Table S2. Sequence of all satellites in C.elegans

>Cele-UNSBO1 1:1-2668 Satlength=2668 Nr of Repeats=204 RepeatLength=12
seed=CTAAGCCTAA
CTAAGCCTAAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCGC
CTAAGCCTAAGCTAG
CTAAGCCTAAG
CTAAGCTAAGC
CTAAGCCTAAGC
CTAAGCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCC
CTAAGCCTAAGC
CTAAGCCTAAGC



CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCGC
CTAAGCCTAAGCCTG
TAAGCCTAAGCCTAAGCTGC
CTAAGCCTAAGCCTAAG
CTAGCCTAAGC
CTAAGCCTAAG
CTAAGCCTAAGC
CTAAGCCTAAGCCTAG
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC



CTAAGCCTAAGC
CTAAGCCCTAAGCCTAAGCTAG
CTAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC



CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAG
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAG
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGC
CTAAGCCTAAGCCTAAAAAATTGAGATAAGAAAACATTTTACTTTTTCAAAATTGTTTTCATGCTAAATTCAAAACGTT
TTTTTTTTAGTGAAGCTTCTAGATATTTGGCGGGTACCTCTAATTTTGCCTGCCTGCCAACCTATATGCTCCTGTGTTT
AGGCCTAATA
CTAAGCCTAAGC
CTAAGCCTAATA
CTAAGCCTAAGC
CTAAGACTAAGCCTAATA
CTAAGCCTAAGC
CTAAGACTAAGC
CTAAGACTAAGC
CTAAGACTAAGCCTAATA
CTAAGCCTAAGC
CTAAGACTAAGC
CTAAGCCTAATA
CTAAGCCTAAGC
CTAAGACTAAGCCTAATA
CTAAGCCTAAGC
CTAAGACTAAGC
CTAAGACTAAGC
CTAAGACTAAGCCTAATA
CTAAGCCTAAGC
CTAAGACTAAGC

Nr of selected repeats 173 Similarity 0.987409
Consensus:
CTAAGCCTAAGC
>Cele-UNSB01 1:224582-224687 Satlength=106 Nr of Repeats=5 RepeatLength=15
seed=AGACCCATCG



AGACCCATCGTGGCGAGACATATCGTGGTGATATCCTTCGTGGCG
AGACCCATCGTGGTG

AGACCCATCGTGGCG

AGACCCATCGTGGTG

AGACCCATCGTGGTA

Nr of selected repeats 4 Similarity 0.911111
Consensus:

AGACCCATCGTGGtg

>Cele-UNSB01 1:282371-283239 Satlength=869 Nr of Repeats=23 RepeatLength=38
seed=AAATTTTAAT
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTC
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGACGGGAATTTA
AAATTTTAATTTTCTGAAAATATTTTGGCGGGAATTC
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTC
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTC
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTC
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
AAATTTTAATTTTCTGAAAATATTTTGGCGGGAATTC
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
Nr of selected repeats 17 Similarity 0.995872
Consensus:
AAATTTTAATTTTTTGAAAATATTTTGGCGGGAATTTA
>Cele-UNSBO01 1:283314-284124 Satlength=811 Nr of Repeats=52 RepeatLength=15
seed=TCGTGGTGAG

TCGTGGTGAGACCCT

TCGTGGTGAGACCCA

TCGTGGTGACACCCA

TCGTGGTGAGACCCT

TCGTAGTGAGACCCT

TCGTGGTGAGACCTT

TCGTGGTGAGACCCA

TCGTGGTGAGACCCA

TCGTGGTGAGACTCA

TCGTGGTGAGACCCT

TCGTGGTGATACCCA

TCGTGGTGAGACCTT

TCGTGGTGAGACCCAC

CGTGGTGAGACCCA

TCGTGGTGAGACTCA

TCGTGGTGAGACCCT



TCGTGGTGAGACCCA
TCGTGGTGAGACCTT
TCGTGGTGAGACCTT
TCGTGGTGAGACCCA
TCGTGGTGAGACCTT
TCGTGGTGAGACCTT
TCGTGGTGAGACCTT
TCGTGGTGAGACCCA
TCGTGGTGAGACCCT
TCGTGGTGAGACCCA
TCGTGGTGAGACCTT
TCGTGGTGAGACCCA
TCGTGGTGAGACCCA
TCGTGGTGAGACCCA
TCGTGGTGAGACCCA
TCGTGGTGAGACCCTTCATGGTTAGACCCA
TCGTGGTGAGACCCT
TCGTGCTGAGACCATTCATGGAGAGACCCA
TCGTGGTGAGACCCT
TCGTGGTTAGACCCA
TCGTGGTGAGATCTT
TCGTGGTGAGACCCA
TCGTGGTGAGACTCA
TCGTGGTGAGACCCT
TCGTGGGGAGACTCT
TCGTGGTGAGACCCT
TCGTGGTTAGACCCA
TCGTGGTTAGACCCA
TCGTGGTGAGATCTT
TCGTGGTGAGCCCCA
TCGTGGTGAGACCCA
TCGTGGTGAGACTTT
TCGTGGTGAGACCCA
TCGTGGTGAGACTTT
TCGTGGTGAGACCCA
TCGTGGTGAGACCTT

Nr of selected repeats 48 Similarity 0.862569
Consensus:

TCGTGGTGAGACCca

>Cele-UNSB01 1:309874-309994 Satlength=121 Nr of Repeats=7 RepeatLength=15
seed=GAGACCCATC
GAGACCCATCGTGGC
GAGACCCATCGTGGC
GAGACCCATCGTGAC
GAGACCCATCGTGACGAGGCCTATCGTGGT
GAGACCCATCGTGGC
GAGACCCTCCGTTGA
GAGACCCATCGTGAT

Nr of selected repeats 6 Similarity 0.764583
Consensus:

GAGACCCATCGTGac

>Cele-UNSBO1 1:336527-337247 Satlength=721 Nr of Repeats=18 RepeatLength=40
seed=AATTTTCTCG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATATTTCAG



AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTTCAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAACATTCCAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATAGTTCAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAT
AATTTTCTCGAAATTTCCAGAAGGTTCTAGAACATTCCAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATATTTCAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATATTTCAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATATTTCAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTTCAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATATTTCAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAG
AATTTTCTCGAAATTTCCAAAAGGTTCTAGAACATTACAG
AATTTTCTCGAAATTTTCAGAAGGTTCTAGAATATTTCAG

Nr of selected repeats 18 Similarity 0.920044

Consensus:

AATTTTCTCGAAATTTcCAaAAGGTTCTAGAACATTLCAG

>Cele-UNSBO1 1:340649-342857 Satlength=2209 Nr of Repeats=12 RepeatLength=184
seed=GAATACAGAA
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTCAAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATCAAATTCTCTTACTAGAACGCTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTCAAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTTTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTTAAATTTATTGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTCGAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATATTCGAATTTAACGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGGGAAAAAGATCCTACTCAGAATATAAACATATTCGAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTCAAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCTAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCAACTCAGAATAAAAACATATTCGAATTTACCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTGAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTCGAATTTATCGAATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATATTCGAATTTAACGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT



GAATACAGAACACCAATTATGCCCGGGAAAAAGATCCTACTCAGAATATAAACATATTCGAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCAACTCAGAATATAAACATATTCGAATTTATCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT

Nr of selected repeats 12 Similarity 0.974089

Consensus:
GAATACAGAACACCAATTATGCCCGAGAAAAAGATCCTACTCAGAATATAAACATAGTCgAATTTAtCGGATGTATAAA
GATTCCCGAAGACACTTTCCAATTACCCAAATTGTTCATATTCTAAATGAAATTCTCTTACTAGAACACTCTTGGCCAA
TGTACGCAGCCGAACGTATCATAAGT

>Cele-UNSB01 1:356425-357011 Satlength=587 Nr of Repeats=29 RepeatLength=19
seed=TATCGATTTT

TATCGATTTTTATG

TATCGAATTTACTGGAAAACTATCAAAAGTTTAGGAAAAA

TATCGATTTTCCTGAAATT

TATCGATTTTCCTGAAATT

TATCGATTTTCCTGAAATT

TATCGATTTTCCTGAAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTCCTGAAATT

TATCAATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATA

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATA

TATCGATTTTCCTGAAATT

TATCGATTTTTCTGGAATT

TATCGATTTTCCTGAAATT

TATCAATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATT

TATCGATTTTTCTGGAATA

TATCGATTTTTCTGGAATTC

ATCGATTTTTCTGGAATTCATCGAGTTTTCCGAGATT

Nr of selected repeats 25 Similarity 0.914854

Consensus:

TATCGATTTTtCTGgAATT

>Cele-UNSBO1 1:360798-360950 Satlength=153 Nr of Repeats=8 RepeatLength=19
seed=GTACTACCTT

GTACTACCTTTTAATGTAT

GTACTACCTTTTAATGTAT

GTACTACCTTTTAATGTAT

GTACTACCTTTTAATGTAA

GTACTACCTTTTAATGTAT

GTACTACCTTTTAATGTAT

GTACTACCTTTTAATGTAT



GTACTACCTTTTAATGTAT

Nr of selected repeats 8 Similarity 0.982456
Consensus:

GTACTACCTTTTAATGTAT

>Cele-UNSBO1 1:479600-479769 Satlength=170 Nr of Repeats=13 RepeatLength=12
seed=TAGGCTTAGG

TAGGCTTAGGTT

TAGGCCTAGGCT

TAGGCTTAGGCTA

AGGCTTAGGCT

TAGGCGTAGGCT

TAGGCATAGGCG

TAGGCTTTAGGTTTAGGCTAAAGCG

TAGGCTTAGGTT

TAGGCCTAGGCT

TAGGCTTAGGCTA

AGGCTTAGGCT

TAGGCGTAGGCT

TAGGCGTAGGCG

Nr of selected repeats 8 Similarity 0.813492
Consensus:

TAGGCnTAGGct

>Cele-UNSBO01 1:558852-559000 Satlength=149 Nr of Repeats=8 RepeatLength=12
seed=CTAAGCCTAA

CTAAGCCTAAGC
CTAAGCCTAACCTAAATCGCGTCAGAGATAACGTTCGCCACTGACGCCAAGCCTCAAC
CTAAGCCTAAGC

CTAAGCCTAACA

CTAAGCCTAAGTA

TAAGCCTAAATCTAGGC

CTCAGCCTAATA

CTAAGCCTAAGC

Nr of selected repeats 5 Similarity 0.811111
Consensus:

