB AAG 3 12 GTGTCGGACATGTTGCATCACTA 63.205 CCATGGCACTCATGAATCAAGTTA 63.257 130

HM_6679 GD2OF4R01BHDBP AAG 3 15 TGGACCAGTTGATGATATCTCGTG 63.362 TAAATTGGGCCATTCTCTCACGTA 63.827 108

HM_6680 GD2OF4R02ILQ6Z ACC 3 12 GAAGACAATACAATCAAATTTCCCCTC 63.179 TGTCCCAAACTTTGAACATCAGAA 62.918 104

HM_6681 GD2OF4R01DOCA7 CTT 3 12 GATGTTGGAGAGTTTATGAACGGC 63.137 ACACTTCATCTTCCCCAAAAACCT 63.285 97

HM_6682 GD2OF4R02HHGLN GGT 3 24 TTCTTTTTGTCCTTCGATGGATTC 62.691 ATAACTCCGATTTGTGTGGTGGAC 63.343 142

HM_6683 GD2OF4R01DOPZW GTG 3 12 TCAAACCATAACCAACAATTTCCC 63.005 AGCTGAAGCATCAACATCATCAAG 62.847 149

HM_6684 GD2OF4R01D4EVK CAC 3 18 ACTACCCTAACCCTAACCACAGCG 63.707 AATGCAATGAACAGTAGCGATGAA 62.975 147

HM_6685 GD2OF4R01B32VW GAT 3 15 ATCATCGGCTCGTCGTTTTCT 63.251 TCGTTTGGGTCAAATACCAATACC 63.018 121

HM_6686 GD2OF4R01CWMPW TTG 3 12 TGTATATTCTGGGGCTTGGTATGC 63.237 TCATCAAATTCACAACAACCCAAC 63.038 108

HM_6687 GD2OF4R02JKIF5 GAA 3 21 CAAAGAAGACGACAAACAGACGAA 62.839 ACTAGGGTTTCTTGCAGTCCCC 62.884 126

HM_6688 GD2OF4R02H4J2O ACC 3 18 GAGCGACTACGGTGAAGGAGAG 62.692 CATTATGGACGGTGGTAATGGTG 63.242 121

HM_6689 GD2OF4R01EO6BM TCT 3 15 TCGTCTTCTTCAGGCGATAGTACC 63.035 TAGACCACCAAGTACCAGTCGAGG 63.758 97

HM_6690 GD2OF4R02I0CZH TTG 3 12 TAAGGTTCCGACAACTGTGATTGA 62.931 GACTTACGAGCTGGGTGAAAGAAA 63.031 125

HM_6691 GD2OF4R01BP952 ATC 3 12 ATTGTCTTCATCGTCATCATCGTC 62.489 ACCTTGACTTTGGAGGATCTGATT 61.53 158

HM_6692 GD2OF4R02IKZGT TCA 3 12 TCGACTGATCTTCTTTGTCCATGA 63.243 CAGATGAAATTAAGCTGGGCTCTG 63.432 159

HM_6693 GD2OF4R01ASSJT AAG 3 12 GAAGATGAGCGAGCAACTTGGTAT 63.051 TGGCTCTACTTCATTCGGTCTTTC 63.022 88

HM_6694 GD2OF4R01B26JA TGA 3 15 ATCTTAGTCTTGCAATCCTGCCAC 62.94 GTTTCAGGATGGACCTCTCTCGTA 63 151

HM_6695 GD2OF4R01DPBY7 TGG 3 21 AGGCAATGTCAACGTATTTGGAGT 63.048 ATGCCACCCTATTATCTCCGATCT 63.192 137

HM_6696 GD2OF4R02GSN3R TAA 3 12 ACAGACCCTCTGATCCAACATACA 62.029 ACTCGAAAATTTTGATATGCCAGA 61.128 145

HM_6697 GD2OF4R02GNEWT TCT 3 12 CCTTCAAGCTCTCCTCATCTTCAC 62.898 CTTGATTAGAGAACCAATGCAGGG 63.214 143

HM_6698 GD2OF4R02I4XR3 TGT 3 12 AATCTCAGGCCAATAAGGGCTTT 63.385 AGAACAACATGCGCGTAGAGGTAG 63.892 159

HM_6699 GD2OF4R01BO8GS TTA 3 12 GAGGGGGAGTGTTGAGAGTTGTTA 62.895 GAGACAGCATGTCTTCCCTTTCTT 62.281 141

HM_6700 GD2OF4R02IL0TA ATG 3 12 AAAGCAAAAGTTGATTGTGATTCCA 63.041 AACTTGCCTTCAGTTCAGTTGGTC 63.036 144

HM_6701 GD2OF4R02JUFM0 CAT 3 12 TAATTCGAGCTGCTTCAGCTTTCT 62.96 AATTGTCTTTCTTTGTCAACGTCTTG 61.977 141

HM_6702 GD2OF4R01ET9IJ TCG 3 15 CTTCGTCGTCGAGGTCTTCATC 63.475 AGAGAAAATCCTTCAGAAACTCCCA 62.779 87

HM_6703 GD2OF4R01CD8D0 TTC 3 15 TCTTTTTCTTCTTCGTCACTCGCT 62.933 CAATCAAGGAAAAGGAAATGCTCA 63.614 157

HM_6704 GD2OF4R02H94PL AGA 3 12 CGATTGAAAGGAAGCAGATGAGTT 63.022 TTGGTTACTCTCTTCTGTCACCCA 62.261 143

HM_6705 GD2OF4R02ICWDN AAT 3 21 GTCGATTATACCCGACAACCAGG 63.739 TTCATTCCAAGAAGAATCCAGAGC 63 113

HM_6706 GD2OF4R01CBO1N GGT 3 12 ACCTTGGATGAGAATTTTGGGAAT 63.069 TGGTCCATACTTCAAACTCAACACTC 62.737 112

HM_6707 GD2OF4R01B3WCF GTT 3 12 TGGGCATTTGAACCTTGATTATTT 62.722 CAATCAACAACAAGATCGTCAACA 62.181 129

HM_6708 GD2OF4R02GOTKJ GGT 3 12 AATTTCACCCTCAAACCCTCTCTC 63.071 TGAAAAAGGGACCAGAGAAGAATG 62.881 119

HM_6709 GD2OF4R01E0ZLX GAC 3 12 CCTTGAGCATCTTTGAGAGGCTAT 62.312 CCCTCATTATTTATGAATGATTTCCA 61.32 125

HM_6710 GD2OF4R02H9ORB GTC 3 24 GAGGACATGGGTTTGAAATTGAAG 62.996 CCGAGTCAAATCGGTAATAAATCG 62.827 104

HM_6711 GD2OF4R01CPY7P CAT 3 15 CTCAAACATCTCAAAGGCCATCTT 62.91 AAGTACATGTCACACGAGGAGGCT 63.48 159

HM_6712 GD2OF4R02HNYLP GTT 3 36 TTTGACCACGACAAATCTAGGACA 62.931 AAGGAATCTGTTGTGGCTATGGAG 62.811 144

HM_6713 GD2OF4R01EU2SA AGG 3 30 TAGGGTTTCTGGTCGAGGAAAAGT 63.482 GCTGCAGAGTAGTGTTTAGGGTCC 62.639 160

HM_6714 GD2OF4R01BEBUO TGA 3 12 TCATAGCTGAAGTGGATGAATGGA 63.028 CATAAAGTAATGGTTTGAGGGCACA 63.238 114

HM_6715 GD2OF4R01A9WZF TGT 3 15 GCAAGATTGTACGAAAATCGTGAAC 63.069 AATTAACCAATATGCACGACACCC 63.046 119

HM_6716 GD2OF4R01C2GAW TCA 3 15 TTTATTGGCCTCAGCATCTTCTTC 62.925 TGGTTTCGCCACATATCTTCCTAT 62.925 153

HM_6717 GD2OF4R01D898G TTG 3 15 GAGTATTGGGAAGCCATAGTGGTG 63.022 CTCCAATTAACTCGCCAATTCAAC 63.03 146

HM_6718 GD2OF4R02JXYI4 GTT 3 12 ATCTTTAGCACGATCAGCAGCAG 63.08 CAACAACAACGAATACAGGGACAA 63.159 83

HM_6719 GD2OF4R02F4T5O GGC 3 12 GGCGAAGAAGGGTTTCTCCTAATA 62.992 GGAAAAACAACGAAAGCAGAAGAA 62.932 150

HM_6720 GD2OF4R01C4GGK GAG 3 15 AATTACCTATCGTTTCGCAAAGCA 63.062 GATCACAACTATCTGTTTTCCCCC 62.068 130

HM_6721 GD2OF4R02GH3PM CTC 3 12 AAATGAGTCCTCCTTGCCTCTCTT 62.986 TGATGGAGAAACAGAAAAGCTTCC 63.009 104

HM_6722 GD2OF4R01D4ELZ CCA 3 12 TGTTCAACCTAACCCTAGCCTCAA 63.222 ATCTGGTTTGGTGAGATGGTGATT 63.004 122

HM_6723 GD2OF4R02HCBU0 TGA 3 12 TCTCGCATCTATCGCATGATTAAA 62.962 GAGGAGGCATTTCAGCTTCATCTA 63.125 97

HM_6724 GD2OF4R02GSOZM CCA 3 12 GCGATCACTCTTTTTGGTTTGTCT 62.936 CAAAGTCTGTTGAGCCACTCTCAG 62.718 160

HM_6725 GD2OF4R02F188O CTT 3 12 AAATCCATAGGCTCAATCTCTGTGAC 63.023 ACAGAGGACTGAGAATGGAACTGC 63.241 142

HM_6726 GD2OF4R01B3WCF TTG 3 18 TGGGCATTTGAACCTTGATTATTT 62.722 CAATCAACAACAAGATCGTCAACA 62.181 129

HM_6727 GD2OF4R01BCH90 GCT 3 12 TAAGGACGTTGTTGGTACTCCGTT 63.041 CTTCTGGTTTCTAACGGCATCAGT 62.933 134

HM_6728 GD2OF4R01CZP0C TGG 3 12 TTGTTAATGATGGAGGTGGTGATG 63.025 TCATTTATGATCCCCAACCAAGTC 63.198 102

HM_6729 GD2OF4R01DKD2A TCT 3 24 AAGAGCTGTGGTTGAGTTAGGTGG 63.033 GTTTCGTGTCAGACATGGATTCAG 63.044 104

HM_6730 GD2OF4R01AIWII AAG 3 12 ATACCGTCTCTTGGTTGGCTACAT 62.228 TCACCATCATCTTCACCTTTGTTC 62.473 157

HM_6731 GD2OF4R02IIT3F CTT 3 21 TTGGAAGTGGTAAACTCAATGGCT 63.129 ATGGGTGGTTGTACGAAAGAAGAA 63.019 149

HM_6732 GD2OF4R01EF8VI GAT 3 15 AAAGAAGGAATCAATGGAAGGTG 60.68 TTCTTCTATCTTCATCACCATCTTCTT 60.041 123

HM_6733 GD2OF4R01B9VDZ ACC 3 12 ACAGAGATGCACAATGATTGCTTT 62.219 TGTGCAAACTTGGTAGTGGAGTACA 62.98 144

HM_6734 GD2OF4R01ADH11 CAT 3 15 AGGAGTGATGCTCTTGTGGATTTC 63.017 AGAGGTCATCGGGGATCAATTACT 63.283 130

HM_6735 GD2OF4R01CRLU3 TAC 3 15 ACATGGGACATAGGCTAAAATAGCAC 62.68 GTCCACATGATTTTTGGGAGCTTA 63.426 125

HM_6736 GD2OF4R02G01L5 GGT 3 12 CGTAGGCTTGGAACAAGTCCTCTA 63.028 TGGTGGCTCCACTACCTCCA 63.992 114

HM_6737 GD2OF4R01DF238 GAG 3 21 GATTGAGGTTCTAAGCTGCTCCAA 63.133 TCATCTTCATCTCTTGGATTAATAAGCA 62.485 149

HM_6738 GD2OF4R02JGWCY AGA 3 15 GTTTTACCATTGAAGGGAGGGAAG 63.168 ACCCTGTTACTTGGCTAGGGTTTC 62.911 152

HM_6739 GD2OF4R01ESOUQ CTA 3 15 TTGGCTTCGGAATGTTCTTTCTTA 63.216 TGACAATTACCGAGATCGATACCA 62.719 126

HM_6740 GD2OF4R02G6WGP TAC 3 12 GAGAAATTTCGGGTTTGGTGAGT 62.685 CAATTCCGGTGAAGAAGAAGACAT 62.798 87

HM_6741 GD2OF4R01B8TY2 TGA 3 12 GATGATGGTGTTGATGGTGTTGAT 63.037 AAGTGCAATTAAAGGATCTGCTGG 62.839 120

HM_6742 GD2OF4R01DYSTJ CAT 3 12 CTTCTTCCTCATTGTCATCACCAC 62.136 AAGATGACCAAGGTGAAGTTCAGG 62.895 123

HM_6743 GD2OF4R01C2UXC GAA 3 15 TGGAAAGAATGAAGAGAAAAGGGA 62.467 GCTTCTCATCTCTGCTACTACGCC 62.966 144

HM_6744 GD2OF4R01EP92T GAT 3 12 TGTTCTTATAGTGATGAGGTGGCG 62.528 GTCCCATATTGAAACCAAACAAGG 62.703 153

HM_6745 GD2OF4R01DV52Q GCG 3 12 GCACGAGCCCAATCGTAGTG 64.013 GGGTGAGGGTTTCCATCGTATC 63.847 117
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HM_6746 GD2OF4R01D5B31 TGG 3 15 TAGGAGCAGGACATGCACAATAAA 62.959 TCCTATGTTACCATGTGATGCGAC 63.172 146

HM_6747 GD2OF4R01DS4Q6 GAT 3 12 GAGCTTCCAAATGTCGATGAAGAT 62.916 ACTTGTCCGTCCTGTCCCATC 63.586 89

HM_6748 GD2OF4R01BQ38Z AGA 3 12 AACATCAGCCAAATAGAGGAGCAG 63.035 CCTGGGTTTTCCGTTTTATTGTTA 62.252 105

HM_6749 GD2OF4R02FXI1H CCA 3 12 TCTCAGTCACTTGGAAGAGTGCAT 62.599 AGATAGGGGTAAAATGGGAATGGA 62.866 113

HM_6750 GD2OF4R01BEIEA TTA 3 15 AATTGTTCTTTTCTTCCCCCTTTTT 62.521 TGACTGAGTTTGCAGGGAGAAAAT 63.438 131

HM_6751 GD2OF4R02H4LNS TTC 3 12 TCTAAAAATCGCTAGGCTGTAGGC 62.198 CGAAATTTTGATCCTTGATTGGAG 62.993 189

HM_6752 GD2OF4R01E2JF0 CTC 3 12 CGAGGTATTTCACGTTCTCTTTCC 62.411 TTAGATTGTGAACGGGATCGATTT 62.912 101

HM_6753 GD2OF4R02JG6LR AAG 3 12 ACAAAGAGTTTCACAATCAAAATCAAA 61.352 ATAATGTTAGGTTTTGCGGATTGG 62.264 111

HM_6754 GD2OF4R01DVZZ7 AAG 3 12 TCCCCATACCTACAATCAAAATGG 62.993 CTTCTCTTCTTCTCTCCCGGTGAT 63.483 148

HM_6755 GD2OF4R02IDB49 GGT 3 12 CCCTAAACTCTCCGTACACGACAT 62.723 CGGTGACATTCAAAAATCCACTAA 62.212 160

HM_6756 GD2OF4R01EMUW1 TCT 3 12 TACTTTTGTTGCTGATCACCGCTA 63.081 GACTGAGATCACAACTCTTGGTGG 62.35 96

HM_6757 GD2OF4R01ED7BU CTT 3 12 TGCTGCTATTCTTCTTCCCTTGTC 63.133 TTAAAGAAGCAGGGCAACAGACTT 62.645 95

HM_6758 GD2OF4R02G28GC CGC 3 12 CAACCAATTCCTCGTCTCCG 62.874 GAAGGATTAGATCCGGAGGTTCC 63.358 136

HM_6759 GD2OF4R02J5J34 TAT 3 12 GCTCGAAGTCAAGCCAATGTTAAT 62.854 GTTTGAACTTGAGCTTTGTGGCTT 63.057 93

HM_6760 GD2OF4R02GY0MN TGA 3 12 ATGATTTTGGTGTTTTACCTTGGC 62.342 GATGAAAATGATACCTCGGTGGTC 62.903 128

HM_6761 GD2OF4R01EFDYY AGG 3 36 CCTTACCCTGAGGCACACGAC 64.174 TCTTCTTCGACGAGGTAAGTTCCA 63.531 144

HM_6762 GD2OF4R02IYVJH CCA 3 12 CACCTCCGGTAAGGAACTAGGTTT 62.896 GGGTTATTCGAAGCTAGGATTTGC 63.305 150

HM_6763 GD2OF4R02FTWAO ATC 3 12 ATAAACTTGACTTCGACATCCCCA 63.009 CCAACTTTCCAAGCTGAATTGAAG 63.319 112

HM_6764 GD2OF4R02I05RS GGT 3 12 AATTGCTTATGGGGGATTTGGTAG 63.278 TTCCTTTCATGCCTGATTTTGATT 63.009 130

HM_6765 GD2OF4R01AEC3M GCG 3 12 CAGCCAGTTGCAAAGAAGGTAAAC 63.354 CACAGCCACTGAAACGTCACC 64.038 141

HM_6766 GD2OF4R01B6G6Z TGG 3 12 GTGCGGTTGTCTCTCAGATGG 63.158 CTCTGAAGAAGACGCTCATTCACC 63.774 154

HM_6767 GD2OF4R01ECR6F CAC 3 12 GGAAAAGGAAAGGAAACACTGAGA 62.072 AGAATGGGGATGGAATAGGACATA 61.864 115

HM_6768 GD2OF4R02IM2VI TTC 3 21 TGCTGTAAAACTTCCCCATCTTTC 62.716 AAAAAGAGGCGTTTAGGCCC 61.739 146

HM_6769 GD2OF4R02JN1OQ CAA 3 12 CCTCAAAAGACTCACCCTCAAAAG 62.582 TGAGCAACAACTCCAACAATAAATG 62.355 142

HM_6770 GD2OF4R01CBBJ2 AGC 3 12 GGAAAACAGGTAATTTGTGGAGCA 63.432 GAAATCCAATTTGTTGGGGAAAAC 63.661 151

HM_6771 GD2OF4R01A529Q AAG 3 12 ATGAGATGATCGCAACCATAAAGG 63.432 GTTGCAGATGATTGGTTGATTGAG 62.938 157

HM_6772 GD2OF4R01EVGG9 TCT 3 15 CAGAATTTTTACTGGCCCATGAAG 63.014 ATATCAATGCTCGGATGATGAACA 62.723 89

HM_6773 GD2OF4R01CLM7E TCC 3 15 TCCACTGAGCAGCAGCAGTAGTAG 63.311 GACGACCAGATCAGAAGACCCTAA 63 113

HM_6774 GD2OF4R01AHDG1 GTG 3 18 AAACATATCTCACGAGAGGGATTGA 62.298 GGCATTTACGTCAAAGTGGAAGTC 63.146 100

HM_6775 GD2OF4R02H875F ACC 3 12 CACTTGTAGCACTTGTCACGACCT 62.867 ACCTGGACACTTTGCCAGAGAAT 63.446 91

HM_6776 GD2OF4R02JZYNH AGG 3 21 GATGATGAGAGCAATGAAGTCGTG 63.275 CTTCTCTGCGTGCTGTTTTGGTAT 63.881 159

HM_6777 GD2OF4R01CNBSZ TTC 3 12 AGAAAGGGGAAGAAAGAGCAAGAA 62.98 TCGTAGAAGAAGAAGTCGAAGATCG 62.425 118

HM_6778 GD2OF4R01B9F13 TAA 3 12 TTGCAATTGGTGTTGTGTGGTTAT 63.391 TCAGGATGCTTAGAGCTTCGTTTT 62.742 133

HM_6779 GD2OF4R01AONHW AAG 3 21 TGCCTAATTTTTGCCTCATCTTGT 63.138 TGGCAAAAACGCTATAGAGCTAGAA 62.604 160

HM_6780 GD2OF4R02JXIU7 GTG 3 12 GTCAGAGACTTGAAATGGAGAGCC 62.798 CAACTCCACCTCACTCCTTCTCTC 62.882 145

HM_6781 GD2OF4R02H96ML CCA 3 12 TCGCCAAGTGACCAAACTCAC 63.528 GTTACAACTGTGGTAGGACTGGGC 63.15 126

HM_6782 GD2OF4R01COK5C TTG 3 12 GTTCGAAGGCTTGGGCTGAT 63.81 GAGTCAACGTCGGTGGTTCC 62.893 128

HM_6783 GD2OF4R02GZHTZ CAA 3 15 TCTTCTTGAAGCATAGCCACCATT 63.341 GGTTTGCTTCTTCTCTTCGTGAGT 62.411 115

HM_6784 GD2OF4R01CCWIY TTC 3 12 ACAGAGACAATCGACACAACCAAA 63.053 GGGGAAGAAAAGAAGACAACAAGG 63.47 142

HM_6785 GD2OF4R01DH3VL AAT 3 15 CAAAGAAATTAACGAAAAATCAATTTCA 61.76 TCTTAAAAATATCGCATGTAGGCATT 61.256 102

HM_6786 GD2OF4R02I1K74 TTC 3 12 GCCGTCTCTCCTCTGGTAGTTATC 61.782 TGAACCAGATTTCAAATTCTCGAC 61.652 146

HM_6787 GD2OF4R01A4JO9 ATA 3 12 TGGAAACCACATTTAAGATGCAAA 62.637 CCAACAACACATTCTACCTGCCTA 62.426 135

HM_6788 GD2OF4R02GCKJM CAC 3 12 TGCAAAATTGGATAAACCAGTTCC 63.221 GTTTTTCTTGGAGGAATTTGGTGG 63.962 160

HM_6789 GD2OF4R02I6SUT GTT 3 12 AACAAAAGACGACCACCACCTAAG 62.721 TTGGAATACCATTCCTCCATGAGT 62.887 118

HM_6790 GD2OF4R02HEKO5 GAT 3 12 ATTAGGCCAAATGATGAGCAAGAA 63.13 TGGTCCTAGAGCCAAAAGAAAGAA 62.605 160

HM_6791 GD2OF4R02H90KT GCC 3 12 ATCGGGTACTTGGGGTTAGTAGGA 63.086 ACTCACGACGACAAGAAGGGAATA 63.338 129

HM_6792 GD2OF4R02JQBSV AGA 3 21 GATCACACACCATCAGAAGAATCG 63.033 CTCCTCTTCGTCGTCGTTCATTAT 62.923 138

HM_6793 GD2OF4R01AUND7 TTC 3 12 AAATCAAATCCACAATGTCTTCGG 63.317 AGAAGAAAGCAGAAGCAGAAGCAG 62.848 99

HM_6794 GD2OF4R01CGAZS CAT 3 18 TCCTTCTTCCTCACTTTGTCATCC 62.987 GCGCAGTAGTACCACAGAGTTTGA 62.883 132

HM_6795 GD2OF4R01AMDHN AGC 3 12 TTTGCTCTGTACAAAATCACCACG 63.386 CGCAAGAAAAGCAGAAGTCGTAAT 63.064 154

HM_6796 GD2OF4R02IQ09U GGT 3 12 CTCATGGTTGTGGCTGTACTCTTG 63.168 ATATCTCTCGATACTGGGGGCTTC 62.989 105

HM_6797 GD2OF4R01B5NT4 ATG 3 12 TGGATGATAATGAGTTGATGTGGG 63.015 ATCAACCCCAAAGCTGATCAAATA 62.912 85

HM_6798 GD2OF4R01APU4W TAA 3 12 CAATGGTCCCTATGAAATTCTTGC 62.912 AAATCCCCAAAGCTCTTCACTGTT 63.499 135

HM_6799 GD2OF4R02I22J2 CAT 3 15 AGTAGTTGAGTTCAAACGCGCAC 62.884 ATTCTCTCCAAGATATGAGGCAGC 62.197 152

HM_6800 GD2OF4R02IVREV ATC 3 12 GATCACGTGAGATGAACACAGCTT 62.846 AATGAAGAAGAATCACGCTCAACC 62.926 92

HM_6801 GD2OF4R02F1Q11 TTC 3 12 AAGCCTCCTATATTGGGATTGCTC 62.905 CGGCTAGGGTTTGTGATTCTCTTT 63.89 153

HM_6802 GD2OF4R02F68OF AAT 3 15 AGAATGGGCACAAAATGACTTCTC 62.813 TTCGTTCCTTGTGATTGTGTCATT 62.831 154

HM_6803 GD2OF4R01A785Q TGG 3 15 AGGTTGAGTAGGGTTCGGCATAG 62.81 CCTAACCACCACCTTAACCATCAC 62.809 134

HM_6804 GD2OF4R02HNQXE TCA 3 12 AATCTCAGTTCTCCTCTGCCTCCT 63.19 AGTGGATGAGATGGAGTTTACCGA 63.217 134

HM_6805 GD2OF4R01BW3CN TAA 3 12 TTTCTCATAACCCAAAACTGAATGAA 62.065 TTCCAGATCTTAAAACTTCTTGTTGG 61.122 193

HM_6806 GD2OF4R01A7RRH CTT 3 12 CTGATCTTTCTTCTCGAACATCGC 63.655 TGAAGTTGAGGGAAAAATTGTGAAA 63.013 86

HM_6807 GD2OF4R01AKAXI GGA 3 18 GAAGAATCGTACCCAGATTCCCTT 62.878 AGCAAGAAGGATCGAACAACAAAC 62.936 82

HM_6808 GD2OF4R02JWYJN AAT 3 15 AACTTCACTTGTTTCTGCTGCAAG 62.135 TTCCTTTCACCCTCTCCTCTCTTT 62.958 102

HM_6809 GD2OF4R02HATND ACT 3 12 AACTTTTCCTTTTCGACATGCTCA 63.336 TTTCCATAAATTACAACTGTGTTAGCGA 62.984 95

HM_6810 GD2OF4R01AVZTU TCT 3 12 AGCCCCCTCTCCTTATCTTTTTCT 62.959 AGCTTCCATGGAGGTTTTGAATCT 63.494 112

HM_6811 GD2OF4R01BUY0Z TAT 3 12 TGACAATCTATTATGCCAATTTTGCT 62.034 TACTGGAGTCCGTTGTGATGACTC 62.707 146

HM_6812 GD2OF4R02IKMI1 GGT 3 15 GAGCCAGAAATCATCTAGCGAAAA 63.034 TCTCCTCAGGAACAGACGAATACC 63 134

HM_6813 GD2OF4R01AY451 TGA 3 15 GGATAACCACACTTGAAAGCTGGA 63.648 ATTCTCTGTATATTGCCTGCCCAA 63.034 108

HM_6814 GD2OF4R01CGZZO CGG 3 15 ACCAATCTCAAACTCATCCGACAT 63.12 CGATCTCTCATCTCTCATCAACGA 63.019 160

HM_6815 GD2OF4R02HNLH1 GGC 3 12 AAAAACTAGCAGATCAAAGTGAGGTACG 63.231 AGAAACCCTTTCTTCCCCGC 63.826 111

HM_6816 GD2OF4R01CW4UY TCA 3 12 GCTCGCAGTTCTTCATCAGACATA 62.965 TGGACAGAGACCCTCAAGAAGAAG 63.309 139

HM_6817 GD2OF4R02I4VL3 TTC 3 12 GGCCTCTGTCTAACCCCTCTGTA 62.999 CGCCAATTCAAGAAGAGAAAAAGA 63.014 82

HM_6818 GD2OF4R01BCSTK TCA 3 12 GACAACATGATTGAGAGGGGCTAC 63.234 AAGATGAGATGAAACCAGAGGACG 63 128

HM_6819 GD2OF4R02HF7C9 TGG 3 12 ATTAACAGTGGGTGGTGGTAGGTG 63.233 CTCAAAAACCCCGATACACATCAT 63.219 116

HM_6820 GD2OF4R02GR34N GGT 3 24 ACTGACGATTGGATTGATGTGTTG 63.27 AGTCTTCGCCATTGATGTCATCTT 63.349 90

HM_6821 GD2OF4R02F3LCS TAT 3 12 TGGGATTGCAATTCTATATGCTTGA 63.729 TCCACTCTACCCACCATTGATCTT 63.102 146

HM_6822 GD2OF4R01AVFPJ AAT 3 15 TCAGAAGAGCCACATGAAACAAAA 63.15 ATATGTCATTTCAGCACCTCACGA 62.951 86

HM_6823 GD2OF4R01BZEUH CTG 3 12 ACAGTTGCAAGACCTTCAGGTACA 62.307 AGCAACACATTCTGGTATCACTGC 62.652 159

HM_6824 GD2OF4R01EUAPZ TTG 3 12 AACCTTGAAGATTCCATCTCCACC 63.796 ATCGTAAGCTCTCTTCACCACCAA 63.45 101

HM_6825 GD2OF4R02HTAX9 TGA 3 12 AAAGATCAGCACAAAGTTCCTTCG 63.031 GTCTTCGTCGATTACGTACAGGCT 62.962 156

HM_6826 GD2OF4R01B7OQB TTC 3 15 CACGGGTTCTGAGACTTCCTGTAT 62.909 AACCTCAGAAACTTCGAAAGACCC 63.189 91

HM_6827 GD2OF4R01AMM9F AGT 3 12 CACTGAAACCACAACAGAACCAAT 62.397 TTATACTTCAGACCAGCCGCATCT 63.353 159

HM_6828 GD2OF4R01AHJ6H ATC 3 12 GGTTGTCATGTTGGCAGTAGATCA 63.388 GATCAGATCGGTCTCGAGGACTT 63.209 155

HM_6829 GD2OF4R02JG7SS GGT 3 12 ATATTGGAAATGGAAATGCTCGAA 62.819 TGTCAATTACATCATCACCACCAA 62.273 120

HM_6830 GD2OF4R02HMU21 ATG 3 12 GGAACGATGAGGATGATGGAAA 63.321 ATCATCATCACCAAAACCACCAC 63.021 118

HM_6831 GD2OF4R01DUF0N GTA 3 12 CCCCCAATCCCAGGTATTAGTCTAT 63.429 CTTGCCGTAAATTTTCACACTCAA 62.453 211

HM_6832 GD2OF4R02JACDW ACC 3 15 TGTTCCTCGTATCATACCACTTGTCA 63.87 GTGTTGATTTTGCCAATGTCCTTC 63.865 159

HM_6833 GD2OF4R02F46IZ TTC 3 12 GACGGTGTCCTACCTTTACTCCG 63.223 CGTTGGTTGTTTTGGTAATGAGTG 62.641 153

HM_6834 GD2OF4R01D88EG TCT 3 12 CAGCTTCAGCTTCTTAGATCCACC 62.824 CTTCGAATTCTCCTCTACGTCCAA 63.006 159

HM_6835 GD2OF4R02GTNDE CCA 3 12 ACTGGACCACCGTGGATGTATAAC 63.242 GAATAGGAGGTCCGTGTGTTGACT 62.809 100

HM_6836 GD2OF4R02H17EE AAT 3 12 GACCAAACGAGGCCATATGTAAGT 62.536 GAATCCCACATCAGACACTGAAAC 62.026 156

HM_6837 GD2OF4R01AWFJQ ATT 3 15 CCCTCGATGTAGAAAACTGCTTCT 62.215 GGCACTCACAAGAGAGCTAAGAGG 63.036 157

HM_6838 GD2OF4R01DAFPC TTG 3 15 TTGATTTTGTTTCCTTCATCATGC 62.311 TGCTACGGATACTTCCAACATTCA 62.845 158

HM_6839 GD2OF4R02FVPD2 TTC 3 12 AGGTGAGACGAAAGAAGCCTACCT 63.009 GGTGAGGAGTTGGAAGATTCTCCT 63.278 146

HM_6840 GD2OF4R01EO4XG AAT 3 15 AAACTTTCCCAATCAACCATTCAA 62.8 TTGGTTGTCCAGGTTGGAATCTAT 62.897 129



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_6841 GD2OF4R02HS0W1 GTT 3 18 TGAGATGACGATTCTGTTGAAAGG 62.698 ACCCCAACAAAGTCGCAGTTATAC 62.549 154

HM_6842 GD2OF4R02JJ0C0 TGT 3 18 TGGAATTAGAGAGCCATTGAGGAG 62.996 GAGATGGAAATGGAGAAAGAAGCA 63 151

HM_6843 GD2OF4R01CU1IN AAT 3 12 ACCCAATACAATGGAATCTCCAAA 62.691 GGGTGTTGAAGTGAGGGAATAAAA 62.495 153

HM_6844 GD2OF4R01ATUHW TAG 3 15 GCAGTGGTGATGCATAAGGAGATA 62.529 GGATGTGTTGGATATTGTGATGGA 62.913 134

HM_6845 GD2OF4R02ISUDS TCA 3 24 CCTGGCACTGGTAAGACATCCATA 64.388 GCATCCCTAACGTCTTTAACACCA 63.444 137

HM_6846 GD2OF4R02FKU47 TTC 3 15 TTTTGCTTTTGCTAAACTGTCCTG 61.874 AAACACAAACGAAGTACCCAAAAA 60.969 114

HM_6847 GD2OF4R02ILNMP AGA 3 18 CTTCCAACTGCTTTTTCGTGATCT 63.031 GGAAGACACTTCTCGGAGATGAAA 63.102 130

HM_6848 GD2OF4R02FTJX5 TAA 3 12 CATGTCACACTGAAAATTTTACCCA 62.127 TCATCAATTCACAAACCACAACAA 62.397 133

HM_6849 GD2OF4R02HXZS3 ATT 3 12 ACGTGGCCATTCTCAGTTTTCTAA 63.239 GGTTTCAGTTTCGGTTTTTGTTTTT 62.652 95

HM_6850 GD2OF4R02I37I8 GCA 3 15 CAGTACTGAGCACCTCCAAGTTGA 62.944 TGGGTAAAAATGATAATTGGGCTG 63.013 129

HM_6851 GD2OF4R01DHE03 AGA 3 18 AAAGAAGAAGTAAGCAGCAGTTCCA 61.976 TGCTCATCTTTGTTGTTGCTCTTC 62.962 114

HM_6852 GD2OF4R02GTI0X TGC 3 12 AGAAGTTGAGGGGGACCAAGTTT 63.48 TTAATTTGAACTAGCCCGCACATT 62.957 150

HM_6853 GD2OF4R01BEPKU TCT 3 12 AGTTAGTCTCCAAGCTCCCTACCG 63.304 TTCATGTAGTCGACTGCTTCCTTG 62.842 82

HM_6854 GD2OF4R01ARPRY TTG 3 15 TTAGAGTTGGGTGCATCATCAGAA 63.038 CAAGAAATCCCAAAACAATGCTTC 63.018 87

HM_6855 GD2OF4R01DLTBE TCT 3 24 TTTATCATCCTCGCCTTCTTCATC 62.804 CTCCTCCTCTACAACCTTCCACAA 62.993 140

HM_6856 GD2OF4R01D46H8 GGC 3 15 GACAGTCCTCTCGCTCCACAGT 63.269 GAGACGGAAACTCTACCGGAATGT 63.918 83

HM_6857 GD2OF4R01BGXOS ATG 3 12 TGATGATCAACATAATGGCGAAAA 63.462 GCGATAACTCTTGTGCATTAAATGTG 62.993 136

HM_6858 GD2OF4R01C3IYL CCA 3 12 ATGATGCCACCACTACCAATCC 63.132 TGGGATAGAGAGAAGCAAATGGAA 63.305 120

HM_6859 GD2OF4R02II5V2 CTT 3 15 CTTTTGGAGAAAACATTGGCTACG 63.13 TTGAGGAGACTATGGACCACCATC 63.644 104

HM_6860 GD2OF4R01CYC3Z CTT 3 24 CATCTGCTGTTATCGGAGATCCTT 62.913 GAGTTTAACGACGGTGAAGACGAC 63.362 109

HM_6861 GD2OF4R02IBBYT TCT 3 15 TTTTTGGCCATTAGGTGTTTGC 63.146 CGCCTTCTATTTCCCTTGTTCTTT 63.001 92

HM_6862 GD2OF4R01ARKEF TTA 3 12 TTGCTGATGCTCTTTAAGGCTAGG 63.146 TGTCATACAATGCTGTCTAAACGCT 62.185 128

HM_6863 GD2OF4R01DZU0K TGG 3 12 AGGCCCAGTTGATTGTGGATT 62.884 AATGATAACTCATCAAACCCACCG 63.219 126

HM_6864 GD2OF4R02GQ3K0 CAA 3 12 AATATTCAACGACAGACTCGGCTC 62.94 CAAAACTGCAGAATTTGGAGATGA 62.615 134

HM_6865 GD2OF4R01A7H0A ACC 3 12 CATTAACTACTGACTGCATGAATGCTT 61.948 ATGCTATATTTCCGCAACTTCTGG 62.654 121

HM_6866 GD2OF4R01CUJ0Q AGA 3 12 GCTACGTACACACAAGTTGGTGCTT 63.717 TGCATGTGGTATGTGGTATGACTG 62.866 131

HM_6867 GD2OF4R01B9ERE GCT 3 12 CCAGATCCCAAAACTCCTATGTCA 63.513 GCGGTCAGATATTGACTAATCGCT 62.856 103

HM_6868 GD2OF4R02IEP4T GGT 3 12 GAATTTCGTCGAACAGTTAGGTGG 63.129 AACCTTTTTCTTCATAGCCGCTTC 63.119 92

HM_6869 GD2OF4R01EZSJI GCA 3 12 TCTTCAAGAAAACGGAGACAGCAG 64.179 CTGAGATCGAGCATGGAATGTACC 64.2 115

HM_6870 GD2OF4R02GP3GP CCT 3 12 ATCATTAATCCCAATGCTTCCCTT 62.986 GTGTAATCAGTTGCAAGAAGGGCT 62.949 152

HM_6871 GD2OF4R01DTY5H GAA 3 21 TCAAGTCATTCCTGAACCAAACAA 62.918 TTCGATGTTTCCATCTTCATCATC 62.367 125

HM_6872 GD2OF4R02HJJID CGT 3 12 GAAACTCACCTGTAGTTGCCGAAT 62.838 AGAGAAAGAGACCCACACCAACAC 63.015 120

HM_6873 GD2OF4R02HYSSS CTT 3 12 TTGTGTCTGATGGAAGAGCACTGT 63.4 AACACGGAACCTGCATCTAATGTT 63.048 130

HM_6874 GD2OF4R01A8F7X TCA 3 12 GAGTGAGGCTTCAGACCAAGAGAC 63.018 GTCACCAAAATGCACACAAAAGAG 62.958 118

HM_6875 GD2OF4R01EVYJI AGA 3 18 GGAAATCATCCTTCCTGTGTGAAG 63.204 AACCACCGTTCTAGGGTTTTCAAT 63.098 158

HM_6876 GD2OF4R01B667V CAG 3 12 CTCGAAGTCACACACCACATTGAC 64.095 TTTGTAGCAGTTTTTGTGGCCTTT 63.154 100

HM_6877 GD2OF4R01BSGG5 CTT 3 15 CTCTTCTCCAAACAGTCTTCGTCC 62.793 GAGTCCAAGGCAGGAACCCTA 62.757 117

HM_6878 GD2OF4R01DBXLW TCT 3 12 TTCTAATTGGGTATGAGAAAACTGTTG 60.907 TAAATATCATGCCATCCCAATGAC 61.898 130

HM_6879 GD2OF4R01DUBN4 AGT 3 12 AAAAATAGCCATGATGAGAAGCCA 63.13 GCATCTATGGTAAAATGGTCCCAA 63.117 127

HM_6880 GD2OF4R01EQLMM GAA 3 12 TACGATTGAAGAACAGTGATCGGA 63.038 TCTTCTGGGAATGGACTTCTCATC 62.977 130

HM_6881 GD2OF4R01AE3QB ACA 3 12 TGAGAACACTGCAAGTTCTTGACC 62.947 AAGTTGCCTCCTAGGTGGAGATG 62.999 109

HM_6882 GD2OF4R02ICF9E TGA 3 15 GACTAGGTGGTTGTGAAATTTGGG 62.907 GGTTATTTTTGGTTACCCAAGGTAGG 62.909 117

HM_6883 GD2OF4R01CJT3N CAT 3 24 ATGTGGTAGATCTTTGGGAGGTCA 63.102 CCACCATTTTTGAGAGATGAGAGC 63.431 127

HM_6884 GD2OF4R01AQN73 CCA 3 12 TGGGTTTTCAAGAAAAGGTCAGAG 62.892 TACTCACTGAGGGGGTTGATTTGT 63.111 133

HM_6885 GD2OF4R02HXCJX TCA 3 12 ATTCAAGGATATCCGGACTTGGAT 63.073 GGACTTGGTGATGATGTTGTTGAA 63.256 100

HM_6886 GD2OF4R02HXHZD TGA 3 12 AAGGATATGAATCCGAGATGACGA 63.103 CATTAACACTACGTCGTGACCACC 62.753 135

HM_6887 GD2OF4R01A0DY4 TCT 3 15 GCATTTTCAGGGTTTTGAAACAAG 63.027 TTCAATAGAGCTAACAATGGCGTG 62.566 92

HM_6888 GD2OF4R01ANFTU CAC 3 12 CCCAATCTGAAACTCCATATCCAA 63.292 TCTCTTTTGGGAATAGTGGGATGA 63.083 116

HM_6889 GD2OF4R01C652Y AAT 3 15 CGAGAACCCCTTTACCACAATCTT 63.682 GATGATTCAGACCCTTTTTCCTCA 62.773 116

HM_6890 GD2OF4R01AVCGA TTC 3 12 CACTGGATTTAGACTCTGATAGCAACA 62.086 ATTTTCCCGCAAAAATAGGACC 62.397 160

HM_6891 GD2OF4R01EE4Z9 ACT 3 15 AACCTCTGGAAACTTCTTCCAACC 63.08 GGGATATCTAGGAGAAGCAGGAGG 62.769 158

HM_6892 GD2OF4R01CJYFZ AAG 3 12 AAGGCAATGAACAGCAACAAGAAT 63.256 GAGGCTGAAATGGACGCTTACTTA 62.947 152

HM_6893 GD2OF4R01BG3PA AGT 3 12 TGAAGTTTCATTTTCAGATGTACCAAGA 63.224 CTGGAGGAGCAGAAAAATTCAAAA 62.906 154

HM_6894 GD2OF4R02JR6NF GAC 3 12 ATCTAATTGCATTTGCTGTCCAAG 61.636 CGTGCACGTCTTAAACAACTTCAT 62.569 108

HM_6895 GD2OF4R02H0Q5I ATG 3 15 TGTGATCGATCCCCCTTAATTCTA 62.886 AAAAAGGCAACACGATGTTAGTGG 63.45 86

HM_6896 GD2OF4R02H5N0O TTC 3 15 GCTATGGTGAACTTTATCTCCCCC 63.188 ACATATGAAGGGCAATGAAAAGGA 62.912 126

HM_6897 GD2OF4R01AV7M0 AGA 3 15 GAAAAGGATAAGCTCCCCTCTTTG 62.69 TATGTGCTGAACATGTTGATTTGG 61.991 156

HM_6898 GD2OF4R01DWYA5 TCA 3 12 GCATCCCTAACTGTAACAACAGCA 62.556 CATTCAAAACCGAGCTGGTAAAAC 63.039 114

HM_6899 GD2OF4R01D48EZ ATC 3 12 GATCCTGGTTAAACAACGGAAAAA 62.424 GAAATTGAAGACGATGACGATGAC 62.067 151

HM_6900 GD2OF4R02HPM28 CAT 3 15 TAATTTGTCCAACTAACGCGACAC 62.369 GCTTCTGTTGGATTTGGAGAAGAG 62.698 111

HM_6901 GD2OF4R01EKIZ2 CAG 3 15 CTTCATTGCCTTCTTCATCTCCAT 62.9 ATTGTAGTGGTTGGCCTTACTCCA 63.031 154

HM_6902 GD2OF4R01EPN86 TTC 3 12 GGTGCAGACAGTTTCATAGGCTTT 62.949 GGAGTTAGCGCCCAAATTTTATTC 63.116 112

HM_6903 GD2OF4R02HU0SP TTC 3 12 GTATTAGGCATTAGCAGCAGCCAG 63.374 TGGGAGATTCCTCGAATACTGAAA 63.194 96

HM_6904 GD2OF4R02G0J78 ATG 3 12 TGCATTCTCTTCTTCTTGTAGCCC 63.133 ACACTCTGGCAGCTTTGAAGAGTT 62.949 155

HM_6905 GD2OF4R02IK824 TGT 3 12 TCGAGGAATTAATATTGAATGTGGTG 62.264 TCGTGATCAATCATCTCAACAACA 62.715 156

HM_6906 GD2OF4R02HIRUD GAA 3 12 CGCAACTCGAGCAGCTTATCTAAA 64.06 CAGTTGTCTCAGTTGCAGAAGACATT 63.171 152

HM_6907 GD2OF4R01DJV1R ACA 3 12 GTTGGGCGAAATTTACCAGTCTAT 61.668 CTTTTGCCTTTGTTTGTCAGATCA 62.628 157

HM_6908 GD2OF4R02HBVUC GGA 3 12 ATATCAGAAAACCAAAAGCCACCA 62.922 TCTCCTCTCTTTCCTGGCTATCCT 63.071 153

HM_6909 GD2OF4R02IRO9J TTC 3 18 TAGAAGAACAAGACTGCACAAGCC 62.119 TCCAAAATTAATACAAACCATTAACCTG 61.496 145

HM_6910 GD2OF4R01EFEAO CTT 3 21 AATAAACGCGTGATCTTTAATGGC 62.489 CCTAATGCAACAGAAGACGATGTG 63.061 127

HM_6911 GD2OF4R01A2EUH ATA 3 15 GACCACATCCCTAACTGCAATGAT 63.45 TTTTTGATTGTTGCGGAGAAAAAG 63.515 159

HM_6912 GD2OF4R02IJE23 CAT 3 12 TTCCAGCCCACTCTACACATTTATC 62.633 ATGGTAGTGGAGAAGGTGGAAATG 62.584 129

HM_6913 GD2OF4R02G53SS CTA 3 15 TCATCAGGTTCACTATCCAAAGCA 63.038 TGGAATTAGTAGTGGCAGTGGTGA 62.945 121

HM_6914 GD2OF4R01CG8TR TCA 3 12 CTTGTGATTCTTTTTGTGCTTTCG 62.242 AAACAACTCCTAGAGAAGAAGTGTTGG 61.614 157

HM_6915 GD2OF4R02FXOWN GGT 3 12 GTAGTAAACATGAGGAGGAGGTGGC 63.418 CTCCTTCTCCATCACCACCG 62.977 80

HM_6916 GD2OF4R01CY6RK TGG 3 15 CACACTAAGTGGCATGGAAAACC 62.829 AGAGAAGACCTGTTTTCCGAAGGT 62.886 81

HM_6917 GD2OF4R02FWQ0R TAT 3 21 CTGCTTTGGATCAAAAACTTCACC 63.227 CAAGAAGGACGAAGACGATTATCC 62.397 85

HM_6918 GD2OF4R02HZW6B CGG 3 12 CAAGACCATGAGAAGAGCCATGAT 63.873 GGATGGGTTATAGTGCTGGTGTGT 63.356 133

HM_6919 GD2OF4R01AWQBK TTC 3 18 CCTTCTTCGTCATTCGTTGTTCTT 62.921 CCTTCAAATTTACCAAACCAGACG 62.916 149

HM_6920 GD2OF4R02FVEON TTC 3 12 GATTGTTTGGGTGAAACGAGAACT 62.712 TCTGACACCCTGTTGAATTTAGGA 62.057 95

HM_6921 GD2OF4R01AQR8T ATG 3 24 AACAGAGACGCCTTTACCATCATC 62.827 ATGATTTGTTGGTATCTGGGCATC 63.228 146

HM_6922 GD2OF4R01BYVGT CTA 3 15 TTTAACCTTTTTCCCTAACCCGAA 62.983 GTAACGGTACTAACGAAAGGGGGA 63.487 136

HM_6923 GD2OF4R01DHH3C TTC 3 12 ATTCATCATTCCCAAATGTATCCG 62.999 TATAAAGACAGACCTGGGGGTTCA 62.993 106

HM_6924 GD2OF4R01DU6YJ AAT 3 12 GAGGAACTGAATTGCTCGCTAATG 63.45 CGGGAACTAGCATTTGGAACGTAT 64.38 102

HM_6925 GD2OF4R01E2HYP TCT 3 24 GCATACTTGAAGTTAGGGGTGTGC 63.158 CGAACTTGAGTCATTTGGTTGGTT 63.543 110

HM_6926 GD2OF4R02GJIZ3 CCA 3 12 CTACCCACAAAAAGCACAAAGAGG 63.23 TTCAGGTAGTGCTCTTGTTGTTGC 62.869 146

HM_6927 GD2OF4R01CFO3G ATG 3 12 CATTTATCCTGCGATGTTTCGTTT 63.339 CATCATTCATCAATCCCGTAATCA 62.912 129

HM_6928 GD2OF4R02HWU7X TCT 3 15 GCTTTCTGTAATCGTCCTCCTCCT 63.302 GAGCAAGAACAATAGAGGCGAAGA 63.244 95

HM_6929 GD2OF4R01D42MT GTG 3 12 CGTTTTGCAGCACTTTCTCAAC 62.197 GAAATGCAAGATCTCAAGTGGGTT 62.813 116

HM_6930 GD2OF4R02I6VZW CAT 3 12 ATAACGTCCGGTTGAGGTTCATTA 62.826 TTGTTTGTTTCACTCTTCTTGAAACC 61.963 160

HM_6931 GD2OF4R02H9BTX AAG 3 12 GAAAAAGTAACCACAAAAGGGCAA 62.544 CATGCCAGGCCTCAATATATTTCT 62.533 127

HM_6932 GD2OF4R02IWPGT CAA 3 18 GTCACAATTTCATTCTCAAACCCC 62.9 TCGTCGGAGTAAGTGTTGTTCATC 62.622 116

HM_6933 GD2OF4R02HR74Q GGT 3 12 TGATTTCCGAGGACTCATGAATTT 63.099 ATCACCAGACCTTGACAGACCATT 63.228 139

HM_6934 GD2OF4R01ALKN6 GAA 3 12 CTCAACTCAACCGCTCTGTCATC 63.498 GGTGGGATGGAGAATTAGGAGATT 62.758 106

HM_6935 GD2OF4R01AL0N8 TCT 3 18 ACAGTACTTCGCATCACAAACCAA 62.972 GCTGATACGGAAAAGCGTGTATTC 63.166 150
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HM_6936 GD2OF4R02IKJKR GTG 3 15 CATAGCACCGTCCTGAGAGGTAGT 63.036 TTCTCACCACGTTAATGGAACTCA 62.931 142

HM_6937 GD2OF4R01BIR52 CCG 3 15 ACGGAGGACTCAGTCACAGTTACC 63.028 CTACATCCACATCGACCCTCTCTT 62.898 130

HM_6938 GD2OF4R01D2L7J GAA 3 18 TGGGATTGGAAAGAAAAATCTCAA 62.98 CTTTTGGGCTGGTCTTTCACTAGA 63.015 150

HM_6939 GD2OF4R01A0GVE TCC 3 12 TCCAGAAGAAAGTCATGTGGTGAA 63.132 AACAAAAGATGGGAAACCATGAAA 62.8 150

HM_6940 GD2OF4R01DYGNH TAT 3 12 ACAACTAGTGGGCTTTTGCTTTTG 62.859 CATACAACCACATCCACATCCACT 63.044 117

HM_6941 GD2OF4R01CZ4IK CAA 3 12 GATTCTTTTACTGTCAGGGCAACC 62.312 ATTGTGTGATGTTGGAATTGTGAA 61.399 119

HM_6942 GD2OF4R02IVOQK TCT 3 30 TGGTAAATCATGTTGCCTTGTTGA 63.581 GGAAGAGCCAGAGGATGATTATGA 62.889 145

HM_6943 GD2OF4R01EEFY5 TGT 3 12 TGATTTTTGAGCTGATGGGTTTTT 63.018 GCACAATGCATGTGAACATTAAGA 62.126 97

HM_6944 GD2OF4R01C0SJC CTT 3 12 TTCGTCTTCTTCGTTTTTCTGGTC 63.019 AGAAGAAGAAGCTGCGAAGAACTG 62.737 139

HM_6945 GD2OF4R01EJHI8 AAT 3 12 AAGCCAGAGAAATCAAAAGGGAAC 63.09 ATGGGTTGGACCTAAGACCAAAAG 63.576 160

HM_6946 GD2OF4R02JLN85 TAG 3 12 TGCTTTTTCTTTTGATGAAGTTCAAG 62.095 ATGATTTCCGAATAGGACCAAACA 62.802 150

HM_6947 GD2OF4R02IWL4B CTC 3 12 CGGAGATTCGTGTAATTCTGAAGG 63.214 ACTGCTACTTGTGGCGACACTTCT 63.712 159

HM_6948 GD2OF4R02HMEBM GAT 3 12 CGCAGGCTAAAAACTACTTTCCAC 62.477 CTATCATCCTAATGGGGACATTGC 62.804 121

HM_6949 GD2OF4R01EJEO6 GTT 3 12 TTAATGGAGTTTTGGGAATTGGTG 63.097 AAAGCTGAAGCTTCTGAAGACGAA 63.044 118

HM_6950 GD2OF4R01CR8XL TAC 3 12 AGAAAGTTACTCGACAGTGGACGC 63.163 TTTCAATCCCACGTTACAGATCCT 63.009 153

HM_6951 GD2OF4R01CZYGE ATC 3 15 AACCTCTCCTCCGCTCTACTTGTT 63.009 AGACAGACAGTTGTATGCACCGAC 62.751 122

HM_6952 GD2OF4R02GMNFI TTA 3 12 GGATGTTGACATACTAATCCTCGACA 62.536 GTCCCTCTCTCAAACTGGTCTCTG 62.882 121

HM_6953 GD2OF4R02IOJOP TGA 3 15 AAATCCCAAACTTCATCTCAACGA 63.108 GAGTTGGAGGGTCACTCTTTTGTG 63.437 134

HM_6954 GD2OF4R02I8Y3K CTC 3 12 TGTCAATGTCCATCATCAAGGATT 62.687 TTTGGGAAATTAAATTAGGCCACC 63.178 104

HM_6955 GD2OF4R01CSAV4 ATT 3 12 TAGGGTCTATTTTGTGAACACCCC 62.397 TGGTACGTTATACAAATGCACTAGGAA 61.975 135

HM_6956 GD2OF4R02J0R98 GGT 3 12 AAGAGATTGGAGAGGTCTGGTGTG 63.106 AACCTCACCTGAGCTTGTCTGG 63.017 146

HM_6957 GD2OF4R01AQVI9 TCA 3 18 CTTCTCAAATCGATGCTTCCAAAT 62.815 GATCAACCAGGTGTTATTGAACCA 62.175 145

HM_6958 GD2OF4R02G430T TCT 3 12 TCTTCAGATTTACCCTCGTCTTCA 61.433 TTATCAACTGAATCACCGTCAACA 61.638 152

HM_6959 GD2OF4R01EARAI GCC 3 18 TCAAGTTCTTCCATTGATTCTCCC 62.773 CCAATTCTGAGTTCCGATTCTGAT 62.786 139

HM_6960 GD2OF4R01AYI5B TTC 3 12 GGAAGAAGATGAAGAAGGGGAAAA 63.053 GCGAAGCAAAGAGACAAGAAGAAG 63.044 116

HM_6961 GD2OF4R02H46VF GTG 3 12 AGTCTCTTCTCTGGGTGTCAATGG 63.106 CCCGATATTTAGGGGTGTTCCTAC 62.888 148

HM_6962 GD2OF4R02F97DV TAT 3 12 GGGTGATTAATTTTGACCAACCAA 63.005 TTCAAAATGTAAATAATGCTTGCCC 62.307 114

HM_6963 GD2OF4R02JPXFE TGA 3 12 TAATTTATCTGATCGGCCACCTTC 62.52 AATCTTCATCTGATTCATCTCCAGC 62.081 128

HM_6964 GD2OF4R02HAWV8 TGA 3 15 TACAGACCCAGGTACCTCATCCAT 63 TATGAGTTCATTCAAGGTGCGAGA 63.154 127

HM_6965 GD2OF4R01DUD6Z TAC 3 12 CTTATGGCCTTCTCTTGACATCGT 62.923 ACTTGGGCAGTACTGTTCATTGTG 62.531 131

HM_6966 GD2OF4R01DEK0C GGT 3 12 GATGGTGGTGGAGGGGACTTATAG 63.993 CATCACCACCTCCACCGTACTATT 63.338 94

HM_6967 GD2OF4R02J1RIA CTC 3 12 ACTTGCTCCTGCTTCTTCTCCTCT 63.42 GGCAGAAGTTGGAGTCGAAGTCTA 63.238 124

HM_6968 GD2OF4R01BT8CC CTT 3 18 ATGAACAAGCAAAACCCACATTCT 63.035 TATGGAGCAAAAGAAACCCTTGAA 63.109 110

HM_6969 GD2OF4R02I0FBC ATG 3 15 TTGTGATCGTTGGTTTTGTTACTGTT 62.872 TCACCATCATCACCATCACCATA 63.266 100

HM_6970 GD2OF4R01DOVF9 TCT 3 15 TTGAAGCTTTCCATGAAACAAAAA 62.036 GGAATTGGGTTTTGATTAACCCTT 62.41 92

HM_6971 GD2OF4R01DWUYM GAT 3 12 TCTAACAGGTATGTGGTGGTGTCG 63.272 AATTAGCAACATCATCTTCACCGC 63.565 127

HM_6972 GD2OF4R01ERMWC CGC 3 12 CCAAACAAGTTAGTGAGGTGGGAG 63.216 ATCAATCAATGATGACCCAAATCC 63.094 118

HM_6973 GD2OF4R01DV3HG AAG 3 18 GTGCAATGAAATGGATGAATTTTT 61.221 AGGAGGAAGTAATCAAAGAGAGCC 60.586 111

HM_6974 GD2OF4R01DBP9X TTG 3 21 TCCGTATCCTTCAACTTCTCGAAC 62.91 CATTTAGGCTTTCCACTAGGGCTT 63.013 143

HM_6975 GD2OF4R01CWLV5 TAG 3 12 GTTGATGCCATGAATTGTTGTGTT 63.069 CTAGATGCCAATCCCCTAAAGGAC 63.278 99

HM_6976 GD2OF4R01DXO21 GAA 3 12 GCCATGGGCATAATAATGAAAAAT 62.081 ATTTCCATCTCTCCTCAGCCTCTT 62.977 157

HM_6977 GD2OF4R01B73YB TGT 3 15 TGGATGATTGCTGTAAACACTCAAA 62.857 GCCAACGACAACAATCAACAATAA 63.072 133

HM_6978 GD2OF4R01CL5DW TAA 3 12 AAGTGGCTTATGTCCTGAAGGTTG 62.822 GTGACCTTCATCAGCCAGCTTAAT 62.94 125

HM_6979 GD2OF4R02G2OFX TGT 3 15 GATGATCCGTAGCTATCATCACCG 63.972 ACTATAGCTCAGGAAACACCAGCG 63.057 124

HM_6980 GD2OF4R02HPBZG GTG 3 21 CAATAATGGCGTAGTGATGGTGG 63.471 CTCTCTGTGTGAGATCTGGGTCG 63.597 160

HM_6981 GD2OF4R02H5JPV ATT 3 15 TCATTTTTCAAGCCAAAAGAAAAT 60.319 TGCTTATTTGAATGTTAGGCAGGT 61.168 84

HM_6982 GD2OF4R02H49LK TGT 3 18 CCGTTTAACCGCTTCGTTATGTTA 63.248 TTAACCACCAGCTTCTTCGAGTTC 63.031 110

HM_6983 GD2OF4R02JRN5M GAT 3 12 TGGGACGGATTAGGAGACTATGAA 63.095 TGACATACGGCTGTCATCAAACTC 63.506 138

HM_6984 GD2OF4R01DW63N GCG 3 12 ATGGTTGAAAAGGAGCTAGGAGGT 62.698 ACTCTCTCCATCGCAACCACTC 63.025 136

HM_6985 GD2OF4R01BIT50 TCT 3 21 GGGAGCTTACCTGATTCTCTCCTC 62.977 AATCCCAAAATAAAGAAGGCCAAA 62.989 159

HM_6986 GD2OF4R01C7IB8 GAT 3 18 GCTCCTGTACCTACATTGCCACTT 62.851 TCAATGTATTCTTCCCTAGTCCAACA 62.138 159

HM_6987 GD2OF4R02G06AR AAG 3 12 AGGGGGACAAACAAGTTCAATGT 62.999 TGATGATCCCTTTTGTATGGAACA 62.588 157

HM_6988 GD2OF4R01AQWIK CAC 3 12 AATGTCAGACGTATGCTACCACCA 62.858 CTGTCTCAGCAACATCGCCTACTA 62.972 109

HM_6989 GD2OF4R02I8Z1S CTA 3 15 ACAAATCATCATCGTCTTCGTCAA 62.938 CGGTTACGGTTTACGTTTAGGTTAGG 63.816 93

HM_6990 GD2OF4R01EFH81 ATG 3 18 ACACCCCCTTGGAATATCTCTCAT 63.173 GCTGAATTCCCACTTACATGTTCC 63.026 85

HM_6991 GD2OF4R01A3M6U CCA 3 12 GTAGGGTGGTGGTGTGTATTCTCC 62.912 CACAATCCCCTTCAACATCAATTC 63.732 80

HM_6992 GD2OF4R01DX5X1 CTA 3 21 CCACCATGGTTGATTCAGTTACAA 63.034 ACTCTGAGGATGTTTGGGAACAAG 62.895 146

HM_6993 GD2OF4R01CKFC6 GTT 3 21 TTCTCATCCTCTTCATGGTGATCC 63.743 GAATTTTTGCCCGAGAATGAAAG 63.103 119

HM_6994 GD2OF4R02HLCI4 CTA 3 12 TCTTAAAAACTCACCAGGCGAAAC 62.836 GCATGAATCAGTGCATTTCTAAACTC 62.383 80

HM_6995 GD2OF4R01CBPAV GGT 3 12 CCCGTTACTGATCATTCAGCTCTT 62.923 CAATTATCACAATGACACATGGGG 63.244 146

HM_6996 GD2OF4R02IBS2O TAA 3 12 CATTTGGCAGCTTGGAATTAAGAA 63.521 TTTCCCAATTTCTTTGTCACTTGTC 62.619 155

HM_6997 GD2OF4R01DDGFE GGT 3 12 CTGAAATCGAGGGTATTTGCCAC 63.948 CGTCTTGTGCTTCGTCTGCTACTA 63.096 153

HM_6998 GD2OF4R01ATHZK GTA 3 12 AATTGTCATTGCTTCATCTTGGGT 63.026 CATTAAACACCAGAATTGGCTATGG 62.745 103

HM_6999 GD2OF4R02GPL09 ATC 3 12 TCGGATTTCTTGGAGACTTCTTTG 62.993 TAGTGATCGATTTTCCGCCTAGAG 62.922 123

HM_7000 GD2OF4R01CFD7F TTC 3 12 TGATTTGATCAATTGACTACTTCAGAGC 63.051 CTCCATTAACTCCCATGGATGAGT 62.571 156

HM_7001 GD2OF4R02FZS9D TTC 3 18 TCGAACTCCCCTGTAATTATTCGT 62.122 AAGGTGGAGGTGATGACATTGATT 63.004 98

HM_7002 GD2OF4R02H99LF CTC 3 15 TTAGGAAAACGAAACCCTAGCCTC 63.001 CGGAGGGGAGTTAGGAAATGAGTA 63.765 133

HM_7003 GD2OF4R01DN2L9 AGA 3 12 ACAGAATGGAACCCTTGTGAGTGT 63.236 AGGACCACGCAGTGTATTTTCAAT 63.048 130

HM_7004 GD2OF4R01EPL4P TCA 3 12 TCGTCCAAACGTTCATAAATCTCA 62.832 AATGGCACCAGTGAATAAATCAGC 63.456 153

HM_7005 GD2OF4R01CM4SR TGG 3 12 GTCTGATTTCGGAGACCCAAGAG 63.525 TCACAGTTGGGACTTATCACAAACA 62.841 148

HM_7006 GD2OF4R02JWAEJ GAG 3 12 CAACCATAGGAGCAGGAGATAGGA 62.897 AATCCTAATCGTGCAAATTTCCCT 63.099 109

HM_7007 GD2OF4R02IK1O1 GGT 3 15 TGGCTTCTCATACTCGGATGGATA 64.051 CGATGTAGTAAAGGGTCGATACGC 63.055 124

HM_7008 GD2OF4R02IIA40 TCT 3 12 CCAACTCGATTGCGATTCAATAAT 63.332 CGACTAGGATGATGAACAATGACAA 62.412 113

HM_7009 GD2OF4R02HQ71J TGC 3 12 TTGAAGCTACCCTTTATGAGAGCG 63.039 ACTTTGATGGTCAGGCTACAGCTC 63.154 136

HM_7010 GD2OF4R01EG5O6 TTG 3 12 TGGCTATCCAATGCATCAACTCTA 62.949 TGTGTCATCCTGCCAAATAGAGAA 63.038 125

HM_7011 GD2OF4R02JVQ07 GAA 3 12 CAATTACACTCCCAGTTGCCATTT 63.336 GCTGCAAAATTGTTGTTGGTTCTA 62.467 113

HM_7012 GD2OF4R02HZPH4 AAT 3 21 CCCCAAATTATAAACAAGCATTGA 61.184 GTGGAATTCTCTGCACACCATATT 61.456 133

HM_7013 GD2OF4R02GY2DO GGA 3 12 CACCTGAAACAGAGAGATATGACCG 63.335 TCTTAACCTTCCTTAAACTTCAATGCTC 62.421 127

HM_7014 GD2OF4R02GUA8V TGA 3 24 TCTAGCAATTCATGGACGCTTGTA 63.072 GTATCGTCTACGGATGGAATGGAC 62.916 146

HM_7015 GD2OF4R01CGAJJ GGA 3 12 AAAGGAGATCAGCTCTTGGGAAGT 62.986 GTAGCCTCAAATCTTGCCTCTTTG 62.633 128

HM_7016 GD2OF4R02F1XPS GTC 3 12 GGAAGCTAACAACAGCGAGAGAAG 62.946 AGGAGCTCATCATTTGCAGTCTCT 62.928 127

HM_7017 GD2OF4R01CVP82 GTC 3 12 TCTTCTTGAAGATCTCCTTGCGG 64.163 CTACCATCTCCTCGATCCTCGAC 63.531 135

HM_7018 GD2OF4R02FN8PR TGG 3 12 TGATCCATCTTTTGTTTGTCGTTG 63.252 GACCAACGTTACCATCATCATCAC 62.61 152

HM_7019 GD2OF4R01ANAND AGG 3 15 ATTTTGCAGAGGGTGAAATCGTAA 63.03 CCTGCGTGCAAGTTCTTCTTCT 63.159 130

HM_7020 GD2OF4R02I1Y25 TTC 3 12 TCGCCACAACAGTAACACTCTCTC 62.961 AGCATAAGCCCTTGTTGCTCG 63.815 131

HM_7021 GD2OF4R02F694B ACA 3 12 ACCATAAAAGGGGGAAGAAAGA 60.173 AAAAAGAAGCCAAATGTCTCATTG 60.82 95

HM_7022 GD2OF4R01EMSAY CGC 3 24 GGCGAATTTGGAGATTTCTCTCTT 63.188 CCGATGAAGCGATAAGATTGTAGAG 62.451 97

HM_7023 GD2OF4R02JZ983 ATG 3 24 CCTAATGGGTGCTCGTCATTATTT 62.438 CTCATCATCATGCATCACTATCCA 62.145 159

HM_7024 GD2OF4R01AU7JY GGA 3 15 CTTCTTTTTACCGTACGTGTTCCG 63.044 AACCCTCCCGATCTGAAGAAGA 63.503 130

HM_7025 GD2OF4R02HQKE9 GTG 3 12 TTGTCTAAGAGCAACTCCAACGC 62.96 GAGGTCTGAGCAGCGTAAGATCA 63.166 118

HM_7026 GD2OF4R02FYOW7 ATT 3 12 GACTCAAGCAAGTAAGAAGACGCA 62.236 AATTGGTGTTTGTTTCCGACAAGT 62.933 154

HM_7027 GD2OF4R01DS746 GTG 3 15 ATGGTAGATTGACGTTGGAAGGAA 63.009 AGCCAATTTCAGATATTCTCCACG 62.718 146

HM_7028 GD2OF4R01AO53Z CAC 3 15 AAATCTTGAAGCCCCTCTACCATC 62.986 TGAGGGTAATTTCTCACCTCATTTG 62.605 100

HM_7029 GD2OF4R02HONK0 ATC 3 12 GGAAATTCTGTATCATGTGCATCG 62.735 ACACGATCAATGGAATACAGCTCA 62.951 126

HM_7030 GD2OF4R02I15MI TTC 3 12 TGCCCCGTGTTAAATGGATATTAG 63.026 TTGAATGGAAAACTCTGATGTCCTC 62.799 147
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HM_7031 GD2OF4R02GV7FZ AAG 3 12 CCTTCTCCATTTTCTTTTCCCCTA 62.861 CAGCACACTAGCCATCTTTCCTTT 63.044 119

HM_7032 GD2OF4R01AO52J TAT 3 12 GAGATGGAATGTTGATGAGAGGAGA 62.992 AGCTCAAGGGAAGTACATGCAAAC 62.949 146

HM_7033 GD2OF4R01BUE8T ATC 3 12 GCTGGTTCACCATCATTAATCAAA 62.21 TGCTGAAGACATCGGTGATAAAGA 63.154 145

HM_7034 GD2OF4R01CBO1N ATG 3 12 CCACAAGAGGTTGAGGAGATTCAT 62.884 TCACTATCATTGTCACCTGCATCC 63.381 158

HM_7035 GD2OF4R02F76KW TCT 3 12 ATATCCCTGTCCACCACAACAAAT 62.7 GAAGAAACCGAGGAAAGGAAGAAG 62.873 146

HM_7036 GD2OF4R01EP7NR AAG 3 18 CAATTGAAATGGGGTTCACAGAAT 63.206 ATAGCTTGGGTTTAGGGCATCACT 63.313 135

HM_7037 GD2OF4R01BL5OO TCT 3 12 CGACAGACATGATTGGAAAATTGA 63.244 ATCGACAGAACAACACCACAAAGA 63.053 86

HM_7038 GD2OF4R01DYJ4D CCA 3 12 CCTCCAGTAACTAAGCCACCTCAA 62.918 GTCCTGAGCCACCTGATGGA 63.627 130

HM_7039 GD2OF4R02GRWXS TCA 3 12 CTTCAGTCAGCCTCACCATAGCTT 63.25 CCAGGTTCACTGAAAGAAGAGGAC 62.677 155

HM_7040 GD2OF4R02JNLGY TGT 3 12 ATTTGCAGATCAAATGTTGAGGGA 63.952 CGACCTGAAACAAGACGGTGAC 64.18 84

HM_7041 GD2OF4R01DOH43 GTC 3 21 TGGAGAATATATCGTATGGGCAGC 63.337 ACAACACCCTACCCTCCATAATCA 62.798 153

HM_7042 GD2OF4R01CSZPH AAG 3 15 GCTAGAGGAGCATGAGGAGAATGA 63.336 CTAAAGATCCGATCCGGTTAGCTT 63.004 106

HM_7043 GD2OF4R02IL2P7 AAT 3 15 TTAAGGGTCCATTTTGTAACATTGC 62.278 ACGTTGTGATTTTTGGTTTCCAGT 62.933 130

HM_7044 GD2OF4R02HYKFR GAA 3 12 AAATTTTCGCTTCCGTGATCCT 63.211 CAGCTTGATGCTACTTTACAGAAGAAAA 62.446 149

HM_7045 GD2OF4R02FN84P CAA 3 12 ACCCATTACAATATGAGCCACACC 63.137 AGGTTGTCCATTTCAAGTCGATGT 63.128 130

HM_7046 GD2OF4R02GGB22 GAT 3 12 GTGGTGACATTGCAAGAATTTGAG 62.948 TTTCTTCTCACGGGTGTTAAGCTC 63.031 95

HM_7047 GD2OF4R02IAB34 TCC 3 12 ACTACATGCCTCCCTATCAACCAC 62.613 GAGGTGGAGCTGATAGCCACAT 62.805 147

HM_7048 GD2OF4R01DYXIH GGA 3 15 GCAATGGGGATAAGAAATCATCAG 62.902 ATTCATTTCTTCAGGCAATGTCGT 63.137 118

HM_7049 GD2OF4R02HXD74 TGA 3 24 TCGGATTGATCCATTGTATCCTTT 62.791 ATTTTCTCTATCATTCCTCGCGCT 63.608 130

HM_7050 GD2OF4R02GOE6D CCA 3 12 TTTGTTTTTCTCTGGACAGGAAGC 63.019 ATGGTGGAGGACATGGTGGA 63.613 132

HM_7051 GD2OF4R01B8F2C TCA 3 24 AAACCAATAAAAGTTGGTTCTTAGAAAA 60.089 ACGATGAAGATGAAGATGAAGAGG 60.965 129

HM_7052 GD2OF4R02G1GAI TCG 3 18 AGTCGCTGCTCTGCATTATCATCT 63.697 GAATCTCGGTGGGTGTTTCAAG 63.002 128

HM_7053 GD2OF4R02JXWNF ATG 3 12 CTGGTGATGCAACTCAGAATCCTA 62.712 CCTTAAGAGGGTGATCAAAGCTCA 63.006 87

HM_7054 GD2OF4R01AJRTN TTA 3 12 AAGCCTTAGTCGATTTACTGCTTTTT 61.196 AAAATCTATAGAGTGGAGAAGCCGAA 61.91 97

HM_7055 GD2OF4R02G4XPO CCA 3 12 ATTTTGCCCCCATTGACTATCTTT 62.995 ATCTTATATGGTGGGTGGAGTTGG 62.284 119

HM_7056 GD2OF4R02HZJDU GAA 3 12 AGGAAGAGGAAGAACTAATTTTTGGG 62.347 TTTCGGTTACATATTCCACACCTTG 63.132 80

HM_7057 GD2OF4R01AZ80O AAG 3 12 CAAAGTTGGGAGGGGAAAGTATTC 63.168 CTGCAGAATCTTGATCTCTCGCTT 63.456 130

HM_7058 GD2OF4R02JNLSS TTC 3 12 GCCCATGAAACTAATGTCTTCACT 60.748 ATACTAGTAATAACCCGTGCCCGT 61.14 108

HM_7059 GD2OF4R01DUBW3 TCT 3 12 TATTTTGAGCACGTAAAAGGGTGG 63.329 ATTCTGGAACATAGCCATGCAAAC 63.456 142

HM_7060 GD2OF4R02F3WB6 TGT 3 12 AAAAAGCTTGACCCTCATCATCAC 62.813 AAACCCGTTAAAAAGGACACCAGT 63.106 106

HM_7061 GD2OF4R01AHSSX TCG 3 12 TGCGACTGAGTTCTTGCTTGTAAC 62.985 GTTTCAGCAGATGCAGGTCCTTAT 62.94 121

HM_7062 GD2OF4R01B59ES GCT 3 12 CCCACAGGCTGAGAAAGTTAAAGA 63.015 ATTCCTCAGCTGCTTCTTCCTTCT 63.205 143

HM_7063 GD2OF4R01DWSWD CTG 3 12 CTTGTTCAGCATGCTCCTCCTACT 63.25 ATCTCTTGTATGACCAAAACCCCA 62.897 146

HM_7064 GD2OF4R02F6UW8 AGG 3 15 GATCAATATATCATTCCAGGCCGA 63.21 TGGCTACCACAATGAGGGACTACT 63.238 131

HM_7065 GD2OF4R02JSX9Q GGT 3 12 GTGGAGAAGCAGTCGGTAGTGG 63.373 CTTATGTGTGTCCGTTCCCATGT 63.148 96

HM_7066 GD2OF4R01AKQ8A AGC 3 15 AAGCAAGGTTTACCTCATCGTCAG 62.933 ACAGAAGTTGGCATCAGTTCCTTC 63.027 149

HM_7067 GD2OF4R02HB4U2 TGC 3 18 CAGGTTTGTAATAAGCAGCCCAAA 63.434 TCCGCTACTTTCTCAGACCATCTT 62.712 103

HM_7068 GD2OF4R02I9NY9 AAG 3 12 CCCGGACATACAGGCTTATTAACAT 63.309 TTGTTGTTCTAAAGCGCAAAAGTG 62.687 147

HM_7069 GD2OF4R02GLTDH GGA 3 15 TTTTACCGTACGTGTTCCGATCAT 63.648 AACCCTCCCGATCTGAAGAAGA 63.503 133

HM_7070 GD2OF4R02F0529 GTT 3 15 ATGCCAGACAGCTCACTTGGATAC 63.907 TCATCGTCAAACGGTCTAGATTCA 63.038 159

HM_7071 GD2OF4R01C0SJC TCT 3 12 TTCGTCTTCTTCGTTTTTCTGGTC 63.019 AGAAGAAGAAGCTGCGAAGAACTG 62.737 139

HM_7072 GD2OF4R01E1DFX CTT 3 24 TGAACTCAAACTTCAATGGTGGAA 62.918 CACCATGGGAACCTGTAATCTGTA 62.176 147

HM_7073 GD2OF4R02HJCU6 TTC 3 21 AATCCGGCGACAGTACTCTTCTT 62.612 AAAATTGGAAAGGAGGAGGATAGAA 61.656 106

HM_7074 GD2OF4R02GXJ3N CTC 3 12 ACCACCGTCCACATCCTTCTC 63.586 GTGTGTTCAGTTGGATCAGAGGTG 63.155 125

HM_7075 GD2OF4R02IAXDO CGT 3 15 CACTCTCTCGTCGTCGTCTCCT 63.376 TACGGTACGGTACGGACGGA 63.502 206

HM_7076 GD2OF4R01AH1B9 TCT 3 12 CGAACATACTGAACTCCTGCAAAG 62.324 CTTTCCGAGCTTGAGAGAGGC 62.895 80

HM_7077 GD2OF4R02GOF0E CAT 3 24 ATCACCAGAATGAGTAGGAGCCAC 62.915 TGGTAAAGCTACCGTTTTGGAAGA 63.13 157

HM_7078 GD2OF4R02G3K0K TTC 3 15 AAGGAGAGCATGGTGACCGTATTA 63.133 ACTAGCGAGGAGGAGACTCCAGAC 63.739 121

HM_7079 GD2OF4R02JI0H6 TTC 3 12 GCTTCCCGCTTCTGAATCTATTTT 63.111 GTTGTCGTTGATGAAGACCCTGTT 63.672 80

HM_7080 GD2OF4R01AE70S AGA 3 15 AGAAGAAGCAGCAACTGCTGAGAG 63.801 CTAACTTAGAAAGCGCTGCGTCG 64.572 106

HM_7081 GD2OF4R02HTLSO CTG 3 12 CTGAAGCTGCTGATTCTGTCTCTG 62.947 AATTGGTTGTAATGTCTGGTTCGG 63.227 143

HM_7082 GD2OF4R01CHX71 CTC 3 15 AAGGTGATCCTGAGCCCTCT 60.216 GTGAAGGTGTGAACTGGAAGAGTT 60.958 101

HM_7083 GD2OF4R02J5V76 TGG 3 12 GGCCCACTAAATTTTGAACCCTAA 63.375 GTGATGATTGTTGAATGGGTGGT 63.021 133

HM_7084 GD2OF4R02G1HIA TTC 3 15 TGAAAGTTTTTCTTCTCCATCTCTGTC 62.437 TAGAAAGGGCAATTACCAGGTTGA 63.014 130

HM_7085 GD2OF4R01EVTGW TGG 3 12 TAATATGGAGGAGGAGGTGATGGA 62.974 CTTACTATTACAAATCGCCACCGC 62.969 151

HM_7086 GD2OF4R02F7YJM CCA 3 12 ATCAGAGCCACCAAAATACACCAT 62.926 AGGTGTTGGGGTGATGTAGAAGAG 62.793 121

HM_7087 GD2OF4R01CLRJ4 CTT 3 18 AGTTTTGGATAGCATGTTTGGAGG 62.619 CACTTAAATGGCAACAGCATCAAG 62.969 122

HM_7088 GD2OF4R01CHK11 CAT 3 15 GGATTCAGGAAGAACTGAATGAGC 62.586 TGATGATGAAGATCAGAACCAGGA 63.113 150

HM_7089 GD2OF4R01AYI5B TCT 3 12 GGAAGAAGATGAAGAAGGGGAAAA 63.053 GCGAAGCAAAGAGACAAGAAGAAG 63.044 116

HM_7090 GD2OF4R02HE47Y CAC 3 12 CCATCTAACCGCCAAATCAACATA 64.028 CGATTGATGTTGCTAGCAGTTTTG 63.081 123

HM_7091 GD2OF4R01DYX1T CTT 3 12 CGTCATGTCTTGGAACCACAATTA 63.15 CATGTTTCCTCATGAAAACCGAC 62.804 116

HM_7092 GD2OF4R01A5NBN CAT 3 12 TAGCCGTTCATCGTCATCAAGTAG 62.643 GATGAACCAGGAGGAACCATTAGA 62.672 108

HM_7093 GD2OF4R02G3OOY ACC 3 12 ACCACCACCATCTCCGAGCTA 64.174 CTCGTGAAAATGTTCGCTTTGGT 64.598 154

HM_7094 GD2OF4R01EO1K5 GAT 3 12 AGAAAGGGTATTGAAGTGGAAGGG 62.873 TCACCATTATCGTCATCGTCTCTC 62.595 125

HM_7095 GD2OF4R01EX6ZK ATC 3 12 ATATTGACTGGAGGGATGGAAGGT 63.173 AGGACCGAAGGAGAAGACGATAAC 63.193 158

HM_7096 GD2OF4R02GFJFO TCC 3 12 TCACTTTGTTCCAAGTAACCTCCC 62.696 AGGCAGCTGGTGATATAGCAGAGA 63.678 150

HM_7097 GD2OF4R01A8F7X ATC 3 15 CTCAACCATTCATGGGTTGTTTTT 63.214 CTCCCACACAGAGGAAGAACCTAA 62.993 93

HM_7098 GD2OF4R01DFX9L TGG 3 12 GTATACCCTTGATGGGTCTCAAGC 62.198 CGGAACTGATCATCAAGAATACCC 63 128

HM_7099 GD2OF4R01EGWLP TCC 3 15 GTCCTTTCAGATTCTGTTGGAAGC 62.599 CGGGAGTAAGTCTGAGTGAAGGAA 63.107 160

HM_7100 GD2OF4R01AZVS7 TCT 3 15 CGTTGCTAAGACTGATGAGTTGCT 62.134 TACGGGTACGGCTAGGGTATGTTA 62.757 145

HM_7101 GD2OF4R01D25NP TGG 3 12 TGAGGATACTAGGGTTGAGAGGGA 62.455 CGCCTTCTTCTTACTGTTCCTCCT 63.399 130

HM_7102 GD2OF4R02ITV11 CAA 3 12 AGTGTGAATCCTAACAGTAGCAGCAG 62.287 GAAACATACAACTTGCGTCCTGTG 62.972 128

HM_7103 GD2OF4R01EXJS8 GAG 3 12 AGCTTGACGCTCTCATCCAAATAC 63.051 CGACTTCCTCCTGTTCACTCAGAT 63.223 117

HM_7104 GD2OF4R01ATPPI CTC 3 15 CATTATCGAGGAAAAGCTTTGAGC 62.546 CGAGAAAAAGCGAAGATAAGAGGA 62.329 138

HM_7105 GD2OF4R02ISILE GGT 3 12 CTAGAATCTCTGTCTCGTCGTCTCG 63.035 CGAAGTAATCAACATGCCCGTC 63.807 159

HM_7106 GD2OF4R01EBPXX TCG 3 12 TCTAAGGACACAAGTGGGTTTTCC 62.696 GTCGGGTTAGATCCGAAGTGTCTA 62.811 130

HM_7107 GD2OF4R01C9JXN TTC 3 18 CATCTTCTTCCACGATGATGGTT 62.458 GGAGGCCTATACCGTTACACCTTT 62.728 103

HM_7108 GD2OF4R02JOEBU GTT 3 12 TGGAGAGTGAAATGTGACTTCGAG 62.919 GCTGTTCTGTTAGTGCCTGGAGTT 63.163 157

HM_7109 GD2OF4R01CW5F6 TCT 3 15 AGTCCTAAACCTGGCATCTCTTCC 63.193 ATCACGAGAATGACTCCTTTGTCC 62.901 103

HM_7110 GD2OF4R01D0334 TCG 3 12 GTGGTCGCCCTCCTCATCAT 64.685 TTCTCTTGTTCCTCAAGCCCTTCT 63.899 131

HM_7111 GD2OF4R02H5E7I AAC 3 12 CACACGTACATCATGTGAACAAACA 62.891 TTGTTGCATTTGGACCTAAGATCA 62.832 129

HM_7112 GD2OF4R01BFPUW CAC 3 12 CCCCAACCCTATATCATACTCTCCA 63.369 GATTGACGGTGGTGATGAGGTT 63.358 109

HM_7113 GD2OF4R02GURP7 CTT 3 12 ATGGAGGAGGCCATGGAAAC 63.435 TACAACCATACTTCCAGCCATTGA 62.731 81

HM_7114 GD2OF4R02JFVQW ATC 3 12 ACGACGAACACGTTTGAATTTCTT 63.154 GAATCAGATGATGACGACGATGAG 63.146 154

HM_7115 GD2OF4R01D3KXI TCT 3 48 AAAGCCCTAATCACCACTTCAACA 63.129 TGAGTGAGATTGAAACCCAAACG 63.459 116

HM_7116 GD2OF4R01DL4UP TCT 3 15 CTAGAGCAGAAAAGGGAAAAAGGG 62.791 GCAGACGCGAAGACAAAGAGAC 63.743 151

HM_7117 GD2OF4R01AULJP GTG 3 21 ACCGAAGAGTGAGAGATCTGGCTA 62.912 CACCACTCAAACCCTGATTCTTCT 62.895 140

HM_7118 GD2OF4R02JJJET CAT 3 18 CTTGCTTGATTTTTGATGGCTTCT 62.935 GTTTACTGCATCCACCTTTGGTGT 63.462 156

HM_7119 GD2OF4R01EXVEV AAG 3 12 AGCTCGAAGATGTCAAGAGCAAC 62.29 CCTACCTTTCGATTTCGATTTCAC 62.219 143

HM_7120 GD2OF4R01EJWL7 AAT 3 12 CTCCTCCACAACCGAAGAGAAGTA 63.107 CAAGAAGTGACTGCTACCCGAGTT 63.146 107

HM_7121 GD2OF4R02HAYLO GAT 3 24 TCAATCACACGACAAAAGGAATTG 63.252 GGCTGGTAAAAGAACAAAATAATCACA 62.596 158

HM_7122 GD2OF4R02HZWZF GCG 3 12 CCGATGATAGATCGGAGTTGCT 62.687 ATTATCATCCAGGCGCACAATATC 63.246 142

HM_7123 GD2OF4R01DR6VE GCG 3 12 GATGTCAAGTCCGATTTGGGTATT 62.397 GTCCAGCTCTGAGATCATCTTCTTC 62.058 157

HM_7124 GD2OF4R02GUV5J TTC 3 12 TGAAATCTTGCCATTTACCCAAGT 62.922 ATACAAGGGAATGCTGAAAATGGA 62.912 105

HM_7125 GD2OF4R01AVO0N TTC 3 12 GAGGAAGAACCTATGTTCGACGAG 62.598 CGTCCATGAGGGATATAGTCCAGA 63.52 144
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HM_7126 GD2OF4R01C0SJC TCT 3 12 TTCGTCTTCTTCGTTTTTCTGGTC 63.019 AGAAGAAGAAGCTGCGAAGAACTG 62.737 139

HM_7127 GD2OF4R01BQI54 GAA 3 15 ACAACTGATGGACAGTCGATTGAA 63.044 TTTATGCAAGTAATACGCCGGTCT 62.969 106

HM_7128 GD2OF4R02ICGE4 AAG 3 12 TGTGGAAGCGCATTAATTATTTGTT 62.787 GAAGCTCCCCACAAACTTCTTTTT 63.098 145

HM_7129 GD2OF4R02FI3VT TTC 3 24 CACTGGGCTACCCTTCTTCTTTT 62.088 GACTGGTAGGGTCCCGTTAGAGTT 62.996 91

HM_7130 GD2OF4R02I4NWR AGA 3 12 TAGCAGTTCCGATTCTCACATGAA 63.154 CAGCATTTGTATAAACTCCTCGCC 63.15 149

HM_7131 GD2OF4R01DBS1S TCT 3 18 ATCGCAACTTCCAGTCTTCTTCTG 63.238 TATCCGCGACCTTAAGAATACCAA 62.933 141

HM_7132 GD2OF4R01CTY0X AGA 3 12 CATCTCATAATCACAAACCCAAAAGA 62.437 TGGCAATGGGTCTTAATTATTTCTG 62.357 128

HM_7133 GD2OF4R01D8AIB CTT 3 15 GTCTCCATGGTGTTGTTGGAGAG 63.129 TCAACCTTAGCAATGACCCCAGT 64.073 157

HM_7134 GD2OF4R02G3RBJ ATT 3 15 CGTGTAAAAGAAGGCACACATCAG 63.07 TAGACTGGAGGTCAATTGGGTTCT 62.368 158

HM_7135 GD2OF4R02IBS53 TAA 3 12 CTTCGTTGTCTCTACTTCCACCGT 63.033 GAGGAATGCCGTTGATGTTATTTC 62.928 140

HM_7136 GD2OF4R02J13V6 CCG 3 24 ACTCCTGGCCTGCTCTCTCCT 64.129 TGGAGGAGCAGCTTTATCAGAAAC 63.133 107

HM_7137 GD2OF4R01ECEKF AGA 3 12 ACTCATGAATAGTCGGGAGAGGC 63.006 AGATTCTGATGACGAGGTTGATCC 62.89 122

HM_7138 GD2OF4R02IBA3P CAC 3 12 AAAACCACATCAATCCCATGAACT 62.8 ACTCTGCACCTTGTTCTTCGTCTT 62.834 114

HM_7139 GD2OF4R01DT8FB GAA 3 18 ATGGGCTGACTTACCATGAAGAAC 62.713 TTGATCATATTCAGGCTCAAATCG 62.411 134

HM_7140 GD2OF4R01BW58U TAC 3 12 TTCTTGATCATCATCTCACACCGT 63.033 GATCTGTTCATGAGTCAGACGACG 63.392 89

HM_7141 GD2OF4R02JCBL4 TGA 3 12 GGGAGCAACCTTAGAAGTCACTCA 63.124 AGAACATTATCCACGTGTGACCG 63.267 125

HM_7142 GD2OF4R01DA6DH GGT 3 12 TATCCAGAGAACATCGGCGTC 62.446 TCCAGTGAGATTGAATTGGGTACA 62.803 133

HM_7143 GD2OF4R02IZ8YG TTC 3 12 ATATAAACCTCGAAAATCCCTCGC 62.723 AATCAGCAGAATTGGAGAAACCTG 62.91 154

HM_7144 GD2OF4R02FYP8W TGT 3 15 CTTCTTCCAACTGTTTCACTGCCT 63.133 AATCGCTACCTCGACATATTGCAT 63.062 124

HM_7145 GD2OF4R02HOJV2 CCA 3 12 CTGAGAAGAAACTCATGGACGACA 62.919 ATGGCTATAATGGGCTTCACTCTG 62.731 138

HM_7146 GD2OF4R02HOS6P CAG 3 15 TTAGGGGTTCTTCAAGGTCAACAA 63.1 CCACCAGCTCCACTACCATTTTAC 63.031 150

HM_7147 GD2OF4R02G637U AGA 3 12 TTAGTGTTGATAAGGCGGTGTGTC 62.44 ATTCACTGATTCCCAAGGCAACTA 63.121 85

HM_7148 GD2OF4R02G2CX8 CCT 3 15 TGAGTGATGTTGGTGGTTTGAGTT 62.933 ATAGTTTGGTTGGCAGTTGGTGAT 62.936 120

HM_7149 GD2OF4R01C88RK GCC 3 12 CACAGACTCGCCTCTTCTTCACTT 63.462 GCGGAGCTTCAATTTACAGTAACAA 62.783 157

HM_7150 GD2OF4R02JZI6L ATT 3 15 TTTTCGGAATTTTTATAGTCTTCTGTG 60.263 GTACAACCCCATTTACATTTCCAA 61.019 111

HM_7151 GD2OF4R01BCV36 GAG 3 12 GAAGGGAGAGAAAGGGAAGAAGAA 62.549 CGTGGTCATGGTCAGCCTATTATT 63.341 101

HM_7152 GD2OF4R02GRD3D AAG 3 18 CAAAACGGAAAATAAAGCAAAAACA 62.409 TTTTTAGGGGTCTTGGAGTCTGC 62.896 128

HM_7153 GD2OF4R01DZFZ0 GTT 3 15 GGCGGAGAGGTTTTTAGTACTGGT 63.017 TACCTTCTTCACTCTTGTTTCGGC 63.031 142

HM_7154 GD2OF4R02FM462 TCC 3 21 CACAGCCCTAGAAAGCTCCTCAT 63.227 AGTGATGGTTACGACGGTGATGAT 63.896 99

HM_7155 GD2OF4R01CLZTX GAA 3 12 GGACGTACATATTAGCGGACAAGA 61.536 GTTTCCTTATTTTGTGAGCCAAGC 62.356 114

HM_7156 GD2OF4R01A5F6O ATC 3 15 CTTGCAAAATTATTCCTTCCATCC 62.033 AGAAAGGTGTTTGAAAGTGTTGCC 62.835 140

HM_7157 GD2OF4R01DBYNQ AGA 3 15 TTTGTCCGAACCACAACTAGAACA 62.942 TCATCATCATAATCATCATCGAATTG 62.013 126

HM_7158 GD2OF4R02ILRCR CTT 3 18 GTTTGATCCTTGATTTTCGTGTCC 63.013 GCAGAGGAATTTGTTGGTGGTAAC 63.035 153

HM_7159 GD2OF4R01CNRCM TCT 3 12 TCAATTATTTGGCTCCGGATATGT 62.724 TCTCCCTCTTTATGGTATGCCTCA 63.206 105

HM_7160 GD2OF4R01AVJ16 ATG 3 18 AGCTGGATCTGGTGGTGGGTAT 64.105 TGGCCAACATTTTGGGTGTACTAT 63.54 156

HM_7161 GD2OF4R02F36PZ TCA 3 15 TTGATCGAAACGAAGAATTGAACA 62.932 TCAACAATCCTGTGGTAGTGTTTTCT 62.244 118

HM_7162 GD2OF4R01E2ZVR CTT 3 30 CCATCCCTAGACATGTCGTTTTTC 63.009 ACATCTGCAGTGTTCGACTGTGAG 63.998 96

HM_7163 GD2OF4R02HSO4J TCT 3 12 AACTGGTCACAAAAATCCTCCAAC 62.598 ACGCGATCTTCGAGATACGTAAAC 62.867 157

HM_7164 GD2OF4R01B6PCL CAT 3 12 TTCCTCAATCTTGGGTCCAGC 63.671 ATGAAGGAGTTGGAGAGTGTCTGC 63.241 144

HM_7165 GD2OF4R01BG5UX TGC 3 12 GTGACATTCAGGTTGAGTTTGCTC 62.291 AACTCTAAAGTGAAACCTCAGCGG 62.23 134

HM_7166 GD2OF4R02ID3C4 ATA 3 12 TTTGAGGGATTCAGTTTGAGAAAT 60.333 ACACCAATTACTTTGTGGATTTTCTT 60.396 159

HM_7167 GD2OF4R02G2N02 ATT 3 18 AAGTCACATAGATTTGACGATTACATGA 61.265 ACAACTTGGCACAACATCAAAAAT 61.822 146

HM_7168 GD2OF4R01C4OQ1 GGT 3 12 GTACGCGATGAATTATTGCAGGT 62.354 CCTCGTGAAGATACTGGGTCAGTT 62.909 105

HM_7169 GD2OF4R01B98G9 GAT 3 12 GAATGAGAGAAAGAGAAAAGGGGC 62.878 ATCCCATTCAAACCAACTTTCCTT 63.078 90

HM_7170 GD2OF4R01BUIQ5 TTC 3 24 AATTCCTTCTCTGGCCACCATTAT 63.188 TTCAAAGCTAGTCAAAGAGTGCGA 62.656 128

HM_7171 GD2OF4R02HRAUQ AAC 3 12 TGTGGGAATTCACTAATGGTTGTG 63.034 GTAATGATCCTCTTCTCTGAGCCG 62.7 111

HM_7172 GD2OF4R02HDNYK CTT 3 12 AGTGCGTATTGACTGTTCTCCTCC 63.04 AAGGTCCAAATTAAGACGTTGGAA 62.124 101

HM_7173 GD2OF4R02HZS6D CCA 3 15 TCTCAATCCCCCACTCCCTT 63.049 GGGGAGAGGAGTTGGTTGAATC 63.286 140

HM_7174 GD2OF4R01BMLXY CCA 3 15 AGCAACATCATGTGTAGGTTGGTC 62.412 ATGATGTACTGCAGCTTGATAGCG 62.788 131

HM_7175 GD2OF4R01A1JJN GTA 3 15 AAAGAGAGTTGTTAATGTGCGTGAAA 62.397 CAATTTGGTTTAGGCGAAAAATGA 63.218 86

HM_7176 GD2OF4R02G3SK6 CAT 3 15 TTATGAATCAAAGCGAAGAAACGG 63.521 TGATTTTCATGATTTTGACCAGGA 62.691 115

HM_7177 GD2OF4R01A4WDJ TCT 3 12 AAGCAGAAGGTGGTTTGGCAT 63.139 GACCTTGGAAGGAGAATCTGATGA 62.977 86

HM_7178 GD2OF4R01EVN6E AGC 3 12 CACTGCTGGATAAACTCTTGTTGC 62.339 TTTCCATAAGATGGGTCACCAAAG 63.3 160

HM_7179 GD2OF4R01AXHIW CCG 3 12 CCACCCATACCTTCTGGTATCAAG 62.894 AGTTGCTGATAGATGAGTCGGTCC 63.031 149

HM_7180 GD2OF4R01D7J7V TGG 3 12 AGGTCTAGGACAGCATAGGAGGCT 63.012 AATAAGCTAGAGCGACCGTAAGCA 62.691 156

HM_7181 GD2OF4R01CQPPU CCA 3 12 TTGACCAAAACCGCCTACTGTACT 63.15 TCTCTCTGTGTACATCCGATGCTG 63.841 145

HM_7182 GD2OF4R01BLQ64 TCT 3 12 CTTCAGCTGTGCTAAAAGCAACAA 62.991 ACGCTACTCAAAGATTCAACGGAC 62.949 142

HM_7183 GD2OF4R01EKK1I AGG 3 12 TAAGCAGGAGCAGTTATTGCATCA 63.184 GTGGTTTTCCTGTGAGAGGGTGT 63.775 157

HM_7184 GD2OF4R01AUHNK TCT 3 12 GATTAGTCCTCAATGGCTCCGAAT 63.798 GAGCTGAGTTCAAACTCCTCCTCA 63.443 100

HM_7185 GD2OF4R02J6CDC ATC 3 12 CAAGAGCGGTGCCTGAATTAATAG 63.24 AATTTCAAAGACACCGTGATGATG 62.294 142

HM_7186 GD2OF4R02F18DD AGC 3 18 AGAAACGCGAAACAAACAAGAAAA 63.247 TTTCTTTCTTCAAGGACCTTCGTG 63.003 113

HM_7187 GD2OF4R02HG6HQ GGA 3 15 CTTCTTTTTACCGTACGTGTTCCG 63.044 AACCCTCCCGATCTGAAGAAGA 63.503 135

HM_7188 GD2OF4R02JYJMK TGA 3 12 GCGATGGTGATGACTAGCTATTTG 62.138 GGGTGATCATCATGGTTGTAAGAA 62.158 94

HM_7189 GD2OF4R02JSWBL TCT 3 12 TGCTAGCCCTAGACACATTATTGGA 63.148 TTTGTGTGGTAGGGTTTAATGCAA 62.551 147

HM_7190 GD2OF4R02F171V AAG 3 12 ATCATGTCCTATGTATGGATCGGC 63.233 TAAAACATTCCACTAAGCATGCCA 62.761 115

HM_7191 GD2OF4R02I1HB1 CTT 3 15 AAATGCGATGAACATTCCTGTTTT 62.937 AGAAGGAGGAAGAAGAAGGGAACA 62.958 132

HM_7192 GD2OF4R02GBJTD TAA 3 12 TGGATCCAGGAGTTTAGGAGTTTG 62.782 CTCGAGTTGTGTTATTTATGATTGGTTT 61.803 160

HM_7193 GD2OF4R01D80HW TCT 3 12 ATCGTCACTGACATCACCAAATTC 62.382 AATCACGATGAAGCTCGTAACCTT 62.439 126

HM_7194 GD2OF4R01AH4XH TCT 3 36 TTCTTTCCAAAAATACCCCTTCGT 63.08 GAAGAAGACGACGCAGACACAGTA 63.081 101

HM_7195 GD2OF4R01AJ7ZI TCC 3 12 TTGGCTTGTCTCTCCTTCAACTTC 63.225 AATGGAGGAGAAAACTCCGAAAAA 63.366 130

HM_7196 GD2OF4R02JO8P1 TGG 3 21 GCTCTCTTGTTCAGAGGTCCACTC 63.018 AAAATGGGTACAGATGACGGAAGA 63.009 137

HM_7197 GD2OF4R01B4X8B AAG 3 15 TCAAAGAGAATTGAAACAAAGAAGGG 62.998 TTCGCATTGCTTCCTTTAACCTAA 63.138 153

HM_7198 GD2OF4R01B9RLP CGG 3 12 AAAAACCACCATCACCTCCG 62.056 TCTCTAACTCAAAACCCTAGCCATC 61.255 144

HM_7199 GD2OF4R02FKW48 AGA 3 12 CAAAGTTGGGAGGAGTAGACTTGC 62.61 TATTCTCTTTTCCCGCTCCTCTTC 63.278 150

HM_7200 GD2OF4R02H873S AAT 3 12 CGTGAATGTTGGGGTGGATATTTA 63.817 AAGGAACGTATTGCCAAGATTCAA 63.03 148

HM_7201 GD2OF4R01DYB2T GCT 3 12 TCTGCACCAGCTGATAGAGCTTTT 63.781 TACGCCGCTGCTCTGACTTTTAT 64.387 84

HM_7202 GD2OF4R02HGB3J AAC 3 18 CAAAGCACAATACCAAACTCACTTG 62.059 TAGCCGCAGACTACCTTTTGTTTC 62.957 136

HM_7203 GD2OF4R02I628H GTG 3 12 TTACACTGACATCCCCTGAGACAA 63.026 CACTATGCTTTTGCATGACTCCAC 63.078 105

HM_7204 GD2OF4R01CCMBO TAA 3 12 TTCCTGTTATTGTCTTCCTCCCTT 61.476 TGACAATTTTTGTATCAATTTGTTGTG 61.162 109

HM_7205 GD2OF4R01EZPET AAAGGC 6 30 AAAATCAACAGTGAAACCCAAGAAA 62.139 CTATCCCCATGATTCCCTATGCTA 62.397 123

HM_7206 GD2OF4R02IC3LZ TGGTAT 6 24 AAAATGGCATTACGGTGTCAGG 63.141 TTGTGGATACAACATTTTCGATGG 62.932 151

HM_7207 GD2OF4R01BNTWZ GTTGAA 6 48 AAAGAGGGAATTATTGGAGAAGCG 62.992 CAAATTAAGCGACCCAAAGTCATC 63.03 145

HM_7208 GD2OF4R02IXPY1 ACAAAA 6 24 AAATGGAAACAAAATTGCGCC 63.139 AAAGGCAAAAATAGAAAAACGGAAA 62.311 151

HM_7209 GD2OF4R02GJ3CD AGGCAC 6 24 AACAGAATTTTGGAGCAGCAGAAG 63.142 CTCTCAACATGAGATTGTGCCTCA 63.829 89

HM_7210 GD2OF4R01AN0R7 GTGGTT 6 24 AACGTGATTGACGAGGTTGAGAAT 63.242 GCTTTTGCAAGAGACACTGAAACA 62.972 132

HM_7211 GD2OF4R02IBCCZ CAACAC 6 24 AAGGAGAAACAGGTTGATCAGCAG 63.124 GGTGATGCTAGAAGATCTGTCGCT 63.26 109

HM_7212 GD2OF4R02JJ328 TATATG 6 24 AATACCAAATTGCAACAAAACCCA 63.428 CTTTTTCCCAGAAGAAATTGACCC 63.261 139

HM_7213 GD2OF4R02FSM6H ATGAAT 6 24 AATACCATCCCAGAAACCCAATCT 62.974 AAACGTCGCGCCTATTTATATCAC 62.502 105

HM_7214 GD2OF4R01C392I ATATAC 6 24 ACCGAAAAACTTGAGAACAGCTTC 62.229 GACAAATACCGGCAACTCCAAG 62.921 104

HM_7215 GD2OF4R01C2FRG ACTGAA 6 24 ACCGAAATCACTACAGAGGCTGAG 63.137 AGTCTCAGTGTGGCCTTCAAATTC 63.027 99

HM_7216 GD2OF4R01DBJAX AAAATA 6 24 ACCTCCATTTACCCATATGAATGC 62.217 CAATTTCTTGTTCCGCCAGTTATC 63.03 144

HM_7217 GD2OF4R01A7HYE AAATCA 6 30 ACTGGAGGAAAATTGCAAAAGACA 63.227 TTGTTCGATGTAATCGAGTGTTCG 63.379 143

HM_7218 GD2OF4R01DJ1XP GAGTGT 6 30 ACTTTCACACCCACACTCTTCTCC 63.015 ACCACTGTGCGGGTATTCTTACAT 62.949 121

HM_7219 GD2OF4R01CZI4B TGAAAC 6 24 AGAGCACTACTCAAAACCCTCACC 62.195 AGGCATATATACTCCGTCATCTTGAA 61.323 155

HM_7220 GD2OF4R01DIU62 TTTTCT 6 24 AGTGGTAAAATTCAAGGAGTCGGT 61.409 ACAAACGAAGAACAAAAGTAGACCTAAC 60.662 134
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HM_7221 GD2OF4R02GJQVD TACATA 6 24 ATACACAGATATATTCCCCGTGCG 63.142 TGCCCATAATTCCAATCCTCATTA 63.499 160