CTaAGCCTAAgC

>Cele-UNSBO1 1:564264-564319 Satlength=56 Nr of Repeats=5 RepeatLength=11
seed=GTACTCCTAC

GTACTCCTACC

GTACTCCTAAA

GTACTCCTACC

GTACTCCTACA

GTACTCCGACC

Nr of selected repeats 5 Similarity 0.830303
Consensus:

GTACTCCtAcc

>Cele-UNSBO1 1:567454-567526 Satlength=73 Nr of Repeats=6 RepeatLength=12
seed=GCGTTGCGTG

GCGTTGCGTGCT

GCGTTGCGTGCC

GCGTTGCGTGCC

GCGTTGCGTGCT

GCGTTGCGGGCT

GCGTTGCGTGCC

Nr of selected repeats 6 Similarity 0.896296



Consensus:

GCGTTGCGTGCc

>Cele-UNSBO01 1:568805-568943 Satlength=139 Nr of Repeats=8 RepeatLength=12
seed=AGGCTTAGGC

AGGCTTAGGCTTAGGTCTAGACTTAAGGCTACACTTAAATTT

AGGCCTAGGCTT

AGGCTTAGGCTT

AGGCTTAGGCTG

AGGCTTAGGCTG

AGGCTTAGGCTTATGCTC

AGACTTAGGCTT

AGGCTTACGCTTAGGCTT

Nr of selected repeats 5 Similarity 0.844444

Consensus:

AGgCtTAGGCTL

>Cele-UNSBO01 1:625093-626033 Satlength=941 Nr of Repeats=22 RepeatLength=23
seed=AAAAAAAATT
AAAAAAANATTAGAGTTTGCGCGTCAAATATGATGTATGACCGGCAGTGTTTGCACACACATAGCCTAGACACGATAAAA
TACATCAGATTTTACGCGCAAACTGGC
AAAAAAATTGATTTTTTGGCTTTTTCGGACTAAACATTAGAAAAAAAGACTATACTCCAACAATTTTTTTCAGTTTTTT
TTTGAAAAATTCCATATTTTCTGAAGTTCAAATAAATATATATTTTTTTAAAGTTCAAAAAATTCAAATTAGCGCGTTA
AAAACGACGTATTCAGGCATCACATTTGACGCGCAATTTTTTTTTTAAAGAAGGATTTGCGCGTCAAATCTGGCGAATT
AGGTTTGTCGGCGGAATACACCGAATTTCACGCGCAAAATTTCAAACCTCAATGATAAAATCGGAGAGCGTATTCGAGG
AAATTACGTCTTTCAACGTCTCCGCCGGAACCACGACAGCGAACAAGTTTTGTGTTGACTGA
AAAAAAAATTAAATTTTTCGAC

AAAAAAAATTAAATTTTTCAACG

AAAAAAAATTAAATTTTTCAACG

AAAAAAATTAAATTTTTCAACA

AAAAAAAATTAAATTTTTCAACA

AAAAAAAATTAAATTTTTCAACA

AAAAAAAATTTAATTTTTCAACA

AAAAAAANATTAAATTTTTCAACG

AAAAAAAATTAAATTTTTCAACG

AAAAAAATTAAATTTTTCAACA

AAAAAAAATTAAATTTTTCAACA

AAAAAAAATTAAATTTTTCAACA

AAAAAAANATTTAATTTTTCAACA

AAAAAAANATTAAATTTTCCAACA

AAAAAAAATTAAATTTTTCAACA

AAAAAAAATTAAATTTTTCAACA

AAAAAAAATTAAATTTTTCAAC

AAAAAAAATTAAATTTTTCAACA

AAAAAAANATTAAAATTTTCAACGA

AAAAAAAATAAATTTTTCATCA

Nr of selected repeats 14 Similarity 0.950948

Consensus:

AAAAAAAATTAAATTTTTCAACA

>Cele-UNSBO1 1:642767-642875 Satlength=109 Nr of Repeats=6 RepeatLength=12
seed=TAAGCCTAAG

TAAGCCTAAGCC

TAAGCCTAAGACTAGGTC

TAAGCCTAAGCCTGAGCCTATGCCTCAGCCTGAGAATAAGCG

TGAGCCTAAGCG

TGAGCCTAAGTC



TAAACCTAAGCC

Nr of selected repeats 4 Similarity 0.759259
Consensus:

TaAgCCTAAGcc

>Cele-UNSBO1 1:671513-680928 Satlength=9416 Nr of Repeats=294 RepeatLength=32
seed=GAATTCAAAT
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAATTATTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAATTTGCCGG
GAATTCAAATTTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAAATTTGGCG
GAATTCAAATTTCGAAAAAATTTGCG
GAATTCAAATTTCTGAAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTCTGAAAAAAATTTGGCG
GAATTCAAATTTTCAGAGAAAAATTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA



GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAAATTTTGGCGG
GAATTCAAATTTCTGAAAAAATTTGGCGG
GAATTCAAATTTCTGAAAAAAATTTGGCG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTCTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAATTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTCTGAAAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTGGCG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG



GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTCTGAAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAATTTCTGAAAAAAATTTGCGG
GAATTCAAATTTCTGAAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAATTTTCTGAGAAATTTTGGCGGA
AATTCAAATTTTCTGAGAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTTAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTCTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG



GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTTAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTCTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAATTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG



GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA



GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTTGGCGA
GAATTCAAATTTTCAGAGAAAAATTCTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGTAAAACTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG
GAATTCAAATATTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTAAGAAAAATTTTGGCGG
GAATTCACATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAAATTTCTGAAAAAAAATTTGCCGG
GAATTCAAAATTTCTGAAAATAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATTTTCTGCAAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTTGGCGG
GAATTCTAATTTTCTGAGAACATTTTTGGCGGA
AATTCAAATTTTCTGAGAACATTTTTGGCGG
GAATTCAAATTTTCTGAGAAAAATTGTGGCGG
GAATTCAAATTTTCTGAGAAAAATTTAGGCGA
GAATTCAAATTTTCAGAGAAAAAATTTTGGCGG

Nr of selected repeats 192 Similarity 0.889807
Consensus:

GAATTCAAATTTTCtgAGAAAAATTTEGGCGY

>Cele-UNSBO01 1:685710-685978 Satlength=269 Nr of Repeats=6 RepeatLength=45
seed=TCTGATCCTT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTCCTGATGG
TCTGATCCTTCAGATCCAAAGGATCACGAGGCTCTTCCTGATGT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGCACCTTCTGATGA
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCACTTGATGG
TCTGATCCTTCAGCTCCAAAGGATCACGAGGCTCTTCCTGATGT
Nr of selected repeats 4 Similarity 0.792593
Consensus:
TCTGATCCTTCAGaTaaGAAGGATCacAaGGGtACCtccTGATGg
>Cele-UNSBO1l 1:696260-697073 Satlength=814 Nr of Repeats=14 RepeatLength=44
seed=TTTGCCGGTT
TTTGCCGGTTTGCCGATTTGCCCGACATTTTTCAATTTCGGCAA
TTTGCCGGTTTGGCGATTTGCCCGAAATTTTTCAATTTCGGCAA
TTTGCCGGTTTGCCGATTTGCCCGACATTTTTCATTTTCGGCAA
TTTGCCGGTTTGCCGATTTGCCCGAAATTTTTCAATTTCGGCAA
TTTGCCGGTGTGCCGATTTGCCAAAAATTTTCATTTTCGGCAA
TTTGCCGGTTTGCCGATTTGCCGGAAATTTTCATTTTCGGCAA
TTCGCCGGTTTGCCGATTTGCCCGAAATTTTTCAATTTCGGCAA
TTTGCCGGTTTGCCGATTTGCCGGAATATTTCATTTTCGGCAA



TTTGCCGGTTTGCCGATTTGCCCGAAGTTTTTCAATTTCGGCAA
TTTGCCGGTTTGCCGATTTGTCGAAATTTTTCATTTTCGGCAG
TTTGCCGGTTTGCCGATTTGCCCGAAATTTTTCAATTTCGGCAG
TTTGCCGGTTTGCCGATTAGCCCGAAATTTTTAAATTTCGGTAA
TTTGCCGGTTTGCTGATTTGCCAGAAATTTTTCAATTTCAGCAATTTGTCGATTTGCCATTTGCCGGAAGTGTTCAGAA
GGATTTTTTTATAATAAGGAACCACTTAAAACTGTGCCGTTTTGAAACTTTTCCCCGTTTTTTTAAGATGATTTCATAG
AATTTGCTTACTTGGTTTGCCGAATTGCCAGAAGTTTTTCAATTCCTACAAGTTGCCAATTTGCCGGAAACTTTTTAAT
TATGGCAA

TTTGCCGGTTTGCCGATTTGCCAGAAATTTTTCAAATTCGGCAA

Nr of selected repeats 9 Similarity 0.920875

Consensus:

TTTGCCGGTTTGCCGATTTGCCCGAaATTTTTCAATTTCGGCAA

>Cele-UNSB01 1:698928-699108 Satlength=181 Nr of Repeats=12 RepeatLength=15
seed=GGTGAGACCC

GGTGAGACCCATCGT

GGTGAGACACATCGT

GGTGAGACCCATCGT

GGTGAGACCCTTCGT

GGTGAGACCCTTCGT

GGTGAGACCCATAGT

GGTGAGACCCATCGA

GGTGAGACCCTTCGT

GGTGAGACCCATCGT

GGTGAGACCCATCGA

GGTGAGACCCTTCGT

GGTGAGACCCATCGT

Nr of selected repeats 12 Similarity 0.900337

Consensus:

GGTGAGACCCaTCGT

>Cele-UNSBO1l 1:733992-734160 Satlength=169 Nr of Repeats=4 RepeatLength=42
seed=TTTGATCTAC

TTTGATCTACAAAAAATGCGGGAGTTTTCCCAGCATTGCTCA
TTTGATCTACAAAAAATGCGGGAATTTTCCCAGCATTGCTCA
TTTGATCTACAAAAAATGCGGGAATTTTCCCAGCATTGCTCA
TTTGATCTACAAAAAATGCGGGAATTCTCCCAGCATTGCTCA

Nr of selected repeats 4 Similarity 0.968254

Consensus:

TTTGATCTACAAAAAATGCGGGAaTTt TCCCAGCATTGCTCA

>Cele-UNSBO01 1:736250-736486 Satlength=237 Nr of Repeats=5 RepeatLength=12
seed=GCTTAGGCTT