HM_7222 GD2OF4R01DVFK4 TAAAAA 6 30 ATAGGGGTTACCACAATCCCGATA 63.569 TGTGACTGAGACTTCAAAAATTCAGC 63.057 156

HM_7223 GD2OF4R01A66TO AGAATT 6 30 ATATATGAAAACACAGGGGGAGGG 63.266 CGAACTTGACGGAGTGTATGAGAC 62.291 150

HM_7224 GD2OF4R01CEOLH ACAAAA 6 24 ATCTTGCTTTCCAAATGGTTGTTC 62.62 GGGTGTTTAATGGTTTTAGGTTTGG 62.729 154

HM_7225 GD2OF4R02IKQTA GGAGCT 6 30 ATTCAAGAATCTGGGCAATTCCAT 63.988 TGGTGTCTGCACAATAATTTGCTC 63.397 83

HM_7226 GD2OF4R02G36Q0 TTCCTC 6 30 ATTCATGCTTTGACCCACAAGTTT 63.035 GCTTTTTGGACACAGAAGATGATG 62.19 138

HM_7227 GD2OF4R01AXX3S GGGTTT 6 24 ATTGTTTTTGGATGATCCGACAGT 62.913 CTCATTCCCACCACTACAGCTTTC 63.338 152

HM_7228 GD2OF4R02H2MHO ATGCAC 6 24 CAAAAATCTTAAAGTTGAAGGAAAGAGA 60.758 TTTGTTTCTTACCTAATGGGTTTCAA 61.184 151

HM_7229 GD2OF4R01BNMPD AGAGTG 6 42 CAACAAAAACCCTTCTCTCTTTGTG 62.424 ATCAGTCTCTCACTCTCACAGGGG 63.329 134

HM_7230 GD2OF4R01EX5JD CCTCTA 6 24 CAACTCCAGCATGAAAAACATCTG 63.048 AACAATGCCCAAGAGAATCCTTC 62.788 139

HM_7231 GD2OF4R01B772L AAAAGA 6 24 CACAAAAATCGATACAGGGTAAACA 61.275 CTGGCTAAACTCAATATTCCGACC 62.233 160

HM_7232 GD2OF4R02HQ8EL TTTTCT 6 24 CACAGTGACTGAAAGGAACCCTAA 61.748 TCCATTCGAAAGAAAATAGATTAGAAAA 60.881 153

HM_7233 GD2OF4R01DPNTD ATTTTT 6 30 CACGTAATGTATGGCCTACCGAAT 63.15 TCATAAGTACGAAAGACCACTTCAACC 62.854 99

HM_7234 GD2OF4R02GMJYC CCAAAT 6 24 CAGAGTACCTGGACAGCCCACTAT 62.922 GATTTTAGTGGCCAAAGATTGGTG 62.922 149

HM_7235 GD2OF4R01CZCS1 CAACTC 6 24 CAGCTTGCGAAGTAGAAGGAAGAC 62.946 TCTATGGTTAAGTCTCCAGACGCAC 62.948 148

HM_7236 GD2OF4R01DYA56 AAATAA 6 24 CCAACGATTCATCCCAAAATAA 60.876 ACAATTGTTTTTGATTGTATGACAACTT 60.33 154

HM_7237 GD2OF4R01D4STG ATCTGT 6 24 CCCAAAAGCTCTACATACTTCTGC 60.637 TCCCCTAATACGCTGTCCATAG 60.344 134

HM_7238 GD2OF4R01D8XQ4 ATATAC 6 30 CCGTATCGAGATCTACATGTGCAA 63.385 GCTCCCCTTGATTCGTCTAAACTT 63.102 149

HM_7239 GD2OF4R02JGH64 TCTTCC 6 24 CCTATCTGCCTCAGATTTTGCACT 63.035 AGGGGAGGGTACATTAGGAATTGA 63.065 109

HM_7240 GD2OF4R01CF9MN GAACAG 6 30 CCTTGTTCATGACTAGCACCCTCT 63.023 ACTCGGAATTAGCACATCGGAC 62.595 159

HM_7241 GD2OF4R01EKTTP ATGGAG 6 36 CGATCGAATACGTACGGAGGTAAC 62.947 ATTAATTCTCTATCCCTCGCTCGG 62.995 143

HM_7242 GD2OF4R02FVZ53 CGAATT 6 24 CGATTATCGAAGCTTTGGATTTCA 63.516 TTCGAATTCCACCACTTTCAATTT 62.909 98

HM_7243 GD2OF4R02FLF03 GTTCTT 6 24 CGGAGGAAATTCGTCATCATAGTT 62.607 GCAACGTTTGTGGAGAGTAATCAA 62.542 158

HM_7244 GD2OF4R02IAQD5 AAAAAT 6 24 CGTTCATCTGGGGAAATAATCATC 62.791 CTTTTTCTATGGAGCCCTTTCGAT 62.992 142

HM_7245 GD2OF4R02JEFBJ CATCTC 6 30 CGTTGTACGTTGAGTCGATCTCTTT 62.958 AGACATTTATGCCCTTGTCATTGG 63.329 88

HM_7246 GD2OF4R02GWSDN CAACCC 6 30 CTCCTAGACCAGATTGAAAACCCC 63.369 GTGTGTAGCGACTGTGAAGCTTTG 63.427 133

HM_7247 GD2OF4R01CYMRW CTGTTG 6 24 CTGAGCTCTGTTGTTGAGGAAACA 63.049 ATCTCTCTTCTCCACCCCACTTCT 62.964 96

HM_7248 GD2OF4R01AR4SL CATTCC 6 48 CTTCCATCAAGACCATAACCCCTA 62.481 CAGAGGACTATGCGGACTTTGATT 62.923 111

HM_7249 GD2OF4R01EYLSI TCTTCA 6 24 CTTCCTCTTCTTCCTCTTCTTCGG 63.16 AGAGAGGACAGGCGACAGATTCTT 64.049 150

HM_7250 GD2OF4R01BR0V7 CTGTGA 6 42 CTTTATAGGGCCCGCCTCTG 63.101 TGGTGGATCTATGTCTTTTGCTCA 63.038 136

HM_7251 GD2OF4R02J6BII ATTTTT 6 24 GAAACTTTTCAGAATTTTTGGGGG 63.068 AAAGAGGGCTTGAGCCTCCTAGA 63.999 111

HM_7252 GD2OF4R01DB8GT AACCGA 6 24 GAACCGAAATTTTACACACTCCGA 63.432 AATGGTTCGGTTCAGTGTGTTTTT 62.933 85

HM_7253 GD2OF4R01CV1IA TATACA 6 24 GAATAACAGTCAGCTCTTGCGGAT 63.051 CTCTCTCGTTCTGAAATCTCTCCG 62.997 103

HM_7254 GD2OF4R01DLKUH TCTCGG 6 24 GAATTGAAATTGAACGTCAAACAGC 63.057 CACCATCTACATCTTATTTCTCTGCG 62.37 130

HM_7255 GD2OF4R01CNT6P TTTCTG 6 30 GACCATGGCGGTGATCCTAAT 63.229 CATGGAGGTTCAAAATTATAAGCGA 62.463 147

HM_7256 GD2OF4R01DXAW2 TATATG 6 24 GAGCCTCATGCACTGGACTG 62.022 AGGACAATTTTCAGGGGTACAAAA 62.013 154

HM_7257 GD2OF4R01ES2GF TGGAGG 6 24 GAGGAGGAGGTGGTAAAGGCTTAT 62.208 CCTCCACCTATTTCCTCTAGACCC 62.562 124

HM_7258 GD2OF4R02J4I9P TAGAAG 6 24 GATGTGCAAGCCAAGAAAGAGTTT 63.048 ACAGGGACGGTAAGATTAGGGTGT 63.201 123

HM_7259 GD2OF4R01BV5KO TGGAGG 6 24 GGAGGAGGAGGTGGTAAAGGCTTAT 64.919 CCACTAGACCTTCTCCGCCG 64.375 103

HM_7260 GD2OF4R01CFFLW GTCGTG 6 30 GGCACACAATTTTGGGACTACTGT 63.462 CAGAGTTCCCGGACTGACCTC 63.451 142

HM_7261 GD2OF4R02HYTMB TCTTCA 6 24 GGGATTTTCCCAAAAGCTGTCT 62.773 TGAACGTCAAGCTGAAGAAGAAGA 62.724 154

HM_7262 GD2OF4R01CMGCM GGGTCG 6 30 GGGTTGGGCACACATCTCTC 62.881 GCACATACGTATAGGGATGGCAAC 63.673 144

HM_7263 GD2OF4R02IDLIT ATCGAG 6 36 GGTTTCACTGAGGGCTATGACAAT 62.713 ACCACCAACCAACTACCTTACGTC 62.525 132

HM_7264 GD2OF4R02FNDXR TGTGAT 6 24 GTATTGTTCAACTTTACCCGCGAA 63.346 GGCAATCTCTTCTTGAACACCCTA 62.91 110

HM_7265 GD2OF4R01DJMZI AAAAAT 6 24 GTGAAAATGGTGAAATCCACTACC 60.834 TTCGAGTGAATTTTATTGTGCTCTAA 60.495 154

HM_7266 GD2OF4R01B489L ACAAAA 6 30 GTGAACATGCTCAAGAAGAAAGCA 62.962 GAAGGTATTGGCTTGACAGCATTT 62.744 129

HM_7267 GD2OF4R01CDNUD CAATGG 6 24 GTGCTGATCAGAGGAAAACAGAGG 63.661 AGCTTGTTGCAGAGGATGTTCAAT 63.468 141

HM_7268 GD2OF4R01BZYKO CTACCA 6 30 GTTCCTTATAGTCCTGATGCCACG 63.133 GCGCATAGGACACAAAATTAGCA 63.396 160

HM_7269 GD2OF4R01ASEND AGGCGG 6 36 TATACAAACTAGCCCGACCCTCTG 62.728 GTGATGTGTCAGGAAAACCACAAG 62.933 156

HM_7270 GD2OF4R01A8NV8 AAAACA 6 30 TCATGGGAGGTTACTAATATTTACCCTA 60.525 TAATTGTCGGGGATTCTATCATTG 61.194 151

HM_7271 GD2OF4R01CF19T TAATGC 6 24 TCATTTTCCCATCAAATTATGCAA 62.425 CACTCAGTGTTCCTGGTAATGTGG 62.93 118

HM_7272 GD2OF4R01BW4V9 TCTTCA 6 24 TCCATTGGGCTGAGAAATCTTTT 63.196 ACCAAGGAACATTGGAGCAAATAA 62.922 160

HM_7273 GD2OF4R02FHT00 TCACAC 6 24 TCGACACAAACACAAACAGATCAA 62.741 TGTGTGTCGAGTGTGAGTGTGAG 62.468 133

HM_7274 GD2OF4R01BZLF0 GGAGAG 6 42 TCGTAAAAGAGAATGAATTTACGGAGA 62.484 TTTGGATTGAAGGGAGCTCTACAC 62.91 100

HM_7275 GD2OF4R02H055S TCTCTA 6 24 TCTCTATTTCGATCAGCTTCCCAC 63.013 AAGAGAAAGCCATGGTGGTGTTAG 62.822 156

HM_7276 GD2OF4R01B9PBN TTTTCT 6 24 TCTTTCTGATTTGGTTGTTGCTGT 62.206 TCAAAATTAGAATGCATGAGCTACCA 63.062 154

HM_7277 GD2OF4R02I614V TTGTGT 6 48 TCTTTGTGTCGTTTTCTTTGCTTG 62.754 CTAAGTTGAGCCCAACCCTAGGTC 63.493 160

HM_7278 GD2OF4R01DAQO0 TTTTCT 6 30 TGAAAAACCTTTGGCAGCTAAAAA 63.134 ACAGTTTTTAACCCACCCCCATAG 63.28 99

HM_7279 GD2OF4R02G5PI6 TTTGCT 6 24 TGAAGACAAATCTCCAGAGTGCAG 63.04 CATCCATACATTTTGGGAAAAGGA 63.089 159

HM_7280 GD2OF4R01CHF6S TGTTGG 6 24 TGACTGTTGCATCTCAGTCATCAA 63.076 ATTTTTACCCCCACCAATACCAAT 62.514 83

HM_7281 GD2OF4R01BYD83 CTTCAT 6 24 TGAGAAACTGCTCACTATAGACTTGTCC 62.489 GCCGTTACTGGCATCTAGTGTTTC 63.268 160

HM_7282 GD2OF4R02JBNVJ GCGTCT 6 24 TGAGCTCAATCCGATGATGA 60.315 GTATATGAGGGGGAAAGATGGATT 60.598 138

HM_7283 GD2OF4R02FSKLI GTTTCT 6 24 TGAGTAGGAAAGGTGGTTTTGAGG 62.793 TGATCATCCCAAGATTATTCACGA 62.693 109

HM_7284 GD2OF4R02G9GRZ TTTCTT 6 36 TGCCGTCTTTTGTGCTTCTTATTT 63.252 GCAGTTTTGAAAAGCAAGAAAAGG 62.558 104

HM_7285 GD2OF4R02JXS01 GGATTC 6 24 TGGACCTTACGAATCTGATACTTGG 62.619 ACAGCTCACAGTCAGCCACTTATG 62.975 153

HM_7286 GD2OF4R01ARQUL TGAAGA 6 24 TGGATAATTGTTGCCATAGCAGTG 63.171 CATGTAACTCGTGCATTTTCATTCA 63.182 99

HM_7287 GD2OF4R02G3BKH TATCTA 6 24 TGGGGATGGTAGTGCTACGATAAT 62.828 ATCAAGAGGAGGATCCCTCGTAAG 63.169 147

HM_7288 GD2OF4R01ALDBS CAAACC 6 24 TGTAGCAGCATCAACACTTGACCT 63.304 CCCCTAAACTTGTCCCCTTGTTT 63.562 133

HM_7289 GD2OF4R02GMSDP TAAAAA 6 24 TGTGTTTTGCAAATTCAAGCAATC 63.283 GGGCCAATTTAATAGCACAAGAAA 62.463 150

HM_7290 GD2OF4R01CGFCK AAACCA 6 24 TGTTGCAATAAACTGTCGGTTTTG 63.175 TCAGGGTTTAGTTGATATGAGTCGG 62.619 119

HM_7291 GD2OF4R01EL0UU CCGTGC 6 24 TTATGTCGACGTGTCAGTGTCGTA 62.77 GGATGAGATGGTTTCCTCTTTCCT 63.062 158

HM_7292 GD2OF4R02HSEVN CGGGGG 6 24 TTATGTTGGTTAGGGTTGGGTCAC 63.117 TCTTTGGTTTTTGTGTAGGGATGG 63.307 148

HM_7293 GD2OF4R01EEZL6 CATCTC 6 24 TTCACTGTGCGGTGAATTGTTC 63.3 TGGCCACAAAAAGAGTGAATTAAAA 62.941 152

HM_7294 GD2OF4R01BDHZQ CAGAAG 6 30 TTCTCCTTCAGAATTCATTCTCTTCC 62.397 GTACCTTGAAAACCCCCAACTTTC 63.086 96

HM_7295 GD2OF4R02H2U45 ATGTCC 6 24 TTTTTCTTTCACGAACATTAGCCA 62.051 TTTGTAATGGTAACCACACTCATCAC 61.241 156

HM_7296 GD2OF4R02HCC4B AAAT 4 16 AAAAACACAAAAGGATGGGAGAAATA 62.181 TCACACTTCCTTTAGCTCTTTGTTTTG 63.14 140

HM_7297 GD2OF4R02JNLLN AATA 4 16 AAAAACACCGTCGAATCCTTATGA 62.922 CCCATTTTCTTGCATAACATCTCC 62.912 90

HM_7298 GD2OF4R01DWECX ATAA 4 16 AAAAACCCTTGAAATCACCGACTT 63.192 TTTTTGCCATCACTATCTCGATTTTT 63.123 119

HM_7299 GD2OF4R01C7NKM AAAC 4 24 AAAACGACTTATATCCTTTTTCCTTTTT 60.338 TTAAACCAGGGTGTTTTGAAACTT 60.169 227

HM_7300 GD2OF4R01EBF8P TGTT 4 16 AAAACGTATTAGAAGGATACATCGAGAA 60.86 GTGATTTATGTTGTTTTGCGCC 61.579 147

HM_7301 GD2OF4R01D5174 AAAT 4 16 AAAAGTCTGCTGTGGTTTTTGCTC 63.057 ACGTGTTTAGAATCACGAATGCAA 62.872 160

HM_7302 GD2OF4R01CVZ5M ACAA 4 24 AAAATACTGAATTCGCCCAACAAA 62.839 CATTCACTTTCCGTGAGGAGAGAT 63 128

HM_7303 GD2OF4R01BGTM9 TCGA 4 16 AAAATTAACTTTCCGCATGGCTCT 63.312 ACTGTTGGAGGAGGAAAATTGATCT 62.59 141

HM_7304 GD2OF4R01BRZ0U AAAT 4 20 AAACAAAAAGAATAATGACAACAATGGA 62.064 GGGGGCAAGTTCACAATTTTT 62.248 140

HM_7305 GD2OF4R02I6O1W TCCA 4 16 AAACAAAAGGAAGGAAGATGACCC 62.876 CTCTTTTGCGCATGGAACTCTTAT 62.947 128

HM_7306 GD2OF4R01EP0H9 AAAG 4 16 AAACATCGATACACACAAATGGAA 60.508 CCCCACCTACTCTACTTCACTATCC 60.618 159

HM_7307 GD2OF4R01E0WDC TTTA 4 16 AAAGTACATGGGGGTAAGTGCAAA 62.836 CCAACGCAATAGACTGTCTTACCA 62.541 154

HM_7308 GD2OF4R02I14TE ATAA 4 20 AACCCCAATTCACTTTTTGATCCT 63.078 ATTGTTTGTTTGTCGAAAAATGCC 63.245 145

HM_7309 GD2OF4R02H76B0 AAAG 4 16 AATTACAACCCATGATCCATGTCC 63.003 TTCTCCATGTTCTGTTGCAAGTGT 63.173 150

HM_7310 GD2OF4R02HRVH7 TAAA 4 16 AATTGTGTAAATCCAACTCGCACC 63.353 TCTGCTGGAATGTTTTTCTTGGTT 63.227 158

HM_7311 GD2OF4R02F9YF6 TATG 4 16 ACAAACCCTCAAGGCTAAATCACT 61.523 GTAGCTATGAATGGTACATCCGTACA 60.532 135

HM_7312 GD2OF4R01CNA1U AAAT 4 20 ACAAGTGACCAAACCCAAAAGAAA 63.015 AGCTCAACAACCTGCTAAGATTGG 63.044 118

HM_7313 GD2OF4R02GCK52 AAAT 4 16 ACAATAGCACAGGAAAGATCCGAA 63.231 TTCAGTTCACTGGATTTTTGCGTA 62.956 96

HM_7314 GD2OF4R02H4EIQ AAAG 4 16 ACAATTTCTTCAAGGCCAAACAAA 63.027 CGGTTTGTTGAAGTTAGAGGTTCG 63.23 149

HM_7315 GD2OF4R01C74PV TCAA 4 20 ACACCAACCATTGAAGCTCAAAAT 63.035 GGCGAGTAGGGTTGATGTATGTTC 63.039 102



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_7316 GD2OF4R01B6GOC AGTG 4 16 ACACTGACGTAACAGAGTGCGAAA 63.311 TTTATTGTTTGGGTCCCATTGTCT 62.703 128

HM_7317 GD2OF4R02GNBLR TCTT 4 16 ACATGTGTTGGACACACCAATGAT 63.514 ACAGACAATTACAAAGGCCACACC 63.462 126

HM_7318 GD2OF4R02HRUGD TCGA 4 20 ACCACCACGCGCTTAATAGTGTAA 63.873 AGGCATTCTGCTCAAGGGTTTCTA 64.509 103

HM_7319 GD2OF4R02JCAHH CAAA 4 16 ACCCGTGCATAGTAGGGTGTTATC 62.439 CACAAATTCGATTTAAGAGTTAGAGGG 61.676 158

HM_7320 GD2OF4R01B1P4A TCCG 4 16 ACCGAATATTTACTCCACCTGCAC 62.536 TTTCTTTTCAAGATTCTTCACCCG 62.798 91

HM_7321 GD2OF4R01ACXW8 AACT 4 16 ACCGTAACGTACCACCAATACTCA 61.724 CGTCTTCTTCGTACGAGACTCACT 61.34 112

HM_7322 GD2OF4R02GO6X1 ATAC 4 20 AGAAAACGAAGTGAAACCCAATGA 63.117 CCGATTTTAATGAGACTGCAAGGT 62.729 158

HM_7323 GD2OF4R01EYEYH TTCG 4 16 AGAAGATGAAGCTTGATGGCTGTT 62.727 CTCGTCCTTTAGGACCCTCACTCT 63.391 159

HM_7324 GD2OF4R01C6OVD AAAT 4 16 AGAGAGGGAGAAGATGTTCCAACC 63.278 GGCTATCCACTTTGATATTTCTTAGCCT 63.193 160

HM_7325 GD2OF4R01A188S AGAC 4 16 AGAGGTTCAATGCCAAACAGAGTC 63.027 ATGCCAATGCTGTTCTTTTTCATT 63.046 101

HM_7326 GD2OF4R01B9GK2 AACA 4 16 AGATCACACCTTACAATTCACCCC 62.484 TTGTTGTAGCTCTCCCTTTTTGTG 61.813 134

HM_7327 GD2OF4R01A15X6 ATAG 4 20 AGGAAATACTCACTTCCTGCAACG 62.933 ATTACGGGGACCTTTCTCCTCTCT 63.739 141

HM_7328 GD2OF4R01EV229 TTTA 4 16 AGGAGGGTGATAATGGGTTTTCAA 63.866 CATGGATGAAATGGATGATGTCAA 63.897 145

HM_7329 GD2OF4R02JM0DV ATTT 4 16 AGGCTAATTCACCAATCAATCCCT 63.188 TAGAATGGCAACCAAGTTGTTCCT 63.129 140

HM_7330 GD2OF4R02J075O ATAG 4 16 AGGGTTGGACCTGAAACAGAAAAT 63.285 CGCTTCGGACTCAATTTATAGGTG 63.134 118

HM_7331 GD2OF4R02FKK5R TACA 4 20 AGGGTTTTATTCACACCATAGGCA 62.826 TCAGCGTGAAAATAATGTGCTCTC 62.76 91

HM_7332 GD2OF4R01CS9QW TGTT 4 20 AGTGTCAGAACTAGTTTGGCGGTG 63.893 GGCCCTAAATTTTGTTCTCCTTCA 63.665 131

HM_7333 GD2OF4R02GR9LB AATA 4 16 ATACAAGCACCAACCACCTAAAGC 62.659 ATCGTGATGATCAGTGGAATGTGT 62.82 113

HM_7334 GD2OF4R02H22R6 TTTC 4 16 ATAGCGACAGATCAAGGAAAAGGA 62.509 TTCCTATAAGAGTTGTGTCCCCCA 62.993 123

HM_7335 GD2OF4R02H4NY2 CAAC 4 16 ATAGCGCATGTTTTGCGTAATTTT 62.903 TGTTTAAGCTTTGGAACTTCCTCC 62.028 91

HM_7336 GD2OF4R02IR1AY TTTA 4 16 ATATCACTGTCCCCCATGTTGAC 62.118 GGCAGATTAATGAGTACGCGATG 62.964 160

HM_7337 GD2OF4R02IZIRS TATT 4 16 ATCACAGAGTACGGGGACAAACAT 63.027 GCCTTTGGTCTGCTCTTTTAATTG 62.451 128

HM_7338 GD2OF4R01AG5RE TGTA 4 16 ATCCTCTTCCTTTCTGGATTTGGA 63.459 GGTTCCATTTGCATCACCAATAA 62.924 137

HM_7339 GD2OF4R01AUBW1 TAAA 4 16 ATCCTGTCGTTGGGATCAAAATTA 62.802 GTCCCACTCGTATGCTTCTTTGTT 62.838 102

HM_7340 GD2OF4R02HD9FO TCGA 4 16 ATCGGATCGATTTGATCTCTTTTG 62.693 CCATCTCAACAGCTAAATGTCTGG 62.191 113

HM_7341 GD2OF4R01B910L AAAT 4 16 ATGTTGCAGGAAAGAAATACCCCT 63.196 ACTGCATAAAGGTTGCAGAGTTCA 62.339 132

HM_7342 GD2OF4R02GMHO3 ATTT 4 16 ATTAATAAAGGACGCGAAATGGCT 63.127 GAAAACCTTTTCCTTTGTTTGGCT 62.91 131

HM_7343 GD2OF4R02GJDZ0 AAGA 4 16 CAAATCTGAGAAGGATGCAAAATC 61.262 AAATTCGTAAACCCTTAGTATTTTCCC 61.168 153

HM_7344 GD2OF4R01A5QXW TCGA 4 16 CAAGCGCTCGAGTAATTCAAAGTT 63.064 TTACAACAAATGTTTCTGCTGCGT 62.995 109

HM_7345 GD2OF4R02FL7DV AAAT 4 16 CAAGTCCTGCTCTAGAATTGAACCA 63.03 GTTTCGCATCAGGATTTGTCTTCT 62.926 131

HM_7346 GD2OF4R01C8BTL ACAA 4 24 CAATATGCCGAAGCCTTCATAATC 62.938 CAAGTCGTAGACACAATGTTAAGCTGT 62.035 120

HM_7347 GD2OF4R02JN23K AAAG 4 16 CAATCGAAACCAATCTAAAGCCAC 63.03 TTTCAACTAGACACTCCCCCTTTG 62.793 158

HM_7348 GD2OF4R02H1G93 CAAA 4 28 CACAATGATCCATCAGGATAGCTG 62.924 AGGCAAAACCATGAATAAGTGAGG 62.619 159

HM_7349 GD2OF4R02H2MFO AACA 4 16 CACAGATATGGCTAAAAGTGCCAA 62.453 TTGCATCTTTTGTTTTAGGGCAAC 63.439 155

HM_7350 GD2OF4R02F3M20 AAAT 4 16 CACCAAAATGAAGCCTAAATTCCA 63.311 TTTCACTCCATCTTCAAATTTTCCA 63.004 155

HM_7351 GD2OF4R02FPJF0 TACA 4 28 CACGGACAACATAAACAAACGAAA 63.064 GGAGGTGATTCTCTCAACCCTTTT 63.071 147

HM_7352 GD2OF4R01AU9FB GCCA 4 16 CACTATGGCTGGTATTAAAAGGGC 62.077 GTGAGGGAGATATTCATTGTTGGG 62.887 84

HM_7353 GD2OF4R02IAXDO ACGT 4 32 CACTCTCTCGTCGTCGTCTCCT 63.376 TACGGTACGGTACGGACGGA 63.502 206

HM_7354 GD2OF4R02IAXDO CGTA 4 16 CACTCTCTCGTCGTCGTCTCCT 63.376 TACGGTACGGTACGGACGGA 63.502 206

HM_7355 GD2OF4R02IAXDO CGTA 4 28 CACTCTCTCGTCGTCGTCTCCT 63.376 TACGGTACGGTACGGACGGA 63.502 206

HM_7356 GD2OF4R01BGA3D TCTT 4 16 CAGAACTCTTGCATCACACAACTG 62.176 AAATAGGTTCCTTGCCTTAGTGACA 61.484 149

HM_7357 GD2OF4R01EFLTV AAAT 4 16 CAGTGCGCTTACCCAGTAACTAAA 61.791 TAGAAGAAGTTGGGCTTGCTTGTT 62.645 150

HM_7358 GD2OF4R01BIUHC TTTA 4 16 CAGTTGTGCTCAAGAACGGTTTTA 62.654 TCACAAAGGGTGAAAGACATGGTA 62.814 134

HM_7359 GD2OF4R02JTQB8 CTTT 4 16 CATGAGACAAGAGATCTGCATTCAA 62.832 CCACACCTTTGCCCAATATAAGAG 62.919 132

HM_7360 GD2OF4R02JFA7N TTTC 4 16 CATGATTCAAAATTGCCAAACAAA 62.943 ACTTTTGGCATTTCCACACAAACT 63.044 131

HM_7361 GD2OF4R02JNX24 ATAA 4 16 CATGGGGAGCATATATCAAGAAAAA 62.344 TTTGTAAATCCCACCTTGTTTGCT 62.932 100

HM_7362 GD2OF4R01DRLNG AAAT 4 16 CCAAACTTAGGGTTGACAACTGTGT 62.636 GGGGAAGTGTTGAAAGTTGTCATTA 62.522 158

HM_7363 GD2OF4R02GE91V CTGC 4 20 CCAAAGAAGCTGTGCTGACTCTC 62.828 CAAATCAGAACAATGCTGGACAAG 63.048 135

HM_7364 GD2OF4R02FQAGL CAAT 4 16 CCAACCCTTCCTTAATCCTTCTAGC 63.534 AGGATGTGGTGAATAGTGGTTGGT 62.912 82

HM_7365 GD2OF4R01EQAN5 ATTT 4 16 CCAATGCATGGTCAATAAGTTGAA 63.046 CGCTAGTTCTCTAAAGTTGCGTGA 62.172 149

HM_7366 GD2OF4R02GZGKB AATT 4 16 CCACACCCCTTAGGCTTAGTTTTT 62.816 TGCTTCGGGCAAAGCTTATTACT 63.348 139

HM_7367 GD2OF4R02HLOFH AATA 4 16 CCACCACACAAGTCCCTTCTTTA 62.472 TTTGGACACTTGTACCATGCATCT 62.844 136

HM_7368 GD2OF4R02IRMW2 AAGA 4 16 CCACCGTATGAACTATGAAGTTGC 61.923 TATGGTGGCATTTTGTAGGATGAA 62.525 111

HM_7369 GD2OF4R01ELQ0F AACA 4 16 CCAGTAGCTGGAATGTGATTTGTTC 63.144 TGGAGGAAGAGATTGGATCAAGAA 63.394 154

HM_7370 GD2OF4R02FTXVP TTTA 4 20 CCCTATTCTCCTTGAGCATGTTGT 62.811 TGAAAGGCTGGTACTTTTAACGAAA 62.292 145

HM_7371 GD2OF4R02JNL6R AAGA 4 16 CCCTCCTAGTTCTGCTCTGTGAAG 62.906 GTAATTGGGACCTCTCATTTCCGT 63.589 139

HM_7372 GD2OF4R02FQU85 CTAT 4 20 CCGGATCAAACACTACAAACATCA 63.15 CCTTCATAGTCGATGCAACAGAGA 62.831 129

HM_7373 GD2OF4R01CBGB2 TCAC 4 16 CCTATCGTGTTGTCTCCAAATATCAG 62.152 GAGCTATTTTGGTGTTGTTTGCAT 61.552 133

HM_7374 GD2OF4R02FUONI ATAA 4 16 CCTTTCTCAACTCTCAATTGGTCG 63.42 GCTGACTTCCCCGGATACTAAAAT 62.81 151

HM_7375 GD2OF4R01BBTPX GATC 4 20 CGAACTACAATCGATTCACATCCA 63.257 TTGTGTTTCAGGTTGTGCTCTCTC 62.947 84

HM_7376 GD2OF4R02IMU6O TTTA 4 16 CGCACCTTAAATCTCACTTTTTGTC 62.37 CCACGGATAAACCAATTTAGAAAGC 63.022 155

HM_7377 GD2OF4R01BOKEN AAAC 4 20 CGTGTTCTGCTTGGAGATTATGAG 62.309 GATAAACAAGCACGCATGCAATAA 63.203 112

HM_7378 GD2OF4R02F8NJS ATAC 4 16 CTACATACAACGACGGGCACATAG 62.77 TGTTGGACACCATTTTGCTATTTATC 62.291 159

HM_7379 GD2OF4R02HCGD5 TAAA 4 24 CTACTTTTAAACCACAGGGGGTGA 62.507 TAAATTTCTCTTTGTTGCTTCGCA 62.273 160

HM_7380 GD2OF4R01E1JZ2 GTGG 4 24 CTATGCCTTGCTTGGGGTAGTATG 63.039 TTTTTGATCTCTTAGCTGGGGGAC 63.877 87

HM_7381 GD2OF4R01BFDNU GATT 4 16 CTATGCTTCACAAGCTTCATCTCG 62.542 TAAGGCGAGGAAGTATAAAAGCCC 62.923 155

HM_7382 GD2OF4R02I68BP ATAC 4 24 CTCACATTTGTCCCTTCACTTCCT 62.895 CACTGTATATCCGCAAGAACCCAT 63.341 151

HM_7383 GD2OF4R02FSAY5 CTTT 4 28 CTCCAAATGCCTTCAAACAAAAAC 63.027 GTCCTTCGCCAAAGTCAAAGTAAC 62.439 149

HM_7384 GD2OF4R01AG643 AAAT 4 16 CTGTTCAAGCATACAACTCCCTCA 62.724 GGAAGGTGGTGCTGGACTACTATT 61.901 142

HM_7385 GD2OF4R01AESM9 TTAA 4 20 GAAACGAGCTAAGGAAGTGGTTCA 63.031 TTGCTTGGTTAATTGACGAAAAGAG 62.756 123

HM_7386 GD2OF4R02GP7WV ACAT 4 40 GAAAGTTCACATTAATAAATTGCGTG 60.177 TCCTGCTTAGATGCAAGTATCTCTC 60.402 122

HM_7387 GD2OF4R01C1PHD AACC 4 16 GAAATCTATTTTGCAATAAACCCAAA 60.711 CATGGGTTTCAATGAGAGTCCTAC 61.096 86

HM_7388 GD2OF4R01A0BBK GATA 4 16 GAAATGGGAATTCACCAATCACTA 61.246 AATGTGTAACAATTTTGTACGAGAGGT 60.452 156

HM_7389 GD2OF4R02I9QQ9 AAAT 4 16 GAACTTTAAGGCACTCCAACTCCA 62.921 TTGATTCCTGTCAGTTTACCACCA 62.814 126

HM_7390 GD2OF4R02JOEAT TTTA 4 16 GAAGGGACCCTAGACCATTTTCTC 62.563 TTGCTGAAAATTGATGGATTTGTG 63.146 160

HM_7391 GD2OF4R01DFFO4 TAAA 4 16 GACACGAGACGACAATCTCATTTG 63.164 AAACCCTTTACTTTTCTTGATTTCTTCC 62.408 99

HM_7392 GD2OF4R02G5WFY AAAC 4 16 GACCTAAAAACACACAAGCAAGCA 62.67 GATCTGTATGGAGTGGTGATCAATG 61.841 106

HM_7393 GD2OF4R02H4VQO TGGT 4 20 GACCTTCTCCTGAACCTGGTCAC 63.546 TCAACTACAACTCTCCAACCAAACC 62.722 103

HM_7394 GD2OF4R01ARCAI ATAC 4 24 GAGTGGTTAAGCCAAACCCACATA 63.336 TGATGGGTGTCTTCTCCAATAAGG 63.513 100

HM_7395 GD2OF4R01D88LH TTTC 4 20 GATCCAAATTCAGTTGGGTTTCAC 62.9 GTTGTCATTACCAAACACACCCCT 63.238 153

HM_7396 GD2OF4R01A9ROL TTTA 4 16 GATGTTGCAGGTTATTGCTCGTTA 62.468 TGTATAGACATGATTAGGTTTGCCTGA 62.106 142

HM_7397 GD2OF4R02IDBIB AAAT 4 16 GCAAAAAGCATATGATGTTATTGAAAA 61.552 TGCTGAAAGATATGGGTGTAGCAT 62.022 142

HM_7398 GD2OF4R02J115J TGTA 4 28 GCAAAATCTAGACGACAAGATAGAATTG 61.8 AAGTTGGTGTTTGCTATGCATTTG 62.369 152

HM_7399 GD2OF4R02G2G72 TTAT 4 16 GCAATTGCTAGTCCGTATTGGAAC 63.058 ACCATTCGGAGAGTTCCTGGATA 63.194 105

HM_7400 GD2OF4R02FJPY2 TTTA 4 24 GCCGCTAGAGAACTACAGGTTCAG 62.848 GTTACACCTTCTGTGGAGCTTTGG 63.345 155

HM_7401 GD2OF4R01B419A AAAT 4 16 GCGTGACAGTACCCATATTCACAA 63.181 CACAAAGTAGGATTACTCTGGGGATG 63.199 141

HM_7402 GD2OF4R01B9M5Z AATA 4 24 GCTATTCTTGCCTTTCCTTTGCTT 63.221 GCTTAAAACCACCGTTTTGGTACA 63.247 139

HM_7403 GD2OF4R02JCXH3 TTAT 4 16 GCTCTGGGAGTTTTGGGATCTATT 62.986 GTGACTGCATTTTTGCCATTACAG 62.872 126

HM_7404 GD2OF4R02IUNC0 TAGT 4 16 GCTCTTAATGGCCCCCACATTAT 64.285 CCATTCCTTGGTATTTCCTGGATT 63.36 99

HM_7405 GD2OF4R01ANLR2 CTAT 4 24 GCTTGAGTCCTAGCATTCACCTTC 62.727 TGCAATTCATAAAGGGAACAATCTG 63.325 87

HM_7406 GD2OF4R01CGLAS ATAA 4 16 GGAATCCACGTGAAACTCACATAA 62.294 TGCTAAAAGGCTATTGTATGCTGC 61.827 102

HM_7407 GD2OF4R02IOWMY AAAT 4 16 GGAGAAATGGAGCAAACATGAAAC 63.125 TTGATTTCGGGAATTTTAAGGACC 63.357 123

HM_7408 GD2OF4R01A11LA CATT 4 16 GGAGAATCATCATCCATTTCCATT 62.354 AACGTTTCGTATCGTATGAGGAGG 62.633 121

HM_7409 GD2OF4R01DPAHK AAAT 4 20 GGAGTTGGATACACGTCAAATGCT 63.567 GTTCTTTGGGTGTCTGCAGTTCTT 63.036 126

HM_7410 GD2OF4R02HIIDX CATA 4 24 GGCGCTCAAGTGACATAAGACTTT 63.06 TCTCATGTTTTGTGATGAATGCTG 62.289 117
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HM_7411 GD2OF4R02HARGW TATG 4 32 GGGTACACCCAGAATGGAATAAGT 61.487 TTCCATTTGAAACAAAATATTTCTCC 60.712 157

HM_7412 GD2OF4R02IG33K TACA 4 16 GGTCCTAAACAATTGCAGAAAACAA 62.558 CGGTATGTATGCAATGTGTAAATATCAA 62.009 149

HM_7413 GD2OF4R02H2789 TTAT 4 16 GGTTCATAACTTCCACACCGTTTT 62.425 CTAGATCCCTTCAATTTTCCGACA 62.69 149

HM_7414 GD2OF4R02GCW6X GTTT 4 20 GTAAAAGCATTCCAAACGACAAGG 63.039 TGCATATCTGTACGCAAAGGAAGA 63.072 95

HM_7415 GD2OF4R02IZXH4 AGAA 4 16 GTACACACATTTCGTTTGCGAATC 62.774 AAATTTGATCAGATGTCCCGTGTT 62.913 149

HM_7416 GD2OF4R01CXZN2 TAAA 4 16 GTATCAAGTGGCGAAGGCAAGTAA 63.659 AATCATTCTGCCACCTGCAATACT 63.15 136

HM_7417 GD2OF4R01ENDJ7 AGCT 4 16 GTCATATTCATTGGATTGGTGCCT 63.228 GTCAAATTTGGGGAATGAGGAACT 63.578 110

HM_7418 GD2OF4R01DUIY6 GATA 4 20 GTGTTTTGCACATTAGGGACATGA 63.168 TCCATTTCTTTGCTATCCACATCA 62.821 142

HM_7419 GD2OF4R02HSDS1 CATC 4 16 GTTGTGTTGCTTGTAGTCTGCGAT 62.783 ACCAACTGGAGTCTGCTGAATTTT 62.512 156

HM_7420 GD2OF4R01ETAN8 TTGC 4 16 GTTGTTGCTTCAGGAACCATCTTT 62.824 GACCAAATTTTTCTTTGGGTTCCT 62.69 160

HM_7421 GD2OF4R02I73KE TATG 4 20 GTTTTCTTAAGGCAAGGCGCTAAT 63.046 GTCCTTTTTCCCCTAATTTGATCG 63.072 106

HM_7422 GD2OF4R01BLVNE AATA 4 16 GTTTTGTTTGGTTTGCAGATTTGA 62.34 AATGTTATTTACGCAAACGAGGGA 62.852 113

HM_7423 GD2OF4R01C62PX TTTA 4 16 TAAAAATGATGAGTTGGAGCTGGG 63.517 AAAATTCCCAATTACCCAAGTGCT 63.004 106

HM_7424 GD2OF4R01CR4F6 CCGA 4 16 TAAAACCAACCGAACCCCTAAAAG 63.365 CAAGTGTAGGGGTGTAAATCGGTC 62.921 144

HM_7425 GD2OF4R01EWBGD AAAT 4 16 TAAAAGACGTCATGATTGGACAAA 60.729 TGGTAACATTTGAATATCAGCAACA 60.621 153

HM_7426 GD2OF4R02H9H79 AGTG 4 16 TAAGCACGAATAGTTGGCCTTTGA 64.04 AGGCATATTTGTCAGCGAGTCATT 63.261 145

HM_7427 GD2OF4R02FR7VJ CTGT 4 16 TAGAGCCTAAACTACCAAGGACCG 62.044 AATAAACATTGGACCCTCTCTCCA 62.17 107

HM_7428 GD2OF4R01ECQSJ GTAC 4 16 TATTCGATCTCAGTCGTCTGGTTG 62.712 CCCTACCCTTTCTTCTTCTTTCCA 63.058 143

HM_7429 GD2OF4R02GF29U AATT 4 16 TCAATCAAAGCCCTAATTTCCTGA 63.101 TGGTAGTTTTTGTGTTCTTGTTGACG 63.462 127

HM_7430 GD2OF4R02F7IVJ AACC 4 16 TCCAACAAAAATTTCAGATAGAAATACA 60.453 TATTCTATGAACGAGCACATCGAG 60.633 151

HM_7431 GD2OF4R01B109U TTTA 4 16 TCCAGAGTAGTGAATAAGGGTTCACA 62.327 TGTGTTTCTGGGTCAATTGATGTT 62.712 138

HM_7432 GD2OF4R02J6CNN AAAT 4 16 TCCGAAACCAAACAAGTCTAAGGA 63.21 TGACGCGAACTCTAGAAAAAGAGG 63.234 142

HM_7433 GD2OF4R01DHWO7 AAAT 4 20 TCGGCAATCCAATTAGAGAAAAGA 63.209 GTTTTGCAAGGCATTATTGGTTTC 62.854 124

HM_7434 GD2OF4R01BMA4P CGTG 4 24 TGAAAAACCAATCCTTGAGGAAAA 62.989 CGTTGGTTAACAATCTATCTCCCG 62.919 151

HM_7435 GD2OF4R01B0SYT TTTG 4 28 TGAAAAGTGCGGGAAATTCTTAAA 63.022 CCGGCACTTAAGTTCTCGTATGAA 63.641 124

HM_7436 GD2OF4R02I04L0 AAAT 4 16 TGAAACCGACCAGACACTAATCAA 62.931 TTCAGTGGTGGTGTGCATTATTAAA 62.565 125

HM_7437 GD2OF4R02GV70R TTCT 4 16 TGAAAGAATTTTTGACAAGTGAACTGA 62.37 TGCTTTCGACAGAATGCTAGAGG 63.05 89

HM_7438 GD2OF4R01BTKK3 TGTA 4 32 TGAAATTGACTTATCTGGACACACA 60.793 ACGTTTGAATTTGTATTGTTGAAGTG 60.551 184

HM_7439 GD2OF4R01EYBYN ATAA 4 20 TGAACCTATCTGGCCCCTTATTTT 63.084 GGAGCAAATATTGAACATAGCAGTTG 62.212 158

HM_7440 GD2OF4R02JHP80 TTTA 4 20 TGACGGTCAAGTCTAAATCTCACG 62.724 TGCGAGTTCATAAATTTGTTTTGG 62.259 193

HM_7441 GD2OF4R02GXBL9 ATGG 4 16 TGACGTGACTGGCTTCTTGTTTAC 62.753 CTCAGTGCCGAACTTACTCGTTCT 63.258 158

HM_7442 GD2OF4R01BP2OW AGTG 4 16 TGAGCTGCACCATAGCTACTGAAT 62.455 AATGAACCTCCCTTCTCTTGGTG 62.869 112

HM_7443 GD2OF4R02H8TD8 AAAC 4 16 TGATCATCTCCAAAAGCTTCATCA 63.132 TTCTCCTAAGGTCTCTGGTTGTGG 62.993 147

HM_7444 GD2OF4R01BDU88 AAAC 4 16 TGCAAGGAAAGAAACCCAGTTTTA 63.118 TATCGAGCTGAAGAGGTACTTGGG 63.019 150

HM_7445 GD2OF4R02JCTD4 TGAA 4 16 TGCATTGAATCTATGTTATGGTGGTC 63.154 TCACACTAGGGTCTCTTTGGCATT 63.338 158

HM_7446 GD2OF4R02FVT96 ATAC 4 32 TGCCACGTGGTACCTACATTACTA 60.69 CACCTCAAAGATGTATACAAGTACGC 60.346 148

HM_7447 GD2OF4R02IMSUT TTTG 4 16 TGCTCTGTTTGTTTGGTGAGAAAA 63.159 CGAAAATGCACTCTTTAATCCCAG 63.122 154

HM_7448 GD2OF4R01C5BCS TAAA 4 16 TGCTTCCTCCACCGTAAAATTAGA 63.122 TAATAATGATGCCGCCTTAGGAGA 63.029 145

HM_7449 GD2OF4R02GIS31 TTTC 4 16 TGGATCAGATGATTATGGAAGCTG 62.486 TGAGGGGGTGTGTTTGTTTAGTTT 62.918 147

HM_7450 GD2OF4R02HMH1L CAAA 4 20 TGGGTGCTTTGTACAAGTCCTCTT 63.345 GGGTGAGGTCTCCTTAAGAGCAAA 64.101 100

HM_7451 GD2OF4R02FSZXE AAAC 4 16 TGTCAAAACAGCCAAAAGAACATC 62.528 ATCGGAAGTGCAATTCATTTTTGT 62.937 223

HM_7452 GD2OF4R02HHDQ5 AACA 4 16 TGTCGTACAGATAATAACGCGAGA 61.009 TTATCGTTTTCGTTGGTGAAAAGT 61.06 144

HM_7453 GD2OF4R01C7WHN AGTT 4 20 TGTTGATGGGCTAGACACACATTT 62.844 ATGTCCTAATTTCCACCAGCAAGA 63.121 159

HM_7454 GD2OF4R02FL88F AATA 4 16 TGTTGTAGCAAGGACACCTACCAA 62.955 ACATTGAATTTCCACGTCTTCGAG 63.648 109

HM_7455 GD2OF4R01AREXQ TAAA 4 16 TTACCACCTTTCTTAGCACCCAAA 63.023 TTTGATTACCAAACCAAGGGAATG 63.097 84

HM_7456 GD2OF4R01BGMCF AAAG 4 16 TTCAACTTGGTTTTTCTGGACACA 62.928 GCTTCCAATTCATTCCATACAAATG 62.736 158

HM_7457 GD2OF4R01EBW8L ACAT 4 28 TTCAATCCTGCCTCCTTAATTTCA 63.101 AAAGACATGGTCCGCCACTAATAA 62.935 146

HM_7458 GD2OF4R01C0QW6 AAAT 4 16 TTCTGAACAAAATGATTATCAACCGA 62.839 TAGGCCTCGTTTAGTGTGCCTAGA 63.45 156

HM_7459 GD2OF4R01DMVIV AAAT 4 16 TTCTTCCACCCAAATAAACATCAAA 62.72 TATTCGAAGGCCAACTAATCATGC 63.439 160

HM_7460 GD2OF4R01C4M9K TTAT 4 16 TTCTTTAGTTGATGGTGCATGTCC 62.412 ATGTCACCTATGTACCCATCACGA 62.609 106

HM_7461 GD2OF4R02HAHZ7 AAGA 4 16 TTCTTTTCCCTTTTCCTTTCCCTT 63.499 TCTTTTTCATTTGCCTCATCGTTT 63.126 105

HM_7462 GD2OF4R01EV0NS AAAT 4 20 TTGAAGGAAAAATCAACAAATACAAACA 62.865 TTGCGACTGAGAAAGGATAACGAT 63.341 110

HM_7463 GD2OF4R02IERO2 ATTT 4 16 TTGCAGTCACTTACATTCTCTGGG 62.724 CCCAATACTCTTCCCTGTTTTGAA 62.591 93

HM_7464 GD2OF4R02GSBID AGAT 4 32 TTGCCACATGAATTGATGATACCT 62.618 TGAGGATCAGATGTTTGCCATTTA 62.821 123

HM_7465 GD2OF4R02FN620 CAAA 4 20 TTGTTGACGCTGAAACAATGTCTA 61.904 TGCCCTTAGTTTTCCTTTTCTTTC 61.194 132

HM_7466 GD2OF4R02IVFO8 TTTC 4 16 TTGTTTGGTAATCGTTTCCCTTTTT 62.919 TTCCCGATTCGGTTTTTAAATTCT 62.989 240

HM_7467 GD2OF4R01EQ7WL ATAC 4 20 TTTCAAGACCCCCAATTTCTATGA 62.884 GTAGCTCGACTGCCTCAAAACTTC 62.851 150

HM_7468 GD2OF4R02HJFU2 GTTT 4 20 TTTCCAGCTTGAGAGATCAGACG 63.134 AAAAAGCACAATTACGGAGTGCAT 63.067 157

HM_7469 GD2OF4R01AFSOW TTTC 4 16 TTTCCTGGGTTTCTACTTGCAAAA 63.118 GGTTCTTAGATCCAGTGTGGCAAT 62.713 148

HM_7470 GD2OF4R02FW7ZN ATAG 4 16 TTTGATTTTTGTCTCCTCTGCCTC 63.009 CAAATTCACACGGACTTCTTGTTG 62.942 151

HM_7471 GD2OF4R01BNAIZ ATAG 4 28 TTTTGGCCTACACTCTCAGCTTTT 62.645 TTGCACAATTGAGATGCATAGAGA 61.988 95

HM_7472 GD2OF4R01A7Z3N TTCGG 5 20 AAATGGTTGATAGGTTGTATGTATCGG 62.308 GGAAACTTAAAAATCGGTTTTCGG 62.997 140

HM_7473 GD2OF4R01D96WM TTTGG 5 25 AACACAAGGATTCATACAGCCGAT 63.039 AACTCACTCCTTTGGCAATGGTT 63.227 100

HM_7474 GD2OF4R01CV8QN ATTTT 5 20 AACTAAAACCACTCGCTCACAAGC 63.069 TGATCTGGTTGTTGGAATGTCAAT 62.7 107

HM_7475 GD2OF4R01APV1C TTTTA 5 20 AAGGGAAAGAAAAGGGAATGATTT 61.547 TTTTGATTTTGCATGTCAATTTCTT 61.005 158

HM_7476 GD2OF4R02GYIFU AAAAT 5 20 AATCACAGCTAGAGTCGCTTGAAAA 62.767 TGGTCAAATGCATGATATTGGAAG 63.036 157

HM_7477 GD2OF4R01BD2LX CATAT 5 20 AATCGAGGTGGGTCAAATTGAGTA 63.009 TCATCCCTCTACTTTGTATTTCGGA 62.219 144

HM_7478 GD2OF4R02HPXAC AAAAT 5 20 AATGGAGAAAAGGAAAATAGGGTGA 62.318 TTCCCTAGTATTTCCCTCCATGCT 63.278 148

HM_7479 GD2OF4R01CFIYU TTTTA 5 20 AATTGAACGTTAGAGCTAATCCCG 61.876 CTTTTCCAGGCAACCAACTTTTAG 62.343 137

HM_7480 GD2OF4R02G074A AAAAT 5 20 ACAAAAGACCCAAAAGGCATTGTA 62.932 TTTCACTGCCCTTTCAAAGTTACC 62.728 149

HM_7481 GD2OF4R02IRRO1 AAACA 5 20 ACAAATCACCCACCAAATTGTTTC 63.121 CAGACCTCGAACTATGCAGGTTTT 62.933 160

HM_7482 GD2OF4R01EFQF9 ACCGA 5 25 ACAGTAGGGGTGTTCAAAAACCAA 62.918 TCCAAAAATGGTACGTGGGAGTTA 63.618 159

HM_7483 GD2OF4R02JPJY2 TCTTT 5 25 ACCCGGAAGTTTTGTTGTAATGTT 61.946 AAAAAGATAGATATCGACCCGAGTAAAA 61.753 157

HM_7484 GD2OF4R02GT6AP AGAAA 5 20 ACTCTAGGGCTGTGTTTGGTTCAC 62.935 TTCTCACTATTTTCCTTGGCAACC 62.716 108

HM_7485 GD2OF4R02HCY05 TGTGT 5 20 AGGAGCTCTTCCCATGTTTTCTG 63.1 TCACCAATAAACAGAACTTAGGCAAA 62.2 88

HM_7486 GD2OF4R02H8IKB TTCCT 5 20 AGGAGTTTCTTTCCTCTGGCAGTC 63.506 TTTGAAAGAGCAGAAAACCCTTGT 62.521 147

HM_7487 GD2OF4R02H03PA GGTTG 5 20 AGTTATGGGTAGACCTGGCAAATG 62.522 CTCCTGCTAACTCCTCTTCGAGTG 63.02 146

HM_7488 GD2OF4R02GRLZS GGGTG 5 20 ATAATTCCGCCAGCTGATTAGACA 63.142 ATCAAACATTTGGACAGTCTCCCT 62.266 141

HM_7489 GD2OF4R02I7H4L TCTTT 5 20 ATCTCCAAATTGAGTCCAAAACGA 63.108 GCTTTGCCTTTTCACCTGTGTATT 62.755 146

HM_7490 GD2OF4R01A3V0R AAAAT 5 20 ATGTTTTGTAAGGGCTGGAATTGA 62.922 TCCCTCATGAGAGTTTCTTTTTGG 62.881 101

HM_7491 GD2OF4R01CWT6M GGTTA 5 25 ATTAAATCCTGTCTCCGTCCCCTA 63.172 ATTCGGTCCAACGTATTTTCTTCC 63.487 85

HM_7492 GD2OF4R02G7W10 TTTTG 5 20 CAAAGAATTGAGTTTGCTTGTCCA 62.628 TCGAATAATGATCACCAAATCAACA 62.525 83

HM_7493 GD2OF4R01CVZA8 AAAAC 5 20 CAATTGCCAGGCCTAATATTGACA 64.132 TGCCGTATATTAAGCCAACATACTCATT 63.756 157

HM_7494 GD2OF4R01AD50N TCTCA 5 20 CACAGCCCCATGTACTTACTTTCC 63.031 TGAGATTGATGGGCTTTTTGTTTT 63.018 105

HM_7495 GD2OF4R01A3L8G CGAAC 5 25 CATGCAGTGTAAAAACAGAACCGA 63.386 TACTTAGGGGTGGAAAATGGTTCA 62.798 85

HM_7496 GD2OF4R02JRQDU CGAAC 5 25 CATGCAGTGTAAAACAGAACCGAA 63.386 TGGCAATACTTAGGGGTGAAAATG 63.216 89

HM_7497 GD2OF4R02H3JC1 ATAAA 5 20 CATGGTATCGGTTTGATGTTTGAA 62.932 CCCAATAACAAATCAATCCACCTT 62.204 124

HM_7498 GD2OF4R01BLW55 TTTTC 5 35 CATGTCATTGGACGAATTTTCTGA 63.244 AGGTGAAAAAGAATCAAACCGTCA 63.117 150

HM_7499 GD2OF4R01B64PX AAACC 5 20 CCACCATTAAATCACAACAAACAGAA 63.142 AAAATGATTCATACAGCGACCCC 63.325 145

HM_7500 GD2OF4R01AYYNT GGGGC 5 25 CCCCTAACCCTTATAAGTCTCCCC 63.226 GTTCGTCAAAGGGGAAGAAGAAG 62.569 157

HM_7501 GD2OF4R02GKAHQ TTTTC 5 25 CCCTTATGTTTTCGTCCATGCTTA 63.322 AGGGAGTGTAAGGCTTTGTTTGGT 63.41 133

HM_7502 GD2OF4R01CLSXW GATCC 5 25 CCGAACATGATAAGTTCCTGGATT 62.495 TCATGCGATTTAATATTGCTTTCAA 61.826 98

HM_7503 GD2OF4R01DCOZW CTCCC 5 20 CCGAGATACAAAATATCGAGCCTG 63.126 GACGCAGAGTTCTTCTGAGAAAGG 63.023 110

HM_7504 GD2OF4R02JHN8Q AAAAG 5 20 CCTACATTCAGGTGGGTAGCAGAA 63.641 AGTGCCATTATCAATTCATGGAGC 63.45 92

HM_7505 GD2OF4R02F2UET AAAAT 5 20 CCTTAATCACACAGGCACAATGAA 63.265 GAGGTGCTTTACTCCAAACACGAT 62.838 106
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HM_7506 GD2OF4R01AI410 TTTAT 5 20 CGAATCATCTTGAGTTCAGCTATCAA 62.947 CATTGGGCTCAATTTTTGTCGTAT 63.233 116

HM_7507 GD2OF4R01B51JT AAAAT 5 20 CGGCCTTTCACTCCAAATACAG 63.021 TTGGTGAGAAAACTGAGAAAATTAGGA 62.551 129

HM_7508 GD2OF4R02F2JIN AAAAG 5 20 CGTTCATTCACACTTAAGCCTCCT 62.933 CTCCTCTTACTGCTGGCATGAACT 63.25 95

HM_7509 GD2OF4R02IWS2D ACCTC 5 20 CTAGTCTAGGATCTTCACCCCAGG 61.641 ATGGCTGGTTTGTATTTGTGATGA 62.631 130

HM_7510 GD2OF4R02IJ572 AAAAC 5 20 CTGCTGCAGTTTAGCAAATCGTT 62.884 AACATAAAACGACTTCAGATCCACG 62.645 160

HM_7511 GD2OF4R01AJ2JN ATTTT 5 20 CTGGGGATAAAGAAAGACCAGGTT 62.873 CTCTCTCATGGGTACCCCTCTTTT 63.068 101

HM_7512 GD2OF4R02JN0DM GTATT 5 20 CTTCCATGCATATAAAGGGTCACTG 62.933 CGCATGTCCAATCTATTTCCAACT 63.438 158

HM_7513 GD2OF4R02JPD5G AGGGT 5 20 CTTCGTCTTCAGATCCATGTTCCT 63 TTATGATGTTGCCCACAATGAGAG 63.257 146

HM_7514 GD2OF4R01BEF74 TTATT 5 30 CTTTGCATCCGCTCTCCTAAATAC 62.451 GTACATGCTTGCTCATTGATTTGG 62.861 160

HM_7515 GD2OF4R02IYZEM ATAAG 5 20 GAAGATCCCAGTGGAAAAGAGTCA 62.987 TGACATGTAACTTGCATTGCTTCA 62.775 139

HM_7516 GD2OF4R01ANXP2 TTTCT 5 20 GAAGCGCTCACAAAAACAAAGAAT 62.96 TGGTTGATAGGGAAAACACTGAGA 62.057 96

HM_7517 GD2OF4R02FJU2R TTGGT 5 20 GAATCAGGTTCTGGGAGATGTCAG 63.424 CCTTGTGTCCCAATCATAGGTTGT 63.325 106

HM_7518 GD2OF4R01B6KLC GGTGG 5 30 GACAGGCTATCCTATTTTACCCCG 63.095 TACCTACAGGGGATGACAATTTCC 62.383 123

HM_7519 GD2OF4R01CH5CG CAACT 5 20 GACCGAGTAATCCTACATTAGGCAG 61.479 ATCAGAATGGACAGGATTTGTGTG 62.366 124

HM_7520 GD2OF4R01EUKZL GGAGT 5 20 GAGATGAAGTGGAGTAGGAATGGG 62.353 AGTAGGAGTCGCCATTCTCCAAC 63.015 136

HM_7521 GD2OF4R01C7NNP GCTCG 5 20 GAGCTTGAGCAGATCCTTACCAAA 63.133 TTGTGATTAGGGCTTCAACCTCTG 63.739 126

HM_7522 GD2OF4R02JKDHE CTTTT 5 20 GATCGGATTAGCTTATTCATAGCTTTTT 61.543 AGCCTGTTCGAGTTGGCTTTTA 62.411 160

HM_7523 GD2OF4R01EL12L CCGAG 5 20 GCAGTCTATCAAACTTGGACCGAT 62.827 TTAAAAATCAATTCAAAGCTCGGC 62.66 82

HM_7524 GD2OF4R02I4RHW ATTTG 5 20 GCGCATTGAAGTCAAACGTTATC 62.977 TGCATTTTCTCAGCAGCAAAACTA 63.29 118

HM_7525 GD2OF4R02GG2QG TTTAT 5 20 GGAGTCTTCGTGCTATGCTGGTAT 62.953 ATCGCTAGCTGACTATGGAGTTCG 63.158 160

HM_7526 GD2OF4R01CM4I7 AAAAG 5 20 GGCTGAGCTCTTCGAAATTTTACT 61.476 CCCTTTTGTTCTATTTCATTGTCTTC 60.567 160

HM_7527 GD2OF4R01AJ7H5 AATAA 5 20 GGTCCGGATCCAGGTAAGTATAACA 63.392 CCCATCCCTATTATTTAATGTCAGCA 63.2 115

HM_7528 GD2OF4R02J6GLY GTACG 5 30 GTACGGGTTCAACCGGAAGTC 62.895 CCGTTACGTACGTTCCGTTCC 63.691 203

HM_7529 GD2OF4R02HDQV2 CCGAC 5 20 GTCAAGGGTTGAGATCAAGTCACC 63.332 TCAAAGAGAAAAGAGGAGGCATTG 63.104 159

HM_7530 GD2OF4R01DM1NL AGAGA 5 20 GTGCAGCCACGCTCTGAAATATAG 64.297 ACAAGTGGAATCTGCGAAAAGAAA 63.336 93

HM_7531 GD2OF4R02G2HBN AATCA 5 20 GTTTGGATTTCCGTCTTTCGTTTA 62.532 CAATTCCAATTCCCTTTCTGTGTC 62.996 156

HM_7532 GD2OF4R02HMV7B CGACA 5 20 GTTTGGCTTCACTCGGTAGAGAAA 63.031 TGTGTCGTCGTATCTTATCGTGCT 63.091 149

HM_7533 GD2OF4R01EPAD5 AAAAT 5 20 TAAAATTGCTGAAACTCCCTGCAT 63.138 CCACTATTGGTACAACATCTGTGACCT 63.535 123

HM_7534 GD2OF4R02IOKH0 GGGGA 5 20 TAAGGTCGATCAATTTCAAGAGGG 62.69 ACCCAATTTGAGTTTGGTTGTTTG 63.222 141

HM_7535 GD2OF4R01DX7FE GGGTT 5 25 TAAGTTGAAATGAGTGGCCCTTGT 63.129 TAGATCCGGACTGGATACGCAC 63.475 110

HM_7536 GD2OF4R02HHMBP AATAA 5 20 TAATTCGCAAGAGAACATGAAGCA 63.171 TGTTGAAGATTTAAATGGCTCGGT 63.03 99

HM_7537 GD2OF4R02JX8PU TCATA 5 20 TAGTGTCCCCAAACGGTGATCTAT 62.91 TTCAAGAGGGATGGAAGTAGAGGA 62.556 143

HM_7538 GD2OF4R01ES0TM TCGGT 5 20 TATGAAATTAGGGGTGAAAGTCGG 62.41 TAGGGGTGAAAGTTGATAACCGAA 62.906 130

HM_7539 GD2OF4R02J0TE1 AATAG 5 20 TCAAAATCATGTCAAACACTCCGT 62.831 AAAAAGTGGTCGGATTTGTCAAGA 63.117 96

HM_7540 GD2OF4R01EN37T TTTTC 5 20 TCAGGCAATCTTTACTATCACCTGC 62.853 CACCTGTAGTGACCCATTTGCAT 63.267 155

HM_7541 GD2OF4R01CR86N TTTTC 5 25 TCCTCACTGCTTTCCTTATGAACA 62.294 TATGGTGCAGGACAGAAAATGCTA 62.959 155

HM_7542 GD2OF4R01BEX26 AAAAG 5 20 TGAAGAGAGAAACGTACTCAGGGG 63.107 GCGTTTCTGTTTCTTCTACGTTGC 63.479 85

HM_7543 GD2OF4R01BSG3L CGGGG 5 25 TGCATTAAAACATTGCTTTTTCAATTT 62.89 CGCTTTAGTAAACCCCTCCCC 63.081 143

HM_7544 GD2OF4R01BYVB7 AAGCA 5 20 TGGTAATAGCCATACCATTTTGCC 63.041 AACTTATCCTTGGTCCCTGCTTCT 62.698 86

HM_7545 GD2OF4R02JMH7V CTCAC 5 20 TGGTAATATAGCAAGAGCCACCAA 61.951 AATGGGTATATGAGCAAGGAGCAC 62.635 114

HM_7546 GD2OF4R01EECN3 ATTTT 5 20 TGTTGTTCAGTCACTTCTTTGTACTTCA 62.492 TCTTAAGTCTCCCTCTTTTGCAACC 63.201 107

HM_7547 GD2OF4R01C4BMP GTGGA 5 20 TTAAGGTTAAGAAGGTGCGCTACG 62.872 GTTGCGAGAGCTGACAAAACAGT 63.083 121

HM_7548 GD2OF4R02IQGUH ACCCA 5 25 TTCACTAGCATGCATGTTTTTCC 61.354 TCTTGGTTCGGTCGTTGTTAGT 60.931 129

HM_7549 GD2OF4R01CZ0W0 TAAAA 5 25 TTCATGTATCCGGATCGAAAATCT 62.902 TTTTGGAAGGATATGGGTTGTGTT 62.703 105

HM_7550 GD2OF4R02J36HC GAGTG 5 20 TTTCTTCAACCCTAGATCAGTGGG 62.782 AAATTTGAGGAGGCCTGTTCCTT 63.479 155

HM_7551 GD2OF4R02JWSBM GAAAA 5 25 TTTGGTTCTTTGACATAGTGAGGG 61.558 TCTTTCCTATTTTCTTCATTGTTTTCC 61.222 111

HM_7552 GD2OF4R01DMA2Z TTTTC 5 25 TTTTCGCCATATTTTATTTTCCCC 63.087 AGATTAAGGCTCTGTTTGGCTCGT 63.721 133

HM_7553 GD2OF4R02GVRWR GAGAG 5 20 TTTTCTAGATCGAGGGTTGGGG 63.589 CGTGTCCCTCTTCTTCTTCCTCTC 64.018 160

HM_7554 GD2OF4R01BERPY TTTTC 5 20 TTTTCTGGTCAAATGCCAATTCTT 63.018 ACTACAAAAATTCTGCAGGCGAAG 62.957 90

HM_7555 GD2OF4R02H97MN TTCTC 5 35 TTTTCTTTTTCCAAACAGGGTTGA 62.999 TGGATTGAGAGAATCGGAGAGAAG 63.191 119

HM_7556 GD2OF4R02IJKAC TAAAAAA 7 28 CGTTCATGTTAAATTCTAAGGTTTCAGC 63.309 GGCCAAACAATTAAGCCCAATATTTA 63.973 159

HM_7557 GD2OF4R01A3NR9 TTGTTGCTG 9 36 ATGGTTGGGACAGGAGATAAATCA 62.887 CAAAAATTGGAAAAGGAGGAATCA 62.492 138

HM_7558 GD2OF4R01ENM7E TACGTTACG 9 36 TACGTAAGTTCGGGTTACGGTACG 63.255 GTTACGGGTTACGGTTAGGTACGTT 62.499 150

HM_7559 GD2OF4R01AP87K AGAGCCAGA 9 36 TTCCATGTAAGTTGTTGCTTCCAA 62.843 GATCAGGAAAAGACAGTGGCAGAT 63.017 153

HM_7560 GD2OF4R01B9BAQ ACCTTTCCGGCA 12 48 AAAATCAGAGCTGCTTTCAGAGGA 62.923 GGAATCTGTTGTAAGCTCCTCCAG 62.598 142

HM_7561 GD2OF4R01C1AY4 CT 2 14 AAAAACTTTCTTTACCGCCTCACA 62.356 GGGAATTTGAGAAAAGAACGGATT 62.785 93

HM_7562 GD2OF4R01DZXS8 AG 2 16 AAAAAGAAAAAGAAAAAGGAACACACA 61.694 AAGGATCTCCTTTTCCTAAGGTTCA 61.828 80

HM_7563 GD2OF4R02HWPIG AG 2 16 AAAAAGAAATTGATGCAAAAAGAGCTA 61.829 AATCATTCACTGCTGGGTCACTC 62.695 126

HM_7564 GD2OF4R01EPUZT AC 2 16 AAAAAGACGAGGGGAAAGTGTGT 62.382 GGGCATTGGTATGTATTCCATCTT 62.217 146

HM_7565 GD2OF4R02JXLUC TG 2 14 AAAAAGAGACCCAAATGGACACAA 63.006 ACACAGTCGCAACTCGTACAAATC 62.665 109

HM_7566 GD2OF4R01DMYB4 AC 2 16 AAAAAGAGAGTAGAGAAACCACAACCAA 62.844 TCCTAGGCGACTAAGCATTGGTAA 63.24 135

HM_7567 GD2OF4R01C0ZH3 CT 2 16 AAAAAGATCTGTGCCTTTTTCTGC 62.151 CCTGGCTGACCGATTATCAACTAT 62.62 144

HM_7568 GD2OF4R02H9ITT CT 2 16 AAAAAGATTTTCCCAAATCGAAAG 60.925 TTTTAGTTACTTTGGTCGTTTAGGTTTT 60.131 91

HM_7569 GD2OF4R02I2ZC3 TC 2 16 AAAAAGCTTTCCTTGTGTTCTTCG 62.153 GTCGGAACTACACGCAATAGGAGT 62.851 125

HM_7570 GD2OF4R02FY5JS AG 2 12 AAAACACTGAACCTAAAAAGGCCC 62.818 AAGCCCAATTGTAATTTGAGGTCC 63.487 93

HM_7571 GD2OF4R01CQ33N AT 2 14 AAAACCCTAACAGCAAACGTATCG 62.571 CCTCCTCAGGTTTGACAAATTTCTACT 63.187 146

HM_7572 GD2OF4R01BMH7N AG 2 16 AAAAGCTAGTTTAATTACATGGCAGACG 62.984 CCCAATTCATGTTATGGAGTGGTT 63.108 150

HM_7573 GD2OF4R02IBL6Y AG 2 12 AAAAGTAAGAGGGCTCTGATCGGT 62.806 CCCTACGCTCTTCCTTCTTCCTAC 62.898 127

HM_7574 GD2OF4R02HKLOG AT 2 12 AAAAGTCAGCAAAGAAAATCTTTCAA 60.903 TGAGATAATGTACATACGTGATGCG 61.126 97

HM_7575 GD2OF4R01B87OI AT 2 12 AAAAGTGTAATACATGAGGGGGTG 60.382 ATCATCATTTGATTTGAAGCCAC 60.205 154

HM_7576 GD2OF4R01BNLOB AG 2 12 AAAATCCAATTAGGTGTTTTCCCC 62.41 GACTCCGTCTGTCTCCAACTTGA 63.019 155

HM_7577 GD2OF4R01AKSPF AG 2 14 AAAATCCCACGGCAATTTAGTCAT 63.785 AGAATGCCGCAAAGAAGACATTAG 62.947 156

HM_7578 GD2OF4R01A20QZ AG 2 20 AAAATGAAAATTGGGGAAAACCAT 62.696 GTCCAGATCGGACGAAGACTATTG 63.331 156

HM_7579 GD2OF4R02HGO9Y AG 2 20 AAAATGAAAATTGGGGAAAACCAT 62.696 AACCCGCAAAATCAATTTCTATCA 62.829 83

HM_7580 GD2OF4R02G2I60 AG 2 12 AAAATGAAATACATGTTGCTACAAAACA 61.12 GATGGAGAGAACTGGAGAGGAGAG 62.094 113

HM_7581 GD2OF4R02GILLH AC 2 20 AAAATGTCTCAGTTTGATCTGATGG 60.735 TTTGTTATTCCACCAATGATGTATGT 60.595 133

HM_7582 GD2OF4R01B9W16 TC 2 20 AAAATTAGATCCCATCAGAACCCC 62.573 TTTGTCAATTGTCTGGTCCTTTTCT 62.313 99

HM_7583 GD2OF4R01ARTJI AT 2 20 AAACCCGTGAGCTTCTCTATACCC 63.008 TTTAGTCAGGCTGCACAAGGTAGA 62.44 142

HM_7584 GD2OF4R02GZ8XR TA 2 14 AAACCTCAATCTATTCGCACATAAAG 61.004 CTCCACTATTGTTGCACATTTTGA 61.258 122

HM_7585 GD2OF4R01CKB4U AT 2 12 AAACGGGCCATTATTATCACACAC 63.046 TGGTCAATTCTCTAGCGACCTTTG 63.848 128

HM_7586 GD2OF4R02H7SUM TA 2 12 AAACTACTCTGTTTGGTGCAGCCT 62.652 ACTCTGCCCTCCTCCTGCTTATAC 63.314 136

HM_7587 GD2OF4R01DE97M GA 2 16 AAACTCTTGCCTTACTTGTGTGCTG 63.076 ACACCCACTTCGGCTGACTCT 63.492 92

HM_7588 GD2OF4R02JB0Z3 GA 2 24 AAAGAAAATATGGACAGAACAGACGC 62.948 GGATCAAACGTATAATCGCAGAGC 63.158 104

HM_7589 GD2OF4R01CH1KC AT 2 16 AAAGAAACGAGAAGTGGGTTAGGC 63.11 TTTCATGACTGTCACATACACTTTGAAC 62.589 148

HM_7590 GD2OF4R01BW4D0 TG 2 20 AAAGAAAGCACTTCAGGCTAATTTCA 62.766 TATTTGTCATCCAAGAGCAGAGCA 63.27 159

HM_7591 GD2OF4R01DIOJV AT 2 14 AAAGAATGTACAATTGCAGTGGGT 60.998 CCCCCTCCGTAACTACTCTATACTCT 60.604 120

HM_7592 GD2OF4R01CSGBH TC 2 16 AAAGAGAAAGAAGGCAAGCCCTTA 62.91 GGAGAATCATCCACCCTCTACAGAT 62.979 110

HM_7593 GD2OF4R02IHR4W AG 2 14 AAAGAGACAACCTTACTCCCCGAG 63.185 TATACCTTGTCTCCGACTGCGATT 63.244 142

HM_7594 GD2OF4R02JHOCD AC 2 12 AAAGAGCAGAAACCAACATCATCTC 62.114 TGGGTTGAAGTGCAAACTTGAATA 62.843 111

HM_7595 GD2OF4R02I8DBR AC 2 12 AAAGATTTAGGCCAATGCAAACAA 62.945 GAAGGGCCTCAGATGGAGAGTATT 63.185 156

HM_7596 GD2OF4R01C0D6O AT 2 12 AAAGCGAACACAAGCTCTGAATCT 62.851 TTCTCAGCAACGATCATTCAAAAA 63.046 110

HM_7597 GD2OF4R02HC6Y9 AG 2 14 AAAGGATATCCATGGCCTCAAATC 63.476 GTTGATCGGAAATAGGGGTTTCAC 63.885 112

HM_7598 GD2OF4R01BI120 AC 2 16 AAAGGGAAAGATTCCTGACTTTGC 63.09 GGGTAGAAGTTTGAAAGAGAACTCCA 62.33 136

HM_7599 GD2OF4R02FUMVH GT 2 14 AAAGGGATTTTGAGATCTGTGTGC 62.813 CATGTGATGTGATGAACAACAGGA 63.062 145

HM_7600 GD2OF4R02GAHWN TC 2 16 AAAGTCGATTAGGATGTCCCAACA 63.009 ATTGCAAGTCCTTGTGGTTTATGG 63.336 124
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HM_7601 GD2OF4R02G7M96 TG 2 12 AAAGTGACATCAAGTCGAACCACA 63.053 CCCAACCATCGTTATACAAGAACC 62.716 131

HM_7602 GD2OF4R02GET40 CT 2 12 AAATAAAAATTGGGAAGCAAAGCA 62.099 GCTAGCATCTGTAATCCCCCTTTT 62.915 102

HM_7603 GD2OF4R01AH4SO GA 2 14 AAATACATGCTTCCTTGCTTTTGG 62.652 TCTTTGTTTAAGGTAGTATCCTCCAGGT 61.874 133

HM_7604 GD2OF4R01B8HVH AC 2 12 AAATCAGCACAAACAATGCAGAAA 62.972 TTAACTTGTGGACAGCCTTGGAAT 63.129 107

HM_7605 GD2OF4R01CCGEI AG 2 20 AAATCAGCATGGGGATTCCAGT 63.962 TATTGCAACCGCTAATTTAGTGCC 63.36 153

HM_7606 GD2OF4R02HH9V4 CT 2 16 AAATCATTCCCCAACCCATTTC 63.064 CAGATCTACGGGGGATAGTGAGAA 62.784 121

HM_7607 GD2OF4R02IDKM5 AT 2 16 AAATGGTAATTTCAATGCACAGACC 62.356 TGAAACTCTTGTATGAACGAGGCA 63.163 143

HM_7608 GD2OF4R02IDJ9K AG 2 20 AAATTGGGGATCAGCAATCAAAGT 63.99 GGTGCATTATCAGGTGGAAGTAGC 63.15 150

HM_7609 GD2OF4R01AXAOS AG 2 12 AAATTTGGGACGTGATTCAGAAAA 62.909 TTTTTGGGACAAAAGCCTTGTAGA 63.118 133

HM_7610 GD2OF4R02JIJOD AT 2 16 AACAAATCCCAATACATACATAACTGTG 60.512 ACGAAAGTCTCAGGAGGATCGTA 61.492 121

HM_7611 GD2OF4R01D8XQ4 AT 2 20 AACAAATTTTGATTGCTTCCCGT 62.923 TCGCACTGATCAGCATTGATTTAT 62.965 113

HM_7612 GD2OF4R01C8II2 TC 2 20 AACAACTTCTTGCAACCCTTCTTG 62.931 TAATTTGAATGCACAAAAAGGCAG 62.369 148

HM_7613 GD2OF4R02HIBSO TC 2 14 AACAATCTCAGCAGCTCTCTCCAT 62.928 TCTAAGACCCAAGCTTCTTGGTGA 63.531 102

HM_7614 GD2OF4R01ECA7N AG 2 24 AACACCATAGATCCACTAAACCAAGAA 62.28 TTGTAGCGTAGAAATCGTAACAGGG 62.676 111

HM_7615 GD2OF4R01B0Z44 TA 2 12 AACAGCGGCAGTTACTCTCTGTCT 62.962 TGATTTCATTTCATACACAAAGCCC 63.235 114

HM_7616 GD2OF4R02IW46F AC 2 20 AACAGGATCAATAATTTGGGGTGA 62.691 TATTTTGACATGGTTCCAGCATTG 63.046 141

HM_7617 GD2OF4R02FM2EO GA 2 12 AACAGTTTCACGTTGGTTGCTACA 62.982 TTACCTCCAAACAACACCTTCTCC 62.696 107

HM_7618 GD2OF4R01AZDMV GT 2 12 AACAGTTTCTCACTGTTTTCTGGTGTT 62.665 AGTAGACTTGTTGGTCTCTCCCCA 62.574 93

HM_7619 GD2OF4R02JFO6Q TA 2 12 AACATCAATTTTTAAGGTGCGGCT 63.99 CCATGAGGTGTGTATCTGATGTATGG 63.66 117

HM_7620 GD2OF4R01B9S1B CA 2 12 AACATCACAGAATCATGGATCACAC 62.274 TGGTTCAGAATAGTGACCCACTCA 63.026 157

HM_7621 GD2OF4R02IK20B AC 2 16 AACCAACACCCTCCTGAGAAAAC 62.78 GTGTGGGAGTGCTTCTTACTCCAT 62.925 149

HM_7622 GD2OF4R02I9QT0 TC 2 14 AACCACATACAATCCCTTGTGTCA 62.607 TGATGAAGCCGAAATTAGGTAGGA 63.113 83

HM_7623 GD2OF4R01BTSH0 GA 2 14 AACCAGCGTATAGTCGAAGAATGG 62.742 CTCCAAACCCTAAAACGAAAACCT 62.804 109

HM_7624 GD2OF4R02FWLKB TC 2 12 AACCATAATAGCCCTGAATTGGGT 62.903 GGAGTCTGACTTTGTCCGTAGCC 63.562 137

HM_7625 GD2OF4R01DTOWP AC 2 12 AACCCAAATCATGAAGTGGAAAAA 62.8 CTAAGTCTCATCCTCTCCATTCGC 62.7 151

HM_7626 GD2OF4R02INRCU CA 2 20 AACCTAAACAAACCCCTAAGGCAC 62.726 CAGAGCGTTTCAGGATACCTTGTT 62.933 80

HM_7627 GD2OF4R02IGINL CT 2 14 AACGAAGATGAAGCTCTATGACGG 63.035 GGGGAAATACACCAAAAACAAAGG 63.659 121

HM_7628 GD2OF4R02H874P CT 2 16 AACGTCACAACTAAGCTACTGGGTG 62.871 ACAGAGACAGAGACAAGGCAAAGG 63.347 133

HM_7629 GD2OF4R02FUZMH AG 2 14 AACTCAAACCAAAATTGAGGCGAT 64.095 TCTCTCTTCGGTCTTCCCTCTACC 63.483 104

HM_7630 GD2OF4R01B1O4G AC 2 20 AACTCACAGCGAGCTTTACACTGA 62.663 ACGGCTCAGATGCTTTTGTTAGAG 63.154 159

HM_7631 GD2OF4R02FNV4E GA 2 12 AACTGAAGAGTTTAAGTGCGTACGAT 60.897 TGATCCATCTCCATTATTATTTTGACA 61.792 83

HM_7632 GD2OF4R01AH5GD GA 2 16 AACTTAGCTAATCCAAACGGGCTC 63.028 AAGTTTTCTAGGCCATCCTCGTG 62.909 152

HM_7633 GD2OF4R01AZR5B TG 2 12 AACTTGTTCAGACAGAGAAACGCC 63.15 GACCATGTTCAGACTAGGAGATCCA 62.9 117

HM_7634 GD2OF4R02HYHEA AT 2 16 AAGAAAACATCTCCCACAAACCAT 62.085 TCCTACTTAGATCTGTGCTAAATCTGCT 61.345 127

HM_7635 GD2OF4R01DMADO AG 2 32 AAGAACCCATCAAGGTCAACAAAA 63.006 GAAGTTGTTGGTCGTGAGGAAGA 62.799 141

HM_7636 GD2OF4R01AIBCO TA 2 16 AAGAACTATGAAACCAAATCGGCA 63.03 GTGTACCCATCATTGAAACCAACA 62.934 113

HM_7637 GD2OF4R02HIU7O AG 2 24 AAGAAGAACATTCAAATGCGATGG 63.535 GATCGGGGTTGAGTTCATTTACCT 63.589 119

HM_7638 GD2OF4R02F9ICO GA 2 20 AAGACCAAGCCCCTAAAAGAGAGA 62.886 GAATCTCCAACCCCCACCAC 63.791 89

HM_7639 GD2OF4R02I9332 GA 2 20 AAGATGTTTGTGAGCAGCGGTAGT 63.486 GTTTTGCCTCTCATTTCCCACTCT 64.014 119

HM_7640 GD2OF4R02IBO8R GA 2 12 AAGCAAATCTCAGCAAGCAAATCT 62.757 AGAGGAAGAGCATCAACAAGTTCG 63.238 159

HM_7641 GD2OF4R01AX721 AT 2 16 AAGCAAGTTGGACCCAAAAGGT 63.212 TTTGGCACCTATCCTTGGTTTTAC 62.437 140

HM_7642 GD2OF4R02GN5FN AG 2 16 AAGCAATCAACTAGAGACCATCCG 62.923 AGAAGGTCCCTCTCCCCTCC 63.134 108

HM_7643 GD2OF4R02JQ70X AT 2 12 AAGCATTTGCTGCGAGTTCATC 63.839 CTTGCCACCATACTCACACAGAAC 63.067 147

HM_7644 GD2OF4R01C8CJ1 TA 2 16 AAGCCCTTAAAGTTGAGACAACCA 62.425 ATTTGCCCACCTAATTATCCCTTG 63.278 142

HM_7645 GD2OF4R01AXK8X AT 2 14 AAGCGTCGAAGTGTTTCTCCATAC 62.949 GCATGTATTGCCCCTATTGATGAT 63.138 113

HM_7646 GD2OF4R01CCJO7 GA 2 24 AAGCTGATCTGATCTGTAAATGCC 60.964 ATCACTCTCTGTTTGGTGTTGTGA 60.999 129

HM_7647 GD2OF4R01BFMAH AT 2 12 AAGCTGGTAACACCCTCTAAGTGC 62.145 CCACCACCACTGCTACTACTGCTA 62.764 155

HM_7648 GD2OF4R02I2DR5 TA 2 12 AAGGAAGGTTTGAAAAGATAGGCG 63.001 ACACAACTGCGATAGTGCGATACT 62.265 135

HM_7649 GD2OF4R02IR9TB TC 2 12 AAGGAATCAAATCCGTCTCATCTTC 62.988 TGCCATTGGATATGATGTTGAGTT 62.618 152

HM_7650 GD2OF4R01A6HD9 GA 2 12 AAGGAGCAATAAGTTTAGGGCTTG 61.225 ACTCACCACACTCTTCTAATTATATCCC 60.391 91

HM_7651 GD2OF4R01EZEAV AG 2 12 AAGGAGTTCGGAGGAAGAAAAATG 63.074 TGTCCCCTTTGAATAGACCAAAAA 62.894 140

HM_7652 GD2OF4R01AS2WL GT 2 12 AAGGCCTTGTGAGTGTGAGTGTG 63.861 ATTTCGTCTGACCGATTGCTACAT 63.15 154

HM_7653 GD2OF4R01BYC9D CT 2 16 AAGGGAACAAGTGAAGGGATAAGG 62.873 AAAAGTAGAACAATGACTTGCAAACG 61.938 127

HM_7654 GD2OF4R01DD0YU GA 2 16 AAGGGATGTTGATACCCAACTGAA 62.897 TCATCAAGTTTGGCACATGTCTTT 62.948 135

HM_7655 GD2OF4R01A1PT9 AG 2 14 AAGGTCATCTCCCTAGTTAACGCC 63.008 GGTAGGGCACGTGTAAATCATGT 62.205 93

HM_7656 GD2OF4R02HQF63 TG 2 24 AAGGTGGAAGATGAGAAACTGGTG 62.895 CGTCCTACTTTTCTTTTCCTTCCC 62.596 90

HM_7657 GD2OF4R01CWFO4 AG 2 16 AAGGTTCAAACTGCCTACACCTTG 62.833 TGTTTTTAATTCCCTTGACGTTGG 63.212 157

HM_7658 GD2OF4R01BGL2Z GA 2 12 AAGTCGAGGCCTAAAATTGACTGA 62.522 GTTCGAGTTGTTCTTTTGTCCGTT 62.835 117

HM_7659 GD2OF4R02GOCR8 AG 2 24 AAGTGGGTATCCACCGCTTAAAGT 63.215 TTCCCACTGATGACCCTCCTACTA 63.199 137

HM_7660 GD2OF4R02IRVGF GA 2 14 AATAGCTTGAGGTTGTGGTCCATC 62.713 TCTCCAGCAGACTCAAATCTTCCT 62.898 140

HM_7661 GD2OF4R02HUKP4 GA 2 12 AATAGTTCGACGAAGGGAGAGAGG 63.285 TCTGGTTCTGAAATCATCGTCATC 62.58 121

HM_7662 GD2OF4R02GZ0HQ GA 2 12 AATATCAAAGAAAATGGTGAAGAGTGTG 61.94 ACCAATCTTATATTTCTTCAACAAGGG 61.046 80

HM_7663 GD2OF4R02FU4C4 AT 2 16 AATCAAAAACCAAACAGAGACCCA 63.006 AAGAGCAGAGACCAAGACACCAAC 63.249 143

HM_7664 GD2OF4R01CWRLN AC 2 24 AATCAAACCGAACCATATTCACC 61.14 TTTCTATATCAAACACACCCTAAGTCTG 60.215 82

HM_7665 GD2OF4R01BWJKH AG 2 12 AATCAATACTTGTCGGTGACCCAT 62.813 ATTCTGCATATTCCTCCGTCTTTG 62.718 137

HM_7666 GD2OF4R02IX4YJ TC 2 12 AATCAATCTCACCAACCACCACTT 63.014 AGGCTGCAAATCAGAAGAGAAAGA 62.923 98

HM_7667 GD2OF4R01CYQNS AC 2 16 AATCACATTAAAGCTGAATTGGGG 62.424 CCCTACCCGATCTCATCCTACATA 62.481 151

HM_7668 GD2OF4R01CVF3O CT 2 16 AATCCCACCGCTTTCTTACTCTTT 62.623 AAGACAGGGAGCGTTTTTAGTTCC 63.11 80

HM_7669 GD2OF4R01BFP3A GA 2 20 AATCGATCGGTATGATGTTTTGCT 62.94 AATTCGAAAACCGAATGTGAAGAC 62.62 119

HM_7670 GD2OF4R02F8K72 AT 2 16 AATCGTAAAGTTGTGCCTTTGCTC 62.864 CCAACACGATCAAGTCATTGCTAA 63.379 126

HM_7671 GD2OF4R02HU18S AG 2 12 AATCGTAGTTGCTGAGATGGGAAG 62.923 CATCTGCTCTATTATCCGCCTCTC 62.622 80

HM_7672 GD2OF4R01AH8XF AG 2 12 AATCGTTCAAAGGCATGAAAAATG 63.327 ATAAAAATTTGGCGGACGAAAAGA 63.852 96

HM_7673 GD2OF4R01B772L CT 2 14 AATCTTATATTGGGCACAAGGTCG 62.438 CCCTGTATCGATTTTTGTGTCTGT 61.467 156

HM_7674 GD2OF4R02IZUYY TC 2 12 AATCTTCACTCACTGTGCAAATGG 62.622 AGTGGACAAGATGTGTCTCTCGTG 62.935 131

HM_7675 GD2OF4R02I5AXS TA 2 16 AATGCAAGGAAAACAAAAGAGAAA 60.471 CCTACTACCCTTCCGGTTACTTCT 60.283 160

HM_7676 GD2OF4R02JV1AG CT 2 24 AATGCTCAGTCATTGCCACAAAC 63.509 GGTGGTAGCAAACAAACCATCTTC 63.035 116

HM_7677 GD2OF4R01BXTHO CT 2 16 AATGGACAATTTTTACCCCTCTCA 61.996 GCAATGGTGGAGTTTCTCAATTTT 62.62 86

HM_7678 GD2OF4R02GZGQG CT 2 12 AATGGGAGAGAGTCACGTTAGTGC 63.04 GTGAAGCCAAGGTAGTCCCAAGTA 62.822 129

HM_7679 GD2OF4R02IE31Z AG 2 14 AATGGTAGGTCACCTTTCAGGGTT 63.189 CGCCGGAAATCAACGAATAC 62.584 147

HM_7680 GD2OF4R01EJXYT GA 2 12 AATGTCCCAGAATTGGAATGCTAC 62.51 GCATTAACAACCACCGTCTAGGAA 63.444 144

HM_7681 GD2OF4R02JCXWQ GA 2 20 AATGTTTCCCTCCAAAATGATTGA 62.789 CCCAAAAGAAAAAGAAAATCTCCA 61.82 144

HM_7682 GD2OF4R01CP25W AT 2 16 AATTACATTATCAGCATCGCCCAG 63.344 CAAATCAAGCTTTTAGTGGGTTGG 63.023 121

HM_7683 GD2OF4R02GEMN4 GA 2 24 AATTATGGCCGCAAATGCATAATA 63.345 CGTCGCTGCTCAATTTACTTGTC 63.293 160

HM_7684 GD2OF4R01DH19H GA 2 14 AATTCCACGAATTGCTTTTAATTTC 60.831 GGACTCTCGCATTACTCACTGTACT 60.252 87

HM_7685 GD2OF4R01C1NS0 TG 2 14 AATTCCAGTGAATTGCATAAACACA 61.752 TTCTATTTGTGAATCGGGCTGTC 62.5 88

HM_7686 GD2OF4R02I1LJC AG 2 16 AATTGATGATTTCATGATCGGCTT 62.918 CACACTCTCCACATTCCTCAAATC 62.136 124

HM_7687 GD2OF4R02GDUD4 AT 2 12 AATTGGGTTCAACTACACGGTCAT 62.824 AATTTCCAGCTTTCCATGTTTGAA 63.018 141

HM_7688 GD2OF4R01C032Y GT 2 14 AATTGGTCTCCAGGAGCATAACCT 63.398 CTCCTCTGTCATTCTCTGCCTCAC 63.897 153

HM_7689 GD2OF4R01C7MO3 TA 2 16 AATTTTGCAATGCTTCCAAGTCTC 62.841 CTCTGCCCAAAGAGAATTATGGTC 62.397 159

HM_7690 GD2OF4R01BLOB0 AG 2 16 AATTTTTACGCAACGCAATCAACT 62.981 CCTTTTTAAAGTTTCTGGAGGGGA 62.871 112

HM_7691 GD2OF4R01DOW7F AT 2 16 ACAAAGCCACTCCTAGGGTTTTTC 63.005 ATCGCCACCATGTCTGATAGGTA 62.82 108

HM_7692 GD2OF4R02FI94S AT 2 16 ACAACTTTAAGATGCCCATGCAAT 62.95 TTGATTTGATTCACGCAAATTGAC 63.163 123

HM_7693 GD2OF4R02HB9G8 CT 2 14 ACAAGCAAGCTCTTCGTGACATTA 62.455 TTTTTGTTTTAGGGGACGTCAGG 63.401 85

HM_7694 GD2OF4R01EE3KW AC 2 16 ACAAGTAACTGCCCAACTGGTACA 62.018 TTGGGCGTCTCTGTAAGTATTTTG 61.644 159

HM_7695 GD2OF4R02I32RO AG 2 16 ACAATTCCCAAAAAGAAAGTTTGTG 61.677 GTTAGGCTGTTTGTGACTTTGTGC 62.251 103
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HM_7696 GD2OF4R01AF3YG TC 2 20 ACACACTCTTGAGTCTTAACGCCC 63.05 AATCCGATAGTTTGGGAAGGAATG 63.465 92