GCTTAGGCTTAA

GCTTAGGCCTGG
GCTTAGTCTTAGGTTTATGCTTAAATTTGAAAAAAAAAATTTCTAATTTTTTCCAGATTTTTCCGTTTTTTTTTTCAGA
GAAAATCTAAAATTTTCGATTTCTACCTGTTTTTCAAAAAAAGTTAAAAAAAACATTTTCGCAAATTTTGTAGAAATTT
TTCTTTTTTTTTTCTTAAAATTAG

GCTTAGGCTTAG

GCTTATGCTTAGGCTTAG

Nr of selected repeats 3 Similarity 0.777778

Consensus:

GCTTAGGCtTag

>Cele-UNSBO1 1:742856-743285 Satlength=430 Nr of Repeats=11 RepeatLength=12
seed=GCAGGTAGGT

GCAGGTAGGTAG

GTAGGTAGGTAG



GTAGGTAGGTAG

GTAGGTAGGTAG
GTAGGTAGGTAGGTAAGTAGGTAAAGCGAGACACGGTGCATCGATCTGACTTTAAAAATCTCAATCTCGTATCTTAAGC
GTCTTTGGTTCTGTCAGGGAA

GCAGGTAGGGGG
GAGGTAGGTGTGATCAGGCAGAGCACCGGAGTTAATATCTGGTGGATTGTGGGCTGCTAATAGGTAGGTAGGCAGGTAA
GCAAGCAAGCAA

GCAGGCAGGTAG

GTAGGTAGGTAGGTAG
GCAGGCAGGTATCAGTTGACAACTTTTTGATGAAACTAAACGGAGCCGAGTTATAAGGTGCCAAAGTTGCACTAGACAT
GGTGCATCGACCTAACTTGAACAACTCGTATCTCAAGTGTCTTTGGTTCTATTTGGGAG
GCAGGTAGGTAG

Nr of selected repeats 7 Similarity 0.841270
Consensus:

GcAGGTAGGTAG

>Cele-UNSBO01 1:758474-759042 Satlength=569 Nr of Repeats=35 RepeatLength=16
seed=TTTCAGGCTT

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAAGC

TTTCAGGGTTTCAGGG

TTTCAGGCTTTTAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGCTTTCAAAC

TTTCAGGCTTTCAGGC

TTTCAGACTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAAGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAGGC

TTTCAGGCTTTCAAAC

TTTCAGGCTTTCAAAC

TTTCAGGCTTTCAGGC

TTTCAGACTTTCAGGC

TTTCAGGCTTTCAGGC

Nr of selected repeats 34 Similarity 0.947564
Consensus:



TTTCAGGCTTTCAGGC

>Cele-UNSB01 1:768290-768741 Satlength=452 Nr of Repeats=13 RepeatLength=34
seed=TTTCTCAGAA
TTTCTCAGAAAATTTGAATTTCCCGCCAAAATTT
TTTATCAGAAAATTTGAATTTCCCACCAAAATTT
TTTATCAGAAGATTTGAATTTCCCACCAAAATTT
TTTCTCAGAAAATTTGAATTTCCCACCAAAATTT
TTTCTCAGAAAACTTGAAATTCCCGCCAAAAACTT
TTTCTCAGAATTTTGAAATTCCCGCTAAAAAATG
TTTCTCAGAAAATTTGAAATTCCCGCTAAAAAATT
TTTCTCAGAAAATTAAAAATCCCCGCCAAAACTT
TTTCTCAGAGAATTTGAATTTGCCGCCAAAAAATTGT
TTTCTCATAAAATCTGAATTTCCCACCAAAATTT
TTTCTCAGAAAATTTGAAATTCCCGCTAAAAAATT
TTTCTCAGAAAATTTGAATTTCCCGCCAAAAAATTGT
TTTCTCATAAAATCTGAATTTCCCACCAAAATTT

Nr of selected repeats 8 Similarity 0.787245
Consensus:
TTTcTCAgAAaATtTGAALTTCCCaCCAAAALTT
>Cele-UNSBO1 1:774871-775189 Satlength=319 Nr of Repeats=26 RepeatLength=12
seed=TCTAGGTCTA

TCTAGGTCTAAG

TCTAGGTTTAGG

TCTAGGTCTAAG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTATG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGA

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTAGGTCTAGG

TCTATGTCTAGG

TCTAGGTCTAGGTCTAGG

Nr of selected repeats 25 Similarity 0.948148
Consensus:

TCTAGGTCTAGG

>Cele-UNSBO1l 1:787252-787531 Satlength=280 Nr of Repeats=6 RepeatLength=40
seed=GAACCTTCTG
GAACCTTCTGGAATATTTGAGAAAACTCTAGAATGTTCTA



GAACCTTCTGAAAAATTCGAAAAAAGTCTAGAATGTTCTAGAGCCTTTTGGAAAATTCGAAAAAAATCTGGAATATTCT
A

GAACCTTTTGGAAATTTTGAGAAAATTCTGGAATGTTTTG
GAACCTTCTGGAAAATTCGAGAAAATTCTGGAATGTTCTA
GAACCTTCTGAAAAATTTGAGAAAATTCTGGAATGTTCTA
GACCCTTCTGGAAATCCGAGAAAATTCTGGAATGTTCTG

Nr of selected repeats 4 Similarity 0.850000
Consensus:
GAACCTTcTGgAAaaTTtGAGAAAALTCTgGAATGTTcTa
>Cele-UNSBO1 1:788353-788527 Satlength=175 Nr of Repeats=12 RepeatLength=12
seed=GCCTAAGCCT

GCCTAAGCCTAA

GCCTAAGCCTAA

GCCTAAGCCTAA

GCCTAAGCCTAA

GCCTAAGCCTAA

GCTTAAGCCTAA

GCCTAAGCCTAA

GCCTAAGCCTAG

GCCTAAGCCTAA

GTCTAAGCCTAAGCCTGAGCTTAAGCTTAA

GCCAAAGCCTAA

GCCTAAGCCTACTCCTATGCCTGA

Nr of selected repeats 10 Similarity 0.933333
Consensus:

GCCTAAGCCTAA

>Cele-UNSBO1 1:789928-790208 Satlength=281 Nr of Repeats=7 RepeatLength=40
seed=TCTAGAACAT
TCTAGAACATTCCAGAATTTTCTCGAATTTTCCAAAAAGT
TCTAGAACATTCCAAACTTTTCTCAAAGTTTCCAAAAGAC
TCTAGAACATTCCAGAATATTCTCGAATTTTTCAGAAGGT
TCTAGAACATTCCTGAATTTTCTCGAATTTTCCAAAAGGT
TCTAGAACATTTCAGAATTTTCTCAAATTTTCCAAAAGGT
TCTAGAACATTCCAGAATTTTCTCGAATTTCCCAAAAGAT
TCTAGAACATTCCAGAATATTCTCGAATTTTTCAGAAGGC

Nr of selected repeats 7 Similarity 0.838095
Consensus:
TCTAGAACATTCCAGAATtLTTCTCgAATTTTcCAaAAGgtL
>Cele-UNSB01 1:815618-815840 Satlength=223 Nr of Repeats=16 RepeatLength=12
seed=GCCTAAGCCT

GCCTAAGCCTGAACTTAAGTTTAA

GCCAAAGCCTGA

GCCTAAGCCTAA

GCCTAACCCTAA

GCCTCAGCCTCA

GCCTAAGCCTAA

GCCTAAGCATAAG

GCTAAGCCTAA

GCCTAAGCCTGA

GCCTAAGCTTTAGTCTAA

GCGTAAGCCTAG

GCCTAACCCTAACCCTAA

GCTTAAGCCTAA

GCCTAACCCTAA



GCCTAACCCTAA

GCCTGAGCCTAAGCCTAA

Nr of selected repeats 10 Similarity 0.782716
Consensus:

GCcTAAgCCTaA

>Cele-UNSB01 1:817628-817952 Satlength=325 Nr of Repeats=8 RepeatLength=22
seed=TTAAAATTTT

TTAAAATTTTGTTAGTTTGACC
TTAAAATTTTGTCAGTTTGACA
TTAAAAATTTGTCAGTTTGACC
TTAAAATTTTGTCAGACATATAATTTTTTTGTGTTTTTTGGTTAAAAAATTGAAGGTTTTTCGCGATATTTAACACATT
ACATGGAAAAATTCTTTTGATCGAGTTTTCTAATTTGTTCGTGTAGCAAGTCGATGCACCATGTCCAATTTT
TTAAAATTTTACTTTTTTTAAATTATTTGCCCAGTTTGACC
TTAAAATTTTGTCAATTTTACC
TTAAAATTTTGTCAGTTTTACC
TTAAAATTTTGTCAGTTTGACC

Nr of selected repeats 6 Similarity 0.886869
Consensus:

TTAAAATTTTGTCAGTTTgACC

>Cele-UNSBO1 1:823660-823840 Satlength=181 Nr of Repeats=13 RepeatLength=12
seed=GCTTAGGCTT

GCTTAGGCTTAG

GTTTAGGCTTAGACTTAA

GCTTAGGCTTAG

GCTTAGGCTTAG

GCTTAGGCTTAGA

CTTAGGCTTAAGCTTATTCTTGA

GCTTAGGCTTAA

GCTTAGGCTTAA

GCTTAGGCTTCG

GCTTGGGCTTAG

GCTTAGGCTTAG

GCTTAGGCTTAA

GCTTAGGATTAGGCTTAG

Nr of selected repeats 9 Similarity 0.895062
Consensus:

GCTTAGGCTTAg

>Cele-UNSBO01 1:833000-833653 Satlength=654 Nr of Repeats=29 RepeatLength=21
seed=TGGCCTAGAT

TGGCCTAGATTCTCTATAGGG
TGGCCTACATTTTTACACTGGTTGTCTAGATTCTTAAACAGGG
TGGCCTCGATTCTGTACAGGG

TGGCCTAGATTTTCTACACGG

TGGTCTAGATTTTCACTGG

TGGCCTAGATTCTCACACTAGG

TGGCCTAGATTTTTCCACTAA

TAGCCTAGATTCTTTACAGGG

TGTCCTAGATTTTCACACTGG

TGTCCTAGATTCTACACAGGG

TGACCTAGATTTTTTACACTGG

TGGCCTAGATTCTCTACAGGG

TGGCCTAAATTCCTTATAGGA

TGACCTAGATTCTTAAACAGGA

TGACCTAGATCTTGACACTAG



TGGCCTTGATTTTTTACAGGG
TGGCCTAGATTTTCTACAA
TGGTCTAGATTTTTTGCAGGGTGGCTTGGATTCTTAAACAAGG
TGGCCTAGATTTTTCACAGGG
TGGCCTAGATTTTATACAGGG
TGGTCTAGATTTTTACACTGG
TGGCCTAGATTCTTTACAGGT
TGGCCTAGATTTTCTATAGGA
TGGCCTAGATTCTTAAACAGGG
TGGCCTAGATTCTTTACAGGG
TAGCCTAGATTCTTCACAGGG
TAGCCTAGATTTTTACACTGG
TGGCCTAGATTTTCTAAAGGG
TGGTCTAGATTTTTGCACTGG