HM_7697 GD2OF4R02HUPI7 GA 2 16 ACACAGAAGTTGATGATGCCAAAA 62.948 CGTAGGTACTTCATTAACAGGCCG 63.048 122

HM_7698 GD2OF4R02FR8VT AC 2 20 ACACCATTATCACCTGTGTGCAAT 62.638 AAAGGAATCACAAAGAAATCACTGC 61.942 107

HM_7699 GD2OF4R02GK0L3 TC 2 20 ACACGAATCAGACAACTCCTACAGA 61.442 GGTGGGAGGTTATCATTTTTACCA 62.204 149

HM_7700 GD2OF4R02ISRZ1 AG 2 40 ACAGAGGTCATGGTTCCTAACAATTTC 63.764 CACCCTCCCTCCCTCCTCTC 64.68 205

HM_7701 GD2OF4R01COO1N TA 2 20 ACAGATAACAACAAATTCACCGCC 63.353 TTTGGTTTTAGTATGTGTATCTCAGCGA 63.161 142

HM_7702 GD2OF4R02H4P1J GT 2 12 ACAGCAATTCAAATTGTACAGATGC 61.565 ATCTTTCGTTCTTGTTGAGGAAGC 62.214 146

HM_7703 GD2OF4R01DD6DX AC 2 12 ACAGCCAATAATAGCAAAACCCAA 62.852 AAAGTTTTTGGCGTGTGTTCTCTC 62.946 147

HM_7704 GD2OF4R01DL4JQ CT 2 16 ACAGCCTTAAGTCTCGAAGCAATG 63.154 TCGCGGGCGTAACTAAGTATAGTC 62.784 131

HM_7705 GD2OF4R02FP2ZS GA 2 14 ACATAGTGATTGCGCCACAAGTAA 62.885 AAAATACCTCAAGAAATCGTAGCGG 62.844 124

HM_7706 GD2OF4R02H46KK GT 2 16 ACATGACGAGGCTACTCCAAACAT 63.255 ATTCCCCACCAATAGTAGCCATTT 62.903 120

HM_7707 GD2OF4R02GIUN4 TA 2 12 ACATGGTTGGGTGCTTAGAAGATG 63.549 ATATGGCCTTTTGCCCAACATAAA 64.438 158

HM_7708 GD2OF4R02H3ZWL AT 2 12 ACCAATTCTGGCAATGCAAGTTA 62.846 CATTTCAATCCGTGCTCTTCTTTT 62.826 157

HM_7709 GD2OF4R02GF1VT AT 2 16 ACCCAAATCCACAAACAACTACTG 61.37 TGTAGTATATCGTATGGAACTGGAAGTG 60.843 147

HM_7710 GD2OF4R01A6MNP AT 2 16 ACCCACATTGCAATCTTTTAGAGC 62.744 AAATTGCAGCTATACACCCCAAAA 62.852 113

HM_7711 GD2OF4R02ICWXW AC 2 16 ACCCTCTCCCAAAACACTAACTCC 62.983 TTCTCCTGCTGAACATAGTTTCTCTCT 62.264 125

HM_7712 GD2OF4R02GNMNY AT 2 14 ACCGAAATACATACAATGGATCGG 63.021 CATGGTGCACGTATCCTTCTACAG 62.958 150

HM_7713 GD2OF4R02JYFCA CT 2 14 ACCGAGCTAAGAAATCTTTCCGAC 63.208 TGGGAAATCAGTTTTATCAATGCC 63.213 102

HM_7714 GD2OF4R01AXKSI GA 2 14 ACCGTTGAACGATTCAAAATTCA 62.718 CGCATTATATTCACAATTGGGTTG 62.355 158

HM_7715 GD2OF4R01BXZ3Q TG 2 14 ACCGTTGACAAGCCGATAGAATTA 63.043 ATGGCTCCGTATGGGCAGAT 63.928 122

HM_7716 GD2OF4R01C1AMA TA 2 14 ACCTCGTTAGTGGGCTCTTGATAA 62.425 TTTGGGAAGCACAACATTACATTT 61.739 82

HM_7717 GD2OF4R02HBKS4 AG 2 24 ACCTGCATAGAAAAAGCCCAATC 62.719 CCGTTACAACGGTGGAAAAATAGA 63.224 160

HM_7718 GD2OF4R01BVC1N TG 2 12 ACCTTTGATCAGTTTTGATCCTCG 62.798 TGGATTACTGGTTGAACCCATTCT 62.897 149

HM_7719 GD2OF4R02G3PZ9 AC 2 12 ACGAAACCAGAATTGAAACCAAA 61.878 TTATGAACCATTTTATATCGGTTTTGA 60.907 151

HM_7720 GD2OF4R02FJWEE TA 2 12 ACGAAATCCATGAACCAAACATAG 61.286 TTGACTATCTATTGCAACCTTAACTTCA 60.717 127

HM_7721 GD2OF4R01EYPV5 AG 2 12 ACGACACAGGATCCATTTTCAACT 63.128 AGTTGCTTCTCTCAACGAGTTGCT 63.063 134

HM_7722 GD2OF4R02GBDM5 AT 2 14 ACGATTCCTGAAATTCAAACCAAT 62.009 CCTCCTCTACCCGTACTGTCTCTC 61.842 157

HM_7723 GD2OF4R01ETTAV AC 2 20 ACGGACCTCGAAATAACCTTTAGC 62.924 GAAAAAGGTGAGTCTTATTGCGGA 62.826 148

HM_7724 GD2OF4R02IBDTW TC 2 14 ACGGACTCTTCTAGTTCACCATGC 63.04 TCCTGATGGAAATTTGAACCCTAC 62.481 94

HM_7725 GD2OF4R02JLX8K TC 2 16 ACGGAGTACAATACAATGCACACG 63.202 CTTCTAATCGACGAGCAAACCAAC 63.348 156

HM_7726 GD2OF4R01EXQIB AC 2 12 ACTAGTCCGTGCACGAGTGTTTTA 62.252 AAAGATAATCCTGAGCTCCGTTCC 63.093 149

HM_7727 GD2OF4R02HLRQQ GA 2 14 ACTCCAACAATGTGTCTAATGGTG 60.205 AGTATACGTTGGAGGAGTAAAAACAAGT 60.155 100

HM_7728 GD2OF4R02HDFM3 TC 2 16 ACTCCATACAAGGGAAGAGGTTGG 63.791 GGTGCACAAACACAGACAAACAA 63.209 93

HM_7729 GD2OF4R01AU1F6 AG 2 20 ACTCCGTTTTTGTCGAATATCCAG 62.619 TGCAGTCACACACTCACACTTCAT 63.109 111

HM_7730 GD2OF4R01BR6GJ CT 2 12 ACTCTACCACTCTGCTCTTCCCTG 62.485 TCCCGGTACGTCTACAAAGAAGTC 62.822 158

HM_7731 GD2OF4R01BCX0A GA 2 20 ACTGGGTACAGCAAATTGGATCTT 62.214 GTTCGTCAGCATCACCATTCC 62.797 83

HM_7732 GD2OF4R01ELFTJ TA 2 14 ACTTCCATCACTCTGCTCCAATTC 63.017 ATCTAAGACGTTCAATGGACGAGC 62.94 148

HM_7733 GD2OF4R02H8TXO TG 2 12 ACTTCCGAATGATGAGAAGTTTGG 62.798 CTCTCAACTGCCTCTCCATTCTCT 62.575 156

HM_7734 GD2OF4R01BNGX3 CT 2 12 AGAAAGAGACTTGAGTTCCATTCATT 60.064 GCTGGTTGGAGAAGTTGAAGTAAT 60.063 160

HM_7735 GD2OF4R01AV4VL AG 2 16 AGAAAGAGAGATAAGGGAGACGGG 62.466 ATAAAGACTTTTTCCTTCTCGCCC 62.239 112

HM_7736 GD2OF4R02GGPQH GA 2 20 AGAAAGATGAAGGTTGACTTGCCTT 62.818 ATAGAGACGCTGGGATCCTTCACT 63.72 114

HM_7737 GD2OF4R01C457Z AG 2 14 AGAATGCCTACTAGAGACACCCCC 63.096 CACAAACACAACTCTCTACACACAACA 62.586 140

HM_7738 GD2OF4R01C5KXR AG 2 16 AGACAAATCCAGTTGTGACCACCT 63.236 AAGAAGAAAGTTAGGACCGCGTCT 62.923 120

HM_7739 GD2OF4R01B8LR4 TC 2 14 AGACATTAAATCCCCTTCCACCAT 62.974 GTTTCTTTGGTGGTTTTCGGATTA 62.424 133

HM_7740 GD2OF4R01CRMME GA 2 12 AGACGATGCTGGAGAAAATGAGAG 63.23 GTGTTCTCGACATGCCCTTCC 64.185 112

HM_7741 GD2OF4R02IEWJ1 GA 2 16 AGACTGACAGAGGGTCATAGGTGG 63.001 CCTTTTTACGTTTGATGCCATTCT 62.545 130

HM_7742 GD2OF4R01E1L6W CA 2 12 AGACTTATCTTGGCCTCCAAGTC 60.142 TTTCTAGTTTTGTTAGAATGTGTATCCG 60.212 98

HM_7743 GD2OF4R01EXP1K AT 2 12 AGAGAAAGAAACCAGCAACAACCA 63.444 TACTGTGCCCTCCTCCACTACAAG 63.87 80

HM_7744 GD2OF4R01ECNEE TA 2 12 AGAGACAGACGAATGCTAACGATG 61.998 CGAGACGTTCGTTGTATGTGTGTA 62.23 88

HM_7745 GD2OF4R01C9WTC CA 2 16 AGAGAGAACCTGAAAGTGGCTGAA 62.909 AAAAGGAATGGCTCACCTTTTGTT 63.296 131

HM_7746 GD2OF4R01ENC88 CA 2 12 AGAGAGTGAGAGGGAGGGTTTTGT 62.974 TCTCCTTTCTTTCTCTTTCAGTCCA 61.974 106

HM_7747 GD2OF4R01BBM7U AC 2 12 AGAGATCCATTGTTCACAACCACA 62.922 GACCGAGGAGATTGTCTGCTCTTA 63.23 123

HM_7748 GD2OF4R01CYLHQ CT 2 14 AGAGCAACAAACAAGCATGAGATG 62.858 AAAGAAGGGTAAATCAAAGGAGTTTCTC 62.563 160

HM_7749 GD2OF4R02JATRD CT 2 16 AGAGCCAAAATAGTGAATAACTCGC 61.247 CCAGGTGATTTCTATCCTTGTTCC 62.17 116

HM_7750 GD2OF4R01CDZ4Q GA 2 20 AGAGTAACAGAAACCCCCAGCTCT 62.899 TCTTCTTCATACCTTTACGTAGTTGGG 62.032 96

HM_7751 GD2OF4R01DQ48J GA 2 16 AGAGTTAGGGTTTCCAGAGGTTGG 63.076 CTCTCAATCCCTCGATCTCACACT 63.215 86

HM_7752 GD2OF4R02HMGGU CT 2 12 AGATGGACGGAGAAAATCTGTGAG 63 GTAAGCGACGACCTCCAACAGTAG 63.468 125

HM_7753 GD2OF4R01AHGAT AG 2 12 AGATGTAAAAGCCCTAAATTAATCGAAA 61.712 CACACACCCTCAATCTAAACCTCA 62.487 159

HM_7754 GD2OF4R02IKU08 TG 2 16 AGATGTTTGCTAGAGGTCAACAGTGA 62.652 AGTCATTTCCACTAACTGACCCCA 63.111 157

HM_7755 GD2OF4R02IGA25 GA 2 16 AGATTAAACTCCCACCACTAACCC 60.811 GGAAATACTTACTTGAGCTGTTCTTTTT 60.024 114

HM_7756 GD2OF4R01BC99L TG 2 20 AGATTGTGGAGAACAAAAACCACC 62.598 CACTGCCCCACGTTCTATTAATTC 62.935 116

HM_7757 GD2OF4R01AJP1G TC 2 12 AGATTTCCCATTTCAACCTCCATT 63.069 CAGTCCGAGTCCTCGTGTTTTAGT 63.033 134

HM_7758 GD2OF4R01BM7YK TA 2 20 AGATTTGATCGATTGAGCTGAACA 62.293 CGTCCTCGTCACGTCATTACTATG 62.958 150

HM_7759 GD2OF4R02GMVRP CA 2 12 AGCAGAATGGGACACTGAAATTGT 63.242 AGGTGATCAACTCACCCAATTGTT 63.014 158

HM_7760 GD2OF4R01DHYEX GA 2 12 AGCATACAAAGAACACCAAAACCC 62.536 TGCTCTTTTCTTAAAGCCATGGAA 63.322 114

HM_7761 GD2OF4R01DQCPE TG 2 20 AGCATGTTTTTGTTTTTGTTTTTGG 62.397 ACTGTTAAAAGGTAGGGAGGTGGG 62.789 105

HM_7762 GD2OF4R02H794R TG 2 14 AGCATTCACCATTAAGAAGCAACC 62.744 CTGCATCATCGCATTGTACATTTT 63.188 102

HM_7763 GD2OF4R01B013U GA 2 12 AGCCACCTCTGGCAGTATAATCAC 62.84 ACCCAAACATGACCATCCAAATAG 63.108 143

HM_7764 GD2OF4R02J1W7T AG 2 16 AGCCACTGAATCTTCTCTGTTTGC 63.255 TCTCCCACCACACTAACAAGTACG 62.516 154

HM_7765 GD2OF4R01A1QMB TC 2 20 AGCCATTCACGTAACTAGGGTTTT 61.386 GCAATAATCAGAGACTTGCCAGAG 61.581 120

HM_7766 GD2OF4R02HVJ6P CT 2 12 AGCCCCTATAAAAGGGATGCTTTG 64.562 CAGTTGGAGAATCCTGGACAACAT 63.649 104

HM_7767 GD2OF4R02F2TEP AT 2 14 AGCCCTAGTTATCCCCAATGAAAA 63.084 TGGTAACGTTTTTCTGCGACCTAT 63.051 90

HM_7768 GD2OF4R02HE7A1 GT 2 16 AGCCTCCGAATTTCTCAAAGAATC 63.188 ATTTTTCGTAAAACTGCCCCTCTC 62.912 115

HM_7769 GD2OF4R02GHCGB GA 2 16 AGCCTGAGGGTAAGGGACTTAGG 63.174 CTAGTTCTACGCGATCACCTCACA 62.856 111

HM_7770 GD2OF4R02JPSQE TC 2 12 AGCCTGTGAAGAATGGGTTGATT 63.219 CCAAACGAAGCCTAATAGTGATGG 63.027 155

HM_7771 GD2OF4R01EV40C CA 2 20 AGCCTTTGAAGCAATAGCCTTTGT 63.617 CTAAACTGAGGGATCAGTGACGGT 62.909 110

HM_7772 GD2OF4R02IZONU GA 2 16 AGCGAAAGGCTGAAAGAAATTACC 63.119 TACGTTTTCGTTTAGTTTGGGTCG 63.336 147

HM_7773 GD2OF4R01D3VY5 TG 2 20 AGCTCTGAGTTCTGCACCAAAAAC 63.263 AGAGGAAAGAAGGGCAACAAAACT 62.804 156

HM_7774 GD2OF4R01AOP6L AG 2 12 AGCTGCATGACAAGTCTCTCTTCC 63.474 GCCCTTACTAGCACCCCTTACACT 63.029 159

HM_7775 GD2OF4R01D8FFR GA 2 12 AGCTTCACAAAATAGAGAAGGGGG 63.086 CCTGTCAAGCTCCATTAATCTGGT 62.811 89

HM_7776 GD2OF4R02IJ97N AT 2 16 AGCTTTATCTTTTAATATGTGCGCGT 62.47 CGAATCGCTAAGACGAAATGAAGT 62.947 151

HM_7777 GD2OF4R01B1ZKL GA 2 14 AGCTTTCTACTGCTATTCTCCGCC 63.428 AAAAGACATTCAGACCCAACTCCC 63.799 96

HM_7778 GD2OF4R01AOV1D AG 2 14 AGGAGCAACTTACATTCCAAAAGC 62.055 AACTTGTCATTATGTAATCACCTGGG 61.481 158

HM_7779 GD2OF4R01BXCGY AG 2 16 AGGAGGTAGAAAGTGCAAATCACG 62.933 ACACTCTCCGTCTCTGTCGATTCT 62.913 91

HM_7780 GD2OF4R01EAX7O TG 2 12 AGGATAATGACCTTGAGGAGGACC 62.964 CGTACCTAGTCTTCCCGCCTCT 63.111 90

HM_7781 GD2OF4R01A51HL TA 2 16 AGGATCCAGTGGTTGAAAACAGAA 63.212 AATGATTGAAAAATGGATCCAACG 63.105 155

HM_7782 GD2OF4R01AKKGG GA 2 16 AGGCAGCAAAAGCAATTAAATCAA 63.154 CTTTATTACAATCTCGCCGGAGC 63.235 155

HM_7783 GD2OF4R01AF3E8 CA 2 12 AGGCATATGATCCCCGCTATCTA 63.014 TGGCTATGCAGTTGAATACGAAAA 62.872 123

HM_7784 GD2OF4R01D0PCE GA 2 12 AGGCCATTTTTGAAAAGGAGATTC 62.89 TCTCGGGTTTCTTGTCTCTTTTTG 63.003 160

HM_7785 GD2OF4R02HJCZJ AT 2 12 AGGCTAAGAGAAATCAAAATAGGGAAA 61.967 TCGATGGTTGTTTCATTCTTGAAC 62.397 224

HM_7786 GD2OF4R02J5KX7 TC 2 12 AGGGGAGGAATATCCCATTACAAG 62.572 CCCTTTAATTTTCTTGAACTTCTTTGG 62.564 146

HM_7787 GD2OF4R01DM5HL GA 2 40 AGGGGTTTCACTTCCACAGTTCTA 62.382 TCAATACGCCACTTATCGAAAGAC 61.636 95

HM_7788 GD2OF4R02IP9T7 CT 2 16 AGGTCCCCCTAGACTTTGATGAAC 62.974 AGCGCGCCACAGACTACTTTAG 63.087 160

HM_7789 GD2OF4R02F2AEL GA 2 14 AGGTGTCAGTGCAATAAATGCAGA 63.078 AATAGGGCGATAAGGCACATAACA 62.854 130

HM_7790 GD2OF4R02IWQRK GA 2 14 AGGTTCACTTGTGGAGTATCTTGG 60.788 GAACCCCAGAATGACCTTGTC 60.74 84



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 
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HM_7791 GD2OF4R02IZMBP AG 2 14 AGTAAACTGCACTTCTGGAGTCGG 63.146 CAGCAGGTTGGTAAGGCTTCTCT 63.235 80

HM_7792 GD2OF4R02JNFB0 AT 2 14 AGTACCCTTCTGGAGGGCTTTCTT 63.846 AATAGACGATCCAACGACCACAAC 63.456 155

HM_7793 GD2OF4R02JHPIV TC 2 16 AGTAGGAGTTGTGCATTCTTGCCT 62.639 GCTCATATTTTACCCAGTCATCTTAGC 61.694 141

HM_7794 GD2OF4R01BXEJZ GA 2 12 AGTATTGCCACCCCTACCTAGCAC 63.721 TGTTGGTAAACGAACACAATACGC 63.093 108

HM_7795 GD2OF4R02HDF1C AG 2 12 AGTCAAAAGCCCTTCGTTTCTCTT 62.911 GACTAGATTTGCACGCACACAGAT 62.771 114

HM_7796 GD2OF4R02FU67R GA 2 14 AGTCCACTTTTATCTCTGTGTGGC 60.922 TTTTTCTAAACTCTGTTCTCGAACTTTT 60.514 105

HM_7797 GD2OF4R02G2QJS TC 2 16 AGTCGAGTCTCTTCCACAAACGAT 62.707 CAGGTTCAACCCAATCTCTATTTATTTG 63.1 133

HM_7798 GD2OF4R02FNIWN TG 2 16 AGTGAAACTGCTCCCAAACTCAAC 63.036 CGTCCATCCATTCTTTCTAAGAGG 62.383 130

HM_7799 GD2OF4R01A73SD AC 2 16 AGTGATATGACCGGCAAAGAAGAC 62.827 TGTGAGAGCCTACACATTTGTTTTGT 63.174 155

HM_7800 GD2OF4R02HO53Q AC 2 12 AGTGCACAGCTAACTTTCTTTGGG 63.053 TTGGGTTTATTGGCAGTACAATTTTT 62.769 114

HM_7801 GD2OF4R01C1P93 CA 2 16 AGTGGTGCTAGAGACACACCACAA 63.299 TTTTCCCCCTAAACTATGGAGGAG 62.768 92

HM_7802 GD2OF4R02F8YYF TC 2 24 AGTGTTTTGCAGTTTTACTGTTTTCG 61.954 TGTTTGGTAGTTGTTCTACGTCTGC 61.757 80

HM_7803 GD2OF4R02F5RG2 CT 2 12 AGTTATCCAATTGCTTGGGTTTCA 62.922 ATGGTTATCACTCATGCCTTCGTT 63.039 150

HM_7804 GD2OF4R02IAWPW AT 2 14 AGTTCCCACTCTTACGTGCATTCC 64.76 CTGTGCACGCAGCCACTCTACTA 64.985 159

HM_7805 GD2OF4R01CQXAY CT 2 14 AGTTCGTCTCTCTTTGTGCGATCT 62.939 CTCCAGACCAAAGAGAAATGGAAG 62.569 112

HM_7806 GD2OF4R01EO5MS AC 2 14 AGTTGGTAGTAGCTATGCTGTTGCAC 62.141 AGCTTTCATAAGGTGTAGAGGCCC 63.114 99

HM_7807 GD2OF4R01E11LC TC 2 16 AGTTTACGTTTGGCTGCTCTTTTG 62.966 TTTGTACCGATGAGACCATAACCA 62.615 128

HM_7808 GD2OF4R02J4WUN AT 2 16 ATAAAATGCATCAAAAGCCACAGA 61.949 GCATGGAATTCTAGGTGTATATCTTCAT 61.06 149

HM_7809 GD2OF4R02FU1NK AC 2 14 ATAAATACCTGTCTCCGCCTTTGA 62.233 CCTAGAACGATGGTCTCTTTGACA 61.849 97

HM_7810 GD2OF4R02GPTOA CA 2 14 ATAAGGGCAGGAATGTCATGGAT 62.891 CAAGCAAGAGTAATAAGAAAGCAGATTG 62.005 92

HM_7811 GD2OF4R01ATR8N GA 2 20 ATAATTTCAAAATCCAGCGTCCAG 62.533 TGAGTTCGATCTCGAAGATTGTTG 62.817 156

HM_7812 GD2OF4R02JQQI6 CA 2 20 ATACAACAGCTTCTTCATCTCGCC 63.051 AAATAACTGCTGGAGACGGATTTG 62.729 136

HM_7813 GD2OF4R01DQ59O GT 2 32 ATACTTGGATCATTTGAGTGCCGT 63.039 ATTGTTGGTTTGCAAGGAACTTGT 63.044 156

HM_7814 GD2OF4R02INTXC TC 2 16 ATAGAAGAGCCATTGAATTCGCAG 62.937 TCCGACCACCAACTACCACTTATT 62.921 113

HM_7815 GD2OF4R01A0WU7 AT 2 12 ATAGCAAACCGCCAACAATTAAGA 62.957 TTCGTTTCATTCTCCTTCATACCC 62.593 147

HM_7816 GD2OF4R01EABCD TG 2 20 ATAGCTACTGAAACAAAGGGGTGC 61.958 CGGTTTTATTGTATTCATGCTTTGC 62.787 84

HM_7817 GD2OF4R01D4X7Z TA 2 14 ATATATGAGACCCTTTTTGGGCGT 63.007 TCTCTTCGTCTCAATCCATCTGTG 62.908 151

HM_7818 GD2OF4R02F3I12 GA 2 12 ATATCTAAAATGGGTTGCCTGCCT 63.111 CGTCGTTACGTACCTACTTCTTCTCTCT 62.694 113

HM_7819 GD2OF4R01AE6G7 TA 2 14 ATATGACAAACTGGGGGTTGCTAA 62.826 GGTAGTCATTGCTGGAGAAGAGGA 63.115 109

HM_7820 GD2OF4R01EXE6X TG 2 14 ATATGCCCATACATGCACACAGTT 62.558 AGGTAGGAGGCTCTAATGGTTCGT 62.711 129

HM_7821 GD2OF4R02J4NFV AC 2 12 ATATGGAAGTTCACAAAAAGAAAGCAA 62.409 GCACATCACATGAAATGGTGACTT 63.288 80

HM_7822 GD2OF4R01D7MG5 GT 2 32 ATATGGAATTTCAATGGACAACCG 63.009 TCCTTCCTTGGTACGTTTTCTTACA 62.249 117

HM_7823 GD2OF4R01AM4RH AC 2 16 ATATGTGTGCATGTGCGTGTGTAT 62.366 TTGTATTTAGCTTGAAATTATCAGTGCC 61.939 127

HM_7824 GD2OF4R01CYKHS CT 2 14 ATATTCCACAATCCAATGTTTGCC 63.025 CTCTCACCTCCTTCATTTCACGTT 63.01 155

HM_7825 GD2OF4R02HWW7U GA 2 24 ATCAAAAATCACGGCCATCTCTAC 62.622 AAAGAAAACCACTCTTCACTCCTAAATC 61.685 132

HM_7826 GD2OF4R02GRPSA CT 2 14 ATCAATCATTGCACAACAATGACA 62.412 TGTAAAATAGTCGTCGTTTCCGGT 62.944 81

HM_7827 GD2OF4R02IM0OQ TC 2 16 ATCAGCTAACAGGCTTCCGTACAC 62.962 TTCCATCTTGTTACTCTGGCATCC 63.643 130

HM_7828 GD2OF4R02F0MIX CT 2 16 ATCATCTGGAGATTAGAGCCACAG 60.983 GGGGAAAACGGAAAGTTACTATCTA 60.13 143

HM_7829 GD2OF4R01B342N AT 2 12 ATCCAAAACCAACACAATCTCCAT 62.8 GGAACAACAAGGTTGGTTCAGAAT 62.598 131

HM_7830 GD2OF4R01AMYLU AT 2 12 ATCCATTCAACCCGTTTCAACTAA 62.813 CTAGGGTTTCAGGTCCTAGTGCTG 62.609 135

HM_7831 GD2OF4R01BQUCR AT 2 14 ATCCCCCTCTACTGTTCAGACCTC 63.178 CGCAGATCTGGAAGTACTGTCTCTC 62.937 134

HM_7832 GD2OF4R01DX0PK AG 2 14 ATCCCTGTTAGAGCAATGAAGCAC 62.94 TGCATTCCTCATGTGTATGTTCTTTT 62.96 127

HM_7833 GD2OF4R02JD6O4 CA 2 16 ATCCTCTTTCCCACACTAGCCAAG 64.005 GAAAGATCTTGTTTGGCAGACACC 63.343 106

HM_7834 GD2OF4R01B4NYX AC 2 16 ATCGGTGGTAGCAAAATTCCAATA 62.735 TTCAATTGAGCATTGATCTGGAAC 62.5 109

HM_7835 GD2OF4R01EQHIL TC 2 12 ATCGGTTGAAGAAGAGAAGAAGCA 62.811 CCCTAAGCAACAACACTCTCCAAT 62.822 81

HM_7836 GD2OF4R02GHJP4 AG 2 20 ATCGTAATTCCAGTTGCGTCACTC 63.678 GCAGATCCAGGACTCGCAATTA 63.699 93

HM_7837 GD2OF4R02IBXRB AG 2 16 ATCGTCTCCCAACACTCTTCACTT 62.589 ACATCTGGAATTCTTCAACGAAGC 62.926 156

HM_7838 GD2OF4R02FRDXF AC 2 12 ATCGTCTGACTCAGGCCTTTAAGA 62.712 ATGGTGACAATGCAATGTTTTCTG 63.168 160

HM_7839 GD2OF4R01AVCFS CA 2 16 ATCGTTTGGCCTCTCTAGGTTTTT 62.623 CACCAAAAGCGAATGTATGAAAGA 62.439 158

HM_7840 GD2OF4R02JG9J5 GA 2 32 ATCTAGGAGATTCCTCGCACTGG 63.104 TGATCTCTTGGTAGTGTGGTTTCG 62.606 156

HM_7841 GD2OF4R02F0LRG AG 2 32 ATCTCCATAGCTCAAGCCTCACAG 63.242 CTCTAATTGGTTGAGATTGGTGGG 62.993 125

HM_7842 GD2OF4R01B6I5D GA 2 12 ATCTCCGCTAATATCATGCGCTAA 63.162 ACGACCAGTACACCCAAAACTACG 63.462 109

HM_7843 GD2OF4R01BXS1A TA 2 12 ATCTCTATGGTGGTGCAAATCTCG 63.655 GAGACAACTACAGCAGGAAGGTGC 63.696 141

HM_7844 GD2OF4R01DNMIY CT 2 12 ATGAAGACATGGGTTGTGAGTTGA 62.922 TGACGTTCATTAGCCGATACTTGA 62.959 160

HM_7845 GD2OF4R01CTRRO TA 2 14 ATGAATAAGAGATCCGCAAAAACG 62.641 TAAATGAGCTCCAATGACCAGGAT 63.112 144

HM_7846 GD2OF4R02GSV8Z GA 2 16 ATGACGACGTATGGATCACTGCTA 62.965 TCCTTTCATTGTTATCCTCTGTCTCA 62.411 157

HM_7847 GD2OF4R01A7WWD GA 2 16 ATGAGCCATATCCATTGCTTGTTT 62.94 CGGTCAATCTTTATTTCAAGTTCTGC 63.318 137

HM_7848 GD2OF4R02FVVZQ AG 2 14 ATGAGGAGAGAGGGATGGACTTTT 62.753 TTTTTGGCAGATCTTGGGTTGTAT 62.922 155

HM_7849 GD2OF4R02JX6PT CT 2 24 ATGAGGGTTACACACAAATCACCC 63.23 CCTACGCTTCTAGATCCCAAGCTC 63.804 106

HM_7850 GD2OF4R01B1X7C AT 2 16 ATGCAACACAAGTTTTCTCAGCAG 62.869 ATGCATGGGGTAGTTAAGTCCTGA 63.022 125

HM_7851 GD2OF4R01BC7BO GA 2 30 ATGCATTACTGCGTTATAGGGCTC 62.681 TACGTCCTAACCACGTAACCCGTA 63.645 112

HM_7852 GD2OF4R02H6DWQ GA 2 16 ATGCCCACACCAAAAATTGAAG 63.128 GGTCTGTCTTCCGATCTTCGACTA 63.115 110

HM_7853 GD2OF4R01DA9Y0 TG 2 20 ATGGCTGTAACCAGAAGTGAGGAC 62.925 ACGAAATTGAAGGGAAATAGGTAGC 61.999 128

HM_7854 GD2OF4R02GGH77 TC 2 12 ATGGGCAGAGGAGTAGTCAAACAG 63.023 CCCGAGAGAGTTGTGAGGGTT 62.863 98

HM_7855 GD2OF4R02JD1LY CT 2 24 ATGGGTCCCAATTGTGTTACTTTT 61.817 AATAATTTACGGTTTCGTCTACCTACG 61.071 126

HM_7856 GD2OF4R01D1D2U CT 2 12 ATGGTTACGGTGCTTTTCTGTCTC 62.838 AATATACCATCCGTGTCCCTCAAC 62.298 99

HM_7857 GD2OF4R02G4JRB AC 2 12 ATGTATGGCGAGACAAACTTCCAT 63.039 TTTAAGACACCGTTTGTACAGGGG 63.326 123

HM_7858 GD2OF4R01C5I7O AC 2 16 ATGTCTGTCCAAAATACCCCACAT 62.7 CCACTGAAAACTTCCCTTCATGTC 63.212 97

HM_7859 GD2OF4R02G2CTE AG 2 16 ATGTCTTCAGCTCCTTTGCTCTGT 62.939 CTCGTTCTATCCCTAACCCACG 62.041 118

HM_7860 GD2OF4R01BJR6U GA 2 16 ATGTGATAGTGTGAGTGAGCGAGC 62.982 AGAAATTCCTTTCCTATCCCTCCC 63.029 104

HM_7861 GD2OF4R01A27ER TG 2 14 ATTAGACCAGCAATGTGTGGGAAT 62.926 AACCCAAACGGAATACTACCCTTC 62.61 157

HM_7862 GD2OF4R02G52ND AC 2 14 ATTATACCAAGGGGATGATGCAAA 62.616 CCTTATGGTGGATTGATTGCTTTT 62.424 123

HM_7863 GD2OF4R02GA7AW TG 2 16 ATTATTTGAGGGGAAGTTGACCGA 63.971 GTATTCCACACGCGCACGAC 64.904 159

HM_7864 GD2OF4R02HDOZJ TA 2 14 ATTCAACTCGCAAGGAGAATTACG 62.839 ACTCCACCATTTCTCCCTTAAACC 62.78 153

HM_7865 GD2OF4R02G3BNO CA 2 20 ATTCAAGCAGCAGCCATGTAATTT 63.166 TTGACCAGTTGGCAGATTTGAATA 62.832 105

HM_7866 GD2OF4R02GTLMR GA 2 12 ATTCCAGGGAGTAGATCGAAATCA 62.269 CTTCTATTCGCTTTCGGGACTTC 62.606 115

HM_7867 GD2OF4R01EBQHU TC 2 20 ATTGACAGAAGCTCATTGCCTACC 62.94 AGGGTATTCCCTAAAGGGCCTAAG 62.965 105

HM_7868 GD2OF4R01AGWDF GA 2 16 ATTGAGTCCTAAAAATTAGAGAAAAGCG 61.687 CCGGCACTTTCTAACGTGTATGTA 62.369 80

HM_7869 GD2OF4R01AWDYK TA 2 14 ATTGCTTGAAAACAAACCTCCATT 62.137 GGTTTGCTGATAAATTGAGGGAAA 62.519 156

HM_7870 GD2OF4R01DI614 TG 2 16 ATTGGAAACTTGGCTTCAAGATCA 63.219 CGAACTTTAGGGGTACGAGATCCT 62.992 132

HM_7871 GD2OF4R02GMPAD AT 2 12 ATTGGAAAGCATGGCATTATTCAT 62.739 CCAGTTGTTTGCACAATTATTCTCCT 63.611 105

HM_7872 GD2OF4R01AGSAX AT 2 14 ATTGTTATGCCCAAAGCATCAAGT 62.95 TGGGAGAAAACTGATATGACCCAT 62.887 155

HM_7873 GD2OF4R01BSU1I CA 2 16 ATTTAGTATTGGGCAGCAGCAGAG 62.96 AACAAGCCCTTTCATTGTGTGATT 63.035 80

HM_7874 GD2OF4R01COYAN GA 2 16 ATTTCCATGAATCACCGTCATCTT 62.903 AGTAACGCACAACCTAGTTCTCATTG 62.006 92

HM_7875 GD2OF4R02IGN47 GT 2 12 ATTTCCGTCAAACCCGTACAAAG 63.321 GGCTTGATCTCCTTATTCTCCCTC 62.772 124

HM_7876 GD2OF4R02F5QOI GA 2 16 ATTTCGGAGGATTATGGGATGTTT 62.881 GTACACCTTCGTCTCTCCTCGGTA 63.023 125

HM_7877 GD2OF4R01CGNDM AG 2 20 ATTTCGGTATTTCCTTTCAATGCC 63.385 AAAGACGGAGAAGAGACTAAGGAAGC 62.914 119

HM_7878 GD2OF4R02I1NIV TG 2 14 ATTTGAAACGGGACTCTGAGGTTT 63.392 GTGGCATCGAACCTTCTTCAAT 62.58 94

HM_7879 GD2OF4R01DD8JZ AG 2 16 ATTTTATTGCATTTTTCGATCCCC 63.186 GAAACAAAAACCAACTCCCACTCC 64.101 92

HM_7880 GD2OF4R01DI22Z GA 2 14 ATTTTGATGATTTTCTTGGGGGAT 62.868 ATCGTCCATTCCCTCTTCTTTTCT 62.673 144

HM_7881 GD2OF4R01B2N96 GA 2 16 CAAAAACACTTATGAACCAACAGCA 62.369 GGTGTTTATGTGAGAAGCAAAGTCA 61.722 97

HM_7882 GD2OF4R02H8CXT AG 2 20 CAAAACAAAACCAAAACCAAAACA 62.055 TGTATTCCTTATACATGCATATTGCG 61.209 110

HM_7883 GD2OF4R01C17ZE CA 2 14 CAAAACCCCTCAATGTTTAACTGC 62.932 TGTTGTACTGTCTTCCACCTTATACCC 62.659 157

HM_7884 GD2OF4R02GKX6Y CA 2 16 CAAAAGGACACCACATTCATTCAA 63.137 CAAAAATGTTTTGGCCATCTTGTA 62.148 156

HM_7885 GD2OF4R01DLKSH TA 2 12 CAAAATATCATTGCGACCAAACAA 62.956 TCCCGAATTTTACAGACAACCAAC 63.324 145
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HM_7886 GD2OF4R01A9B80 AC 2 20 CAAAATCAAAAGTACTGGACAAAGCA 62.675 TTGTTGCACTTTCAGCTTATCTTCC 62.958 85

HM_7887 GD2OF4R01D4NTK TC 2 12 CAAAATCATCATACCACCAAAATAAAA 61.235 AGTCTCCCTCTCCGTGAAATGT 61.408 93

HM_7888 GD2OF4R02JOVXE GT 2 12 CAAACAAACAAGACACATCCCAAA 63.146 CACACATGTACAGAAGCACAGCAC 63.019 148

HM_7889 GD2OF4R02JZNYO GT 2 12 CAAACAAACAAGACACATCCCAAA 63.146 CACACATGTACAGAAGCACAGCAC 63.019 148

HM_7890 GD2OF4R02IR95F AG 2 24 CAAACAAAGCTGCTCCCTACATTT 62.849 GCGCTCATGCATACTCTATGTCC 63.192 126

HM_7891 GD2OF4R02HHPBS CT 2 16 CAAACAACGATCAAATGCAGAAAA 63.265 GTTTTGGTTGGTTTGGTTTGGTAG 62.726 160

HM_7892 GD2OF4R02GG9LG AG 2 14 CAAACATAAATCAACGGTTAGGGG 62.625 CGCTGTCCTCCTTATTGGTAATCA 63.529 111

HM_7893 GD2OF4R02FMIQA GA 2 16 CAAACTAAGAGGCCGTGAGGTAGA 63.028 CCCCTCATTGGACTATGTAACCAG 62.894 125

HM_7894 GD2OF4R02IQ3NT GA 2 14 CAAAGATGAGTTTTGAGGGTGAAG 61.336 GAAGACCATTCTAGTTTTGTACTTTTGG 60.91 116

HM_7895 GD2OF4R02GJSRA CA 2 20 CAAATAAGCATCTACCCATTAATACCC 61.201 CGTGGGTCGAGTACGATTTTATTA 61.369 90

HM_7896 GD2OF4R01CDR4C TG 2 12 CAAATCAAACAAAGGGTCAAGGTC 63.006 CGTAAATACTTTCTATACCCTTACCCCC 62.351 128

HM_7897 GD2OF4R02JSPP7 AT 2 16 CAAATGAGTCAGTGATGGAAATCG 62.921 CAAACGCTTCAACGAGTCCAC 63.06 125

HM_7898 GD2OF4R01BPDK3 CT 2 12 CAAATGCTCCAAACACTTTTCTCA 62.628 ATTTTAGAGCTTCCAAGCGAGGAC 63.313 86

HM_7899 GD2OF4R01ASIP0 AG 2 14 CAAATGTATGTAAATGGGTGTATTTGAA 61.178 GGGATTCTCGAGGTTAGTCAGTATC 60.699 131

HM_7900 GD2OF4R02IOQG6 AT 2 14 CAACAAGCAACACATCTCATCCAT 63.388 CGCTCTACTCTTGATTTTCTTCTCCTT 62.836 124

HM_7901 GD2OF4R02I68X0 GA 2 20 CAACATGCAGATGAATGTGCTAAA 62.233 AGATAATAAGGGGAAGAGAACCGC 62.132 144

HM_7902 GD2OF4R02HP7JA AT 2 12 CAACCAAAAATCATTCAAAACCCT 62.315 GGTTAAAGTAGGAGGTCTGGTCTGG 62.601 152

HM_7903 GD2OF4R01D85GO CT 2 14 CAACCATCAAGTACCATGTGTCGT 63.173 ACATGACAAAGTCAAAAGGAAGGG 62.696 130

HM_7904 GD2OF4R02I8AGG AT 2 16 CAACCTACTCAAACCCTAGCACTG 61.392 TGTCGTATCTCTCAAGTGTGGTTAAG 60.93 159

HM_7905 GD2OF4R02FZCQU TA 2 16 CAACTGATCTACGCCCCTGTTG 64.032 TTGGAAAAACTAGTTCCAGTGCGT 63.246 148

HM_7906 GD2OF4R01D4RF5 AG 2 12 CAAGAAAAGGGAAAGTGTGAGGAA 62.892 CACTCTGACCTCTTGGTACCTGCT 63.244 124

HM_7907 GD2OF4R02JPGK5 AT 2 12 CAAGAGATCTCGTAAATCGCCAAT 62.828 TTGGGATATTGGATCAAACAGTTG 62.08 135

HM_7908 GD2OF4R01AOJNN GA 2 20 CAAGCCCTAAAAGAGGGACAGATA 62.013 GGATCTTTCAAGCTGAATCTCCAA 63 98

HM_7909 GD2OF4R01B18LE AT 2 14 CAAGCCGCACATTGATTTTAGA 62.307 TGGGTATGCCATATAAACAATTCG 61.864 132

HM_7910 GD2OF4R01B5HYP GA 2 20 CAAGGAACCAATGCATTCAACTTA 62.326 GAATACAGTTTCAAGCCTTCCAGG 62.411 135

HM_7911 GD2OF4R02IH7Z5 AC 2 16 CAAGGAGAAGAAGAGAATCACCCA 63.085 TTGTAGCCGACTTTGAAGAATGTG 62.642 94

HM_7912 GD2OF4R02HYW5E AT 2 16 CAAGGAGATGAAGCAGAACACGAT 63.988 TAACCCAACTTCAAGCACAAAAGG 63.528 159

HM_7913 GD2OF4R02GMH2H GA 2 24 CAAGGGGTATTGAGCTTACCTGTG 63.125 CCTTTCCTCCTCCAAACAACACT 62.88 94

HM_7914 GD2OF4R02GDY5G AT 2 16 CAATCGGCAAATGTCATGTCTAAG 62.845 AGCTCAGTGGTTTGTTCATTTGTG 62.635 134

HM_7915 GD2OF4R02HV8IW TA 2 14 CAATTATGAATGTCTCTCCCTCCG 63.095 AACCATGGGAGTTCAAAGACAGG 63.633 95

HM_7916 GD2OF4R02GKYEY TG 2 16 CAATTGTAGGTTGTGCCTTGTTTG 62.754 AAACAAGCTAGTGACCTGTTTGGG 62.833 111

HM_7917 GD2OF4R01DOVHO GT 2 16 CAATTTAATTCTGAGCCAAGTGGG 63.014 AACCTGATCAGCGAAGAAAGGTAA 62.522 144

HM_7918 GD2OF4R01AMWJC TC 2 16 CAATTTTGCCAGATCCTACTTTGC 63.138 TCCTCTATCTCGCTTCTCCTCTCA 63.102 95

HM_7919 GD2OF4R02FYB5T AG 2 16 CAATTTTGGCGAATAGCTTCTCCT 63.879 ACCTGCCATACCTTTTCGGCT 64.184 100

HM_7920 GD2OF4R02J4HTX TG 2 16 CACAAATAAAAACACACATGGGGA 62.829 CTTCCCTCCCCCTACCCTACTTAT 62.944 95

HM_7921 GD2OF4R02GTCSO CA 2 12 CACAATGCCAATACGACCATTCTA 63.059 ATGCTCTGTTTGATGAATGTGCAA 63.946 159

HM_7922 GD2OF4R02HE4UZ CA 2 16 CACAATTCACCACTAGACCTTCCA 62.487 AGTTATGGGCTGCCAGTTTCCTAT 63.313 152

HM_7923 GD2OF4R01AZZE1 AC 2 20 CACAGTCTCTGGAAGGACGTACAA 62.824 ATTACGCTCTGGATCCATGTTGTT 63.039 142

HM_7924 GD2OF4R02H9CKR AT 2 12 CACAGTTTGCCTCGGTTTTAAAGT 62.752 GGTTTGACCGTGTAAAGTGTTGTG 62.75 145

HM_7925 GD2OF4R02JOCA0 CT 2 16 CACATACAGGACCGGCTAGCTACT 62.959 ATACCCTTCTCTTGACTGTCGGTG 62.909 99

HM_7926 GD2OF4R01CRIT6 TC 2 16 CACATCTTTCTGACCCAACCTTCT 62.895 CGTACCAAACGGGACGTCTAAATA 63.236 135

HM_7927 GD2OF4R01B8FEO GA 2 16 CACATTTGTTGGGACATTTTCTTG 62.614 CCCTTTATCCCTTTGAAAAACACA 62.41 158

HM_7928 GD2OF4R01C14L3 GA 2 14 CACCAGTACACCTTCTGATGATCG 63.04 AATTTTCCCTCACCTCATTTTTCC 62.679 108

HM_7929 GD2OF4R01ATPKX AG 2 12 CACCATAGATCTGATCGAAAACCC 63 TCTTTCTCTCTTCCAGAATTGTTGC 62.313 153

HM_7930 GD2OF4R02GM99G AG 2 16 CACCCAGTTGAAGATCTGAACAAA 62.592 CCATTTCTATCACTTTCGGTCCAC 63.009 160

HM_7931 GD2OF4R02JWUFK TG 2 16 CACCGAAGCTTTCAACATCTTTCT 63.031 TGTTTGTCTCTTCTTCCCTCGTTC 63.111 139

HM_7932 GD2OF4R02JW768 CA 2 12 CACGGATGGTTCAAAAGTTACACA 63.159 AGCACCCAACTGTATCTCGAACTC 63.04 135

HM_7933 GD2OF4R02G2YRK CT 2 12 CACGTTTAGTGTCCGAAATTTGAGT 62.657 GCTTCAGCAGTTGTCTGGTAAGTTT 62.272 158

HM_7934 GD2OF4R01DEUOQ TA 2 16 CACTAAAACCTTGTTTTTCGTCGC 63.154 GCACAATTTTAGTGCATTGGTGAT 62.254 156

HM_7935 GD2OF4R01C874N TC 2 16 CACTAGCCGAGTACAATCGTAGCA 62.783 GTGGTTGTGATTTTGTGTGACCA 62.947 135

HM_7936 GD2OF4R01CEWF6 GT 2 16 CACTCGTGAAATCTCTTTTTCCGT 62.921 TCCCTGCTACTTGTATCTGATCCC 62.8 160

HM_7937 GD2OF4R01BLHLG AG 2 14 CACTGAACTACACGAACAATCGAA 61.446 TTTTAGTCCTCAGCTTGTTACACTCTC 60.68 117

HM_7938 GD2OF4R01ASQ8K CT 2 12 CACTGCCCAAAATAAAACAAAAATC 61.918 TCTTTTGGGTGAGTGTAAACATAGAAG 61.063 141

HM_7939 GD2OF4R01APZV1 GA 2 16 CACTGCGAATGCGATAACTTGTAG 63.093 CCTTTCATAATCTCCAGCCCTTCT 63.078 146

HM_7940 GD2OF4R02GDM4H AT 2 16 CACTGGAACCATGAATAAATGCTG 62.731 GATTTTTAGTACGCACCATTCACG 61.868 160

HM_7941 GD2OF4R02HZ983 CT 2 12 CACTTGGCATGGTTAATTTCCTTC 62.922 CGCTAATTCAGGTTGTTGAAGAGAG 62.644 130

HM_7942 GD2OF4R01D9R2T GA 2 14 CACTTGTGTGCTCCAAAAATTGTC 62.958 CCAATTGGTTCTGGTATGCTCTTT 62.619 91

HM_7943 GD2OF4R01DMHFE CA 2 14 CACTTTAACCACCAAAGACCGAAG 63.121 CAGTAAGTGCCTGCTTCAATTCCT 63.044 138

HM_7944 GD2OF4R01AZH1X AT 2 16 CACTTTGATAGCTGAGTGGTCCCT 63.023 AACCTGCTTTCCATATTCACATCC 62.51 141

HM_7945 GD2OF4R02JTYSD TA 2 20 CAGAAACGATCAGTTTGAGAGTGG 62.382 GTAACACTTCTCGCTCTCTCGCTC 63.167 142

HM_7946 GD2OF4R01BGYE1 AC 2 16 CAGATGATGGTTCTCACTGATTGG 63.016 TGTATGCAGGATTGTCAGCAGTTT 63.078 140

HM_7947 GD2OF4R02G3I62 AT 2 20 CAGCAAGGATTCCAGCAAGTATTC 63.341 TGGAAGCACAATCGTAGAACAATC 62.529 140

HM_7948 GD2OF4R01BDBPX AT 2 14 CAGCAATTAGCTGGAATGTTTTGA 62.552 AAGCTTAGGAATACACACGCACAC 61.752 105

HM_7949 GD2OF4R01BJTVW AG 2 20 CAGCACCTCTCCTTACTGATCGTT 63.137 TAACCCTCCATCCACCACTATTTG 63.202 112

HM_7950 GD2OF4R02FUZBY TA 2 12 CAGCCAAACGTGGGTTTACTGTAT 63.354 GGCTTGAAGTTGAAACCGATAAAA 62.639 125

HM_7951 GD2OF4R02G2OZG AC 2 20 CAGCCCATTCTTGCAGATCTTATC 63.334 AAACTCTTGTTTTCAAAATCCGCA 63.134 134

HM_7952 GD2OF4R02JXE8E AG 2 14 CAGCGAATAAAGAAAACTAAAACAAAAA 61.315 CAAATTGATTAACTGGCACGTTGT 62.255 101

HM_7953 GD2OF4R01DVD1H AG 2 16 CAGTACATTCACCCAAGACACCAA 63.259 TGTGAAATTCGAACCGTAGAATCA 62.832 105

HM_7954 GD2OF4R01BYD7Y GA 2 12 CAGTAGAGAAATGGGAGTCGGAGA 63.098 CACCAAAACCCGAATACTTACTGC 62.944 99

HM_7955 GD2OF4R01BZE5I AC 2 12 CAGTCAATCAACCTCGTACAATTCA 62.426 TTTCAGTTAAGCTCAATTATCTTCCAAA 61.732 114

HM_7956 GD2OF4R02IICY3 AT 2 12 CAGTCACAATGAAAAAGACATTGC 60.914 CACTTCCCCAAAGTGACAAGAGTA 61.748 156

HM_7957 GD2OF4R01BJUXG GA 2 14 CAGTCATCAAGGTATGTGCATGTG 62.633 AAAGACACTACCGCTGGTCAGAAC 63.05 141

HM_7958 GD2OF4R01CD8WT GA 2 12 CAGTGTGATTGGACAAAAATGAGG 62.814 CTTCTTTACCCACGTCAACCACTC 63.233 113

HM_7959 GD2OF4R02ILEAD GA 2 24 CAGTTACAACGATGACAGAGACCG 63.168 CACACACCCACCACTACACAATTT 63.063 128

HM_7960 GD2OF4R01BD8MT AT 2 16 CATAAATCTTATTGCTTCCTCTTGGG 62.371 ATAACACAGATGCAGTGCCAACTC 62.652 121

HM_7961 GD2OF4R02FZN2P CA 2 12 CATAACTTTTGCCAAGGCTCTGTT 62.849 AGGGAACTGGTTTCCTTGTTTGTT 63.292 91

HM_7962 GD2OF4R02H5SLP AT 2 12 CATACACACCGAAAAGGACATTGA 63.15 TTTTCGCCGTAGTAACCGGAATA 63.715 124

HM_7963 GD2OF4R01DOT2F TG 2 12 CATACCCCATGTAGCATGTTTTGA 62.946 TCACATTCTCACGCTTAGTTTTCG 62.756 104

HM_7964 GD2OF4R01BCQEU CT 2 12 CATATTTTACAGGCTTAGACGAGAGCA 63.064 TGAGGGGGAGGTGTTGTAGAGTTA 63.208 142

HM_7965 GD2OF4R01CWDFN AC 2 14 CATCAGTGACCAACTAGATGTGGG 62.919 ACACCTCCAATTTTCTCGTTGCTA 63.239 101

HM_7966 GD2OF4R01AVBT9 CT 2 14 CATCATCTGCAAGACAAAACCAAT 62.412 AGCTATAGATACATGAATCGACGATGA 61.445 114

HM_7967 GD2OF4R02G8OJT CT 2 14 CATCATGTTTTATGAGCACTGAGG 60.896 AAAAAGGAAAGAGAAGGCAAATG 60.114 151

HM_7968 GD2OF4R01CHV8D TG 2 16 CATCCCCTCCCCCATATAAAAA 62.945 AATGGTCCTTATGGCAGTGACAGT 63.141 151

HM_7969 GD2OF4R02INDRA AG 2 12 CATCTTGGTTTACAACCCCTCTCT 61.873 AAATAGCTTTCTTTCCTGCGCATA 62.489 145

HM_7970 GD2OF4R01BHA8C CA 2 12 CATGCAAATGATGCACACAAATAA 62.78 ACATGTGTGTATTTGTGCAAAGGG 63.074 135

HM_7971 GD2OF4R02HG0MH AT 2 12 CATGGAGCTCCCTTAAAATTAGCA 62.733 GGCCGACCTACCTCTTCTTAGACT 62.507 150

HM_7972 GD2OF4R01AMI5P TA 2 12 CATGGGCATGGGCAATTACTA 62.814 CGCCCTTCATGACCATAATAGTGT 63.341 160

HM_7973 GD2OF4R02FZCEZ AC 2 16 CATGTCCAGCAAGAAACAAGGATA 62.514 GTCATCCCTGTTCCGATTCTTTT 62.673 131

HM_7974 GD2OF4R01AUA2Y AT 2 12 CATGTTTCCGATTCTCTTCCTGAT 62.786 AAGCTCGAGAATCACACGGTAAAG 63.044 153

HM_7975 GD2OF4R02ILF2B AT 2 16 CATTCTCATGCAGTCAGTCATGC 63.083 AGAGTTGGTGATGGGAAACTTCAA 63.212 159

HM_7976 GD2OF4R01DFBZS CT 2 14 CATTCTGATTGGTGCATTTTTGAG 62.832 CATATTGGGCTAACTCCTCACACC 63.022 129

HM_7977 GD2OF4R02HERGU AG 2 14 CATTGAACAGAGAGACAAAACATTGAA 62.753 GACGGGCAATAGTGCTCTCTG 62.236 83

HM_7978 GD2OF4R02HERGU AG 2 14 CATTGAACAGAGAGACAAAACATTGAA 62.753 GACGGGCAATAGTGCTCTCTG 62.236 83

HM_7979 GD2OF4R01ECM3X AG 2 16 CATTGTGGGTTAGTGAGGAGTGTG 62.93 CAGACAAGAAGCCCAGATGTAAGAA 63.03 127

HM_7980 GD2OF4R02IFAJU TC 2 12 CATTTCTTTAGGGAAGGATGGAAA 61.707 GCGTCCTTTCATTTGAACATTACT 60.728 143
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HM_7981 GD2OF4R01AN1JE CA 2 14 CATTTTCCAATTGCTCCACATTC 62.706 ACAAACCTTTTTAATGCGTGTTGA 61.871 133

HM_7982 GD2OF4R01AHLZ3 TG 2 16 CCAAAAGGCCCAAAACATGTATAA 63.022 GTAAACCGATGCTGTTCCATTGTT 63.353 154

HM_7983 GD2OF4R01C874N GT 2 16 CCAAAAGGGGCTAGAAGAAAAAGA 63.077 ACTAACAATTGCCACCCATTAACC 62.247 81

HM_7984 GD2OF4R02H5O4Y AT 2 12 CCAAAGAATGAGCTAGAGACGGAT 62.199 TCAATTGAGACGAATCGGTAGTGA 63.038 122

HM_7985 GD2OF4R02GXPGH AT 2 14 CCAAAGGACTCAATCCACAACTTC 63.212 GCCAACTTTTCTTTTTCCCTTGTT 62.91 145

HM_7986 GD2OF4R01DN4BP TG 2 16 CCAAAGGGTTTCTTAATTTGGGAT 62.501 GGGTTTGGTTATCATCTCTATAAGCG 62.295 94

HM_7987 GD2OF4R02HFB14 AC 2 16 CCAAATAAGGGATCTTGCCCTACT 62.795 TTGTGGTACGTAGGTATGTGTTCCA 62.555 148

HM_7988 GD2OF4R02GMTOA AT 2 12 CCAACAATTAAAACCCGCAATTTT 63.942 GATGTTGAAATCATTGGTGATGGA 63.018 159

HM_7989 GD2OF4R01C9MIQ TC 2 12 CCAACACACATAACTCCTGGACAC 62.827 TAGCAGAGTAATGGGATTCGGAGA 63.317 106

HM_7990 GD2OF4R02H681X TA 2 16 CCAACCTTTTGAGCCTTGATATTG 63.014 CATCTTTCCCCAAATCCTTTAATGT 62.514 146

HM_7991 GD2OF4R01BZKOG CT 2 12 CCAACGGTAACCCCAAGTTTTACT 63.39 CAACGAGTTTCATCTCTCTGTCCA 62.919 121

HM_7992 GD2OF4R01EE6QJ GT 2 14 CCAACTAGAAAAATACACGAGTTGC 60.432 GACATCACAGATATCAACAATGTGGT 61.264 112

HM_7993 GD2OF4R01AF73C AG 2 16 CCAACTTGAACAACCACTTGAAGA 62.605 CCACTATTTCTCGCAACCTCATCT 62.923 83

HM_7994 GD2OF4R01ETMDC TA 2 20 CCAAGAGATACCGCTATACCAACA 61.525 ACAATTGATTGAATGTTTGAAGTCAG 60.637 151

HM_7995 GD2OF4R01CH6VA GA 2 14 CCAAGATAGAGGCGAAAAGAATGA 62.909 GAAGAGACCAATAAGGACACTGCC 62.498 146

HM_7996 GD2OF4R02FMUYO AG 2 20 CCAATCAAGTGCATTTTCTGTTCA 63.367 CTTGTTTTCGTAGCTTCACACCCT 62.943 108

HM_7997 GD2OF4R01BLC4E CT 2 16 CCAATCATGTGCCATTTATTTTGA 62.835 GGCGTGATCAGACCACTTCTAGTT 63.04 117

HM_7998 GD2OF4R02IFTWH CA 2 24 CCAATCCTCCAATTTAGCAACAAG 63.014 AATCTTTCCTTTGTAACAGAATGGTGA 62.371 142

HM_7999 GD2OF4R02GEFQX GA 2 16 CCAATGAATTGACAAAATTCCGAT 63.105 TCTACTTCACCTTTCTTACACCCTCC 62.237 126

HM_8000 GD2OF4R01B4TIV GA 2 24 CCACAATAGATCATCGAATCGACA 63.249 TCGTAATCGTAATCGTAAGTCCAAACT 62.334 153

HM_8001 GD2OF4R01AOOAC AT 2 12 CCACACAGAAAAAGTGGAAAGACA 62.605 AGGCATGTAATCCCATTCTCAACT 62.198 157

HM_8002 GD2OF4R01CRU3I AG 2 20 CCACCAACAACATAAATTGGTTCA 62.829 TCAATTTTTGATTTGATCGGTAGTCTC 62.745 147

HM_8003 GD2OF4R01DYMQD GA 2 40 CCACCCATCAATCAATGTGTTATC 62.382 CGTACCTACGGTCGTCGTCTACTA 61.744 160

HM_8004 GD2OF4R02GMKT3 TC 2 16 CCACCTCTTCCACTTCTCTCATTT 62.15 CTGTCTCATGTGATTGCTGAGGAT 62.817 99

HM_8005 GD2OF4R01C8MKO CA 2 20 CCACCTGAAAATGGCAATGAT 61.985 GGCTCTACTGTGTTTGTAATGTCCA 61.621 159

HM_8006 GD2OF4R01EUO8G AT 2 14 CCACGAGGAATATTACATTGCACA 63.059 GAATTGAGACACACTCAAACACACAA 62.546 124

HM_8007 GD2OF4R02GS9A8 AT 2 12 CCACTTCTTGGAATGACCAAATTC 62.996 CTCATTGTCCGTCCGTTTAATGTA 62.226 158

HM_8008 GD2OF4R02G90CD AG 2 20 CCAGATTTGAGAGAACTGCTTTAGG 61.836 ATTCTATAATGCGAAGCTGGTTGG 62.654 98

HM_8009 GD2OF4R02HP7JA GT 2 12 CCAGCCTCCACAAATTAAAATCAA 63.311 GGGAGGCTCTTGTCAGAAATGAAT 64.013 129

HM_8010 GD2OF4R02INDYK GA 2 30 CCAGGTTTCTCAAAACTTCGACAC 63.332 AGTGGGTAGTGTGTTCTACCACCG 63.569 137

HM_8011 GD2OF4R01ANE9T TC 2 16 CCAGTAAAGATACCTCCCCCAAAC 63.074 TTGCTTGCTGCAGATCTACCATTA 63.184 125

HM_8012 GD2OF4R02IWMK6 CT 2 12 CCATACAACCCTTTACAGACCCAA 63.21 GGTGTATACGCCCAGTTAGGATCA 63.341 86

HM_8013 GD2OF4R02ITPNH AT 2 16 CCATAGCTTCTTCAATGTCATTTCG 63.136 ACACGTAAATACTTGACATTACATGCG 62.358 80

HM_8014 GD2OF4R02HEB1V AG 2 16 CCATCCCACACACTCCTCTCTC 63.341 CTCCATGTGAATGGCAAATGTAGA 63.257 90

HM_8015 GD2OF4R01CZ5U1 AT 2 12 CCATCTGACTATCAGTCTACCATAAAGA 60.302 TCTTGATCTGTACTTTCTGGGTAAAAA 60.707 155

HM_8016 GD2OF4R01DK4XK AG 2 14 CCATGCCTATACCATCCAACAACT 63.231 TTGATTGTAACATTCGCTTGGAGA 62.946 148

HM_8017 GD2OF4R02H470C AG 2 32 CCATGTACCATTCACACCAAATCT 62.071 GAACCAACCAACTAGTAACCCGAA 62.521 174

HM_8018 GD2OF4R02FOE9I TA 2 12 CCATTAAAGGTGTGATCTTGATACGA 62.451 CTCCTTTCACGGACAGGTAGAGAG 62.791 115

HM_8019 GD2OF4R02I2R1E TA 2 12 CCATTAACCCAACTCCATATACAACA 62.079 TCACCTAAGTATGTTTGTGGTGCAA 62.769 89

HM_8020 GD2OF4R01AV57D AG 2 20 CCATTGGTGGTGGTTGTATTTGTA 62.729 AGCAAGAAAGACCCAATTCATTTC 61.911 145

HM_8021 GD2OF4R02F0TYN AG 2 14 CCATTTACAGTGACAGTTTGGCAG 62.955 GCTTGGGTACGTTTGGTACGTCTA 63.462 84

HM_8022 GD2OF4R01EXNWA CT 2 16 CCATTTCAATATCTTCTTCGCCAC 63.021 CTCTGTATGGGTCTTCCATAACCG 63.006 147

HM_8023 GD2OF4R02FYAWC TG 2 12 CCCAAACCAATATCCTGTCCAATA 62.993 TCTCAGCCTCTCACAAACTGAAAA 62.606 137

HM_8024 GD2OF4R02GF48D GA 2 14 CCCAAAGCTAAGTTTTTCACAACG 63.138 ATGAATTTGCAGCTCTTGGCTTC 63.979 157

HM_8025 GD2OF4R01BWP80 AT 2 20 CCCAACAACAATTCCATCATATACC 62.424 AATTCTCAATCTTGAGGTGCTTGG 62.91 156

HM_8026 GD2OF4R02FVL5I GA 2 20 CCCAACATCTTTTTCTCGGTACAT 62.508 CTCTTGCCCAGATTGAAAACCTAA 62.811 156

HM_8027 GD2OF4R01EHIJ5 TA 2 14 CCCAATATACATACAGGCATAAACCA 62.022 CCCTCGTAGACTCCCAATTACTGT 61.888 115

HM_8028 GD2OF4R02IG7Y8 TG 2 14 CCCAATGAAAAACTACCACAAAGC 62.932 CTAGAGATCGCTTGTTCACCGAAT 63.035 111

HM_8029 GD2OF4R02HKDDG AC 2 40 CCCAATTAGAAAGGTGGAAATGAA 62.397 CATCAGCTGTAAGGTCCTTCTAATACTG 61.867 125

HM_8030 GD2OF4R02GEME5 GA 2 12 CCCACTTTGTTGTACCAGTCAATG 62.723 GGAGGAACTGAGTCACCTTGAAAA 62.997 147

HM_8031 GD2OF4R01AQBG1 AG 2 16 CCCAGATTAGGAAAACGAACTGAA 62.701 GGTTTTGGTTTCTGTCACTACTGCT 62.048 139

HM_8032 GD2OF4R02GR92J AT 2 14 CCCATTGATTTTCAAGCCTTTATG 62.814 TGTTGATATGTTTATGAGTTGGAGCA 61.868 107

HM_8033 GD2OF4R01DAIY4 AG 2 32 CCCCAAATCAAAAATCTAAAATCACA 63.185 CCCGACTAACCCAAACTACTACACA 62.547 105

HM_8034 GD2OF4R01EZHCI AT 2 12 CCCCATTGTGTTTTGTATCATCTCA 64.047 GGCTCCAATCCCCTATCTGTTAAA 63.569 125

HM_8035 GD2OF4R02F27MT TC 2 14 CCCCCTCCGTTATATTACCGTTTA 63.086 CAATGGAGGTAGTAAGGGTGGTTG 62.905 144

HM_8036 GD2OF4R02JRMH5 AG 2 40 CCCGGCGATAGTCAGATACAACT 63.652 CCTCCTCCTACTACCTACCTACCTCCT 62.706 170

HM_8037 GD2OF4R01DSZ4B GA 2 14 CCCTACACCAAAGCTCTCCTCATA 62.907 TATAGATATGTGTGCGCGAGTGTG 62.263 99

HM_8038 GD2OF4R01DZ9D7 TC 2 14 CCCTACCAACCCACAATTGATATT 62.108 GGTCTGTGTTCAAAATTGGTAGTGA 61.486 100

HM_8039 GD2OF4R02GBXOR AT 2 12 CCCTAGGTTTAAGCACATTTGGG 62.905 TGTTCTGCTTCACCAGTTGGAATA 63.048 139

HM_8040 GD2OF4R01A823C TC 2 16 CCCTTCGCCATCATATACAGTTTC 62.925 GTTGGTTTGTAGTGTGGTGCGTT 63.301 87

HM_8041 GD2OF4R01DSB7U TG 2 12 CCGAACAATCATCTGCAAATTAAA 62.244 GATCCACGTCCGAGAACATAAGTC 63.234 135

HM_8042 GD2OF4R01DPDRB GA 2 14 CCGAAGAAATGGACATTCTCAAAG 63.202 CCTTCTAATGGCTCATCTCCAAGA 62.996 122

HM_8043 GD2OF4R01ASYJC GA 2 12 CCGAATCAAATACGCATATGAACA 62.959 AGTCCGGTGAGGTTCATTCTCTCT 63.828 129

HM_8044 GD2OF4R01C8988 AT 2 20 CCGAATTAAACGAGTTACAGCACC 63.051 CATCGACTTCACCTTCTTCGAAAT 62.91 129

HM_8045 GD2OF4R01EF9KG CA 2 16 CCGAGACCATTCTCCTTTCTTCTT 63.273 TATAATTAACCCTACGCCACCCAA 62.554 139

HM_8046 GD2OF4R02JQHLD GA 2 20 CCGATTTCTGATTTAATTGCTGGA 63.41 AGCTTTTGTCTCCAGATATGCCAG 63.035 82

HM_8047 GD2OF4R02IT4AA AG 2 14 CCGCCATCGTAGAAAGACACTTTA 63.641 TTCTTGAAGATGGAAAAAGCGAAG 63.014 154

HM_8048 GD2OF4R02J38DG TA 2 16 CCGCTAAACACCCTCAAAATTGTA 63.329 GCTGCCTTGCTAACCTCTTGAC 62.623 159

HM_8049 GD2OF4R01ARSXS AC 2 14 CCGGAGTGATCATCATTTCATAGA 62.367 TCCGTAATAACATGAATAATTGCTCG 62.32 104

HM_8050 GD2OF4R02G10ZF TC 2 12 CCGGTACTTTCTTGGAGCCTAAA 62.809 GAAGCAGAGAGTTTGAGAGGGAGA 62.678 99

HM_8051 GD2OF4R01C7H46 GA 2 16 CCGGTATCAGTCAAATAACCCAAC 62.716 AATTTGGGTTACCACCTAACCAGG 63.28 117

HM_8052 GD2OF4R01DTRM5 TC 2 12 CCTAAGCAAACTAATCTCCAGCCTC 62.831 TTGGATCCGTGTCTTTGAATATGA 62.705 93

HM_8053 GD2OF4R01AUZQK GA 2 20 CCTAGATGATATCCGAAGAGTTGGG 63.275 ATTCGAATCATTCAACAGCTCCTC 62.916 135

HM_8054 GD2OF4R01EWIJG TA 2 16 CCTATCTCAGCTAGCCCTGCAAAT 64.105 CGGGACTTGCCTGGTACATATTCT 64.509 192

HM_8055 GD2OF4R01EHOZ8 GA 2 12 CCTATGACAGTTCAAGGAAGAAGCA 63.03 CAAACAAAAACAAAAACACAAACACA 62.113 147

HM_8056 GD2OF4R01BEJL3 AG 2 12 CCTCGTCGATTCGAGAATAAGTGT 62.923 TAGCCGCCTCCTAAGTAACAAACA 63.247 159

HM_8057 GD2OF4R01CWTPY AG 2 16 CCTCTTCCTATATCATAATCCAATTTCC 61.527 TTAGAGAGTTAACATGAAGCCAACG 60.982 80

HM_8058 GD2OF4R01EC5II AC 2 12 CCTGCCCAACTCGGTATTAAATTAG 63.019 AAGTCCAGGTCTTGTGTTCTCCAT 62.471 125

HM_8059 GD2OF4R01BDO0X TA 2 12 CCTGCCTACAGGCATGAGAAATTA 63.636 ATATAGAGAGATCAGGTGCGGGTG 62.813 132

HM_8060 GD2OF4R02JARZA CT 2 20 CCTTCACATTAAATTTCTTCCTTCACA 62.741 GAGAGAGGACCATTATGTGTTGCC 63.234 149

HM_8061 GD2OF4R02F18DA CT 2 14 CCTTGTCCATGTGAGTCTCTCTGT 62.003 CACAGCATTCGTTTCTAATCATCA 61.357 153

HM_8062 GD2OF4R01EOHLW AT 2 12 CCTTGTTCACTTAAGAGCCTGACC 62.61 ACCATGGCTACTATCTGCGTGTTT 63.171 135

HM_8063 GD2OF4R01A1BEH AG 2 16 CCTTTTCCAAGCAAGCACTAAAAA 62.847 GACTCTAATGGTCCGACAAAGCAT 62.827 132

HM_8064 GD2OF4R02IRV3R GA 2 24 CGAAAAGGCCATACATAAAGAACG 62.942 TCCAAAATACCAAACCGAAAGAGA 63.002 145

HM_8065 GD2OF4R02G3TRI GA 2 16 CGAAAGAGAAGGTTAGCAATGGG 63.309 AGTAGCATGTTAGTGCTCCATAACCC 62.869 82

HM_8066 GD2OF4R02G26EC CA 2 16 CGAAATTCTTTCCGAAAAAGGGTA 63.548 GCATTGCTGCTTCTGATTTAAGGT 62.963 144

HM_8067 GD2OF4R02G4A8D GT 2 12 CGAAGTCTATAAACGGGACATCCA 63.421 TCGGTCAGAAGTTTCCTATCTTTATCC 63.089 123

HM_8068 GD2OF4R02GFFRZ AC 2 16 CGAATTCACACAAGCTTTACCTCA 62.642 TTATGTCATGAATTGCAGTGGGTT 62.631 156

HM_8069 GD2OF4R02JVL2W TC 2 14 CGACAATACCCCTAGGGACATATACA 63.206 GGAGAGCTGCTACGGTAGAATTTG 62.646 141

HM_8070 GD2OF4R01CRDOB TA 2 12 CGACTAACCAATACCGAGATCCAA 63.421 GACCGATCGACTTCACTGTAAACC 63.242 160

HM_8071 GD2OF4R02G4VB5 GA 2 24 CGAGCACTACACAATCGAAAACAA 63.498 CTTCTCCATCTGAACCAGAAGCTC 62.898 153

HM_8072 GD2OF4R01CDLWB CT 2 20 CGAGTCAACGACTAGCGAATTCTT 63.154 TGTTGCATATAAATGGAGTGGTGG 62.946 146

HM_8073 GD2OF4R02HQ5BF CA 2 20 CGATGTCTGAATCTCTGCCTCTCT 63.449 GCCGCTACAAACCGTAGAGATAGA 62.96 129

HM_8074 GD2OF4R01CQ7D4 AC 2 14 CGATTGGTATCTTCAATCCTCACA 62.382 CCGGTATCACTCTGTTTCCCTCTA 62.795 150

HM_8075 GD2OF4R02GOVFD CA 2 12 CGCAGCCAAAGATATACACACAGA 63.504 TGCCACCTTTTATTTTCTTTCCAA 62.918 132
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HM_8076 GD2OF4R01C0DXC AG 2 24 CGCCAAGTAAAGAAATGGAAAATG 62.93 CCCTCCAACTCTGTCTCTCTTCAG 62.984 104

HM_8077 GD2OF4R01AHK5D CT 2 24 CGCCAAGTTACACTCCCATATCTC 63.133 TGTAGAACGACGTGGTTGAGAGAG 62.944 95

HM_8078 GD2OF4R02GP9G4 TG 2 16 CGCCATGTACGTGTCTGATCTTT 63.503 AGAAAATTCCGGGCTGAAAATGTA 63.96 108

HM_8079 GD2OF4R02JG4BB AG 2 24 CGCCTCTTTTGCTTAATCCAATTT 63.675 ACTGTTCTTCCTTCGGAGTTGTTG 63.02 127

HM_8080 GD2OF4R02GZGSP TC 2 12 CGCTGAATATCGGAGAATCGTACT 62.841 GGTATTGTTCTAATAGCGGCCCTC 63.214 154

HM_8081 GD2OF4R01DBCYT TA 2 14 CGCTGCAAAAATCAAAACATACAA 63.182 ATATGTATGCACCAACCCAAATGC 63.865 105

HM_8082 GD2OF4R02IPXWH GT 2 24 CGGAAAATACAGGCACAAAAGAGT 62.741 AGAAAAATGGACGGCATTAGATGA 63.021 117

HM_8083 GD2OF4R01BYLT7 GA 2 14 CGGAAATCACATCAATAGGAGATG 61.858 TTCTCAAAACTTTCAAAGAGGAAAAA 60.879 160

HM_8084 GD2OF4R01BQUZE TC 2 12 CGGAGATGAGCCTTTTAGTTACCA 62.823 CTAATGGCTGACCGTGTACTGTTG 62.969 139

HM_8085 GD2OF4R01B2UHK AG 2 16 CGGAGTCCATGGAGATTGATTAGT 62.686 CCCCTCCCAACTCAAAATAGTACA 62.494 102

HM_8086 GD2OF4R01ASM6V TA 2 12 CGGATTGTTGAATTTGAATACCGT 63.126 ATTCTTTCGTTGCCGTTCTATCAA 63.138 139

HM_8087 GD2OF4R02JFBWF AT 2 20 CGGCGAATCATTCCTTCATATCTA 63.416 GACAAGACTATGAAAGTCGCGGAT 62.94 151

HM_8088 GD2OF4R02GIE6M AC 2 16 CGGCGTGAATACGAAATAGAGAGT 62.851 GAACGAGAACGACTCTCTCAACCT 62.486 115

HM_8089 GD2OF4R02I0XEE TC 2 12 CGGCTTCTAGCAGTAGTACTTGCAC 62.804 AGTTTCCCTTCCAGTTCCAATTTC 62.876 100

HM_8090 GD2OF4R01D3A63 AT 2 14 CGGGGTACATCGTGCAATATAGAG 63.743 TCCTTGCAATTTTTAGGGTTTTCA 62.918 135

HM_8091 GD2OF4R02GO66C GT 2 14 CGGTGGGGTGAACCATATAGAAAT 64.075 GATCTCAGATGCTGTTTGTTGTGC 63.302 139

HM_8092 GD2OF4R01CH69I AG 2 12 CGGTTCATGAAGAGTGAGAAGGTT 63.01 TCTCACTCCTTAACCCTACATGCC 62.811 86

HM_8093 GD2OF4R01BH61N GA 2 16 CGTAATTTTGCAATCCCCAATTTT 63.94 GGCGACTTCCAAAGGTATTGCT 63.754 108

HM_8094 GD2OF4R02HV2RI AC 2 16 CGTACGATTTTGACAACAGAGCAT 62.556 AAAGATTCAACATTTCAACAGGTCAA 62.152 132

HM_8095 GD2OF4R01AULPP TA 2 12 CGTCCAAAGAGAAGGAACCAAAA 63.713 TGATTTCCACAAGTTGGACTCATTT 63.02 114

HM_8096 GD2OF4R01EZ37F GA 2 16 CGTCCAGTTTTTAGACTTTTCCAA 60.837 ACTCTCTTCTAGTTCCGTACTTCCTTC 60.229 119

HM_8097 GD2OF4R02IMOQM AT 2 16 CGTCGCTAAAAGATTGTTTTTCGT 62.769 GGAAAATGCAAAATAACCACATGC 63.545 133

HM_8098 GD2OF4R01C66XB AT 2 16 CGTCTGTTGTTCTAGGGTTTCACA 62.619 TCCATTAACTGCAACACTGTCACC 63.395 139

HM_8099 GD2OF4R02JDRG6 TA 2 16 CGTGCAAAGCACGTACTCTAAGAC 62.483 ACACCTTTAACAGAGCTGGGTTTG 62.833 120

HM_8100 GD2OF4R02G1Q18 CA 2 12 CGTGCTTGTTCTTCCCAGAAATTA 63.63 GCACTTCAACAGAAATTTGGAAGG 63.227 95

HM_8101 GD2OF4R02JVAA0 CT 2 20 CGTGGGGCGTATATATGTTCAAGT 63.15 GAGAGAGCGTATAGATCTGACGGG 62.713 112

HM_8102 GD2OF4R01C54KJ AC 2 16 CGTTTAAAGGGGTTGCTAGATGTG 63.036 CTGCCACATTTCTTGAATGGAATA 62.311 136

HM_8103 GD2OF4R01APLYZ AG 2 20 CGTTTGGTTACCGAGAAAATTGAG 63.023 CCCGAGAAATTTTGGCTAATTGAT 63.47 157

HM_8104 GD2OF4R02FIWO2 CT 2 14 CTAATTTCTACCCACACCAGCACC 63.031 GAGGCGAGATAGGGAGAAGAAGAG 63.181 112

HM_8105 GD2OF4R02HHX9K GA 2 12 CTACACCCAAGCATCCCTGTATCT 62.712 GGGTCCTTTGAGATATTTTCTCGG 63.266 117

HM_8106 GD2OF4R01AMTZS AG 2 32 CTACACTACTGTCCCAGTGGAGGG 63.329 CGGTACGGTAACGAAACCAAACTA 63.243 141

HM_8107 GD2OF4R02JQ8IQ TC 2 16 CTACCCCCTCACCTAACACATCAC 63.01 GGGAGAGTTGTATATCCCAAAACTAGAA 62.129 113

HM_8108 GD2OF4R01BS4JW GA 2 20 CTACCCTGTATCAGTTGGCATCAG 62.088 ACTTTTGTCAAAGTTGGTACATTGCT 61.437 87

HM_8109 GD2OF4R01CYS89 AT 2 16 CTAGAATGGTTAGAGGGAGGCACA 62.907 TCACTCTGCACCATCAAGAAGCTA 63.5 130

HM_8110 GD2OF4R02GROAE TA 2 16 CTATCCAGCCACAACTCTACGTGT 61.793 AAAGCCCATATAAACGGTCACAAA 62.746 127

HM_8111 GD2OF4R01C2ZTW GA 2 12 CTCAATATGTACAAATGCCGGAAA 62.147 TGTCACTATTGTTGCTGCCTTCAT 63.078 151

HM_8112 GD2OF4R02JU9SY TC 2 12 CTCAATTCTGACGTCCAAGAACAC 62.276 GTGTTAGAGTGACCAGGGTTTGCT 62.935 117

HM_8113 GD2OF4R02J6BY5 GA 2 20 CTCAATTTGTTCGCTTATGGAGGT 62.729 GAAGACGACAAAAACAAATAGTTATCCA 61.89 107

HM_8114 GD2OF4R01DSCGM AT 2 12 CTCAGCAGCACCACAAATCCTT 63.829 GGTACTACCAAGTGCCAAGATCACA 63.569 80

HM_8115 GD2OF4R02I51QM TC 2 24 CTCATGGATAGATTTGATTGCCCT 62.594 GCTATAAGCAACTTCCCCTTTTCC 62.54 129

HM_8116 GD2OF4R01E05KC TG 2 12 CTCCAACCTTTTCATCTCCCTGTA 62.782 GCAAGTTGAAATGATAGGCTGACA 62.645 92

HM_8117 GD2OF4R01AKIYL TC 2 24 CTCCCTCCTCTTCCTCCTCCTC 64.112 CGCTAAACTTCTTTATTGGACTGGC 63.416 120

HM_8118 GD2OF4R02IW0WF AG 2 20 CTCCGAAACCCTTCTATAATCGCT 63.004 TTTTTCGTTAGGGTTAGGGTTTGTC 62.64 158

HM_8119 GD2OF4R01EMO3I TG 2 24 CTCCGGTTTTCCATCTCTATCTTC 61.57 TTTTGGTTAGTCAGATAGAACTACGACA 60.759 96

HM_8120 GD2OF4R02HI2TG AG 2 14 CTCCTTACTGCAACAATCAAGAGG 61.472 TGTTCCCTCTCTATAGTCTCTGCCT 61.091 140

HM_8121 GD2OF4R02HEMO1 AC 2 16 CTCCTTTCGCTACAAAGTTCGTGT 63.053 GCAGTTATGTGTCTTAAGTGGCGA 62.671 149

HM_8122 GD2OF4R02J0ELV CT 2 16 CTCTCTAACCTCATCGGCTACGTC 62.725 GGGAACTTTCGTTCTGTGATTTCT 61.985 155

HM_8123 GD2OF4R01CM1O3 GT 2 16 CTCTCTTTCGATCCCCATCTCTCT 63.477 AGCTACTCACCACTCGCAAACTCT 62.962 150

HM_8124 GD2OF4R02JF4Q3 GA 2 20 CTCTGAGAGTCGGAGTCCTGAAG 61.971 CTTCTCATTACACTTCGTCGGAGA 61.969 80

HM_8125 GD2OF4R02FO5ER TC 2 16 CTCTGCAACTAACCAACAGTGGAA 62.737 GGGTTATTTCCCCTTCTAATCCCT 62.757 126

HM_8126 GD2OF4R02FYKXO CA 2 12 CTCTGCAACTCTCTCCATCTCTGG 63.992 GTGAATTCGACGCAATCAAAGAAT 63.553 158

HM_8127 GD2OF4R01C99HX TA 2 12 CTCTGCCATTAGCATTTCCCT 60.587 TGCTACTTCATGCAATGGCTATATACT 61.441 159

HM_8128 GD2OF4R01AS4VG TC 2 16 CTCTGTCAAACTCTGAAAACGGGT 63.02 GGTTAGAAATTAGGTGACCATTGCAG 63.127 117

HM_8129 GD2OF4R01EWLKF TC 2 16 CTCTTCTTTCGTTTCACTTGCACA 62.955 ATGTAGATGAGCAACGGCTAAAGG 62.851 94

HM_8130 GD2OF4R02HTTH8 AG 2 12 CTCTTGCACATTTTGAGCTCCATT 63.867 ATTCACAAATTAAATCGGCACTCG 63.339 150

HM_8131 GD2OF4R01EVJOB CA 2 20 CTCTTTAAATTCAATCCTCGCCG 63.207 AGAAGGATGTTGAATTGGGTTTTG 62.495 92

HM_8132 GD2OF4R02INQES CT 2 24 CTCTTTACTCGGCTGTGGCATCT 64.095 AGCGATCAACTTCCACAACAACTT 63.362 99

HM_8133 GD2OF4R02JDQ5R CT 2 20 CTGAACCAGTTGTCTGGTTTCTCA 62.81 AGACGAGAAGGAACGGACGACTA 63.657 122

HM_8134 GD2OF4R02HM7G6 TA 2 14 CTGAATTCCCCATGATAGAACGTC 63 ATCCAGATGGGTTGAATTTCACAT 62.789 122

HM_8135 GD2OF4R02JITLQ AT 2 12 CTGAGCTCCTCTCAATCCACAACT 63.34 TGTCTTCAACGTGTAAATGTCCGT 62.856 159

HM_8136 GD2OF4R02JRCV7 AG 2 24 CTGATTTCTTGCTTTCATTTGGAGG 64.265 CGTCACAAGCAACCCGAAAC 63.878 80

HM_8137 GD2OF4R02J3DGB GA 2 40 CTGCAGGTCCCTGAACTTGG 63.121 CGTAACGTACTCCCTCCTCCTTCT 63.197 107

HM_8138 GD2OF4R01AUCNR AC 2 24 CTGCATTTCTGTGGGGAGTACAA 63.471 TCATTTTGCTGTGATGCTTTTCAT 62.962 152

HM_8139 GD2OF4R02GP9GS AT 2 12 CTGCGCTAAACAAGTCATCTTCAA 62.869 TTCAATCAATGGATTTATGCAGGA 62.612 145

HM_8140 GD2OF4R01CNOTJ AT 2 12 CTGCTCCAACTCAAACGTAATTGA 62.642 TGCATCTGAAAGATGGAGGAGATT 63.425 159

HM_8141 GD2OF4R02FLJCL TC 2 14 CTGGAAAGGCTGATCTTTTTGAAC 62.508 TAGAATTGCCTTGACTCTGCTTTG 62.026 149

HM_8142 GD2OF4R02H4C38 TG 2 20 CTGGTCACCTCCGAGTCTGTCT 63.121 CTCTTCTCCAATCTCCACCCACTA 62.984 93

HM_8143 GD2OF4R02GX1NE AG 2 16 CTTAAAAACCCTTTCTCCAAACCG 63.175 ACATCTCTCAGACCAAACCCAAAC 62.795 138

HM_8144 GD2OF4R02JQWDT CT 2 16 CTTAAAGGCCCGTGAATAGCAA 62.524 TATGCTTTAGGTAGCGATGGATTG 61.574 153

HM_8145 GD2OF4R01DMDFB TG 2 16 CTTACTTGCACCATCTCGTGACTC 62.412 GTTAGAAAGCATGCAAGGACAGGT 62.949 154

HM_8146 GD2OF4R01BU8L7 AG 2 16 CTTAGAATCCATCTCGGAAACCCT 62.971 ATTCAAGTTCTTCCATCGATCCAG 62.786 148

HM_8147 GD2OF4R02JUZSA TG 2 16 CTTAGTCTCTGCTGATTCGGTCAA 62.088 GCAAAACATTGCCCTTATTGTCTC 63.046 128

HM_8148 GD2OF4R02JEVAI AT 2 14 CTTCCCATCACTACACTCGCA 61.24 AAAAACTACCCACGTATTGCATTC 60.496 170

HM_8149 GD2OF4R01DHQRV AT 2 14 CTTCTATTTCTTGGATTGGCTAATTTC 60.913 TCTATTATTGGGCGTGATTTTCAA 61.753 156

HM_8150 GD2OF4R02ISGFO AT 2 20 CTTCTCAGCTCCATGCTTTCTAGC 63.048 CCTCAGGGTTAGGAAAGTCTTGTAAA 62.164 138

HM_8151 GD2OF4R01BGBQS AG 2 12 CTTCTCCATATCATCAAACCGACC 63 TCAAACCCACTTTTCAGTTTCACA 62.928 124

HM_8152 GD2OF4R01DR36S CT 2 12 CTTCTCTCCATAACTCAATGCGCT 63.146 AGGGGTAGACTCAGCAGATACTTGAA 62.829 127

HM_8153 GD2OF4R01BOHQC AT 2 14 CTTGAAACTTTGGTGGTATCATGC 61.908 TTTGTAAAAAGACTCCAAATCAGATCA 61.429 125

HM_8154 GD2OF4R02HROW2 CA 2 12 CTTGCCTCTTCAAAATCTGATGGT 62.91 GGCCAAGATCATTGTTGATCACT 62.474 135

HM_8155 GD2OF4R01BILOY GA 2 30 CTTGCGATTACGGTTTGATTAGGA 63.428 TTTGGTATTTGGGTACGACCACTC 63.227 158

HM_8156 GD2OF4R01AYHK0 CT 2 16 CTTTCCTTTCCTCATAGTCCCGTT 62.98 TTTTGTTCAGTTGCTCGCTTACAA 63.187 98

HM_8157 GD2OF4R01AKI7H CA 2 12 CTTTGAGTAGGTCACCTGCCTGTT 63.033 TCTCAGAAAACAAACTAGTCGGCA 62.426 140

HM_8158 GD2OF4R02HLKSW TC 2 12 CTTTGATAAGCCCGAACTCTCTTG 62.618 CACTCTCTCGCCTACACATACACA 61.637 143

HM_8159 GD2OF4R01EY1Z3 TC 2 12 CTTTGGCTATGGTGATCTTCAAGG 63.214 GCACTTCACTCTCACACAAACACA 62.639 129

HM_8160 GD2OF4R01CISAA CT 2 20 CTTTTCATCCATAAACCTGCCAAC 62.922 TCAGCTCCAATCAAACAAAAACAA 62.943 139

HM_8161 GD2OF4R01B2BA0 TC 2 24 CTTTTCCGAGTGTTTTTCCTCTCA 63.003 TGCATGTACATCAGGCAGAAGAGT 63.296 121

HM_8162 GD2OF4R02ILIFW AG 2 16 CTTTTCTCCTTCCTTCCATTTTCC 62.571 ATTAGTATCCTCCCTCCCTCCCTC 63.128 96

HM_8163 GD2OF4R01D5Z0K GT 2 16 CTTTTGTGTCGGAACAATGGTTTT 63.331 GAGCGTCCATGTTTCATACAATCA 63.275 153

HM_8164 GD2OF4R02GHFTJ TA 2 12 GAAAAACCTGCAGATCCGAGAGTA 63.022 GCCCCTAGGTCATAAGGTCAAGTT 62.901 151

HM_8165 GD2OF4R01CVECF AG 2 16 GAAAAAGAACCAAAAGTTGGGGAG 63.268 CGCCGACTTGTCTATGTCTCAAAT 63.769 123

HM_8166 GD2OF4R01A6UNO TC 2 16 GAAAATATTGTGCTGCATCGTGTC 62.877 AAATCACCTCTTTTTCTCTCATATCCAG 62.372 135

HM_8167 GD2OF4R01BNK07 TG 2 16 GAAACCATGTCTGTCGGTGTGTAG 62.947 ATGCTCAGCTTTTGAGCTCCTTT 62.938 147

HM_8168 GD2OF4R01EDG3G CT 2 12 GAAATCTTCAGGTTGGAATGATGG 62.987 CGATAAGCAGTGCAGAGAGATCAA 63.065 110

HM_8169 GD2OF4R02GHYRF AG 2 20 GAACAAACTTTTTGCAGAGGGAGA 63.019 AGTTCTCTCCTCCCTACCTCCTCC 63.647 150

HM_8170 GD2OF4R01EH8QN TC 2 16 GAACAGCGGATAAGTCACAGTCCT 63.04 GAGAGAGGAGGAAGGAGGAGAAGA 62.937 131
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HM_8171 GD2OF4R02JIOKJ CA 2 16 GAACCAAAACGTCTGCTCTCTTTC 62.725 CGGTGTTGTGGGTTCAAAACTT 63.246 89

HM_8172 GD2OF4R02GIED3 TC 2 12 GAACCAACTTTACCATTCCTGCAT 62.523 TCTGCATTTCCATCAGCTTCATTA 63.05 137

HM_8173 GD2OF4R02JUM49 GA 2 12 GAACCTAAGCATAGGAAGCACGGT 63.919 TAACTCGAACAATTCACCCCTTCC 64.49 115

HM_8174 GD2OF4R01A5UG2 AT 2 12 GAACCTTTCTGCACCAAATCAACT 62.824 ACCCTAGCTCTGTTTAGATTTCTGGA 61.978 139

HM_8175 GD2OF4R01ET60U AG 2 20 GAACGTGAAGCCTTAGAAAGTGGA 63.031 GGCGATGCGTGTATAAGATTCTATC 62.196 116

HM_8176 GD2OF4R01DGTZK TA 2 12 GAAGAACGATTTTCAGACAAAAGCA 62.946 AGTCCTTGCCAGCATTCTTCTCT 62.913 96

HM_8177 GD2OF4R01EU6AI TG 2 12 GAAGAAGAGGGGAGAAAGAAGTGG 62.958 TCATTGTTACGAAAACGTTTAATCTCA 62.052 145

HM_8178 GD2OF4R02I4KIE AG 2 20 GAAGAGTAGTTGCATGGCCAGATT 62.94 CACCAAACATAAGACTCCTTCTTCTACA 62.204 111

HM_8179 GD2OF4R01B2GV9 AT 2 14 GAAGATAAGCAGGGGTCTTAATGC 61.553 TGCAATGTTTCTGTAAGAAAGTATGATT 60.619 152

HM_8180 GD2OF4R01EPTD1 AG 2 12 GAAGATTAGAGGCTGTTTGAGAACACA 63.236 CCGATCCGATTAGAGGATCTGAA 63.712 108

HM_8181 GD2OF4R01AWYU2 AG 2 14 GAAGCGCTCCTTACAAACTCATATACA 62.98 GTTTCTACCTCTCGGACCCACAC 63.33 98

HM_8182 GD2OF4R01DIUPY TG 2 12 GAAGCTGGACAACGACAAAGGTAT 62.838 GGCTTATTCAAGGATGTTTAGGGG 63.084 140

HM_8183 GD2OF4R01ER99B GA 2 24 GAAGGACTCTCTCCTTCGTGAATC 61.924 CGTAGCTTCATCAATCACCACCTA 62.528 123

HM_8184 GD2OF4R02GSDSK CT 2 16 GAAGTGTAAGACGCCACTCCATTC 63.356 AGAGAATATAGCATTTTGTCGCGG 62.761 155

HM_8185 GD2OF4R01C7L77 AG 2 12 GAAGTTGAATTTCACGTTTGGGTC 63.022 AAAACCCAAGAAGAAAAATGAGGC 62.9 155

HM_8186 GD2OF4R01DALZO TG 2 12 GAATACAAATCTCTGTGTGCGTGC 63.095 TCACCTTCTCCCGTGTTCAAGTAT 63.225 147

HM_8187 GD2OF4R01AKJNW CT 2 12 GAATGCGTACCATCTCCCATAAAA 63.225 GAAAGGGCTCTGGTTATGGAGTTT 62.995 148

HM_8188 GD2OF4R02F3AXR CA 2 14 GAATTCTTTTTCCCAATGAAAGGC 63.179 GAACTCCATCCTCTCCTCCTTTTC 62.852 82

HM_8189 GD2OF4R02IZEMI GA 2 14 GAATTGAGTGGTCAATGAAGAGCA 62.714 AGTTTCCTCATCTCTTCCCTTGGT 62.764 101

HM_8190 GD2OF4R02IWMK6 TA 2 12 GAATTGGTCCACCAAGACAACAAT 63.331 AAGAAAGATATTGCGTGGATTGTGA 63.044 159

HM_8191 GD2OF4R01BY5LA TA 2 16 GAATTTCCTGAGAAGAGAGTGAAAAA 60.581 TTGTACGGACATCAAGCTGTAGTG 61.463 130

HM_8192 GD2OF4R02F731X TC 2 16 GACAGGAGGAACACAGTGGAGTG 63.373 ACCATTACACACCAAAAGCCAAAG 63.343 123

HM_8193 GD2OF4R01ADNOS TA 2 12 GACCAAAATGTTCATTACTTCCAGTG 62.056 CAAATCCCTTCCGAGGCTAGA 62.761 138

HM_8194 GD2OF4R01CG17E GT 2 12 GACCAAACAAACAAGACACATCCC 63.876 ATAGTAGCACAGCATGCGCACAG 64.755 116

HM_8195 GD2OF4R01CJTSU TA 2 12 GACCGAAGGTGTTCTACCAAGCTA 62.933 TGCTAAAGACATGGTTTTCGGACT 63.239 88

HM_8196 GD2OF4R02GE1HW AG 2 16 GACCTTGTTCCGAGCAAAAGTATG 63.239 CTAGTGTGCCCGTGTGCCTATAC 62.974 152

HM_8197 GD2OF4R02J1TKN CT 2 16 GACGTTAGTTTTTCTGTATTGGCTTCTC 62.787 CCACACTACAAGAACATAGGGCGT 63.566 100

HM_8198 GD2OF4R01DGR1B AT 2 14 GACTACTTTGGGATGCTCTGCATT 62.94 CGGTGCTTCCTAGCTATGTGGTTA 63.652 92

HM_8199 GD2OF4R02JHXFE AC 2 14 GACTGCAGGAATTGGTCTTTGTTC 63.343 CTAAGATTGGGTGTGGCAAATCAC 63.856 149

HM_8200 GD2OF4R01D7YZ9 CT 2 16 GACTGGTTCACTCCCACCATTATC 63.004 AGAGGTACGACGGGGAGGAG 62.85 109

HM_8201 GD2OF4R02H9REF GA 2 20 GAGAAAAATTCAAAACCCACCGAT 63.476 CACTTTCTAGCCAGATGGAGCG 63.474 134

HM_8202 GD2OF4R01EOMNS AG 2 30 GAGAAGAAATCGCAGAAGGAGGA 63.308 TTCGATTCGATTCTGCTCCG 63.601 104

HM_8203 GD2OF4R02G5JGU AG 2 16 GAGACTCCCTCAAAGGAACAAAAC 61.653 GATCTTCATTATCATCCACCTTCATT 60.748 156

HM_8204 GD2OF4R01EDLAQ AG 2 12 GAGAGAAATGGAGAGGGAGAGACC 63.055 CTCTTCCTTCGTCATAGATTGTTCG 62.522 85

HM_8205 GD2OF4R01AMUV9 CT 2 14 GAGAGAGTTCGACCCATTGAAAGA 63.102 ACCAACATGAGATAGGCAGGAGAG 63.014 155

HM_8206 GD2OF4R02I2Q0V TC 2 20 GAGAGCTAACTATTGCCTGGTGGA 63.035 GCTGTGCAGACTCCAACATTAAAA 62.657 156

HM_8207 GD2OF4R02HFOJM AG 2 24 GAGAGTCCTCTATCCAAGATCCAA 60.095 AATGACATGACCACAACTTCCTTT 61.009 110

HM_8208 GD2OF4R02JBNVJ GA 2 12 GAGATCTGGAGCGCAAAACTG 62.349 AACTTCCACCACAAATAACGTTCC 62.425 84

HM_8209 GD2OF4R02FUE9C AG 2 12 GAGCGAAAGTGAGACCTATGCAGT 63.268 CACTTGATCATCCCTCTGTCCATT 63.644 84

HM_8210 GD2OF4R02GMX8D TC 2 16 GAGCTCTTCCCAATTAGCGAAAATA 63.025 CTACCTGGAAGTTTTGAAGGTTGC 62.425 121

HM_8211 GD2OF4R01DVPGB TG 2 20 GAGGAATCCCTCATTAGAAACTCTCTG 62.981 AGTGGGAAATGGGTGAAAAAGAAT 63.078 146

HM_8212 GD2OF4R01EV57C CT 2 20 GAGGAGCAGTCCCATCTCTCACTA 63.332 CTCTATCTGCCTTTGTTGCCTGTT 63.044 110

HM_8213 GD2OF4R01ASCQI TG 2 20 GAGGGAAGTTGTAGCCTTCACACA 63.879 CCATTACCAACTGTTCATCACCCT 63.325 150

HM_8214 GD2OF4R02JT306 CT 2 12 GAGGGAGGAAGAGGACATCGAC 63.639 TCCGGAAGATAGTATGTGGTTTCG 63.421 149

HM_8215 GD2OF4R02GKELB GA 2 20 GAGGGGACACTTCTCCTTCAATTT 63.071 AAGTGTTCGTCTTACCTCCACGAG 63.033 158

HM_8216 GD2OF4R01BGIWJ CT 2 12 GAGTAAGCTGTCCCCTTCAAGATG 62.598 CCGTCACCTTTGAAATTCATTAGC 63.03 118

HM_8217 GD2OF4R02FHUPY GA 2 12 GAGTCTTGAGGGTGAGACTTGGTC 62.779 ATTTCACACTGCGGCCTCTC 62.68 142

HM_8218 GD2OF4R01D2U34 GA 2 16 GAGTGTGGTTGGTGACAGGAGATA 62.584 TGGATTTCTTCTCTCATCTCTTTGC 62.298 122

HM_8219 GD2OF4R01EIKSC CT 2 16 GATATCAAAGAACTGAGCCAACCTG 62.425 CCAAGTTGGTGCCAGAATCC 62.762 80

HM_8220 GD2OF4R02FNKOK TA 2 16 GATCAACCACCTTATTCAATGGGA 63.198 AAACTACATACTTGCGGCAATGGT 62.972 107

HM_8221 GD2OF4R01DDNEH CT 2 20 GATCAGTCATCACCTCGCTTCTG 63.492 GAGATGGAGAGGTTCGTAGCAGTG 63.672 113

HM_8222 GD2OF4R01A6I43 AC 2 12 GATCATTCTCAGCTTTGTTTCACG 62.309 CACATGAGGTTCAGTGGAATCAAT 62.366 154

HM_8223 GD2OF4R02FNYHW AT 2 12 GATCCCTCATAAGAAGGGCTCTGT 63.185 CGAGATCTTCAGTGAACTTGAGCA 63.159 130

HM_8224 GD2OF4R01A5A03 AG 2 12 GATCTGGAGAGAGTAATTGGCTCG 62.7 ATTTCTTATCAACCGCCTCCTTTC 62.903 133

HM_8225 GD2OF4R01AUI1J TA 2 14 GATGAGGCCAAATCGATTCACTT 63.642 CAGAATGAATCGTCACATTACGGA 63.257 94

HM_8226 GD2OF4R01BQ54B TA 2 14 GATGATGCGAAACCTACCAGATTC 63.129 CCGACTATAACCACACAAACACACA 63.081 113

HM_8227 GD2OF4R01DO3MU TA 2 12 GATGCTGGTGATCATTAGGGTGTA 62.293 GTGTCTGTGTGGGTATCTGAGGG 63.019 158

HM_8228 GD2OF4R01DWSYN AG 2 20 GATGGAGATCCCAAGAGAAGGTTT 63.062 GACACCACCAGTACACACCAGTTC 62.95 134

HM_8229 GD2OF4R02I8EI3 CA 2 24 GATGGGTGATGGCTTAAGTGATTT 62.51 GCACAATTGTCCATTCTCTGTCTC 62.274 94

HM_8230 GD2OF4R02IHLRG GT 2 12 GATGTTTGCTTGTAATTTGCTCGG 63.954 CACTGCACACAATCACAACGTTTA 63.116 146

HM_8231 GD2OF4R02I6H6J AT 2 16 GATTAGGGTTTGAGAGCAGAAGGG 63.583 CTACCTGCAACGTCTTCGAATTTT 62.849 130

HM_8232 GD2OF4R02FYR0B AC 2 16 GATTCGAGGACTTTGAAGACCAAA 62.897 TCGTCGGTGGTGATCATAGACTAA 62.934 121

HM_8233 GD2OF4R01D10OZ TG 2 14 GATTCTACTGATTGAGGTCATGCG 62.189 ATAGGGTGGTCAAGACACCTGGTA 63.01 83

HM_8234 GD2OF4R02GQQH8 TC 2 12 GATTCTGTTGGGTAACTGGAGTGG 63.111 GATTGCTGAGAGAAAGCGAAGGTA 63.244 137

HM_8235 GD2OF4R01BU8RG AT 2 12 GATTGCCGCCATTTCTCCTTAT 63.524 ACCTGGGAGAGAGCTAAAGCCTAA 63.005 157

HM_8236 GD2OF4R01DC3J6 AC 2 12 GATTTAAAAGACTCATTGGCGGC 63.132 TCTCCTTCCAGAAAACACAAACAA 62.177 160

HM_8237 GD2OF4R01D3Y0D AG 2 12 GATTTATCACAGGCCGAACAGCTA 63.654 ACCAACCCCTCTCCTACCACG 64.65 150

HM_8238 GD2OF4R02H61KM AT 2 12 GATTTGGTTGGAAGCTCTTGTGAT 62.813 GTCCACTCAAGACAATGGTAAGCA 62.622 173

HM_8239 GD2OF4R02IDOMI AG 2 12 GATTTTCCTACGAGGGACTATGGG 63.172 ATTTTGAACTTCACCCCTGACAAA 63.006 155

HM_8240 GD2OF4R01A5M64 GA 2 20 GCAAAAATATTTGAAACCCCACAA 63.026 TTGATGCTCAACAACCTAGCTATCC 62.853 98

HM_8241 GD2OF4R01AQ5KE AG 2 24 GCAAACTTGGAACGTTGTCTAAGG 63.246 TCTTTTCTAGCATTCACTCAGCCA 62.528 201

HM_8242 GD2OF4R02HZVMU GA 2 12 GCAACTGCATCTACACCACCTATG 62.975 GGTCCTTCGTTTCCTTCTCCTTTA 63.074 155

HM_8243 GD2OF4R01C2AN0 AG 2 16 GCAAGAAAAGCACTTCATCTCTGT 61.271 GCAACGTTGTTCTGTACTTCTTGG 62.237 109

HM_8244 GD2OF4R02IRMOQ CA 2 16 GCAAGTACCCTTTTCCTTGAAACA 62.728 GCACTAAACTTACAATTCCCAAAACC 62.22 149

HM_8245 GD2OF4R01C745R AT 2 16 GCACCTCAAGCATACACACCATA 62.195 AAAACCCCAAGCCATAAAGCTAAA 63.109 143

HM_8246 GD2OF4R01E2JYP AG 2 12 GCAGCCCCAAAAATAGATTTGTAA 62.463 GGTGCGATTTGGGGTATTTTTATT 63.104 124

HM_8247 GD2OF4R02JX4CT TG 2 14 GCAGTCAAAAGTCATAACCCAACC 63.035 CATATACAATTTGGACACGCGCT 63.186 115

HM_8248 GD2OF4R01CCJ6D AT 2 14 GCATACCTGTACTTTTTCCGCTTG 63.158 TACCCATCTCGTTGGACCACTAAT 62.91 160

HM_8249 GD2OF4R01BT95T GA 2 48 GCATGCACAGATGCATACTACACT 61.481 GTAACGGTACGGGTACGGTAGTC 60.9 96

HM_8250 GD2OF4R02HDS1V GT 2 14 GCATGTCATTGCAGGTAAATTGAA 63.175 CATTTCCAAATCACAACACTTCCA 63.137 149

HM_8251 GD2OF4R01CXNLF GA 2 14 GCATTAAAAGTCAATCCAGAGGACA 62.73 GGGGCCACTAGAATTAAAACCAAA 63.375 160

HM_8252 GD2OF4R01BU1CP AT 2 16 GCATTTGAAGCCCTCCGATATAC 63.026 AAGTTCGAATGTTAAGGGTGACCA 63.019 125

HM_8253 GD2OF4R01EO4FI AT 2 12 GCCACAAGCGTTCAATTAAACAAA 64.246 TAACACAACCAATCGTCTTTGCAC 63.29 100

HM_8254 GD2OF4R02H4YR7 AT 2 16 GCCACATATTGGGGGTTTGTATTA 62.829 CAAGAAAGATCAGCCTCTCATGGT 63.115 99

HM_8255 GD2OF4R01ES9H3 TG 2 12 GCCACGTACCCTGGAAGTATACAA 63.348 CCCCATCACTAGTGTTCATAGGCT 62.712 159

HM_8256 GD2OF4R01CZ6DR TG 2 12 GCCATAAATCAAGGAAATGCCTAA 62.45 TCATGTTGGTTATCTTGCACAATG 61.991 144

HM_8257 GD2OF4R01COKEB TA 2 16 GCCATCTCAACATACCACAGTTTT 61.478 CAAGCAACTGAGAGAATTGGAAAAT 62.041 160

HM_8258 GD2OF4R02G9WVB TA 2 12 GCCCCAACCACACATACATATCAT 63.873 TTATCAGTGCGTGTTTAGCCAAGG 64.466 119

HM_8259 GD2OF4R02F2U3V TA 2 16 GCCCCATTAAAATTGTGTTTTGTG 63.428 TAGGGGGTGGGTGTGTTTATATTG 62.906 85

HM_8260 GD2OF4R02JKDWA TA 2 12 GCCCCGATTAAAGTGTCAAATATAA 61.459 TCAAACTTTTCAATTTTTGCTCTACA 60.504 146

HM_8261 GD2OF4R01B5UPP CT 2 16 GCCCTGATTCTGTTCATTTTACCA 63.426 AATACAATCCCAACCTTCTCTGCC 63.696 137

HM_8262 GD2OF4R01AX3O8 TG 2 24 GCCGTGATTGACAAGAAAAGAAAG 63.336 CCCACCTGCAAAGAAACTACCATA 63.427 159

HM_8263 GD2OF4R02F3F0Z AG 2 14 GCCTCTGCTCTAAAATCCCAAAAT 63.007 CGTTGAAAGCACAAAAAGTTTTCC 63.142 142

HM_8264 GD2OF4R02GRXGD GA 2 16 GCCTTGGTTGCTTTAGTTTCTTCA 62.944 TTCATTTTTAAACCCTAAACCGCA 62.748 127

HM_8265 GD2OF4R02FWOIG CT 2 16 GCCTTTTTACAACCCAAGATCACA 63.432 CGAGGCATAAAGAAGTGAAGAGGA 63.117 145



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_8266 GD2OF4R01D3DXD TC 2 12 GCGAGCTTTTCACTATGATGTCCT 63.051 AGATGAAACGAGAAGGGTATGTGC 62.827 112