Nr of selected repeats 21 Similarity 0.658586
Consensus:
TGGCCTAGATTnTttACAgGG
>Cele-UNSBO01 1:842713-843650 Satlength=938 Nr of Repeats=48 RepeatLength=12
seed=CTTAGGCTTA
CTTAGGCTTAAGCTTAGGCCTTTT
CTCAGGCTTAGG

CTTAGGCTTATG
CTCAGGCTTAGGCCTTTT
CTTAGGCTTATG

CTTGGGCTTAGG

CTTAGGCGTAGG

CTTAGGCTTAGG

CTTAGGCTTATG
CTTAGACTTAGTCTCACTATCAGT
CTTAGGCTTAGG

CTTAGACTTAGG

CTTAAGCTTAGG

CTTAAGCTTAGA

CTTAGGCTTAGG

CTTAGGCTTAGG
CTTAGGCTTAGGTTTGGG
CTTAGGCTTAGGCTTAAC
CTCAGGCTTAGG

CTTAGGTTTAGG

CTCAGGCTTAAA
CTTAGGCTTAGGCCCAGG
CTTAGGCTTAGGCTCACACGTTCTCACGTTCTTAACCATACAAAATCAGCTAAGAACTCTGCGTCTTTTCTCCCGCATT
TTTTGTAGATCTACGTAGATCAAACCGAAATGAGGCACTTTCTGAATCCACGAG
CTAGGCTTAAG
CTTAGGCTTAAGCTTAGGCCTTTT
CTCAGGCTTAGG
CTTAGGCTTATGCCCAGGCTTAGGCCTTTT
CTTAGGCTTATG

CTTGGGCTTAGG

CTTAGGCGTAGG

CTTAGGCTTAGG

CTTAGGCTTATG
CTTAGACTTAGTCTCACTATCAGT
CTTAGGCTTAGG



CTTAGACTTAGG

CTTAAGCTTAGG

CTTAAGCTTAGA

CTTAGGCTTAGG

CTTAGGCTTAGG

CTTAGGCTTAGGTTTGGG

CTTAGGCTTAGGCTTAAC

CTCAGGCTTAGG

CTTAGGTTTAGG

CTCAGGCTTAAA

CTTAGGCTTAGGCCCAGG
CTTAGGCTTAGGCTCACACGTTCTCACGTTCTTAACCATACAAAATCAGCTAAGAACTCTGCGTCTTTTCTCTCGCATT
TTTTGTAGATCAACGAAGATCGAGCCGAAATGAGGCACTCTGACATCACGTGGGCTAAGA
CTTAGGCTTAGG

CTTAGGCTTAGGCTTAGG

Nr of selected repeats 32 Similarity 0.819668
Consensus:

CTTAGGCTTAgG

>Cele-UNSB01 1:855372-855570 Satlength=199 Nr of Repeats=12 RepeatLength=12
seed=GCTTAGGCTT

GCTTAGGCTTAG

GCTTAGACTTAG

GCTTAGGCTTAGTCTTCG

GCTTAGGCTTAG

GCTTAGGCTTAG

GCTTAGGCTTAG

GCTTAGGTTTAG

GCTTAGGCTTAG

GCTTAGGCTTGGGACTGG

GCTTAGGCTTGAGCTTTGGCCTAA
GCTTAGGCTTAGGCTTACGCTCAGGCGTAGGATTAGGCTCTG
GCTTTGGCTTTG

Nr of selected repeats 8 Similarity 0.888889
Consensus:

GCTTAGGCTTAG

>Cele-UNSBO1 1:907957-908415 Satlength=459 Nr of Repeats=21 RepeatLength=22
seed=TTTTAGCCAA

TTTTAGCCAAAAAATTCGCTA
TTTTAACCAAAAAATCCGTTGA
TTTTAGTCAAAAAATTCGCTAT

TTTTAGCCAAAAAATCGCTAT
TTTTAGCCAAAAAATCCGTTAA
TTTTAGCCAAAAATTTCGCTAT
TTTTAGCCAAAAAATCCGTTAA
TTTTAGGCAAAAAATCCGTTAA
TTTTAGTCAAAAAATCCGCTA

TTTTAACCAAAAAATCCGCTA
TTTTAACCAAAAAATCCGTTAA
TTTTAGCCAAAAAATTCGCTAT
TTTTAGCCAAAAAATCCGTTAA
TTTTAGCCAAAAAATTCGCTAT
TTTTAGCCAAAAAATCCGTTAA
TTTTAGCCAAAAAATTCGCTAT
TTTTAGCCAAAAAATCCGTTAA



TTTTAGCCAAAAAATTCGCTAT

TTTTAGCCAAAAAATTCGCTAT
TTTTAGCCAAAAAATCCGTTAA
TTTTAGCCAAAAAATTCGCTAT

Nr of selected repeats 17 Similarity 0.862299
Consensus:

TTTTAGCCAAAAAATCcCGtLTAa

>Cele-UNSB01 1:911764-911915 Satlength=152 Nr of Repeats=8 RepeatLength=15
seed=ATCTTCTTTT
ATCTTCTTTTCGTAGATTTTCAGAATGTAG
ATCTTCTTTTGGTAA

ATCTTCTTTTCGTAG
ATCTTCTTTTCGTCGATCTTCAAAATGTAG
ATCTTCTTTTGGTAG

ATCTTCTTTTCGTAG

ATCTTCTTTTCGTAG

ATCTTCTTTTTCGTAG

Nr of selected repeats 5 Similarity 0.911111
Consensus:

ATCTTCTTTTcGTAg

>Cele-UNSBO1l 1:927465-927693 Satlength=229 Nr of Repeats=6 RepeatLength=32
seed=GAAAATTTGA
GAAAATTTGAATTCCCGCCAAAATGTTTCTTT
GAAAGTTTGAATTCCCGCCAAAAACATTCTCAGAAAATTCAAGTTCCCGCCAAAAATGTTTCTTT
GAAAATTTGAATTCCCGCCAAGATTTTTTACA
GAAAATTTGAATTTCCGCCTAAAATATTCTCG
GAAAATTTGAATTCCCGCCAAAATTTTTCTTT
GAAAATTTGAACTCTCGCCAAAATGTTTTTTTTTT

Nr of selected repeats 4 Similarity 0.727941
Consensus:

GAAAATTTGAATTcCCGCCAAaAATELTTCTtLL

>Cele-UNSB01 1:932742-934750 Satlength=2009 Nr of Repeats=89 RepeatLength=21
seed=AATTTCTAGG

AATTTCTAGGCCATCAAG
AATTTCTAGGCCACATCAGACTACTTTGAA
AATTTCTAGGCCACAATGGGAACTAATTTCTGAACCTAATTTCTGA
AATTTCTTGGCCACGATCTGAAATTTCGAAGCCATAATTTGA
AATTTCTAGGCCACGATCTGA

AATTTCTAGACCATCAAC

AATTTCTAGGCCACGATTTGA

AATTTCTAGGCCACGATTTGA

AATTTGTAGGTCAAGGTTTGA

AATTTCTAAGCCACGATTTGA

AATTTCTAGGCCACGATCTGA

AATTTTTAGGCCACGATTTGA

AATTTCTAGGCCACGATTTGA
AATTTTTAGGCCACGATCTGAAGTTTTTAGGTCATCAAA
AATTTCTAGGCCACGATTTGA

AATTTCTAGGCCACGATCTGA

AATTTCTAGGCCACGATTTGA

AATTTCTAGGCCACGATTTGA

AATTTTTAGGCCACGATCTGA

AATTTCTAGGCCATCAAA

AATTTATAGGCCACGATTTGA



AATTTCTAGGCCACGATTTGA
AATTTCTGGGCCACGATCTGA
AATTTCTAGGTCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCGCGATCTGA
AATTTCTAAGCCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCGCGATCTGA
AATTTCTAAGCCATCAAA
AATTTCTAGGCCACGTTTTAAAATTTTTAAAATGTTTAAAATTATAGGTTTTCAAAAA
AATTCTAGGCCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATCTGA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGAAATTTTTAGACCACGATCTGA
AATTTCTAGGCCATCAAA
AATTTATAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTGGGCCACGATCTGA
AATTTCTAGGTCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCGCGATCTGA
AATTTCTAAGCCATCAAA
AATTTCTAGGCCACGTTTTAAAATTTTTAAAATGTTTAAAATTATAGGTTTTCAAAAA
AATTCTAGGCCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATCTGA
ACTTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTTTAGGCCACGATCTGA
AATTTCTAGGCCATCAAA
AATTTATAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTTTAGGCCACGATCTGA
AATTTCTAGGTCATCAAA
AATTTATAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTGGGCCACGATCTGA
AATTTCTAGGTCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCGCGATTTGA
AATTTCTAGGCCGCGATCTGA
AATTTCTAAGCCATCAAA
AATTTCTAGGCCACGTTTTAAAATTTTTAAAATGTTCAAAATTATAGGTTTTCAAAAA
AATTCTAGGCCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTTTAGGCCACGATCTGA
AATTTCTAGGCCATCAAA
AATTTATAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA



AATTTCTGGGCCACGATCTGA
AATTTATAGGTCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCGCGATCTGA
AATTTCTAAGCCATCAAA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTCTAGGTCACGATTTGA
AATTTCTAGGCCACGATTTGA
AATTTATAGGCCGTGATCTGA
AAGTTCTAGGTCATCAAA
AATTTCTAGGCCACGATTTAA
AATTTCTAGTCCATCAAT

Nr of selected repeats 60 Similarity 0.911757
Consensus:
AATTTcTAGGCCACGATLTGA
>Cele-UNSBO01 1:943054-953346 Satlength=10293 Nr of Repeats=369 RepeatLength=27
seed=TTTTACTCTC
TTTTACTCTCTATGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTTCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTGCTCTCTGTGGCTTCACCAACTA



TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTGCTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA



TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCACTTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA



TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA



TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCAATATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCAATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTA
TTTTACTCTCTGTGGCTTCACCAATT
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCACTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCATA
TTTTACTCTCTGTCTTAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA



TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCATTTTTTTTTTTCACTATA
TTTTACTCTCTGTGGCTTCCCATA
TTTTACTCTCTGTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTATTCTCTGTGCTTACCATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCGATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCTATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACTTATTTTTTTTCTTACTATTTTTTTTTTTTT
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA



TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCTATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCTATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA

TTTTACTCTCTGTGGCTTCCCATTA

TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTTGGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCTCTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCTATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCTTTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA

TTTTACTCTCTGTGGCTTCCCATTA

TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCTCTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAAGTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCTCTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCTATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTATGGCTTCACCAATTATCTTTCTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA



TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCACCAATTA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTACTCTCTGTGGCTTCCCACTATA
TTTTGCTCTCTGTGGCTTCCCTCTATA
TTTTACTCTCTGGCTTCACAGTATA
TTTTATTCTCTGGCATCACAATATA
TTTTACTCTTTGGCTTCGCAGAATA
TTTTACACTCTGGCTTCACAGAATA
TTTTACTCTCTGGCTTCGCAGAATA

Nr of selected repeats 309 Similarity 0.884164
Consensus:

TTTTACTCTCTGTGGCTTCCCAcTaTA

>Cele-UNSBO01 1:961004-961082 Satlength=79 Nr of Repeats=6 RepeatLength=12
seed=AGCCTAAGCC

AGCCTAAGCCTA

AGCCTAAGCCTA

AGCCTCAGCCTA

AGCTTAAGCCTA

AGCCTAAGCCTC

AGCCTAAGCCTAAGCCTA

Nr of selected repeats 5 Similarity 0.866667
Consensus:

AGCcTaAGCCTa

>Cele-UNSBO1l 1:961195-961471 Satlength=277 Nr of Repeats=23 RepeatLength=12
seed=CTAAGTCTAA

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

Nr of selected repeats 23 Similarity 1.000000
Consensus:

CTAAGTCTAAGT

>Cele-UNSB01 1:961002-961808 Satlength=807 Nr of Repeats=44 RepeatLength=12
seed=TAAGCCTAAG



TAAGCCTAAGCC

TAAGCCTAAGCC

TAAGCCTCAGCC

TAAGCTTAAGCC

TAAGCCTAAGCC

TCAGCCTAAGCC

TAAGCCTAAGCC

TAAGCCTAAACTTAAGTC
TAATCCTAAGTCTATTCACTAAAATTTTGACGTAAAACTTGGGACTAAAAATTTTGGACACAAATTTTTTACCTAATTT
TTTGGTC

TAAGCCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC

TAAGTCTAAGTC
TAAGCCTAATAAGCCTAAATAGGGTCTAACGCTTGCCACTGACGCCGCTAACGCTCGCCACTGAAGCCACGCC
TAAGCCTAAGCATAAATCAATTTGAAACTTCAGACTTAAATTTCTTGGTGGCCTATACGACTCTCTGTTAAATTTCGCT
TTGATCAGCAAACGGGAACCCTTTGAAAAATTAAAAAACTAACGCTCGCCACTGACGCCAAGTC
TAAACCTAAGGGTAATAC

TAAGCCTAAGCC

TAAGCCTAAGCC

TAAGCGTAAGCT

TAAGCGTAAGCG

TAAGCGTAAGCG

TAAGCCTAAGCC

TAAGCCTAAGTG

TAAGCGTAAGCG

Nr of selected repeats 39 Similarity 0.765770
Consensus:

TAAGtCTAAGtC

>Cele-UNSBO1 1:980318-980990 Satlength=673 Nr of Repeats=16 RepeatLength=42
seed=CCGGAAATTT
CCGGAAATTTCGAAAACCGGCAATTGCCGAAATTGCCCTTTG
CCGGAAATTTCGAAAACCGGCAATTGCCGAAATTGCCCATTG
CCGGAAATTTCGAAAACCGGCAATTGCCGAAGTTGCCGACTC



CCGGAAATTTTGAAAACCGGCAATTGCCGAAATTGCCGACTC
CCGGAAATTTTGAAAACCGGCAATTGCCGAAGTTGCCGACTC
CCGGAAATTTTGAAAACCGGCAATTGCCGAAATTGCCGATTG
CCGGAAATTTCGAAAACCGGCAATTGCCGAAATTGCCGCTTG
CCGGAAATTTCGAAAACCGGCAATTGCCGAAATTGCCGATTG
CCGGAAATTTTGAAAACCGGCAATTGCCGAAATTGCCCATTG
CCGGAAATTTCGAAAACCGGCAATTGCCGAAATTGCCGCTTG
CCGGAAATTTTGAAAACCGGCAATTGCCGAAACTGCCCTTTG
CCGGAAATTTCGAAAACCGGCAATTGCCGAAGTTGCCGACTC
CCGGAAATTTCGAAAACCGGCAATTGCCAAAATTGCCGATTG
CCGGAAATTTTGAAAACCGGCCACTGCCGAAATTGCCGACTC
CCGGAAATTTCGAAAACCGGCCACTGCCGAAATTGCCGACTC
CCGGAAATTTCGAAAACCGGCAATTGCCGAAATTGTCGATTG

Nr of selected repeats 16 Similarity 0.888889

Consensus:

CCGGAAATTTcGAAAACCGGCAATTGCCGAAATTGCCgatTg

>Cele-UNSBO01 1:995161-995964 Satlength=804 Nr of Repeats=5 RepeatLength=162
seed=ATCATATGAA
ATCATATGAAGCGATTATTTTTTCTTTTATAAACCTGTTCAGGATTTGCATTATTATGAGAAAATCCTAGGCCAATTAG
GCTAGCATGTACGGAAGTATTTTTTAAAAATTTATAAAAGTAATGAAAAGCTGATATTTTCAAAATTCCAGAATGACGG
AAAA
ATCATATGAAATGCTTTTTTTTTCTTTTTTAAACCTATTTAGAATTGTCAAAACTACCAGAAAATACTAAACAAAATAG
CTTAGCTTGACCGGAAATATTTTTAAAAAATTGATAAAAATAATGAAAAGCTGATATTTTCAAAATTCCAGAATGACGG
AAARA
ATCATATGAAGCGATTCTTTTTTCTTTTATAAACCTCTTTAGAATTGTCAAAACTACCAGAAAATACTAAACAAAGTAG
GTTAGCTTAACCGGAAGTAATTTTTACAAATTGATAAAAATAATAAAAAGATGATTTTTTCAAAATTCCAAAATGACTG
AAAA
ATCATATGAAGCGATTCGTTTTTCTTTCATAAAATAGTTTAGAATTGGAATAATGATCAGAAAATACTAAACAAAGTAG
GTTAGCTTGACCGGAAGTATTTTTAAAAAATTGATTAAAAAAACTGATTTTTAAAAAATTCCAGAATGACGGAAAA
ATCATATGAAGCGATTCTTTTTTCTTTTATAAAGTAGTTCAGAATTAGCATTATTATGAGAAAATCCTAGGCGAATAAG
GCTAGCATGTACGAAAGTATTATTTAAAAATTTATAAAAGTAATGAAAAGCTGATTTTTTAAAAATTCCAGAATGACGG
AAAA

Nr of selected repeats 4 Similarity 0.781893

Consensus:
ATCATATGAAGcGaATTcTTTTTTCTTTTaTAAACctgTTcAGAaATTggCAaaACTACCAGAAAATaCTAaaCaAALtAG
gcTAGCaTgaaCGgAAGTALTtTTtAaAAATTgATAAAAGTAATgAAAAGCTGATATTTTcAAAATTCCAgAATGACOG
AAAA

>Cele-UNSB01 1:1009660-1009762 Satlength=103 Nr of Repeats=8 RepeatLength=12
seed=GGTCTAGGTC

GGTCTAGGTCTA

GGTCTAGGTCTA

GGTCTAGGTCTA

GGTCTAGGTCTA

GGTCTTGGTCTA

GGTCTAGGTCTA

GGTCTAGGTCTT

GGTCTAGGTCTAGTTCTA

Nr of selected repeats 7 Similarity 0.936508

Consensus:

GGTCTAGGTCTA

>Cele-UNSBO1 1:1012680-1013098 Satlength=419 Nr of Repeats=4 RepeatLength=32
seed=CAAAATTTTT
CAAAATTTTTGACGTGGAAGAATTTTAAGATTTTCGAGGCCAAGAGGTGGCCTAGAATTCAACATTTATTGGCAATTCT
TATCTAGATCCCGAACCCCGACCAGTCAGTTTTTAATTTCCGGTGTCTGAATTTTTAATTAAAAATTATTTTTGGGAGG



AGCTCCTGTTTTTTTTTCGTCAAAAAATGAAGGTGGCCTAGCTTTCTCATTTTAAGGCCACGAATTCTAGTTAATTTTT
TGTTGGCTCATTTTTTGTTTCAAAAAACGAAAGTTAGTCAAAAACTTTTCTGCATATCAAATGCTCTTTTTGAGGTTTT
TTCCTG

CAAAATTTTTCTAAGAAAATTTGAATTCCCGC
CAAAATTTTTCTCAGAAAATTTGAATCGCCGC
CAAAATTTTTCTCTGAAAATTTGAATCGCCGC

Nr of selected repeats 3 Similarity 0.888889
Consensus:

CAAAATTTTTCTcaGAAAATTTGAATcgCCGC
>Cele-UNSBO1 1:1018800-1018890 Satlength=91 Nr of Repeats=5 RepeatLength=12
seed=AGCCTAAGCC
AGCCTAAGCCTAAGCCTAAGTTTGAGCATA

AGCATAAGCCTA

AGCCTATGCCTA

AGCCTACGCCTC

AGCCTAAGCCAAATGCGGAGCCTA

Nr of selected repeats 3 Similarity 0.740741
Consensus:

AGCcTANGCCTa

>Cele-UNSBO1 1:1018801-1019027 Satlength=227 Nr of Repeats=14 RepeatLength=12
seed=GCCTAAGCCT
GCCTAAGCCTAAGCCTAAGTTTGAGCATAA

GCATAAGCCTAA

GCCTATGCCTAA

GCCTACGCCTCA

GCCTAAGCCAAATGCGGA

GCCTAAGCCTAA

GCCTAAGTCTAAGTCTAAGTCTAA

GTCTAAGCCTAA

GCCTAAGCCTAA

GCCTAAGCCTGCCGGAGCCTAAGTATAA

GCCTAAGCCTAA

GCCTAAGCCTAA

GCCTAAGCCTAT

GCCTAAGCCTAAGCCGAT

Nr of selected repeats 9 Similarity 0.854938
Consensus:

GCCTAaGCCTAA

>Cele-UNSB01 1:1031726-1032601 Satlength=876 Nr of Repeats=25 RepeatLength=35
seed=ATTTTCAATT
ATTTTCAATTCCGGCAATTTTCCGATTTGCCGGAA
ATTTTCAATTCCGGCAATTTGCCGATTTGCCGGAA
ATTTTCAATTCCTGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGAAA
ATTTTCAATTCCGGCAATTTTCCGATTTGCCGGAT
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAATTTGCTGATTCGCCGGAA
ATTTTCAATTCCTGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGAAA



ATTTTCAATTCCGGCAATTTTCCGATTTGCCGGAT
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGATATTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAATTTGCTGATTCGCCGGAA
ATTTTCAATTCCAGCAGTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGATATTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAATTTTCCGATTTGCCGGAA
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGGA
ATTTTCAATTCCGGCAATTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCATTTTGCCGATTTGCCGGAA
ATTTTCAATTCCGGCAATTTGCCGATTTGCCGGAA

Nr of selected repeats 25 Similarity 0.921397
Consensus:
ATTTTCAATTCCGGCAGTTTGCCGATTTGCCGGAA
>Cele-UNSBO1 1:1103105-1103421 Satlength=317 Nr of Repeats=8 RepeatLength=35
seed=CGGCAAATCG
CGGCAAATCGGCATTTTGCCGGAATTGAAAATATC
CGGCAAATCGGTATTTTGCCGGAATTGAAAATTTT
CGGCAAATCGGCAATTTGTCGGAATCGAAAATTTC
CGGCAAATCGGCATTTTGCCGGAATTGAAAATATC
CGGCAAATCGGTATTTTGCCGGAATTGAAAATTTTCGGCAAATTTAGCAGTTTGCCGGAATGGAAAATATC
CGGCAAATCGGTATTTGGCCGGAATTGAAAATTTT
CGGCAAATCGGCAATTTGTCGGATTTGAAAATTTC
CGGCAAATCGGCATTTTGCCGGAATTGAAAATATC

Nr of selected repeats 7 Similarity 0.873016
Consensus:
CGGCAAATCGGCAtTTTGCCGGAATTGAAAATLTC
>Cele-UNSBO1 1:1117625-1118154 Satlength=530 Nr of Repeats=23 RepeatLength=23
seed=GGCCTAGAAA

GGCCTAGAAATACTAAACGTGAT
GGCCTAGAAATACTGAAAGTGGT
GGCCTAGAAATACTGAGCGTGGT
GGCCTAGAAATTCTAAAAGTGGT
GGCCTAGAAATACTGAACGTGGT
GGCCTAGAAATACTGAACGTGGT
GACCTAGAAAAACTAAACGTGGT
GGCCTAGAAATACTGAGCGTGGT
GGCCTAGAAATACCGAGCGTGGT
GGCCTAGAAATTCTAAAAGTGGT
GGCCTAGAAATACTGAACGTGGT
GGCCTAGAAATTCTGAAAATGGT
GGCCTAGAAATACTGAATGTGGG
GGCCTAGAAATGCTGAACGTGAT
GGCCTAGAAATACTGAAAATGGT
GACCTAGAAATACTGAATGTGGG
GGCCTAGAAATGCTGAACGTGAT
GGCCTAGAAATACTGAGCGTGGT
GGCCTAGAAATTCTAAAAGTGAT
GGCCTAGAAATACTGAAAATGGT
GGCCTAGAAACACTGAATGTGGG
GGCCTAGAAATGCTGAACGTGAT
GGCCTAGAAATACTGAACGGGAT

Nr of selected repeats 23 Similarity 0.818525
Consensus:



GGCCTAGAAATaCTgAAcCGTGgT

>Cele-UNSBO01 1:1127917-1128577 Satlength=661 Nr of Repeats=21 RepeatLength=20
seed=ATTTCTAGGC
ATTTCTAGGCCATCAATATAAATTCTAGGTTATATTTCAAATATCTAGGGGACCAATGATGCTTCTATGTTATATATTA
A

ATTTCTAGGCTATCGATGAG

ATTTCTAGGCCATGTTCAGA

ATTTCTAGGCTATCAATAAAT

TTTCTAGGCTATCGATGAG

ATTTCTAGGCCATATTCAGA

ATTTCTAGGTAATCCATAAA

ATTTCTAGGCCATCGATAAG

ATTTCTAGGCCAGATTTAGA

ATTTTTAGGCCATCGATGAA

ATTTCTAGGCCATCAATATG

ATTTCTAGGCCATGTTCAGA
ATTTCTAGACTATCAATAAATTTTCTAAGCCATCGATAAGATTTCTGGACCATATTTAGA
ATTTCTAGGCCACCAATGAA

ATTTCTGGGCCAAATTTTCAATTTCTTTTTTTTTTA

ATTTCTAGGTCATATTCAAA

ACTTCTAGGCCGCCAATAAA

ATTTCTAGGCCAAATCTTTAAATTCTAGGTCATATTTTGA
ATTTCTAGGCCACCAATGAGATTTCTAGAACAAAAAAGCTTAAGTTCTAGGTCACATTTTGA
ATTTCTAGGCCACCAATAAAATTTCTAGATAATATTTTAAATGTCTAAAACACATTTAAAAATTTTCTAAGCCACTAAT
AAA

AGTTCTAGGCCACGGATAAG

Nr of selected repeats 13 Similarity 0.625153

Consensus:

ATTTCTAGGCCAtcnaTnAg

>Cele-UNSBO1 1:1149569-1149724 Satlength=156 Nr of Repeats=10 RepeatLength=12
seed=CCTAAGCCTA

CCTAAGCCTAAG

CCTAAGCCTATGCCTAGCACAAG

CCTAAGCCTAAG

CCTCAGCCTAAACCTAAGCAAAAG

CCTAAACCTAAG

CCTAAACCTAAGCAAAAG

CCTAAGTCTAGG

CCTAAGCCTAAG

CCTAAACCTAAG

CCTAAGCCTAAGCCTAAG

Nr of selected repeats 6 Similarity 0.866667

Consensus:

CCTAAgCCTAAG

>Cele-UNSBO1 1:1158888-1159076 Satlength=189 Nr of Repeats=5 RepeatLength=31
seed=ATTCCCGCCA

ATTCCCGCCAATTTTTTTCTCAGGAAATGTGA
ATTCCCGCCAATTTTTTCTCAGAAATTTTGA
ATCCCCGCCATTTTTTCCTAGCGAAATTTGA
ATTCCCGCCAAACTTTTTCTCAGAAAGTTGAATTCGCGTCAAATTTGTTCACAGGAAATTTGA
ATTCCCACCAAAATTTTCTCAGGAAATCTGC

Nr of selected repeats 3 Similarity 0.628472

Consensus:

ATtCCCgCCaAttTTTTCtcAGgAAaTETGa



>Cele-UNSBO01 1:1232170-1233535 Satlength=1366 Nr of Repeats=32 RepeatLength=43
seed=CCAGAAATTA
CCAGAAATTAGAATTTTCGGCAAATCGGCAAGCCGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCAACAAACTGACAAATTG
CCAGAAATTAAAATCTCCGGCAAATCGGCAAATTG
CCAGAAATTAAAATTTTCGGCAAATCAACAAACCGGCAAATTG
CCAGAAATTAGAATTTCCGGCAAATCAGCAAACTGACAAATTG
CCAGAAATTAAAATCTCCGGCAAATCGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCAGCAAACCGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCGGCAAGCCGGCAAATTT
CCAGAAATTAGAATTTTCGGCAAATCGGCAAGCCGGCAAATTT
CCAGAAATTAGAATTTTCGGCAAATCAACAAACTGACAAATTG
CCAGAAATTAAAATCTCCGGCAAATCAGCAAATTG
CCAGAAATTAAAATCTCCGGCAAATCGGCAAGTTG
CCAGAAATTAAAATTTCCGGCAAACCGAAAAATTG
CCAGAAATTAAAATTTCCGGCAAATCAGCAAATTGCCAGATAGTAGAATTTCCGGCAAATCAGCAAACCGGCAAATTG
CCAGAAATTAGAATTTCCGGCAAATCGGCAAGCCGGCAAATTG
CCAGAAATTAGAATTTCCGGCAAATCAGCAAACCGGCAAATTG
CCAGAAATTAGAATTTCCGGCAAATCAGCAAACCGGCAAATTT
CCAGAAATTAGAATTTTCGGCAAATCGGCAAGCCGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCAACAAACTGACAAATTG
CCAGAAATTAAAATCTCCGGCAAATCAGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCAGCAAACCGGCAAATTG
CCAGAAATTAGAATTTCCGGCAAATCAGCAAACTGACAAATTG
CCAGAAATTAAAATCTCCGGCAAATCGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCAGCAAACCGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCGGCAAGCCGGCAAATTT
CCAGAAATTAGAATTTTCGGCAAATCGGCAAGCCGGCAAATTT
CCAGAAATTAGAATTTTCGGCAAATCGGCAAACTGACAAATTG
CCAGAAATTAAAATCTCCGGCAAATTGGCAAATTG
CCAGAAATTAAAATTTCCGGCAAATCGGCAAACCGCCAGATTG
CCAGAAATCAAATTTTCTGCAAATTGCCAGAATTTTAATTTTCCGGCAAATCGGCAAATTG
CGAGAAATTAGAATTTCCGGCAAATCAGCAAACTGGCAAATTG
CCAGAAATTAGAATTTTCGGCAAATCAGCAAACCGGCGAATTG
Nr of selected repeats 22 Similarity 0.892211
Consensus:
CCAGAAATTAGAATTTtCGGCAAATCaGCAAaCcGgCAAATTg
>Cele-UNSBO01 1:1234705-1235262 Satlength=558 Nr of Repeats=15 RepeatLength=35
seed=AAATCGGCAA
AAATCGGCAATATGCCTAAAATGAAAATTTCCGGC
AAATCGGCAATTTGCCTAAAATGAAAGGTTCCGG
AAATCGGCAATTTTCCTAAAATGAAAGGTTCCGGC
AAATCGGCAATTTTCCTAAAATGAAAGATTCCGGC
AAATCGGCAAGTTGTCAAAAATGATAGATTCCGGC
AAATCGGCAAAAAGCCAGAAATTAAAATTTTCTGCAAATCCACAATTTGCCTAAAATTAAAATTTCCGG
AAATCGGCAATTTGCCGAAAATGAGAGATTCCGGC
AAATCGGCAATTTGTCAAAAATGATAGATTCCGGC
AAATCGGCAAAAAGCCAGAAATTAAAATTTCCGGC
AAATCGGCAATTTGCCGAAAATGATAGATTCCGGC
AAACCGGCAAAAAGCCAGAACTTAAAATTTCCGG
AAATCGGCAATTTGCCGAAAATGAGAGATTCCGGC
AAATCGGCAATTTTTCAAAAATGATAGATTCCGGC
AAATCGGCAAAAAGCCAGAAATTAAAATTTCCGGC
AAATCGGCAATTTGCCTAAAATGAAAATTTCCAGC