HM_8267 GD2OF4R01EKRIA GT 2 24 GCGATTCCAGAGGAAAAGAAGAAT 63.188 TGCACATAAACCTACTCAAAAACCAA 62.872 125

HM_8268 GD2OF4R02GMO8I GT 2 16 GCGTCTCCATTTTTAACGCACTA 62.566 GAACAGCTGAACCGAAGATCAAAT 62.926 142

HM_8269 GD2OF4R02GCNB5 AG 2 16 GCGTTCCAACACATTTTGTCAAG 63.818 TGCCACTTAATTAGTTTGGTCCGT 62.944 100

HM_8270 GD2OF4R01ATUF1 CT 2 12 GCTAAAAAGTTACGACAACCCCAA 62.558 CACCCCCAAAACAAGTATATGAGC 62.826 111

HM_8271 GD2OF4R02I0W8X AC 2 16 GCTAAAGAGATGGCCCAATACAGA 62.828 AGGTAAAAATCCATTTTGCGCTTT 63.123 128

HM_8272 GD2OF4R01EHIOC AG 2 14 GCTAAATTCAAACCGAGAGCTCAA 63.043 TTTCTCTGTTGATTGCATTTTCCTT 62.342 150

HM_8273 GD2OF4R01CQ1RF CA 2 16 GCTAGTAAATGGATAGACGGGGGT 62.717 AGATGCATGTTTTGCAATCAAAGA 62.962 136

HM_8274 GD2OF4R02GLFV7 TG 2 14 GCTATAGAGCTAGGCGACCAGGTT 63.336 TGTTGTCGGTATGCTTACAGGATG 63.278 152

HM_8275 GD2OF4R02G16TE TA 2 16 GCTATTTTTGGACCCTTAACGATGT 62.655 TGGATTCATTTTCTCTGCACTTCA 63.141 158

HM_8276 GD2OF4R02GNJQ9 TG 2 24 GCTCAATATGTAGGCATTGGCATA 62.271 CCAGTCTGTGGTTTGTATCCTATTGT 61.656 124

HM_8277 GD2OF4R01DRDN9 AC 2 14 GCTCCCAAATGGTTCCAGTATTTT 63.487 ACAGCCCAGACTTGCAACTATACC 62.851 130

HM_8278 GD2OF4R02IRXSD GA 2 12 GCTCGATTGAGAGATGAAGATGGT 63.124 CAATCAACTCCCCAAACTTCTCAG 63.308 142

HM_8279 GD2OF4R01ARL4H CT 2 16 GCTCTTCTACACCCTCTCCCCTAT 62.383 AACGAACTGACATGGTGGATTCTT 63.128 104

HM_8280 GD2OF4R01EUA5O CA 2 16 GCTGATATGCTAAAAGGTTAATCAGCA 62.893 ATGTCGCCTTTTGTCCCATAGATA 62.925 138

HM_8281 GD2OF4R02I4VK5 TC 2 14 GCTGCTCCCACTTGTCTGGAT 63.963 TTGTTGGTTATGGAAAATTGTGACC 63.028 147

HM_8282 GD2OF4R01AZTRA GA 2 16 GCTGCTGGAGTAGACTTTCAGGTT 62.425 ATTTGAAACCCCTTTTTGGCTG 63.397 86

HM_8283 GD2OF4R01BNYEZ CT 2 12 GCTGGTGAGTACAACAATACCACG 62.869 TTATTGACGCTTTGTTGATTGACG 63.278 152

HM_8284 GD2OF4R01B42LS CT 2 16 GCTGTTTTGTTTGAGAGAGGGAGA 63.225 AATGAGAATGATGCAGTCGTCG 62.477 102

HM_8285 GD2OF4R01DZ423 CT 2 16 GCTTAATTTGCAACCTTTGCACTC 63.268 TTAATAAGATCGGGTGCCTCTCTG 62.813 119

HM_8286 GD2OF4R01CNW2V GA 2 12 GCTTCAGTGTTCAACTCAACAATATACA 61.856 TCTCTCCCTCTCTAAATTTAATTCCCA 62.706 152

HM_8287 GD2OF4R01D125G TC 2 16 GCTTCTCCTCTCTCCATTTTCCTC 63.075 TGTGGTTGTTATGATTTGGGTGAA 63.354 150

HM_8288 GD2OF4R01C2J3K TC 2 14 GCTTCTTAAACATTTTGATCCCCC 63.087 CAAACCTACTGAACGAAGCGATTT 62.849 110

HM_8289 GD2OF4R01E1XW3 AG 2 16 GCTTTACTTCATGAGGCAATCTCC 62.523 AATCTAGGGTTTGGTCTACTCCGC 63.008 158

HM_8290 GD2OF4R02GZS57 AG 2 12 GCTTTGTCAAAAATCAACTTCGCT 62.96 TAAAGGTCCACTTCCAGCTTTTTG 62.821 110

HM_8291 GD2OF4R01BLYIU AT 2 12 GGAAAAGAACAAAACAGGGGATAG 61.323 TGCTCTTCAACTTCTATGGCTATAACTC 61.625 98

HM_8292 GD2OF4R02F1BVG AG 2 14 GGAAAGAGAGTATGAGTGAATATGGG 60.571 TGTTCTCCATTATAGGAGGTGTACG 60.625 157

HM_8293 GD2OF4R01BNX8Y AC 2 14 GGAAAGTGGACACTAATTTTGGGA 62.495 AAACTCGTTTTGAAGCTCGTGAGT 62.75 155

HM_8294 GD2OF4R02JYNDM GA 2 14 GGAAGGGGAAAACTTCATAGAGGA 62.958 GCTCCACTCTCCTTCTCCCAC 62.626 139

HM_8295 GD2OF4R01B3Z2B TG 2 16 GGAAGGTCTTTCTTCTAACCTGTTTT 60.696 TCGGTCCATGTATCTCTCTTTTCT 60.484 160

HM_8296 GD2OF4R01CB51K TG 2 12 GGAATATTTTAGTTTGGCAAGGGG 62.899 TTGGTAGAGTTGAATCTCCCCACT 62.368 93

HM_8297 GD2OF4R01BEM64 GT 2 14 GGACAGCAATGCTTACTGACACAC 63.204 ATTGGTTTCGGTCCATACACAGTT 62.824 128

HM_8298 GD2OF4R01A7WHG GT 2 14 GGACATATGAAAGTGCATAGTATTTTGG 62.075 TTCAACATGAGCAAAGAAGAGTGC 62.962 151

HM_8299 GD2OF4R01ADLUN GA 2 24 GGACTAGAATTGCTGAGTTCGTCG 63.561 CTCTCGCTCTCTCATCTCGTCACT 63.804 81

HM_8300 GD2OF4R02ILQJB GA 2 14 GGAGAGGAGGTGGAGATGAGAGAG 64.145 GGCCCACAAATATTTCCCTCTAAA 63.368 125

HM_8301 GD2OF4R01C1XYG GA 2 24 GGAGATTCCTGGATTAAAATGGAT 60.696 TTGGTCAGACTTCTAATCGAGATTTAC 60.391 93

HM_8302 GD2OF4R01D2I4K TA 2 12 GGAGCACCAAGAACTATATCTGCC 62.425 GTTCAGATTTCAGGAGCAGCAAAT 63.039 150

HM_8303 GD2OF4R01ELWRI AG 2 16 GGAGCTTGAATCCTCAGGAATTTT 63.081 GATCTGGTTCGCATAGATCTGGTT 62.816 125

HM_8304 GD2OF4R02J1VHS TC 2 20 GGATGAACCGCTCATTCAAGTTAC 63.137 AGCCACTTTGTAGGCGTTCTTACC 63.921 119

HM_8305 GD2OF4R02HXK2G AT 2 12 GGATGCATAGAACACCAAAATAGCA 63.353 CGCCCTCTAATGTCTCGACCTAAT 63.898 137

HM_8306 GD2OF4R02HJLKX AG 2 16 GGATTCATAGCTGTGCTTACGAGG 63.353 TTAGCTTGGAATCATTGGGTCTGT 63.121 116

HM_8307 GD2OF4R01BVYDF TA 2 12 GGATTTCAACAAGAAGGTCACACA 62.487 CAAGTCACTGCAATTTCAAGAAAAA 61.759 110

HM_8308 GD2OF4R02H5FQB CT 2 12 GGATTTCTCCTCCTATTCAGGGAA 62.949 AAATGGTTCTCCATTTTGGGAAG 62.467 143

HM_8309 GD2OF4R02H06IP CA 2 12 GGCAGAACAAATTTTCCTTAATCA 60.658 ATGTGCTCTTCAACCAAAAATGTC 61.581 154

HM_8310 GD2OF4R01D9HSQ GA 2 12 GGCAGATCGAGCTTATGTTCTTTG 63.45 CAGGTAAATTGAGTTTGGTTCTCCA 62.617 90

HM_8311 GD2OF4R02GQCP4 GA 2 12 GGCCACACCACACTTTAGAAAACT 62.737 TGACGGTTCTAGAATATTTGATGCTC 61.887 138

HM_8312 GD2OF4R02IKIFX AT 2 14 GGCCACTATTTGATCTTTTGATCG 63.021 CTGCGAGTTCGTCTTTTAATCCTAA 62.094 134

HM_8313 GD2OF4R01BDTM1 CA 2 12 GGCCGGCAATAAGTCTGAATAGTA 62.654 AACATTATGCAATGCAGGACACAC 63.198 108

HM_8314 GD2OF4R01D7UBR CT 2 14 GGCCTATGCCGTTAAACAACTTCT 63.708 AAGGTGTCGTGTGTTTACAAGCAA 62.982 85

HM_8315 GD2OF4R02GU0SR GA 2 24 GGCCTTTAACAAAGAAAACTTGGG 63.19 CGAGGTCTAAACGAAAGTTGTGGT 62.833 82

HM_8316 GD2OF4R01BAGB6 TA 2 12 GGCGAGATCTATTTCCTTTTTCATT 62.074 AGGTTGTGTCTTGGCTCTGATACC 62.925 119

HM_8317 GD2OF4R02IN96P GA 2 16 GGCGTGTCTTATCCAAATAGAGGA 62.718 CGCTTTTGATCTCTCTGGATTGTT 63.022 125

HM_8318 GD2OF4R01EP7C3 TA 2 14 GGCTCATCACTCAGTGTTTCTGAAT 63.042 CACGTGCGCTTACCTAGTACACAC 63.122 157

HM_8319 GD2OF4R01DSM6Z CA 2 16 GGCTGAACTATACCCTTTTCCACC 63.196 ATACCTGGCTCTTTCGGAGGTTAG 63.098 83

HM_8320 GD2OF4R02FUO8N TC 2 16 GGCTTCATTACCCAGTTCATTTCA 63.426 CCACCTCAGAGAAACGTAAAACCC 64.196 129

HM_8321 GD2OF4R02FO7RR TC 2 20 GGGAAATTCTAATTACACTGGCGA 62.533 CGTGACTTTTTCTTCTCTACACCCA 62.929 136

HM_8322 GD2OF4R01CUPWX TC 2 12 GGGAAATTGAAAGAATCAAAAGGG 63.06 GAATTAAGAGAGGGGAGATGTGGG 63.362 124

HM_8323 GD2OF4R01A6N7D GA 2 14 GGGACGTCATTATATATTGTTAGAGAGG 60.647 CATTGCTGGATTCAATGAGTGTAA 61.234 144

HM_8324 GD2OF4R01DBYI1 TG 2 16 GGGCAAAAGGGTGTATGTTCAGTA 63.336 GTGTGACCACCAAATACCAGAGTG 62.827 125

HM_8325 GD2OF4R01ADKR6 GA 2 24 GGGCGATTCTGAGAAAAATACAGA 62.815 CCTAAAACCCCCTACCCCTACTCT 62.953 96

HM_8326 GD2OF4R01CR8YY AG 2 16 GGGGAATTAAGAAGAATTCGACCA 63.558 ATTGAAATTTTTGTTCATGTGGGG 63.005 151

HM_8327 GD2OF4R01ESSL8 AG 2 12 GGGGTGTGTACTTGTAAACCTCGT 62.525 GAATTCTTCATTTGTGCGTGCAT 63.393 135

HM_8328 GD2OF4R01BV6JK AT 2 16 GGGGTTCATCTGCATAAGCATCTA 63.541 CTCGATGATGGCATTAGAACACTG 63.051 129

HM_8329 GD2OF4R01CBVSF GA 2 16 GGGTCAAACCCTATCATTTCATTG 62.691 TCCAGGAATTCAAAGGTGAGAGTC 62.987 129

HM_8330 GD2OF4R01ANNCZ GA 2 16 GGGTGGATTATCTTTATTTCTGGGA 62.502 TACTCTAAGGGCCCTCTTACCCC 62.969 160

HM_8331 GD2OF4R01BMQL0 AC 2 16 GGGTTAAAAAGCATGTGTGAGAGAA 62.741 AACAGGACCTTAAGTTTACGCAGC 62.085 118

HM_8332 GD2OF4R02I3APY TG 2 30 GGGTTCCCAAAGTACATACAGCAA 63.336 GCTATCCTACTACAAGCAAGCCCA 62.96 125

HM_8333 GD2OF4R01EFUJH TA 2 12 GGGTTCGTGTGACCTGTTTTGTAT 63.35 CAATTTGGAAAATGTAAACCAGACG 62.743 143

HM_8334 GD2OF4R02GV0FI AC 2 32 GGGTTTCCTGAAGTGTTTTGAGAG 62.483 TCTTGTTCTTCTTCTCTTCCTCGTG 62.497 160

HM_8335 GD2OF4R02JPDYP GA 2 20 GGTAAAGGTGGAGCGAAGAGG 62.336 ATGTATTTACCCAGACCCTTGCCT 63.102 106

HM_8336 GD2OF4R01CC04P CA 2 12 GGTAACCAAACAACGGAAAACACT 62.438 CTGTTGGATCGTTTAGCGTTTAGG 63.142 149

HM_8337 GD2OF4R01B17VW AG 2 12 GGTAGGGTTGAGTTGATGGAGTTG 63.111 CTGAACCTTTCCCTTCTCTCCTCT 62.651 85

HM_8338 GD2OF4R02GQQUI AC 2 12 GGTCAATAACTTGCACCGAACTTT 62.646 GAGTAAAAATGCAATCACCGCAAT 63.356 85

HM_8339 GD2OF4R02GKZOK AT 2 16 GGTCCCAGATATAGTTGCAATGGA 63.322 CCAAACGATACACACAATCACACA 62.864 123

HM_8340 GD2OF4R01C5XMA AC 2 16 GGTCCGTTTTAGAGCCTTGTTGTA 62.741 TAGAAAAGGCGTAATTGATGTGGC 63.445 116

HM_8341 GD2OF4R02JQD3S GA 2 12 GGTCGAAAGAAAAAGCAGATCAAA 62.922 TGACGACAGGAAAATATAAATTGCG 63.243 147

HM_8342 GD2OF4R02GJ5GF AC 2 12 GGTCTCATGGATGAAATCAGCTCT 63.007 ACGACGCAGTGATTTGAACTTTTT 63.263 88

HM_8343 GD2OF4R02G803O AG 2 14 GGTCTCCTTGCTGGAGAAAAGTTA 62.2 TTTGCTAAGAAAACCGAGGACAAG 62.929 152

HM_8344 GD2OF4R01DV9XA AG 2 16 GGTCTGAACAGAAATAGAGGGGCT 63.193 GCGACGAGAGGTATCACTCACTCT 63.371 95

HM_8345 GD2OF4R01DYVSU AG 2 14 GGTCTTCAAAAGGACCTGGAAAGT 63.08 CGCCTACGATCTATCTATTCCCCT 62.903 95

HM_8346 GD2OF4R02FTN8A GA 2 16 GGTGAACACCTAGATTTGTCTCCCT 62.998 CTTCTCAATTGATTGGGATTTTGG 62.884 146

HM_8347 GD2OF4R01EB99E GA 2 12 GGTGAGAGAATTCATTTGGGTTTG 62.996 TTTTGGGTTCTTGTTAACTGGGTC 62.508 124

HM_8348 GD2OF4R02JDAA8 AC 2 12 GGTGATTAAATGATGCACGTACCA 62.962 TTCCGTTCAATCTATCACTTTCCG 63.517 103

HM_8349 GD2OF4R02G7X2I GT 2 16 GGTGTGATCAACATGGGACTCTTT 63.553 TCGGCCGAGTGATACTACCTTGT 64.195 115

HM_8350 GD2OF4R02I4O7S AC 2 20 GGTTCCCTGAATGATCAATGCTAA 63.42 CCGGAAAGTTGTATTTTACATGGC 62.746 152

HM_8351 GD2OF4R01ASYJC TC 2 12 GGTTGGAACTCAAGCGAACTT 60.655 TTTAGGCTGTATTTGGATACGAAATTAT 60.619 125

HM_8352 GD2OF4R01COH57 TG 2 16 GGTTGTCATCTCTATTCACAACCCT 61.783 GTGTCGTTATGGCTTTTGGTTTCT 62.646 157

HM_8353 GD2OF4R01BVY1X TA 2 16 GGTTTAACTTCTATGGTTACTCTAAGCG 60.325 GATGGTGGAATCATGTAAGCTCTC 61.205 196

HM_8354 GD2OF4R01AZLBV AG 2 12 GGTTTTTAGAGATGCGGAGGTTTA 61.861 TGTGACGGTCCATCCTTATAATTTC 62.328 152

HM_8355 GD2OF4R01DYCR1 AG 2 20 GTAAGTTGCTGTTGTTGGCAGATG 63.087 CTTCCCTCTTGGAAAACCTGACTT 63.172 150

HM_8356 GD2OF4R01C5U7X AT 2 14 GTAATGCTATGCTCATCCGTATCG 61.961 GATCTGGAGAAATTATTCAGTCCGA 61.895 157

HM_8357 GD2OF4R02GXO4Y AT 2 16 GTACCCCAAAGGGAGACCAAAG 63.072 ATATCATACACCTAAGTACGCCCTTCC 62.766 80

HM_8358 GD2OF4R01EF3ZR TA 2 16 GTACTCCTCCTGACTTTCCCCAAT 62.974 CTGCAAATGATCATCTAACTGGGA 62.5 131

HM_8359 GD2OF4R02FYQPO TC 2 32 GTACTGTCAACCTTGCCAACACAG 63.077 ATTGTTTCTACGCCCTCCTCTCTC 63.302 96

HM_8360 GD2OF4R02HWKA6 CT 2 16 GTAGAAGCTTCACTGGCTCCCTC 62.913 AGTCATTGTAAACCCAACCGAGAA 63.019 88
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HM_8361 GD2OF4R02GTJXQ AT 2 16 GTAGATCACCTACCGTTGCCCTT 62.712 ACATCTCAACCTACATCCCTCCAT 62.147 141

HM_8362 GD2OF4R02I07EL CT 2 20 GTAGCACCGTAGACATTAGTCGCA 62.685 AGAGGGCTATCACAGTGGTTGTGT 63.365 146

HM_8363 GD2OF4R01EZ3EI CT 2 12 GTAGTCTGGATGGGGTATGTCCAG 63 AGGCAGACGAGCAGAGAAGAAATA 62.936 154

HM_8364 GD2OF4R02JOG3G CA 2 12 GTATAAAATCCCAGTGTTGCAGGG 62.826 AAGCATGTGAGACAATACATCGGA 62.951 144

HM_8365 GD2OF4R02HYOT5 TG 2 20 GTATCTCTTCCGACCCCATGATT 62.558 AAGTAAATTTCTGCCACATCCTCG 62.729 158

HM_8366 GD2OF4R01EY9B3 AC 2 14 GTCAAAATAGGCCGTCAGTACCAC 63.048 TTTGTGAACCTTTTTGTATTGGGG 63.106 134

HM_8367 GD2OF4R02HE3SW GA 2 12 GTCAACATTGCTTAGTGGAGCCTT 62.949 CGGCGGCACTACCTTCTCTATT 63.856 136

HM_8368 GD2OF4R02F809C AT 2 16 GTCAATAGGCGACATTATTCCTGC 63.05 CACGTCTACTCATAGGTAATGTGGTGA 62.575 146

HM_8369 GD2OF4R02G6PXS TA 2 12 GTCAATTGCAGGAATGATCACAGT 62.504 ATAACAGATCGGAAAGTCAAAGGG 61.802 132

HM_8370 GD2OF4R01BTBG2 GT 2 12 GTCACGTGTGTGAGACCCATATTT 62.291 AGTATTTTGATGGGGGTAGGTGTG 62.299 110

HM_8371 GD2OF4R02JXAN7 GA 2 12 GTCAGCCGTGGTGTCGTTTT 63.416 GAATAGGTGGAGCTTTGAAATGGC 64.197 137

HM_8372 GD2OF4R01BER1U AG 2 12 GTCATCACAGTGGACTCCGAAAC 63.148 TTCGATCTCATCTTCTTTTTCCTTTC 62.331 150

HM_8373 GD2OF4R01EUN0N AC 2 12 GTCCACGGAGAAAGCAGAAGATTA 63.022 CACATGCTTCAGTCTTTTTCATGC 63.181 136

HM_8374 GD2OF4R01B1BPN TA 2 14 GTCCGCACAAGAAGTGCTCTG 63.427 TCACATATCATTTGAAAAACCTGTGG 63.134 81

HM_8375 GD2OF4R01BE30N GA 2 20 GTCCTCTGTTTGGGCTACTTCTCA 63.124 TCTCTCAAATGTTGCCTCTCTGAA 62.593 145

HM_8376 GD2OF4R01DPWMS AT 2 12 GTCTAAACATAGGTACGCCCCTGA 62.633 TTCAAGAGTGTTTTATGGATATCAGCA 62.199 141

HM_8377 GD2OF4R01B0OW5 AG 2 12 GTCTCACAGCTATGATCGGGAGTT 63.031 AACTCGCAATCAGGCTCTTCTTTT 63.815 100

HM_8378 GD2OF4R02JE5DJ TC 2 20 GTCTCTGGTGACCCTCAAGGTATG 63.327 GACTGAACCAACTGTTTACACCCC 63.023 155

HM_8379 GD2OF4R01C3KM1 TG 2 12 GTCTCTGTTTCATTTGATGGGACC 63.106 TTGCATTAACCTTTGACTTTGAGTGT 62.289 80

HM_8380 GD2OF4R02H1W4N GA 2 14 GTGAAGGATTGTTAATTTTCGCGT 62.559 GCAAAATTGTGTCAACTCTCACCA 63.5 136

HM_8381 GD2OF4R02JU43P AC 2 16 GTGAAGGCTTAGCCCAATAGGTTT 62.924 CCAGCTTGAGGGGAGTGTTAAAG 63.417 117

HM_8382 GD2OF4R01D65OL TC 2 12 GTGACCAGCTATGGTGTCACTCTC 62.381 TCGAAGGGAGTTCTAGATAGAGATCAA 62.056 134

HM_8383 GD2OF4R01BT6KF TA 2 14 GTGACCCAGATGTCTTCCTCCATA 63.644 TGGGTCACTTGACTATAATGTCTACGG 63.517 107

HM_8384 GD2OF4R01CKF7F TC 2 16 GTGAGGGAATGAGTGTTGGATTTC 63.106 GAGTGGGAGGACTTGAGAATGAGA 63.202 112

HM_8385 GD2OF4R01EJL3K GC 2 14 GTGAGTGTGTCTCCAATGGTTGTG 63.974 ATGAACACCACACTCATGCACAG 63.326 139

HM_8386 GD2OF4R01EZ24Q GC 2 14 GTGAGTGTGTCTCCAATGGTTGTG 63.974 ATGAACACCACACTCATGCACAG 63.326 139

HM_8387 GD2OF4R02G2GZM AG 2 14 GTGCACATTTACTGAGGAGACGAG 62.412 CCTTCGGGTATTTGTTGTTCACTC 63.019 126

HM_8388 GD2OF4R01BMHM3 AT 2 12 GTGCATAATGAACTTGCGATTAAA 60.373 CCGACAATTGACAACTAGGAAAAG 61.198 160

HM_8389 GD2OF4R01C263R AG 2 12 GTGCTCCGTTTGGTAGAGAAGTGT 63.05 TGTCTTCATCTCTACCCCTCTTTCA 62.583 116

HM_8390 GD2OF4R01BEY5N TG 2 14 GTGCTCGCTCTTATCATTTTGCTT 63.071 AAAACCAACGTTTGTCCTTCACAT 62.933 111

HM_8391 GD2OF4R02GEIWK AT 2 14 GTGCTGAAGGGATATGGAAGTTTG 63.121 CTGAAGCTACTGGGGAAGTGTGAT 63.023 131

HM_8392 GD2OF4R02GM1NG AG 2 24 GTGCTTAATACATGGACTTTCCGC 63.058 GCTAGCACAGAGCCCTCCTTC 62.804 109

HM_8393 GD2OF4R01A0I6V GA 2 14 GTGGAGAGACGAACGACATTGTTT 63.786 TCCTCTTCAAATTCAACACCACAA 62.918 111

HM_8394 GD2OF4R02FSVNL TA 2 12 GTGGGGTGTTGGTTTTGGTC 62.397 GGAGAGGGTGGTGTGACTATGTTT 62.693 160

HM_8395 GD2OF4R01AVLJ4 AG 2 24 GTGGTGTGTTTCGTCCAATGTTT 63.161 AGTTTTCTACATGGGATGGGTCG 63.416 109

HM_8396 GD2OF4R01E1VDK AC 2 12 GTGGTTTGGGGAGGTGACTTG 63.918 CACTTTGGTAATTGTTTTGGCACA 63.064 116

HM_8397 GD2OF4R01D0SSE GA 2 16 GTGTCCTTCACTCAACTTCCTCGT 63.132 CACGAGGACCATGAAATTTTGAAT 63.317 110

HM_8398 GD2OF4R01DBKD5 CT 2 16 GTGTCGATGAATCCACGAAAACTT 63.556 AGACTTGGATGGCAAAGCAAATTA 63.138 104

HM_8399 GD2OF4R02JQGE8 GA 2 12 GTGTGAACTCTTTGAAGATCCGGT 62.912 GACGTTGTTTTCTCTTCCCCCTAC 63.392 153

HM_8400 GD2OF4R02FYFXF TG 2 14 GTGTGTGGTGTAGTGTTGTGCG 62.517 ACACACTCACTGCCACTCGTACTC 62.979 101

HM_8401 GD2OF4R02F6KR0 AG 2 20 GTGTGTTTGTTCCGAGAGTTTGAT 61.651 TTTCTCTCACCATTTTCCTTTTCTT 60.778 126

HM_8402 GD2OF4R01A0W5D CA 2 16 GTTATCAAATACGAAAACTGCGGC 62.972 CAATGAATTATGAACAGATTGGACGA 63.233 131

HM_8403 GD2OF4R01EZXBJ AG 2 20 GTTATGGATGAAATGGCCAAAAAG 62.722 AATCCCCTCTTTGTTGAGGTCTCT 62.764 151

HM_8404 GD2OF4R01CC0XV TC 2 12 GTTATGTAGCCCACCACACAACTG 62.753 TCATGAACCCACATAACTTGGAGA 62.803 127

HM_8405 GD2OF4R01BPX0W GA 2 20 GTTCCAAAAACTGAAAGCCTGAAA 62.823 CAATCACTTACAGGAGGTTAGGGC 62.313 137

HM_8406 GD2OF4R02HP2YQ TG 2 12 GTTCCCAATTTTCAAGTCCAAAGC 64.085 CTCTGTCTCTCTATTTCCCCAGCA 63.212 150

HM_8407 GD2OF4R01D70RF CT 2 16 GTTCTAAATGAAATTAGGGCCTGC 61.401 GGAGAAGTAAACGTTGAAGAAAAAGAA 61.5 85

HM_8408 GD2OF4R02JADAG AC 2 16 GTTCTTGAGAGCTCCAGATGGAAA 63.217 CATGGATAGTGAATTGCACGTTGT 63.181 105

HM_8409 GD2OF4R01EB8JB GA 2 24 GTTGATTTGCGGAATAAACTCGTC 63.046 TACGACGACATACTCTCCTCCTCC 63.014 148

HM_8410 GD2OF4R02GHHQZ TC 2 12 GTTGCCTGTGAGAAAAAGACCAGT 63.036 CTGAGTAGATCGGGCATTTGAATC 63.223 107

HM_8411 GD2OF4R02G095P GA 2 16 GTTTCTGGATCCATCCCTGTCTAC 62.25 GCTTCTAGCAGCACCAAACTAAGTG 62.791 123

HM_8412 GD2OF4R01BOVVP GT 2 12 GTTTGGTTTGAGCAGAGAAGGGT 63.012 GAAGCCTACAACACCCCCTACAC 63.126 116

HM_8413 GD2OF4R02HY6Z9 AG 2 16 TAAAAAGGGTGAAAATGTGCGTCT 63.039 TTCCTAATTTCTCTCAGTCCACGC 63.022 100

HM_8414 GD2OF4R01CWRWA GA 2 16 TAAAAGATCTGTCATTGTGGGGGT 62.897 TTTTGGCGTCTGAAAGAAAATCAT 63.126 136

HM_8415 GD2OF4R01C2S7R TC 2 14 TAAATGACAGCTACAACTCACGCC 62.671 GAAGGCTCTGTTTCTAGTGTTTGTTG 61.786 83

HM_8416 GD2OF4R01DWI93 AT 2 16 TAAATTACTTTCCATCTCCGCCAC 62.533 ATCATCAGAGAGATTCTTCGGCAG 63.222 138

HM_8417 GD2OF4R01A9717 TC 2 16 TAACAATTTGCCTAGTCCCTTGGA 63.014 GCGAATGCTCCAACTACCAAAATA 63.445 86

HM_8418 GD2OF4R01DNWQF TC 2 12 TAACCTAATCATCAAGCGCCTCTC 62.937 TGGCAGAAAGAGGAAGAGAAAGAG 62.583 99

HM_8419 GD2OF4R02HUIJF TC 2 14 TAAGGTCATGGGGCTTTCTAATTG 62.519 CCTAACTCATGCCTCTTAGGCAAA 62.932 125

HM_8420 GD2OF4R01BZ2BR TA 2 14 TAATCGGGTGAACCGACTCAT 61.631 TTCCCTAAGATTAGTGTCTGATAGTTGC 61.419 190

HM_8421 GD2OF4R02HCPMX GA 2 16 TAATTAATTGAGTCCGTGGTGGTG 62.112 TCCTAAATCCTCTCTCCATTCCTC 61.215 82

HM_8422 GD2OF4R01CQ8N0 TG 2 14 TAATTTTGGACCAATGTGGGTTTT 62.519 GTTAGGTGGGAATGTGTTTGGGTA 63.117 142

HM_8423 GD2OF4R01DLQLY AG 2 24 TACAAAAGTGAGAGAGTGGAGGCA 62.502 CCACCAAGGCGTCTTCTACATC 63.137 134

HM_8424 GD2OF4R01D8SDE AT 2 16 TACAGCAAGAAAAACCCCCAAGTA 63.023 CGCCATAATCTTATTGATCACATCG 63.635 99

HM_8425 GD2OF4R02IC8Q9 AC 2 16 TACATCCCCATTTGAGCAGCTA 61.832 TGTGGGGTATGTATTTTGTATGTTAATG 61.09 123

HM_8426 GD2OF4R01B0ZEU AG 2 12 TACCACCAAGTCAGCAACCTACAA 62.955 AGCCTCCACTATGTAAATTGCCCT 63.313 154

HM_8427 GD2OF4R02FPQ76 AG 2 20 TACCCAAATGCATAAATCCCAATC 62.913 CTTTTGTTTGGGTAGTCATCGGTC 63.019 142

HM_8428 GD2OF4R02IBDKA AT 2 14 TACCCATCTTTGGAGAGCACAAAT 63.121 CCATATCTCAACCTTCCCACCATA 63.194 122

HM_8429 GD2OF4R02F6669 TA 2 16 TACCGAAGTCCCACTTTCGTCTAA 63.222 GCTCTGTTCTTGATCAGCCTCTTG 63.887 144

HM_8430 GD2OF4R01EIVN6 TG 2 16 TACCTCTTTCATCCATGACCCTGT 63.102 GTCTGGGTTGTGGCTCGTGT 63.541 157

HM_8431 GD2OF4R02F48NW AT 2 14 TACTAGCACCTTTGGCATTCTTCC 62.839 TTTTCTTATATGGACAATCGCGTG 62.258 143

HM_8432 GD2OF4R01AWTUZ AG 2 12 TACTTTCTCTGTTCACTTGGGGCT 62.61 GAAATTCTTGGTCCTGCGTCTCTA 63.022 126

HM_8433 GD2OF4R02ITWOZ AT 2 12 TAGACGGCACTTCCCATTAAAGAA 63.122 CTCATCCACCAATTTCCTTTTGTC 62.996 146

HM_8434 GD2OF4R02JBE5I GA 2 14 TAGACTCTTTGGGTCAACTGGGAG 62.993 CTTATGTTCAACGGTCTTCCCCTT 63.682 103

HM_8435 GD2OF4R02HHBPJ CT 2 24 TAGCAGCCATATTTGAGCCTTCTC 63.046 TCATATATACACCCCACCCAGCTC 63.223 108

HM_8436 GD2OF4R01A01HB AG 2 24 TAGCATTTGTAGTGCCAGACCTGA 63.176 CCTCTCTAATCTCCTCCTCTGCTTTT 62.89 123

HM_8437 GD2OF4R01DQ9OF AG 2 12 TAGCCAATAAGAAGCCAATGGAAA 63.026 ATTATTTTGCCCAAATCGGGTTAG 63.189 133

HM_8438 GD2OF4R02ISZ44 GA 2 20 TAGGAATCAGGTGGCAGATCC 61.361 TCACTATACTATATCTGCTTCCGTCTCA 60.835 155

HM_8439 GD2OF4R01B8SNV CT 2 16 TAGGGCATCTCACTATCCGTTTTC 62.718 ATGCGACTTTGTTCTTTGTTTGGT 63.154 142

HM_8440 GD2OF4R02F1BCS AC 2 12 TAGTAGCTCTTCCCAACCCACTTC 62.102 TTAATGGAATTCCCTCATTACCCA 62.588 134

HM_8441 GD2OF4R01DSFLC TA 2 20 TAGTGCTGTTTCGTTTGTTTCCAA 62.966 AGTGTTCTTTGTACGAGACCGTGA 62.307 160

HM_8442 GD2OF4R01EYZT4 AG 2 14 TAGTTTCAGGCACAGCTCCTCTCT 63.036 GGAAATTCTCCGTACGCTTTTTCT 63.016 154

HM_8443 GD2OF4R02JJKWD TC 2 14 TATAACCCAACCATCACCTCCAAC 63.108 TTGGTGCCCTAAAAACCCTTAGAT 63.092 114

HM_8444 GD2OF4R02GCP5I TC 2 16 TATATGAGGTATGGAGAGGGGGCT 63.176 TTTTGTTGGGAAACCGTAGAAGAA 63.011 117

HM_8445 GD2OF4R02H4MBL TC 2 14 TATATGCAGTCGCTGCAAGTCAC 62.565 TAAGACTGAGAATGCGAGATCGAC 62.084 93

HM_8446 GD2OF4R01DARRB CA 2 16 TATATGGGGATTTTGATTGCCAAC 62.913 TTCTGGGGTTAGTTGGGGTTATCT 63.074 160

HM_8447 GD2OF4R01EWZMS GT 2 16 TATCGCATGGTGCTTAAAATCTGA 62.861 CCACCCAAAAAGAAAACGTAACAC 62.834 156

HM_8448 GD2OF4R01D0G57 CT 2 16 TATCTCAAGAGCAACACCCAAACA 63.048 AGAAACCCATGAAGAAACCCACTT 63.285 113

HM_8449 GD2OF4R02HBZA2 CT 2 14 TATCTCATTCTCACCACCTCACCC 63.644 GTTTTAGGTAACGATTGCTCCACG 63.051 129

HM_8450 GD2OF4R02FN3A8 GA 2 20 TATCTCGTACCGGTTTTTCGCTTA 63.046 AATCAATTGGATCTGGGATGATTC 62.354 146

HM_8451 GD2OF4R01AE9W8 AT 2 14 TATGGCCTTTCTCAATCTCGAAAC 62.815 GCTGTATCCTCCTCCTCTTCCTCT 62.667 142

HM_8452 GD2OF4R01B5DSQ AG 2 14 TATGGCTCCATGATTGGTCTTTTC 63.42 AAATGCTTTTGGCCTGTTTACTGA 63.146 135

HM_8453 GD2OF4R02FTO6X TC 2 14 TATGGGCCTTGTTCATTCATTTTA 61.641 TACTCCAATATGCAGAACCCAATG 62.211 141

HM_8454 GD2OF4R02H5STQ CT 2 12 TATTACACCATGGGATTTGCTCCT 62.815 ATAGCCTTGAAGAACCTGCAAATG 62.839 106

HM_8455 GD2OF4R02J2KFF AC 2 24 TATTCCCATCTCGCAGTTATTGAT 61.004 CTGCAAACCAATACAAAATAAATACAAA 60.67 160
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HM_8456 GD2OF4R02IDFT5 TG 2 14 TATTTACGCCACTGAAGCAATCAA 62.872 ATGAAGATTTCATCCCTTTTGCAG 62.705 157

HM_8457 GD2OF4R01C3BA2 GA 2 20 TATTTCAGTGCTTTCTGTGCCTTT 61.441 GTCCGTCGTAACCTACCTCCTC 61.256 98

HM_8458 GD2OF4R01CD0LI TA 2 12 TATTTGGCAACAACCCTCCCTTAT 63.768 TCTATTGTGTAGGGGGTTCCTGTG 63.42 87

HM_8459 GD2OF4R01BC7BO AT 2 16 TCAAAAACAAGTGCCAAAAGAACA 62.953 GACTTTGGATGTTAATTCGATGGG 62.802 146

HM_8460 GD2OF4R01A4D6Y AT 2 20 TCAAAAACAATCAGTGGCTTGAAA 62.943 CTTTTACGTCCTTTGGAACGACAC 63.138 148

HM_8461 GD2OF4R01BQQK1 GA 2 16 TCAAAACCCATTCTAGTTCGAGAT 60.352 GTACACAGTCTTTGTCCTTCCCTC 60.44 87

HM_8462 GD2OF4R01D0830 AG 2 14 TCAAAATCAACTTCCCAAAGATCAA 63.004 CAAGTTCGTTGCCAAGAATTAGGT 62.741 148

HM_8463 GD2OF4R01A38F7 CT 2 12 TCAAACACTCTCTTATCTCCCTCACA 62.61 CTTTGAAGCCTGGGCTTACTATGA 62.932 150

HM_8464 GD2OF4R01CBEF3 TG 2 16 TCAAATTGCTAGTGTGGTGCAAAT 62.872 GACGCACTAATCCTCCTCGAAAG 63.54 125

HM_8465 GD2OF4R01CX7S5 AC 2 16 TCAAATTTAGGGAGCATAACAAGACT 60.694 TTCCCATCCTCTTTTCTTGAGTTT 61.574 160

HM_8466 GD2OF4R01BYRWD CT 2 12 TCAACCTATCATTTGCATCAAGAAA 61.935 TTTGATGAGGTTGTTGGTTGAGAG 62.592 80

HM_8467 GD2OF4R01C6Z1E AC 2 14 TCAACTAAAAACTCCTCTACGTAACCG 62.148 GCGTCCGATCTCTAAAAGTATCCA 62.828 159

HM_8468 GD2OF4R02HG581 GT 2 20 TCAAGGCCTAAATTGACACAAGGT 63.129 AACTGACGGAGTAATTTTGAACCG 62.631 116

HM_8469 GD2OF4R01BM245 CA 2 14 TCAATAACTAATTAGCAAACGGGCA 62.875 CCCAATGTGCAGCTGATATTCTT 62.515 158

HM_8470 GD2OF4R02G0ED5 TA 2 12 TCAATTGGGTGTTTGAATTTTTGA 62.51 CTAGACCCTCCATCCACAGATAGG 62.353 141

HM_8471 GD2OF4R01AETH2 AG 2 20 TCACCTAATCCTTTGCAAAAATCG 63.416 TGCAGAAGAGACATTAGTTCGCAG 63.074 129

HM_8472 GD2OF4R01D721B CA 2 14 TCACCTTCACAGAGAAACACACCT 62.366 AATTTGTGTTTACGCACTGTTTTAATTT 61.383 159

HM_8473 GD2OF4R02JNT1O AT 2 14 TCACGAATAGAGTTGGCTGCATAA 63.072 CACCATGATTCCTTAACAGGTTCC 62.897 109

HM_8474 GD2OF4R02JJJC6 CT 2 12 TCACGTGCTTCTCTACCTTCATCA 63.383 CGATCTGGGATGGTTTGAGTAGAT 62.686 95

HM_8475 GD2OF4R02JTK6C AT 2 16 TCACTCAACCTGTAATTAACAAAATCAA 61.229 GAATCGGTCCAACAATAACATAATCA 62.17 160

HM_8476 GD2OF4R01EVVDK GA 2 12 TCAGAACCGATCTCACGTTTATCA 63.038 CGCCGTCAGTACCTCTTCTCATA 62.829 148

HM_8477 GD2OF4R01CP7V4 AC 2 32 TCAGAATGCCACTCATAGCAAAAA 63.059 ACGGGTAAAGGAACGTATTCCCTA 63.001 160

HM_8478 GD2OF4R02G5N6H GA 2 12 TCAGAGCCAATCAGCAATTTTGTA 63.059 CAGCAAAGGTGGCTTTTATACTGG 63.142 102

HM_8479 GD2OF4R01AYQNM AG 2 12 TCAGATCATCATTCATGCTTTCGT 63.046 CGTTCAATACAAAACCCACAAACA 62.953 132

HM_8480 GD2OF4R01C9J79 TA 2 16 TCAGATTAAGCCTAGACACGCACA 63.29 AGAGTGATCCATCCAGGAGGTAAA 62.353 130

HM_8481 GD2OF4R01ESGBM AG 2 14 TCAGCATCTACAACAACATCCGTA 61.778 TTCACTTGTTACTTCACAAAAATCAATC 60.935 112

HM_8482 GD2OF4R02HUYB6 AG 2 40 TCAGCCTTACAGTAGAACCTTTACACA 61.646 ACTACCTACCTACCTCCCTCCTCC 61.377 132

HM_8483 GD2OF4R01AKV2D AC 2 16 TCAGGGCAAACAGATGATGAGATA 63.028 CGTTCTTCTTCATGACCCAAGAGT 63.01 121

HM_8484 GD2OF4R02HMHTZ AG 2 12 TCATAATTTTTCAAGTCCTTTTTAGGGA 62.408 ATGGTGGTATACCGTTCATGGTG 62.818 138

HM_8485 GD2OF4R02JEBW8 AC 2 24 TCATACCAGATCGATCAACCCATA 62.589 TTCTGGCATGAAATTTTTGGTTCT 63.018 95

HM_8486 GD2OF4R01BDXE0 TC 2 12 TCATAGGTCCTTTATCAAATTGTGGA 61.955 AGACAGAAGGGTCTTGGTGTTTTG 62.906 130

HM_8487 GD2OF4R02F28FO TC 2 12 TCATATTTATCACGCCTTTCTCGC 63.545 AGAGATAGAGAGGAGCGTGACGAG 62.707 121

HM_8488 GD2OF4R02HUSK8 TC 2 12 TCATATTTATCACGCCTTTCTCGC 63.545 AGAGATAGAGAGGAGCGTGACGAG 62.707 122

HM_8489 GD2OF4R01DPLY9 AT 2 16 TCATCAATGAACATCAAACCAAAGT 61.789 TGGGTAAAAGTTTACTTGATCGCAT 62.092 127

HM_8490 GD2OF4R01BDWYW TG 2 20 TCATCCCCTGTGAACTGAACTATT 61.096 ACCTCTTACAAATTACTCTAAAGGACCA 60.211 124

HM_8491 GD2OF4R01DI39T AC 2 16 TCATCCGGAAAGAACAATCTCATT 63.099 GTGATTTTGGATTCGGTTTCTTTG 62.909 101

HM_8492 GD2OF4R01AKBK6 AC 2 14 TCATCCTAGGTTCAAGTCGTGTAAGA 62.438 CTCACGTAATGGTCTTTCTGGGTT 62.71 151

HM_8493 GD2OF4R01AQJMY TA 2 14 TCATCGATTCATCACACTGCAATA 62.629 ATCATCCATTATTTGGAGCGGTAA 62.724 137

HM_8494 GD2OF4R02JL6EL TA 2 12 TCATCTTCAATTGGTAGATTGGGAA 62.898 TTTGGCCATTTAGGAAAAACAATG 63.115 138

HM_8495 GD2OF4R01CWPYM CT 2 14 TCATGCCATGGTATTCATTGCTAC 63.066 GATAGAAACAGAAAGTGACCCGTCC 63.407 133

HM_8496 GD2OF4R01AXGY4 CT 2 12 TCATGTTCCCCCTACTCCAAATTA 62.787 TCGTCAAGCATCATGTGATCAATAC 63.291 153

HM_8497 GD2OF4R02JXU6A CT 2 14 TCATTGGGTTGAATCATTTCACAG 63.128 AGAGAAGAGGACAGACCGACAGAG 62.671 140

HM_8498 GD2OF4R01AJI7S AT 2 20 TCATTTTTAGCAGATCTCAAATGGAA 62.264 ATCGTTTGTCTGCATGTTCGTAGA 63.078 153

HM_8499 GD2OF4R01AX6RM AC 2 16 TCATTTTTCCTCTGCACATACAGC 62.645 TCATGGGTAAAAACTACAAAGATAGTGG 61.793 127

HM_8500 GD2OF4R01EKS7T AG 2 16 TCCAAAAACAGGAACCCTAAACCT 63.176 CGCTTCTAAGAGGTTCGGAATTTT 63.103 156

HM_8501 GD2OF4R01AVXIL TA 2 20 TCCAATTATATATCTGATTAATTGCGGT 61.165 AGGAAACTACGTCTAGTCGGTTCG 62.132 137

HM_8502 GD2OF4R02F3L2J GT 2 20 TCCACAATTTTTGCTCTAATGTCG 62.439 TTGTGCAAGAACTTGTTCCTTTTTC 62.848 102

HM_8503 GD2OF4R02HYKK0 GA 2 30 TCCACCTCATCTACAGCTTTCTCC 63.115 ATAGCAGGCGTGATGTTGGG 63.278 96

HM_8504 GD2OF4R02HAPAY TC 2 16 TCCATAAATTATCTCCATTATCCCTTGA 62.904 AGTTGGGTTTCGGTATTTGGGAT 63.776 115

HM_8505 GD2OF4R02HF19G TC 2 14 TCCATCTCCCTCCCTCTAACTCTC 63.365 ATTTCTCAATCGCTTTGCCTCTCT 63.812 159

HM_8506 GD2OF4R02HUCZH CT 2 32 TCCATGTGGGCTTCTAACTAATGG 63.421 GAAACGAAACGAACGAGACGATAG 63.348 155

HM_8507 GD2OF4R02J3N39 TC 2 12 TCCCAATCTTCAACCCTCTCTTTA 62.369 GTGGAAGGGAAATGGGATAAGAAC 63.069 150

HM_8508 GD2OF4R01C2K2K AG 2 16 TCCCCACTGTGGAAATTTTAATC 61.232 CAAAATGATGTTTTTGTATCATTGTGTT 61.329 87

HM_8509 GD2OF4R01AHH9U GA 2 14 TCCCGAAGCTACGTTTACAGAGAG 63.138 CTCTCTGCTTCAAACCCTACGAAA 63.125 83

HM_8510 GD2OF4R01DD2MG TA 2 12 TCCCGTTCAAGTTACATACAACCA 62.628 GACTATAGCATTTCCAAGAATAACCCA 61.86 149

HM_8511 GD2OF4R01B9U5Q AT 2 14 TCCGAAACATGAAAGGAAGGATAA 62.993 GGGGCGTCTGTTCCATACAT 62.069 130

HM_8512 GD2OF4R01ALI2X TC 2 12 TCCGAATTCCAATCTCTCTGTCTC 63.093 GAAACTAGCCCTGTTTATTCTGTGGA 62.934 81

HM_8513 GD2OF4R01AMJXA CT 2 12 TCCTCATATGTTCACTTTCTCCCAA 63.106 TCAGCAGGCGTGTAACTGTGTATT 63.1 157

HM_8514 GD2OF4R01BN5N6 CA 2 14 TCCTCCAAAGAGGTTTGGTTACAC 62.696 TTTAACCATGTGTTGTGATTTCCG 62.943 158

HM_8515 GD2OF4R01C8GXP CA 2 14 TCCTCCACTATCACCCCAACATAG 63.413 AAACGGATGTGCATAATGTTTGAA 62.553 131

HM_8516 GD2OF4R01EFA9R TA 2 12 TCCTCTAAAGACCCCTCCATTTCT 62.659 AATTTCATCTGGGTTCTTCTTGTGA 62.298 91

HM_8517 GD2OF4R02GJVU6 AG 2 20 TCCTGAAGACCAAACCTAAAAGTCA 62.411 TTGTTCGTGAACGTACTCTCTCCTC 63.148 80

HM_8518 GD2OF4R01CPFTR GA 2 12 TCCTGATTGCAAGACTGTGGTTTA 63.048 CAAATTTCACTAACACTCACACCCA 62.324 159

HM_8519 GD2OF4R01EMOTB AT 2 16 TCCTTTTCTAGCTTCCTAACTTTTGC 61.688 CCATGCAGCTGTAGTACATTGTGT 61.367 132

HM_8520 GD2OF4R02G6N0D CT 2 20 TCGAGAATAGTTTTTGTTACGGTTAGC 62.091 TAAAATGAGATGGGAAAATGGAGG 62.383 104

HM_8521 GD2OF4R01AHGOV CT 2 12 TCGATGTTGAAAGATTCTAATGTTGG 62.545 CAGTGCACAACATATCCAATTGCT 63.296 131

HM_8522 GD2OF4R01BV4M7 TA 2 16 TCGATTATGGTGGATTTTTACACAA 61.561 GGAAGGGAAGTGACTAGGCTTAAA 61.242 155

HM_8523 GD2OF4R02HBX4C GA 2 12 TCGCCGTGAAAGTCGAACTC 63.761 ACCAAGTCTCTCCACTCCACACAG 64.137 152

HM_8524 GD2OF4R01DGPOM TA 2 20 TCGCGTATACAAAAACAATAGGAGC 62.606 ACATGCAAAGCCATTCACTTGTAG 62.556 142

HM_8525 GD2OF4R02JB8DM AT 2 14 TCGGGTGAAAATTCTATGGAAAAG 62.505 GTGGCCATGATATGCGTTATTTTT 63.057 96

HM_8526 GD2OF4R01B1XZW AG 2 12 TCGTCTCTTAAAGATTTATTGGACACA 61.444 AGTCAGCACAATGATCAACCTCTC 61.934 187

HM_8527 GD2OF4R01CVNQK AC 2 16 TCGTGTAGATGATATAAGCTAATGCAA 60.393 TAGTACTAGGGTCCCCACGTGTT 61.021 139

HM_8528 GD2OF4R01A7AJL AG 2 12 TCGTTGACATACAAAGCCTCTATGA 62.14 GATGGTTCTTAATCCCACTGGTCT 61.75 160

HM_8529 GD2OF4R01CUM8H AT 2 12 TCTAACATTCATCACATCCACACG 62.055 TTTTTCATTTTGATCGGAAAATTG 61.264 152

HM_8530 GD2OF4R02JIMZX AT 2 14 TCTACTATACACCCACACCCACACC 63.248 TGCCAATTGCAAACAATTAATGAC 62.972 105

HM_8531 GD2OF4R01EQZ3D AG 2 14 TCTAGGATGAAGAACGCAAACACA 63.163 CTTAGTTTGAGTGTGTGGGTGTGG 62.941 156

HM_8532 GD2OF4R02HKP5R AG 2 16 TCTAGTCTCTCCACATGGGGTTTC 62.884 CTCTCTCAGTCTCTCCCTCTCTCG 62.535 146

HM_8533 GD2OF4R01AXAX9 AC 2 24 TCTATCACTTGGGTGGCATTAAAA 61.822 TTGTAGGACATTATGTTTGATTTTCCTC 61.773 120

HM_8534 GD2OF4R02H2TH9 GA 2 12 TCTATGGCTTTTGAAGCTTCTTCC 62.233 TCATTTGCTAGCACTCTCATTTCC 61.905 158

HM_8535 GD2OF4R02H7FER CT 2 20 TCTATTCAATCCAAACTCGAGTCCC 63.787 GTCAGTGTTGGTAGGTCTCCCACT 62.91 80

HM_8536 GD2OF4R01EWWY7 AT 2 12 TCTCACCATGCAAAGCTTTATTTT 61.266 CATATGCCTTCTTTTAACTTTCTCTTTC 60.369 108

HM_8537 GD2OF4R01EDWMJ AG 2 12 TCTCCAAGAACATTCAAATCTGGC 63.743 CACACAAAAGCCATTAAAGCACAG 62.979 95

HM_8538 GD2OF4R01B0A2E AT 2 12 TCTCCATATCTGATAAGAGCTGCCA 63.441 GGAAGCAAAGTCAGTCGTACCAAG 63.456 113

HM_8539 GD2OF4R01DK3QR AG 2 20 TCTCCATGTTTAAAGTGCCTCTCC 62.91 TCCCCCTCCTCTCTAATTCTCTCT 62.13 151

HM_8540 GD2OF4R01AD30V TG 2 16 TCTCTACGCCCACCTAGTGGATTA 63.227 CCTTAGTAGCCCCAGTTTTACCGT 62.828 142

HM_8541 GD2OF4R02FSXFV GA 2 14 TCTGAATCTGGTCAGTTGTGAAGC 62.937 AGGCTTGACCCTTGTCTGTGATTA 63.338 149

HM_8542 GD2OF4R02I66TB TA 2 12 TCTGACTATTAACGATTCCTCTGCC 62.039 ATCCACACTTTGTGAAATCAACGA 62.831 153

HM_8543 GD2OF4R01EQ1WP CT 2 24 TCTGCAACTATATCTTCTCCTTTTGCAT 63.58 GGGATGCGAGTTCCCATAGATAG 63.101 80

HM_8544 GD2OF4R02HU3DI CA 2 20 TCTGGATTTGTATCTCAATATTCCTGC 62.747 CGAATAAAATCACATGTAGATGGTCC 61.873 123

HM_8545 GD2OF4R01DQTCX TC 2 14 TCTGTGAGCAACGAAGACAAAAAT 62.324 TCATCTGAATTGTCTTCCTCTCCA 62.336 106

HM_8546 GD2OF4R01EN2AV CT 2 16 TCTGTTCGCTTCTGTGTACAGCTC 63.199 GGAGAGTTGTTGGGTCGTGTTTAG 63.233 124

HM_8547 GD2OF4R01EJ67V AT 2 16 TCTTACCCTCTCAACACTCAGCAA 62.502 TGCATCGTGTAGCTGTGGTTTATC 63.41 126

HM_8548 GD2OF4R02G6OP4 TA 2 16 TCTTCACCAGTAGCTTGAACAACAA 62.339 CGTGAGCTTCTCACCTATCTCCTT 62.397 120

HM_8549 GD2OF4R01AJK0I AT 2 16 TCTTCAGGGAAAGTTTAGGGATCA 62.369 CTTCTCTCACCCCTTTTGCATCT 63.1 146

HM_8550 GD2OF4R02IXG2R AT 2 12 TCTTCAGTGCCTCTTTTATCGGAG 63.117 GGAGTCATGATGGTGATGTAGTGG 62.803 148
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HM_8551 GD2OF4R01DUKU0 GA 2 20 TCTTCAGTTGGAGGCTTTTCAGTT 62.71 TAGCCAGCTCAGACCTCAAATCTT 62.824 138

HM_8552 GD2OF4R02FU4YD TG 2 14 TCTTCCAAACCCAGAAAATTCAAA 62.989 CACAACCGTCCAATTATCACTCAA 63.15 150

HM_8553 GD2OF4R01CLFMO AG 2 24 TCTTCCAATACCAAAAGCTCACAA 62.112 GGTGCTCTCTGGCTTTGTACTCTC 62.939 148

HM_8554 GD2OF4R01EXIDW AG 2 14 TCTTCTTCTTGTGAACACCCACTG 62.81 CAATGTTTCTCTCGCCTACAAACC 63.239 143

HM_8555 GD2OF4R02GAFTH TC 2 16 TCTTGACATCAGGACCTCTTCCTC 63.202 GGATCTTAGCTGACTCTTGCGTTT 62.341 125

HM_8556 GD2OF4R02GUNFM TG 2 16 TCTTGACATGGGTTTTCAGTTTTG 62.397 CCACACTTGCATAAGCAACTTAGAA 61.79 113

HM_8557 GD2OF4R01BT8EQ AC 2 16 TCTTGACTTGGTGGGTACAAGAAC 61.639 ACACTCCACTGGAAAGTACCTCTG 60.966 145

HM_8558 GD2OF4R02HJ03P AG 2 20 TCTTGAGCAACAATCAAGCAGTAA 61.275 GAATGTCCACTGGTTCCGTACTC 62.028 159

HM_8559 GD2OF4R02H55RS GA 2 16 TCTTTCCCAAACTTCATCTTCAGG 62.881 CATTTATAAAGCACGACGCTTTCC 63.062 119

HM_8560 GD2OF4R02GVRWR GA 2 14 TCTTTTTCTAGATCGAGGGTTGGG 63.859 TCCTCTCCTCTCCTCTCAAGTCAA 63.079 132

HM_8561 GD2OF4R02HQ048 TA 2 12 TGAAACAACCACCCCACCTATCTA 63.728 TGCTCGTCGATGTTCTTATCTCTG 62.948 155

HM_8562 GD2OF4R02IL6GZ TA 2 12 TGAAACCCTCTCTACCTTCTCTTCC 62.479 CACTATCCGCTAAAATTTGAAACCA 62.475 135

HM_8563 GD2OF4R01E2T4J TA 2 16 TGAAAGCAATAGGTAGCAGCAGTTC 63.078 GGGTTATTAAACCAAGCGACGAT 62.438 83

HM_8564 GD2OF4R02IP7BR TA 2 14 TGAACACTTATTTTGGGAGGAAGG 62.591 AGTGTGCATATTGTGATCCACGTT 62.757 131

HM_8565 GD2OF4R01EH01R CA 2 16 TGAACTAGGTGAATGGACGCTACA 63.061 CATGCATTGACTGTTGCAATTCTA 62.233 223

HM_8566 GD2OF4R01BUP95 TA 2 16 TGAAGCTTTTTCATCAAAACACAGA 62.241 TTCAGGGAAGGAACTTTGTTGAAA 63.198 121

HM_8567 GD2OF4R01BI05K CG 2 12 TGAAGGAATTGAGGAAATTGGAGA 63.182 GACACCGTGGTGACTTTACAGTTG 62.958 135

HM_8568 GD2OF4R01BYLT7 AG 2 16 TGAAGGGCAACTACACAGTCACAT 63.067 CCTCACTCTGTCACTCTCAAGGTATG 62.717 159

HM_8569 GD2OF4R01EC44D AT 2 12 TGAATTGTTAGTACTCAGCTTGAATGA 60.546 TTTCGAAACAAGAACCAAAGAAAT 60.355 112

HM_8570 GD2OF4R02G58KJ AT 2 12 TGAATTTATGGGGAACTTACTTGAAA 61.163 GGAAAGCCAGAATAAAATGGAAAC 61.276 131

HM_8571 GD2OF4R02GGGD0 CT 2 16 TGAATTTCAGGGCATTCTTACAAA 61.921 GGAGATACGATCTGTTGGTTTTCCT 62.902 89

HM_8572 GD2OF4R01DQGSZ AT 2 14 TGACAATGATTAACCACAGACCGT 62.726 GCAGTCATCTCTCATTCCATTATGC 63.255 118

HM_8573 GD2OF4R01CULJ8 AT 2 16 TGACATGGTCATATGATGCTGTTTT 62.646 ACCTTTCGTTGGTTGTCATGTTTT 62.933 112

HM_8574 GD2OF4R01ASKWO TG 2 12 TGACGATGAAACAGTTCCCAAATA 62.717 TTCTATCTCGGCAACATCACACAT 62.951 155

HM_8575 GD2OF4R02IHNG2 AC 2 12 TGAGACCTATTCTTGTCTGTGGTCC 62.91 CACGACACTTCACGGACACTATTC 63.067 159

HM_8576 GD2OF4R01DD9TV AG 2 14 TGAGAGATATGAGAGAGTGGCTGC 62.274 CACCTAAGCCAAATGCCTTGTTAG 63.142 114

HM_8577 GD2OF4R02GQDF5 AG 2 12 TGAGAGCCAAGGTAATCCCAAGTA 63.214 ACCAGAACTCCATAACTCCCAGAA 62.368 86

HM_8578 GD2OF4R02IPEG8 CT 2 12 TGAGCAGTCCCATCTTCTCTCTTT 62.898 GAGCTAAGATTCGACCGAGTGTGT 63.154 152

HM_8579 GD2OF4R01C7QBX AT 2 14 TGAGCAGTTCAAGTTCATTCACCT 62.397 TGAGAAAGAAGCGGTGTGTTACAT 62.221 111

HM_8580 GD2OF4R02GU68N TA 2 12 TGATAAATGGCATCCTGTAAGTGG 62.211 GTGCGTTGGATGTTTCTCATTCTA 62.529 154

HM_8581 GD2OF4R02IO5IR TA 2 14 TGATCCTAGCAGATCCAAATCACA 63.028 ACATCACAGTATTCTATCGCCGGT 63.051 155

HM_8582 GD2OF4R02G5AKL CT 2 24 TGATGAAAATGGCTGTGGAGAGTA 63.038 CCACATTATTACAGAAAATAAACCGACA 62.348 149

HM_8583 GD2OF4R01EJL9J TA 2 16 TGATGAGTCCTGTGTGTATATGCG 62.196 TTCATTCTTTGTTCTCTCAGGTAGCTC 62.555 102

HM_8584 GD2OF4R02IHLCY CT 2 24 TGATGGAACCCCATACTCCTTAAC 62.383 GATGGAGTCGTGACATTTAGTGGT 61.524 143

HM_8585 GD2OF4R01ELRSW TG 2 12 TGATGTGAATTGTGATGTATATTTTGTG 61.057 TTACTATCTTTATCTGCCACCCACC 61.67 85

HM_8586 GD2OF4R01BT5FX CT 2 12 TGATTCTGTAAAGTTATTTGATGGTGA 60.167 GCCTGTAATGCTGCAGAGACTTAT 61.127 110

HM_8587 GD2OF4R01DFS41 TA 2 12 TGATTGGATTGCATGTTTGCTT 62.614 CACAAATCTATACATAGACCCACACAGA 61.626 157

HM_8588 GD2OF4R01CH1A9 TC 2 14 TGATTTTCTCCAAATGTGCTCTTC 61.771 CTTTTGTCGCCATTGATGAGACT 62.713 83

HM_8589 GD2OF4R01DHQC7 CT 2 12 TGCAAAAGACTCTCTTAGGCAAAA 61.644 GCCTAAGATCGAAAACATACGAAGA 61.983 119

HM_8590 GD2OF4R02JAP65 AG 2 16 TGCAACACCTCAAGTTAGTTGGTTT 63.16 AATTACGGGGTTCTTCTACAATTTGA 62.194 144

HM_8591 GD2OF4R02G24DB AT 2 14 TGCAATACTTCCACAAATCTCCAA 62.832 AGGATCGGAGGGAGTAATAAGCAC 62.999 139

HM_8592 GD2OF4R01CZ5E1 TG 2 12 TGCAATCTTTATAAGAACTGAAAGCAAA 62.542 AATAGGAAGATCCGATGCTCTGTG 62.913 153

HM_8593 GD2OF4R02HELDE AG 2 12 TGCAATTCTTGTGAAATTGACTGG 63.367 TGCTAGTGGGTTCCATTTCTCTCT 62.598 112

HM_8594 GD2OF4R01DKK2X AC 2 12 TGCACAAAAAGATTTAGGCCATTC 63.433 AGGTCATTCATTTTTGTGGGTCTC 62.585 83

HM_8595 GD2OF4R01EAP8E AG 2 12 TGCACATGCCACGTGTATAGTTTA 62.485 CGATCATCGCTGATGGTGATAG 62.813 121

HM_8596 GD2OF4R01CDR5K TG 2 14 TGCATCACCTAAAAGTATGACCGA 62.845 TGGGAGTCTGTACGGTATGTCTTG 62.502 131

HM_8597 GD2OF4R01AWZ4U TA 2 12 TGCATCGTGTATGCATCTAACTCTT 62.169 TGTTGTTTAATGTTTTCTGCAAATTGA 62.795 133

HM_8598 GD2OF4R01A6LIL GT 2 16 TGCCAAAAGACTTGTTTGAGTTGA 63.159 AAGGAGTGTTTTGAAATTGGTTGG 62.508 86

HM_8599 GD2OF4R02FL4TZ AT 2 16 TGCCACAAACTAGTTGACTTCTGC 62.869 CATGTTTGTTCTTGTTGTTTGGTCA 63.169 147

HM_8600 GD2OF4R01DAFT7 CT 2 12 TGCCATGGATGTAGCAATTAGAGA 62.949 GTCTTCGTAGAGAGGCAATGGAAA 63.022 81

HM_8601 GD2OF4R02JHS6Z CT 2 12 TGCTCAAATAGATGCATATTGCC 61.285 TCCACCATATTGCAATGGTAGTTT 61.62 126

HM_8602 GD2OF4R01DJ6WB GT 2 12 TGCTGAGGGAGAAGTTACTTTTGG 63.015 CTTCTTCGCGTTCTCTTTCCTTTT 63.395 140

HM_8603 GD2OF4R02IRMDF AC 2 20 TGCTTCCTTGCCTTAAATCCATTA 63.026 TACTTGAGACAGAAGGGGAGGTTG 62.993 149

HM_8604 GD2OF4R02GWVH3 AT 2 12 TGCTTGTTATTTGTCTTAATTGCACA 61.942 TTTTCAAAAATCGAGAGTGCAGTG 62.742 130

HM_8605 GD2OF4R01CC3OF CT 2 12 TGCTTTAGGAGTTGTATCTTGCCA 62.241 CTCTAGGGTTTCAAGTCTAGGCCA 62.201 137

HM_8606 GD2OF4R02I1FKJ AG 2 24 TGGAAAAGAACACAAAAATGGAAAA 62.824 TGAAAAACAAGAGGAGGGTTATATCG 62.73 110

HM_8607 GD2OF4R01A1SOR AG 2 32 TGGAAGTGAGTGACAATCTGTTGA 62.013 TACCTCCCTTCCTCTTACGGTTTT 62.503 153

HM_8608 GD2OF4R01EVFXA TC 2 12 TGGAATGTATCATGAACAAATGGG 62.807 CCTTCTTTGCCTTCTACATGCACT 63.044 153

HM_8609 GD2OF4R01AE86G GA 2 16 TGGAATTCATCAACTCAACACCAT 62.7 TGAACTGGATGAAGGTTTTGTATGAA 62.932 131

HM_8610 GD2OF4R01BBDJZ GA 2 12 TGGACGAAAGAGATAAACAGACGA 62.294 GAGCAGCTCTCATCTCCTCCTC 62.075 83

HM_8611 GD2OF4R01A1TC9 TC 2 12 TGGAGAGAAAGCAAGAGAAATTGG 63.104 TTCTTTTCTCCCCTACGGATCTCT 62.767 93

HM_8612 GD2OF4R02HEN6D GA 2 14 TGGAGATGATATACGGGTTGGACT 62.9 TAAAACCATTTTCAAAGCCACCAA 63.608 138

HM_8613 GD2OF4R01DEYLA AT 2 20 TGGAGGTTAAGTCAGACGAATGAA 62.176 TCTATCCAAACTGATAATAGCTGCCA 62.291 117

HM_8614 GD2OF4R01AX4SM AC 2 16 TGGAGTGAAGCGATAAATAGGTCA 62.11 CCCACAGCAAGAGACATTTTCATA 62.514 157

HM_8615 GD2OF4R02FZWM4 CA 2 20 TGGCAACAATTCAGTCCAAAAATA 62.637 GGAGGTCAACCAATAAACCCTCAT 63.482 131

HM_8616 GD2OF4R01A9EV9 AG 2 16 TGGCAACCAATCAAGCCTTATATC 63.332 AAAATTAGCGAAAAGACTCAGGGC 63.119 119

HM_8617 GD2OF4R01EZ0FS TC 2 12 TGGCACTAATGAGAAGGTGAAGAA 62.294 TGTATATATGTGCATGCGTGTGGA 63.226 86

HM_8618 GD2OF4R01EC80H AG 2 24 TGGCGAGAAGACACATGTAAGAGA 63.383 TGCATGTCCATTTTGTTAACTCTCA 62.857 158

HM_8619 GD2OF4R02JP9HX TA 2 14 TGGCGTGTTCATATAGATATTGCG 63.082 CAATAGAGGAGAGTGTCAGACGCC 63.672 135

HM_8620 GD2OF4R02IIU8C GA 2 14 TGGCTGTATACAACACATCAGCCT 62.975 ATCCACTCAACTCTCTGAATTGGC 63.017 121

HM_8621 GD2OF4R01EN2KF AG 2 12 TGGCTTGTGTTTATTCTTAAGGGG 62.531 TCTTTAACAGGGCATCAAGAGGAG 63.006 155

HM_8622 GD2OF4R02HJLNJ AT 2 16 TGGGTATAACAGCATCATTGTCCA 63.474 CCTGAATGACAAAATGAAAGGGTT 62.495 121

HM_8623 GD2OF4R01B3OM7 CT 2 12 TGGGTCTTTGACTGTCTTTTGAGA 62.367 TTGAGAGAAAGAGGTCAGTCATGG 62.015 133

HM_8624 GD2OF4R01BA7OG GA 2 12 TGGGTTTTAATCATCTTTGCTTTCC 63.478 CAGCTTCACCTCGATTTCATCTCT 63.23 131

HM_8625 GD2OF4R02HKRK5 AG 2 14 TGGTGAACATGAGTTAGCTTTCCA 63.048 CTCCTCTTTCTTTCTCACACACCC 62.677 104

HM_8626 GD2OF4R02GKYWF TA 2 16 TGGTGGTGATTGTATCTTTGCATT 62.631 ATGTCACATAGCTCCCTCACTGCT 63.589 93

HM_8627 GD2OF4R02JZD1I AC 2 16 TGGTTAATTGTAAATGCGCGTG 62.88 TTGTTCATGTGTTCTACAAGTTTGGTT 62.101 86

HM_8628 GD2OF4R01EO893 GA 2 24 TGGTTTTACCAAACAGGTTCATTTC 62.343 CCGGCTTCAGTCTCCTAGTAACC 62.597 104

HM_8629 GD2OF4R01DBIIM CA 2 16 TGTAAATGTATACACACCCGCACA 62.249 TGGCTTTGGTTTTGTAAGTCATCTC 62.741 82

HM_8630 GD2OF4R02JLX19 CT 2 12 TGTAACTCACCCTCTCTTTGGTCC 62.895 AGCAAGGTGGTGGATTGACTGTAG 63.778 115

HM_8631 GD2OF4R01A7UNS GA 2 16 TGTACATCGTCTTCATCATGTCCC 63.262 TCCATAAGCATTTCCCACTCTCTC 62.9 91

HM_8632 GD2OF4R01AHMXW AT 2 12 TGTAGCTTCATTGCTCGGAGAAG 63.05 AGACATTAAAGATGAATCGTCGGC 62.733 139

HM_8633 GD2OF4R02GQS5O CT 2 16 TGTATAAAATGTCCAAAATGCCCC 62.923 ACTTGGGTTTTTGGGTTACGAGAT 63.098 86

HM_8634 GD2OF4R01BH5OM TA 2 16 TGTATCGATTTGGGGTTTCAGTCT 63.009 TGAGGGAAAAACAATACCACCACT 62.907 159

HM_8635 GD2OF4R01DIP3W AC 2 16 TGTATGGAACACAAATAAGGCGAA 62.65 GTACAACCACCCCTCAAGATGAGA 63.649 156

HM_8636 GD2OF4R02HDJAM GA 2 14 TGTATGTCAGACCTCTCTCGGATG 62.8 AGTTCTCAAAGCCCTCTTCTTCGT 63.105 84

HM_8637 GD2OF4R01D2M7V TC 2 16 TGTATTGCCGACAAGTAGCTGAGA 63.29 CCTGGTACATACCTGGTTCCAAAC 62.809 155

HM_8638 GD2OF4R01CY9N8 GA 2 12 TGTCTTGCTCACAAGGTCCTTACA 63.272 TTAGTAGTGGGATGCACAGTTGACA 62.97 158

HM_8639 GD2OF4R01CLE11 AT 2 14 TGTGACAGGCATAAGAAATCCAAA 62.832 GCACACTACCCCTAGCGTAACTGA 63.784 92

HM_8640 GD2OF4R02H7J76 GA 2 40 TGTGAGAGTGATTTTTGGTGAATGA 62.933 CCGAACCACGAAACAAACTACCTA 63.433 148

HM_8641 GD2OF4R01EVL4V GT 2 16 TGTGAGTGGTGGTGACATGTGTAG 63.204 AGTAGAGACTACCACCACATGGGC 62.823 120

HM_8642 GD2OF4R01AQLXZ TA 2 12 TGTGCCAGAGTGAGAAATTAAGCA 63.278 TCCTCCCCTACCAATAAGTACCTCTC 63.07 91

HM_8643 GD2OF4R01B1VJ0 GA 2 14 TGTGCGCATAGATAAAAACAGGAA 62.872 CTTAATCCTCCATTGAAAGCCTCA 62.8 133

HM_8644 GD2OF4R01ATV0R TG 2 12 TGTGCTCTTTCTTCTCTTCTTGCC 63.45 CAAAGTACCAAACCACCTGCTACC 63.041 99

HM_8645 GD2OF4R01AU380 GA 2 20 TGTGTGTTTGCTAACCCAAGAGAG 62.737 TTTTCCTTTCTCTAGCCGGAGAGT 62.992 137
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HM_8646 GD2OF4R01BVDK9 TA 2 16 TGTGTTGAGACTGAGAGCTTGACA 62.494 TCGTTCTTTGTCTTCATTTACAGATTG 61.908 108

HM_8647 GD2OF4R02FO088 TG 2 16 TGTGTTGATGTTTCGAAAGGAAGA 63.034 GTGCCAGTGTGCCACTGTATATGT 63.322 129

HM_8648 GD2OF4R01EVBNV AG 2 14 TGTTAAAATTAGAGAGCGAAGTGAACG 63.061 AGCTCAGCTTCTAGCAATGTGGTT 62.864 116

HM_8649 GD2OF4R01EGNWA CA 2 14 TGTTACCAAAATTCCCACGCTTAT 62.746 TGATCCACTCTCCAAGAGTCAAAA 62.351 153

HM_8650 GD2OF4R01BMB4B AC 2 24 TGTTCTAGGATGAAAATTCCCCAG 62.579 TCCTTCGTGTAGTAGGATAGCAAGC 62.18 145

HM_8651 GD2OF4R02IK80D AG 2 12 TGTTGTGTAATGGTTGGATGAACA 62.289 CTGACCACATACCCCTCACCA 63.123 84

HM_8652 GD2OF4R01BYHX0 CT 2 16 TGTTTAATGCGATTTATTGGCTCC 63.238 CCGCAAGAAACAAGCAAAAAGTAG 63.347 88

HM_8653 GD2OF4R01CU02N TA 2 12 TGTTTCCAGAAGAATTGGTCACAA 62.918 CCAAGCGCAAAAGATAGAGAGAAA 63.134 138

HM_8654 GD2OF4R02H5W0N AT 2 12 TGTTTGCATCTATTATTTGTGATGACG 63.175 GCGGTGACAACTCTCTTATAGGCT 62.243 142

HM_8655 GD2OF4R02JUJ8F GA 2 12 TGTTTTCAATGGCCAATAACTATGA 61.673 TGTGCAGGATGAGAAGAGATCATT 62.366 157

HM_8656 GD2OF4R01AECUJ AG 2 12 TGTTTTTGGGACAACTTCACCATT 63.739 GACTGCCCCTACGATTCCCA 64.499 157

HM_8657 GD2OF4R01AQS32 TA 2 12 TTAAAACCACCCATGTTGATTGAT 61.488 ACTAAGTTCCTTCAACGTACCTCTCA 60.895 80

HM_8658 GD2OF4R02ILQ4L TC 2 14 TTAAACCAAACAGAGCCTTAGCCA 63.236 ATCTGTGGTTCAGTTTTGGTGGTC 63.558 159

HM_8659 GD2OF4R02IGWOK AG 2 12 TTAAATTGAGAGACCAAAGAGGCG 62.919 ATTATTCCCTCATCCCATTGTCCT 62.964 91

HM_8660 GD2OF4R01EEFW8 AG 2 12 TTAACCTACAATGTGGCAAACAAAA 61.711 GAGGAACCCAAGGACTAATCAACA 62.684 145

HM_8661 GD2OF4R02JNLQU TC 2 12 TTAAGACAAGCCATTTGACATTGAA 61.952 GTCCAAGTGCGCATAACTTCATAA 62.468 84

HM_8662 GD2OF4R02HZDSU AT 2 16 TTAAGTCTAAAAGAACCCACGGGC 63.68 CTTCACTTCACCCATACTCCCATC 63.102 146

HM_8663 GD2OF4R02GWIPR AG 2 12 TTAATAAAGATGGAGCGACCCAAA 62.92 TCCTGTAGTTCTCCTCTCTTCTTCTCTC 62.331 135

HM_8664 GD2OF4R02JGKR6 TA 2 12 TTAATGCAGAAGGCTAACAAGGCT 62.571 TGCGCATGCACATAATATCTCTCT 63.092 106

HM_8665 GD2OF4R02IMTLA AT 2 16 TTACCTTGGCTTCCATTATCACACT 62.151 ATGCCTCTATATATTGCATGGGGA 62.726 122

HM_8666 GD2OF4R02FJZC8 TA 2 12 TTACGGTACTGCTAATTCCGAACC 62.558 AAGTAGCACAGCCCAAACTAATGC 62.877 151

HM_8667 GD2OF4R01CFOJ1 AT 2 14 TTACTTTGGTTTCATCGGGCTTTA 62.93 TGGTAACCTGCCATAATGGACTCT 63.022 108

HM_8668 GD2OF4R02H7N2B AC 2 12 TTAGACCAAATTGAAACCCAAACA 61.712 TCTTGAACTCAAGCACTAAAAACCAA 62.477 143

HM_8669 GD2OF4R02IEFSN TC 2 14 TTAGCAGCTTGGCCTCTCTAATTG 63.146 GGCAAAGCTAGTGGATCCGAA 63.682 93

HM_8670 GD2OF4R02JS0IP TC 2 24 TTAGGTTTCAGGGATGAGGTTTGA 63.091 GGTGATGGAGAGGTAAGACAATTGAG 63.404 159

HM_8671 GD2OF4R01ELB9V GA 2 16 TTAGTTATTGGCTGAACAAACGCA 62.882 AATACAAAATGCACACATACACCCC 62.961 131

HM_8672 GD2OF4R02FO048 TA 2 20 TTATGGTGAATTAGGGCATACACG 62.049 CTCTGCTTCAATACCAAACGACCT 62.933 106

HM_8673 GD2OF4R02GJYTS GT 2 14 TTATGTTTTGCTTTGCTGTTGGC 63.391 ATCTTTTCCACCTGGATTATGGCT 63.188 123

HM_8674 GD2OF4R02GTR86 AT 2 14 TTATTGCTCCAATTAACCTGTGGC 63.339 TGAATCGGACTAACCACCATTTCT 63.009 160

HM_8675 GD2OF4R01AZPBJ CT 2 14 TTCAAAACCACCACATTCATCATC 63.028 CTTTGTGTTTGTGAGTCAAATGGG 62.826 160

HM_8676 GD2OF4R01CZK9Q AG 2 12 TTCAATGGTGGTGTAAGCTGATGT 62.844 GGAACCGACCAACTACTACGACTC 62.411 127

HM_8677 GD2OF4R02FMY82 TA 2 12 TTCACACACTCCCATATTTGCATT 62.631 TCAAATCGTCGAATGTGTAGATCA 61.741 126

HM_8678 GD2OF4R01AP4WN GA 2 14 TTCACATAATGAAGTTGACGCCAC 63.283 CACCTACACTAGAAGACTAATCCCACG 62.567 95

HM_8679 GD2OF4R01EP7C6 TG 2 20 TTCACTGTCTCTTCAAAAATCCGT 61.347 CACTTCTCTATTAGTAAGCTAAGTGGGC 60.537 153

HM_8680 GD2OF4R02I1MJU TC 2 24 TTCAGTTGTTTTTCACATGGGGAT 63.735 TGTGTGTTTCGTCTCCAATGTTTC 63.383 100

HM_8681 GD2OF4R02IHLFD AC 2 16 TTCATCATCCCACATAATAGATCGG 63.107 GTCTCCGGAATCATGGCAAGTAT 63.541 117

HM_8682 GD2OF4R01BAG4A AG 2 14 TTCATCGCTTGTTTGATCTCTGTC 62.833 GTACCCGTCATCCCAACCCTA 63.097 84

HM_8683 GD2OF4R02HBR8H TC 2 14 TTCATTAAAGCCTCAATCCACAAA 61.921 CAAGAGCATTTGTTTTCGGAAAGT 62.836 143

HM_8684 GD2OF4R02FJYPF CA 2 12 TTCATTGATGGAGGACACCAAATA 62.588 GACGCCCTTTTTAGTAGCCTGAC 62.536 160

HM_8685 GD2OF4R01AJF9M GT 2 14 TTCCAGAGAAATGATCCTACAGGG 62.771 ACCCTGACTCTACTTGCTTTGCAG 63.258 153

HM_8686 GD2OF4R01DF3XC AG 2 14 TTCCATCTTCAAATTTCTTGGAGG 62.676 ACACAAGACAATTCTCTCCGGC 62.803 146

HM_8687 GD2OF4R02GEDPJ GA 2 14 TTCCCAGCCCTAGACACTAGTCAG 63.12 TGAACCACTAACCTTCGCCG 63.378 122

HM_8688 GD2OF4R01D7AAE TG 2 24 TTCCTCTGAAACCTCTTGTTTTGG 62.892 CTCTCATGCACACATACCCTTTTG 62.945 139

HM_8689 GD2OF4R01AOHDX CT 2 14 TTCCTTCTATCTATTCATTGCCGC 62.737 GGATTGTGAAAAGAGGAACCTTGA 62.784 137

HM_8690 GD2OF4R01D901P CA 2 20 TTCCTTTTCAAAGCAAATATTAGGG 60.921 GGCACAACTGATCTTCTGTTTCAT 61.753 115

HM_8691 GD2OF4R01COR0P TA 2 16 TTCGAAGGTTTCTTGGTTTCAGAG 63.003 TTCTCCAGAGTCCAGAGAGCATTT 62.898 142

HM_8692 GD2OF4R01EFZOL AT 2 12 TTCGATGAAGAACCCAATTACAAA 61.807 TGTATCAGTCTTTTTCTCTGTACAGCCT 62.035 189

HM_8693 GD2OF4R01BNGKV GA 2 24 TTCGTCCATACTGTTCATCCTTCA 62.921 AATGTCTGCTACGGTCTGCACAT 63.193 108

HM_8694 GD2OF4R01DV0LN GA 2 20 TTCGTCTCCTCTGCAATTTGTTTA 62.226 CCGTTCCGGTCAGTCATTTT 62.187 99

HM_8695 GD2OF4R01A0T0U AC 2 12 TTCGTTAGTTTAGCTGCACACACC 62.683 CAAACAGGTTGGTTTGTTTTCTCC 63.015 91

HM_8696 GD2OF4R02I8OW7 GT 2 14 TTCTAAATTAGCCTTGTTCCTCGG 61.958 CCCATAAGAGAACAGAACACAGCA 62.724 89

HM_8697 GD2OF4R01AW83X TC 2 16 TTCTACAGGCCTTCTGGCATCTAC 63.035 CAACACACTGATAAAGAGTGGCCTT 62.847 149

HM_8698 GD2OF4R02G3LYE GC 2 12 TTCTCTATCACCTCATTAAATGCCAA 62.171 TCATTTAAGCTTGACCATTCCCTT 62.219 124

HM_8699 GD2OF4R02IGEL3 AC 2 16 TTCTGACGTCATTGTGCAGGAG 63.651 GGAGAAAAGCTGGATTGGTTGATA 62.705 122

HM_8700 GD2OF4R02JSS5O CA 2 12 TTCTTCTTATGTCCACACGCACTC 62.741 TCTTCAATCATTCTAAATTTCCTCCC 61.957 97

HM_8701 GD2OF4R01EYKK1 AG 2 24 TTCTTCTTTTGATTTGTTCCTGCG 63.725 CCTCCCTCCCTCCTCCTGAC 64.68 107

HM_8702 GD2OF4R02J2ZKW TC 2 20 TTCTTTCCTCTCCTCAAAATGCAC 63.009 GGGAGTCTTCACTTCAATTGGGTA 62.684 137

HM_8703 GD2OF4R02G2F7O GT 2 32 TTCTTTGATAGCCAACACACATCC 62.412 TTTACCGTAACGGACGAGAAGAAC 62.741 147

HM_8704 GD2OF4R01A5FPJ TG 2 16 TTGAAAACATAACCATACGGACCC 63.018 TTCTACTAATTCGCCTTCGTTGCT 62.571 135

HM_8705 GD2OF4R01CE9GO GT 2 20 TTGAAACCAGCTGCGCATAG 62.381 TCTGGACAAGAGTTGCATAAATACTACA 61.491 93

HM_8706 GD2OF4R02JDH9J GA 2 16 TTGAAATCCATTCCTCCACTTGTT 62.996 CAAACTATGACCCTCACCACCAC 62.799 149

HM_8707 GD2OF4R02G23TD GA 2 14 TTGAACACTTGCTCCCATGTCTAA 63.048 CCTCTTTTCTCTCACAGTCTCCCA 63.309 157

HM_8708 GD2OF4R01AE4NH AG 2 12 TTGAACAGCTCTTCTTGAACCATT 61.467 GACATTCATTAAGTGGACATGGCT 61.456 131

HM_8709 GD2OF4R02IX343 GA 2 16 TTGAACTGAGGAAAATCTACCATAATCA 62.296 CCCGTCACTATCAATCGACACTATC 63.037 128

HM_8710 GD2OF4R02H0GCE CT 2 14 TTGAAGAAAATTGATCTCTCAAATCAC 61.105 GGATGCAAATAACAGCCAATACAT 61.254 142

HM_8711 GD2OF4R01D1SQT CT 2 16 TTGACTCTCTTTCTTCCTCACCAAA 62.695 ACCACCACTAGTCGAAACAACCAT 63.036 131

HM_8712 GD2OF4R02GFXL2 GA 2 12 TTGAGGAGTTGGAGAGAGGAGAGA 63.079 ACATGTTCACCACAAGAAAGGGTT 63.023 110

HM_8713 GD2OF4R02FRF2G CT 2 12 TTGAGGCTAAAAATTGGGGAAAAT 62.989 TGACCTCGTGAGCTCTTATCTCCT 62.912 159

HM_8714 GD2OF4R02IYC3T AC 2 16 TTGATCCTTTTCACTGTTTACCGAG 62.727 GCTCCAATGCTACATATTCTCCCA 63.541 121

HM_8715 GD2OF4R01CEONM AG 2 14 TTGATGGAAACCCTAGAGGAGGAG 63.974 GCCTAGTCTAAGTGGGACTCCAAGA 63.306 160

HM_8716 GD2OF4R02ICEOC AG 2 12 TTGATTTTGAATGGGGTTTCAATC 63.092 TGACTGTCTTCTTCTCCCCATCTC 63.202 105

HM_8717 GD2OF4R02GP2V2 GA 2 16 TTGCACAATCCAAGAGAAGTTGTT 62.206 TTTAGACCCTTTTCCCTTCTCTGC 63.18 196

HM_8718 GD2OF4R01A88JG CT 2 12 TTGCACTATATTTGGCCTTTCCAT 62.842 TCTCAGGCTCTCTGTGAACCTTTT 62.909 84

HM_8719 GD2OF4R01C8MSX GA 2 16 TTGCCACTGATTCTCCAACTTACA 63.048 GCAGAGGTAGGTGTTCTGTTTTCC 62.512 111

HM_8720 GD2OF4R01DG25S AT 2 12 TTGCCATATTGATTCCATTGTTACT 60.786 GTGTTATAGGTTAGCAGCCCCC 61.058 160

HM_8721 GD2OF4R01DVN1L AT 2 16 TTGCCCTAACGACTTGGAGAATAA 63.122 TCTCTTCTCTTCTCTCCACTTCTCTCA 62.69 147

HM_8722 GD2OF4R02JC3PT TA 2 14 TTGCCTTAAAAAGTGAATTATTCTTAGC 60.642 TAAACAACAGGTAAGTTTGGTCGG 61.435 156

HM_8723 GD2OF4R01AZAQ2 TC 2 14 TTGGATCTTCTTCGTCTTCGATTC 63 TTCACTCCATACCCATTTTGGAAC 63.206 114

HM_8724 GD2OF4R01DIARF CA 2 20 TTGGATGAAAATGACTCAAAACCC 63.305 CTCTGCTTTTGTTGGCTTCTTGTT 63.15 127

HM_8725 GD2OF4R02HL8QP AG 2 20 TTGGCATGTACTTGTGAGTGTTTG 62.214 AACATTTGAATCAGAGGTCGAAGC 62.926 143

HM_8726 GD2OF4R02JL59R AT 2 16 TTGGGCCCATTCTCTAACAACTTA 63.014 TGCTCTCTTCTTTTTGCTTTTGCT 62.957 141

HM_8727 GD2OF4R02GI0AE CT 2 12 TTGGGTTAGTTGGTAAAACAGAGCA 63.046 CCAGCACTGTGCAACTATGGC 64.032 141

HM_8728 GD2OF4R02JXLBK TG 2 16 TTGGGTTTTAGCAACAGATTCAGA 62.112 TTTGCTTTATTACATGCGAACACA 61.675 143

HM_8729 GD2OF4R02I4KPT AG 2 16 TTGGTGCAACTTCAGCATTTCTTA 63.068 TAGACCCAAATCTGCAAACTCAAA 62.112 157

HM_8730 GD2OF4R02H84XY TA 2 12 TTGTACGCGAACCACTACAAGAAA 62.979 TCAATGCTCATGATGGTCATGTTT 63.711 160

HM_8731 GD2OF4R02HY260 AC 2 24 TTGTGCACCAAAATCTGAATAACC 62.225 CACATTCTGTGTTCAGCATTCAAA 62.305 133

HM_8732 GD2OF4R01EXRIN AG 2 20 TTGTGCATCCTGTTTTTGTATTGG 63.055 CTTTTCATTCTTTCAGCCGTTACC 62.343 86

HM_8733 GD2OF4R02HZ7MW TA 2 12 TTGTGCTGAAATTCTGGCTAGTGT 62.339 GGAATGGAAATCAATACAAAAGGAGA 62.618 149

HM_8734 GD2OF4R01B2YYV GA 2 16 TTGTGTCTGTTTCGTTTCTTCTGC 62.856 TCACTGCCAATATCTGGAGTTCTG 62.712 91

HM_8735 GD2OF4R01AJ6XT TG 2 16 TTGTGTGCACATTGAAAGACAAGT 61.872 GCATTTCCTTTTAATTGTCGATGTT 61.621 160

HM_8736 GD2OF4R01DEVJS TC 2 12 TTGTTACTTTCGCTGGTTCTCTCC 63.031 AAATGTTAAGGGCCTGTTTTGGTT 63.013 100

HM_8737 GD2OF4R01B9GIA CA 2 12 TTTAACATTGGTGATCTCTCGCAC 62.529 CACCAAAGACCAAAATGTCAAGTG 62.826 80

HM_8738 GD2OF4R02HUEAZ GA 2 12 TTTAAGATTCTTGTGGGGGTGAGA 63.091 GGTATTTTTCTTTGATCCGCTTCC 63.191 137

HM_8739 GD2OF4R02IN1ID TG 2 12 TTTAATTGGTCACATGTGGGTACG 62.843 GAGAGAAGAAGTTGTGTTGGGGAA 62.997 115

HM_8740 GD2OF4R01D5Z26 TA 2 12 TTTACAGCGATTGGATCCAGTTTT 63.03 ATAACATCCCAGATTTGCAACACA 62.631 141



Supplement Table 1 Details of 8,780 EST-SSR markers developed from transcriptome of  two hydrangea cultivar, Veitchii and Endless Summer 

SSR ID Contig/Singletons MinMatch Type Length Forward Sequence LeftTM Reverse Sequence RightTM ProductSize

HM_8741 GD2OF4R01AQYNJ CA 2 14 TTTACCATGTTCAAATTCACACGC 63.072 TTGTGTACTATTAAGGGCGTTTATCCA 62.877 87

HM_8742 GD2OF4R02FTB4I TG 2 14 TTTACCTGGAAAATCTGTGAAGGC 62.716 ACAACACCGTCATAGCCACCTATT 62.949 104

HM_8743 GD2OF4R02H2AA1 AT 2 20 TTTATCAATCCAAGCTGGCTCTGT 63.341 CCAGCGCTCCTGTAAGTTTTATGT 62.862 96

HM_8744 GD2OF4R02JHDQP GA 2 14 TTTATTGCCAATCTTTTATTGGTGC 62.307 AGGGGTGTTGAAATTGGATCTACA 62.897 146

HM_8745 GD2OF4R02J0KWX TA 2 14 TTTATTTATTGCATTTGGCTGTTATG 60.447 CGACCAACTACTTTGGGTGTGTAT 61.386 143

HM_8746 GD2OF4R02FL045 AC 2 16 TTTCAACACTTCAGAATACCAGACTAAG 60.45 TGTTTGTATTGTGAGATTGGTTACTTTC 60.843 155

HM_8747 GD2OF4R01CCH5K TA 2 16 TTTCAGCATGTCATTCTCGCTTTA 63.171 CATCCCAAAAACTATGTGTACTCGC 62.958 92

HM_8748 GD2OF4R02HTDQL TC 2 12 TTTCAGGTTCTGGACTCTTCTTTCTC 62.601 CGTGTAAATAACATGAGACCTGCG 62.869 130

HM_8749 GD2OF4R01A3F85 GA 2 24 TTTCATCATCGATTCCCATCTTTT 62.889 TCGAAGTTTCATAGAAGGTCGAGG 63.006 103

HM_8750 GD2OF4R01CSSLE AT 2 14 TTTCATTGTTACTTTTATGCCCCG 63.126 CGTGCAACGCACGTATTGTATTA 62.919 152

HM_8751 GD2OF4R01BENLJ AC 2 16 TTTCCTGCAAAACCCTACCTAACA 63.023 ACGAACAAGGCTTCGAGGTTACTA 62.548 156

HM_8752 GD2OF4R01AIHPB GA 2 24 TTTCCTTCCTACCTTAGTGACACACC 62.92 ATTCTTGAAGACCCCTTTCTTTGC 63.09 157

HM_8753 GD2OF4R01DUQTG TA 2 12 TTTCCTTCTTCATAGTTGCCCTTG 62.811 GCCACTACACAACTTGTCCCTTTT 62.737 120

HM_8754 GD2OF4R01DI3WS GA 2 32 TTTCTCCCTCTATTAAGGTTCTCAGG 61.493 AAAAACCAAACCCAACTTACCTTC 60.799 82

HM_8755 GD2OF4R01CUNEG AC 2 14 TTTCTGAAATCTGAACAGGAAGTGA 61.453 AACTGGAAATTCTTGTTTCAGTGATT 60.615 125

HM_8756 GD2OF4R01BPII0 AC 2 20 TTTGATTTTGATATTCCTGCCCAA 63.599 CAGTAATACACATGCGGGTGGTAA 62.969 89

HM_8757 GD2OF4R02GF2K7 AT 2 16 TTTGCATTTCCTCTTTGATTTTTGA 63.024 CAATTCAAACAAATCTCAGCTCCC 63.219 119

HM_8758 GD2OF4R01CCUQK TA 2 12 TTTGCGAGAGGTGTGATATCTGAA 63.154 TACATCAGCCGCCTCTCATTTATT 63.142 149

HM_8759 GD2OF4R02IG7IL AG 2 12 TTTGGAGACAGAAATTGAGGGTTC 62.784 ACCCTTCCGTTACTTTTTCTCTCG 63.094 111

HM_8760 GD2OF4R02I4RC0 TA 2 12 TTTGGATAGCACCATTTTGAACCT 62.922 AACTTTAACAGAGCCGATCGTGAC 62.949 124

HM_8761 GD2OF4R02FTGGT AG 2 14 TTTGGCAAATATTACACTAACCAGTTGA 62.887 ATGGATTTCAGTTGGGGGTTAGTT 62.983 107

HM_8762 GD2OF4R01CH9C1 TC 2 14 TTTGGGGGTAGTTGCGAAATAATA 62.646 TTTGCAAACATTTAATACCCAGGA 61.66 157

HM_8763 GD2OF4R01DK989 TA 2 12 TTTGGGTCCATAAAATTTCTCCCT 62.968 AGCAAAACATAAAGCTTGAAAGGC 62.105 140

HM_8764 GD2OF4R01AM79N AT 2 12 TTTGTTAATACCTTTCTCTCTGTGCG 62.016 CTACGATCCGACTGTCAAAACAGA 62.724 140

HM_8765 GD2OF4R01DNC7O AG 2 12 TTTGTTAGATAGGGCAAATGAGCG 63.532 TTCGTCTTCCTCCTCCTAATTGGT 63.476 147

HM_8766 GD2OF4R02IAC0V TC 2 12 TTTGTTGCATAAGTTGCAAAACATAAA 62.734 ACCAAAGCTAACCTGAACAAGACG 62.943 134

HM_8767 GD2OF4R01AN33M AC 2 12 TTTGTTTCCACAAGTTCAAACCCT 63.015 CCCCAAGAAAAGAGAAAAAGGAAA 62.962 153

HM_8768 GD2OF4R02JZW09 AG 2 14 TTTTACCTTCAGAACACCCCGTAG 62.617 CTCACTTCACAGGAGGGTATGGTT 62.793 91

HM_8769 GD2OF4R02IWKYJ AT 2 20 TTTTCACAGAAGCTGAAAAAGTGAAG 62.276 GCCTAAACCCATCTGCAAGATAAA 62.641 147

HM_8770 GD2OF4R01B4HSC AG 2 20 TTTTCCCAACAAGAAACAGAAACC 62.605 AGGCCTTCGTTGAATTTGTCAGT 63.34 118

HM_8771 GD2OF4R01CYEXG AT 2 16 TTTTCCCCTTTTAATTCGGATTGT 62.887 CCACCCCAGTCGGTAGTGATAC 62.786 145

HM_8772 GD2OF4R01D46JE AT 2 16 TTTTCGAATCGGATGAAGAATGTT 63.009 CGAATTTTCGTTGTTTTTCTTTCG 63.031 112

HM_8773 GD2OF4R01EOLL1 AT 2 12 TTTTCTTTTTACCTTTGACGCTGG 62.742 AACCAATCCAGTTCATAGTCCCAA 62.897 93

HM_8774 GD2OF4R02ICNZL TA 2 14 TTTTGGCTGACTCACTCCCTACAT 63.338 ACAAGCAGAAGAAACTCACACACG 62.972 102

HM_8775 GD2OF4R02JGXDE GA 2 14 TTTTGGCTTAATTGGTTGAGGAGA 63.109 GAGTCCGATGTCATTTACAAAGCC 63.137 91

HM_8776 GD2OF4R01AZC8Y AC 2 14 TTTTTAAAACTGCAAACAGGATCA 60.038 TTTCTTATTTTCCTCCATCTAGCATTT 60.913 88

HM_8777 GD2OF4R01BBQ9Q TA 2 12 TTTTTAGGGAAATTAGGGTTAGTTTCAG 61.358 CCCAACCTGCGACACTAATTAAA 62.326 95

HM_8778 GD2OF4R02IMUXP TA 2 12 TTTTTCCCCCTCCAATGTAAGT 60.892 CTATTTTTCGAGTTTGGAATCCGT 61.752 128

HM_8779 GD2OF4R02GPFKS AT 2 16 TTTTTCTCCGGAAGCACACAGTAT 63.239 ACTGGACTTTGTGGTCGGACTAAC 62.821 151

HM_8780 GD2OF4R01DTV3A TA 2 14 TTTTTGAAGTCTGTTTTAAGATCCG 60.047 TGAAATCTTACCATTTGTTCCACA 60.606 116