Nr of selected repeats 12 Similarity 0.802020

Consensus:

AAATCGGCAAttTgcCnAAAATGAaAgaTTCCGGC

>Cele-UNSBO1 1:1236946-1237103 Satlength=158 Nr of Repeats=7 RepeatLength=11
seed=GTACTGTAGG

GTACTGTAGGG

GTACTGTAGGA
GTACGGTAGGATTACTGTAGTTTAGGGAAATTTGACTTTTTCTCTTTTGAATGGATATTGGTTTGGGGTTAGTGGGGGG
GATATGGTCGGG

GTACTGTAGTA

GTACTGTAGGG

GTACTGTAGGA

GTACTGTAGTA

Nr of selected repeats 6 Similarity 0.870707

Consensus:

GTACTGTAGga

>Cele-UNSBO01 1:1302534-1303556 Satlength=1023 Nr of Repeats=33 RepeatLength=19
seed=TTCTAGGCCA
TTCTAGGCCACGCAGCAAAAAAAAAAACAAAATCCAATTTTGGAATACTATTTTTATGTCCGCAAAATAGATTAATTTC
CTTGAAAATAGTAA
TCTAGGCCACCACTAGATTTGTAAACTATGTGGGAAGAAAAGATGAACCTCGGCCACCTTGGGAAAACCTAGGCCGCGG
GTCAAAGCAAGGCCTCACTCCTAGACCACATTAAGCTTTAATTTATCGGATTGTCAAGGCCTGCTGATAAT
TTCTAGGCCATCTGATAAT

TTCTAGGCCATCTGAGGAT

TTCTAGGCCATCTGAGGAT

TTCTAGGCCATCTGAGGATTTCTAGGATATCTGAGGAT

TTCTAGGCCATCTGAGGAT

TTCTAGGCCACCTGGGGAA

TTCTAGGCCATCTGAGGAT

TTCAAGGCCATCTGAAAATTTCTGGGTTATCTGAGGAT

TTCTAGGCCATTTCATGAT

TTCTAGGCCATTTGAGGAT

TTCTAGGCCATCTGAGGAT

TTCTAGGCCACCTGGGGAA

TTCTAGGCCATCTGAGGAT

TTCTAGGCCATCTGAGGAT

TTCTAGGCCATCTGGGGAAT

TTTAGGCCATCTGTGGAT

TTCTAGGCCATCTGAGGATTTCTAGGATATCTGAGGATTTCTAGTCCCACTGAAGAT
TTCTAGACCACCTGGGGAA

TTCTAGGCCAGCAATGGATT

TTTAGGCCATCTGTGGAT

TTCTAGGCCATCTGAGGATTTCTAGGATATCTGAGGAT

TTCTAGGCCCACTGAAGAT

TTCTAGACCACCTGGGGAA
TTCTAGGCCAGCAATGGATTTTTAGGCCTTCAGAGGATTTGTAGGCCCTTTGAGGATTTCTAGGATATCTGAGGAT
TTCTAGGCCATTTGAGGATTTTTTGGCCATCTGAAAATTTCTGTGCTATCTGAGGAT
TTCTAGACCACCTGGGGAT

TTCTTGGCCACCTGGGTAA

TTCTAGGCCATTTGAGGAT

TTCTAGGCCAGCAATGGAT

TTCTAGGCCTTCCGAGGAT

TTCTATGCCAGCAATGGGT

Nr of selected repeats 21 Similarity 0.753383



Consensus:

TTCTAGGCCAECTGaGGAt

>Cele-UNSBO01 1:1341786-1343571 Satlength=1786 Nr of Repeats=47 RepeatLength=38
seed=GGGAATTCAA
GGGAATTCAAATTTTAATTGTTTTGAAAATATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGAC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTGTTTTGAAAATATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGAC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTGTTTTGAAAATATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAATATTTTAGC
GGGAATTCAAATTTTAATTGTTTTGAAAATATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGAC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTGTTTTGAAAATATTTTGGC
GGGAATTCAAACTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAATATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAGCATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAATATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAGCATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAATATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAGCATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAATATTTTGGC
GGGAATTCAAATTTTAATTGTTTTGAAAATATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAATTATTTTAGC
GGGAATTCAAATTTTAATTTTTTTGAAAGCATTTTGGT
GGGAATTCAAATTTTAATTTTTTTGAAAGCATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAGCATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTGGC
Nr of selected repeats 46 Similarity 0.937825
Consensus:
GGGAATTCAAATTTTAATTTTTTTGAAAACATTTTgGC



>Cele-UNSBO01 1:1346901-1347222 Satlength=322 Nr of Repeats=5 RepeatLength=42
seed=TTTGCCGGAA

TTTGCCGGAAATTTTCATTTCAGGCAAATTGCCGGTTTGACG
TTTCCCGGAAGTTTTCATTTTCGACAAATTACCGATTTGTCG

TTTGCCGAATATCAGA
TTTGCCGGAAATGTATAGATGGATTTTTTATAAGACAGAAACATTTAAAACTGTGCCTTTTTGAATTTTTTCCCGTTTT
TTCTACATATTTTCATGGAATTTGCTTACTTTCGAAAATTTTCGGCAAATTGCCGTTTTTCTGACAAATTCGGCAAATC
GACAGTTTGCCAGTTTGCCGG

TTTGCCGGAAATTTTAATTCCGGAAAATTGCCGATTTGCCAA

Nr of selected repeats 3 Similarity 0.705426

Consensus:

TTTgCCGGAAATTTTcALtTTccGgcAAATTgCCGaTTTGNCg

>Cele-UNSBO1 1:1386048-1386208 Satlength=161 Nr of Repeats=5 RepeatLength=32
seed=AAAATTTTGG

AAAATTTTGGCGGGAATTCAAATTTTCTGAGA

AAAATTTTGGCGGGAATTCAAATTTTCTGAGA

AAAATTTTGGCGGGAATTCAAATTTTCTGAGA

AAAATTTTGGCGGGAATTCAAATTTTCTGAGA

AAAATTTTGGCGGGAATTTAAATTTTCTGAGA

Nr of selected repeats 5 Similarity 0.983333

Consensus:

AAAATTTTGGCGGGAATTCcAAATTTTCTGAGA

>Cele-UNSBO1 1:1435639-1436319 Satlength=681 Nr of Repeats=8 RepeatLength=71
seed=ATTTATGTGA
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGATGGAAATCTGAATATTTCCGCTTTTTCTGATGG
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGAGGGAAATCTGATTTTTTTTCGATTTTCTGGCGA
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGAGGGAAATCTGAATTTTTTCGGTTTTTCGGATGG
ATTTATGTGAAAATTTTAAGGTTTAGGGTATTTTTACGGGAAAAATGGATTTTTAGCCGTTTTTTGTGGAAAATTCCGA
TTTTTTGCCGAATTTTTAAGAAAATTTCGGATCAAAAAAGACTTTTCAGGCTTTTAGGAACATTTTTTAAAGGAAATCT
GAATATTTCCGCTTTTTCTGATGG
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGATGGAAATCTGAATATTTCCGCTTTTTCTGATGG
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGAGGGAAATCTGATTTTTTTTCGATTTTCTGGCGA
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGAGGGAAATCTGAACTTTTCCGATTTTTCCAACCA
ATTTCTGTGAAAATGCAGGTTTTCGAGACACATTTTTGAAGGAAATCGTAAAATGTTCGGTTTTTCTGAAGG

Nr of selected repeats 6 Similarity 0.847840

Consensus:
ATTTATGTGAAAATTCAGGTTTTTAGGGCATTTTTTGAGGGAAATCTGAATtTTTcCGatTTTTCtGacGa
>Cele-UNSBO01 1:1456315-1457241 Satlength=927 Nr of Repeats=24 RepeatLength=35
seed=AAATTTGAAT

AAATTTGAATTTCCCGCCAAAATCTTTTTTCTCAGA

AAATCTGAATTTCCCGCAAAATTTTTTTTCTCAGA

AAATTTGAATTCCCGCCAAAATTTTTCAAAGA
AAATTTGAATTCCCGCCAAAATTTCTTTTCTCATAAATTTTGAAGTTCCCGCCCATATTTTTAAGGGTCTCACCACGAT
GGGTCTCGCCAGTTCCAGGTGGTACTTAAGCTAACAAAAAGTTTCTTTGA
AAATTTGAATTTCCCGGCAAAATGTTTTTCACTGA

AAATTTGAAATTCCCGCCAAAATGTTTTTCACTGA

AAATTTGAATTTCCCGCCAAAATTTTTTTCACTGA

AAATTTGAACTTCCCCCCAAAATTTTTCTCACAGA

AAATTTGAATTTCCCGCCAAAATTTTTTTCACTGA

AAATTTGAATTTCCCGCCAGAAATTTTTTTACTGA

AAATTTGAATTTCCCGCTAAAATTTTTTTTCACTG

AAATTTGAATTTCCGCTAAAAATTTTTTTCACTG

AAATTTGAATTTCCCGCCAAAATTTTTTCACTGA

AAATTTGAATTTCCCGCCAAAATTTTTTTCACTGA



AAATTTGAATTTCCCGCCAGAAATTTTTTTACTGA
AAATTTGAATTTCCCGCTAAAATTTTTTTTCACTG
AAATTTGAATTTCCGCTAAAAATTTTTTTCACTG
AAATTTGAATTTCCCGCCAAAATTTTTTCACTGA
AAATTTGAATTTCCCGCCAAAATTTTTTTCACTGA
AAATTTGAATTTCCCGCCAAAAATTTTTTCACTGA
AAATTTGAATTTCCGCTAAAAATTTTTTTCACTG
AAATTTGAATTTCCCACCAAAAATTTTTTTCACTG
AAATTTGAATTTCCCGCCAAAATTTTTTCACTGA
AAATTTGAATTTCCCGCCAAAATTTTTTTCACTGA

Nr of selected repeats 15 Similarity 0.827628

Consensus:

AAATTTGAATTTCCCGCcAAAATTTTTTTCACTGa

>Cele-UNSB01 1:1457508-1457876 Satlength=369 Nr of Repeats=14 RepeatLength=11
seed=CTACAGTACT

CTACAGTACTA
CTACAGTACCCCGACCACATCCCATCACTAACCTCAAACCAATATCCCTTCAAAAGGCGAAAAGTCAATTTTTCTCAAA
CTACAGTAATT

CTACAGTACTC

CTACAGTACCT

CTACAGTACTA
CTACAGTACCCCGACCATATCCAACCACTAACCTCAAACCAATATCCCATCAAAAGGCGAAAAGTCACATTTTCCCAAA
CTACAGTAATC

CTACAGTACTC

CTACAGTACCT

CTACAGTACTA
CTACAGTACCCCGACCATATCCCACCACTAACCTAAACCAATATCCCATCAAAAGACGAAAAGTCAATTTTTCCCAAA
CTACAGTAATC

CTACAGTACTCCTACAGTACCT

Nr of selected repeats 10 Similarity 0.753704

Consensus:

CTACAGTAcCTn

>Cele-UNSB01 1:1530606-1531290 Satlength=685 Nr of Repeats=18 RepeatLength=31
seed=GGTTACTGTA
GGTTACTGTAGATCGATCCTGAAATTCTAAAAAAGTACTGTAGATCAATTTGGGGATACTTCA
GGTTACTGTAACTCAATTATAGGATTCTTCG
GGTTACTGTAGATAGATCCTAGGATTCTGAAA

GTTACTGTAGATCGGTTCTAGGATACTTTG

GGTTACTGTAGATCGGGTCTAGGATACTTTG

GGTTATTGTAACTCAATTATAGGATTCATCG

GGTTACTGTAGATCGGTTCTAGGATACTTTG

GGTTACTGTAGATCAGGTCTAGGATACTTTG

GGTTACTGTAACTCAATTATAGGATTCATCG
GGTTACTGTAGATCGATCCTAGGATTCTAAAATTTACTGTAGATCGGTTCTAGGATACTTTT
GGTTACTGTAACTCAATTATAAAATACTTCG

GGTTACTGTAACTCAATTATAAGATTCATCG
GGTTACTGTAGATCGATCCTAGAATTCTGAAAGTAACTGTAGATCGGTTCTAGGATTCTTCG
GGTTACTGTAGATCGGGTCTAGGATACTTTG

GGTTACTGTAACTCAATTATAAAATACTTTG
GGTTACTGTAACTCAATTATAAAATACTTTGGGTTCCTGTGGCCCGATTCTAGGATTATTCG
GGTTACTGTAGATCGGGTCTAGGATACTAAA
GGTTACTCTAGGATCAATCCTAGGATTCTAGG

Nr of selected repeats 11 Similarity 0.738025

Consensus:



GGTTACTGTAacTCaatTaTAgGATaCtTnG

>Cele-UNSBO01 1:1591838-1592129 Satlength=292 Nr of Repeats=7 RepeatLength=35
seed=CGGCAAATCG

CGGCAAATCGGCAAATTGTCGGAATTGAAAATTTC

CGGCAAATCGGCAAATTGCCGGAATTGAAAATTTC

CGGCAAATCGGCAAATTGCCGGAATTGAAAATTTC

CGGCAAATCGACAAATTGCCGAAATTGGAAATTTC

CGGCAAATCGGCAAATTGCCGGAATTGAAAATTTC

CGGAAAATCGACAAATTGCCGAAATTGAAATCTTC
CGGCAAATCGGCAAATTGCCGGAAGACAATCCCTTCAGAAAAATCCGGTAAACTGCCGGAATTGAAAATTTCCGGCAAT
TT

Nr of selected repeats 6 Similarity 0.895873

Consensus:

CGGCAAATCGgCAAATTGCCGgAATTGAAAATTTC

>Cele-UNSBO1 1:1620106-1621181 Satlength=1076 Nr of Repeats=5 RepeatLength=189
seed=TTTTTTTTGA
TTTTTTTTGAGAAGTTTTTAAAAAGTTTCATTATGAAATTCGATGTTTTCAGACAATTTTGAGTCTAATTAAGCAATAA
AAAAAATTCCACTACACCACCTTTAAATTTTGCCACGTCGCTAAATAAGCACTAGTTTTATCAATTTTAAAACTTGGAA
AAATCCAGAAAGAAAAATATGTTTTCTGGAAATTAAAATCAAATCCTTAATGATGTTTTGATTTTCCAGGTATCACCAT
CTCCAAATGAACGAATGCAGATGGGCCTGAACCCACGTGGCTCAATGAGCCCATGTCCTGTACACGGTGGAAGTCAGCA
ACTATCCCACTTATAGTTTTTTGACTATTCCTTTCGAATTTCCTTTCAATTTGTTACGTGTTACCAAGATTCACCTCTT
TCCGTTC
TTTTTTTTAAATATCAATTGGTTTGCATTGTTTCAAGTGCCCCCTGATTTCTGCTCCTTAATTCACTTATCTGTTTTCT
CACGGGTTTAGGATATTTTTTCTGTTA
TTTTTTTTGACTATGGAATTATAAAGAAAATCGAATTTCAAAAAAGCATGTATTAGCCAATGTAAACGCGCTCCAATGA
TGATGTAGCCCACGTGGTATCAGAGTGTCTCTTTACGGCTTGATTTAAATACGTAGATCTACAAATTCACTTATCTGTT
TTCTCACGGGTTTAGGATATTTTTTCTGTTA
TTTTTTTTGACTATGGAATTATAAAGAAAATCGAATTTCAAAAAAGCATGTATTAGCCAATGTAAACGCGCTCCAATGA
TGATGTAGCCCACGTGGTATCAGAGTGTCTCTTTACGGCTTGATTTAAATACGTAGATCTACAAATTCACTTATCTGTT
TTCTCACGGGTTTAGGATATTTTTTCTGTTA
TTTTTTTTGACTATGGAATTATAAAGAAAATCGAATTTCAAAAAAGCATGTATTAGCCAATGTAAACGCGCTCCAATGA
TGATGTAGCCCACGTGGTATCAGAGTGTCTCTTTACGGCTTGATTTAAATACGTAGATCTACAAATTCACTTATCTGTT
TTCTCACGGGTTTAGGATATTTTTTCTGTTA

Nr of selected repeats 3 Similarity 1.000000

Consensus:
TTTTTTTTGACTATGGAATTATAAAGAAAATCGAATTTCAAAAAAGCATGTATTAGCCAATGTAAACGCGCTCCAATGA
TGATGTAGCCCACGTGGTATCAGAGTGTCTCTTTACGGCTTGATTTAAATACGTAGATCTACAAATTCACTTATCTGTT
TTCTCACGGGTTTAGGATATTTTTTCTGTTA

>Cele-UNSB01 1:1632570-1633118 Satlength=549 Nr of Repeats=6 RepeatLength=35
seed=AAATTTTCAA
AAATTTTCAAACATTTCCATATCGTGCGCCTTTAAAATAACGGAAATCGCGGCGAGACCCATTCCATGCACCTTTAAAG
TAGCACCACCCAGCGTTGGATTTCTGCTTTAAAATCGGTTTTTTACCATAATATCTAGTTTTTTGGCTGAAAAATCGAT
TTTTTCGCAAATTTCACGAAAAAAATCGCACAAAAATGTTTTTTTTGCTCATTTTTTCCTCAAAAATCCGAATTTCCAG
GCAATTTCCATTAAAAACCCCGTTTTTTGCCGCAAAATTCTTAATTTTTCACTAAAAATCGTAAGCTTAAAATTTTTTA
AATTGAAATTCCAAAATTTCCCGCAAAAATCGCTCCGGCAATTTGCTGATTTGCCGG
AAATTTTCAATTCCGGCATTTTGCCGATTTGCCGG

AAATTTTTAATTCCGCCAATTTGCCGATTTGCCGG

AAATTTTCAATTCCGGCATTTTGCCGATTTGCCGG

AAATTTTTAATTCCGCCAATTTGCCGATGTGCCGA

AAATTTTCAATTCCGGCAAATTGCCGATTTGCCGA

Nr of selected repeats 5 Similarity 0.878095

Consensus:

AAATTTTcAATTCCGgCAatTTGCCGATtTGCCGY



>Cele-UNSBO01 1:1647038-1647577 Satlength=540 Nr of Repeats=9 RepeatLength=49
seed=CAATAATTTT

CAATAATTTTAAATTAGATTATCAATTTTTCTAAATTTTTCCGAAAAAT
CAATAATTTTAAATTAAATTATCAATTTTTCTAAATTATGCCGAAAAATCGATAATTTCAAATTTAATTATCGATTTTT
TTAAATTTTTTCGAAAAAT

CAATAATTTTAAATGTAATTATCGATTTTTCTAAATTTTGCCGAAAAAT
CAATAATTTTAAATTAAATTATCGATTTTTCTAAATTTTTCCGAAAAAT
CAATAATTTTAAATTAAATGATCGATTTTTCTAAATTTTTCCGAAAAAT
CAATAATTTTAAATTTACTTATCGATTTTTCTAAATTATGCCGAAAAATCGATAATTTCAAATTTAATTATCGATTTTT
TAAAATTTTTTCGAAAAAT

CAATAATTTTAAATTTAATTATCGATTTTTCTAAATTTTGCCGAAAAAC
CAATAATTTTAAATTAAATTATCGATTTTTCTGAATTTTTCCGAAAAAT
CAATAATTTTAAATTAAATTATTGACTTTTCTAAATTTTGCCGAAAAAT

Nr of selected repeats 7 Similarity 0.909297

Consensus:

CAATAATTTTAAATTaAATTATCGATTTTTCTAAATTTTEtCCGAAAAAT

>Cele-UNSBO01 1:1679297-1679633 Satlength=337 Nr of Repeats=16 RepeatLength=21
seed=TCTCCTGGTA

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAG

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTAAAAAAT

TCTCCTGGTAAATTTTAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTTAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTAAAAAT

TCTCCTGGTAAATTTTAAAAT

Nr of selected repeats 16 Similarity 0.963492

Consensus:

TCTCCTGGTAAATTTAAAAAT

>Cele-UNSBO01 1:1680231-1680351 Satlength=121 Nr of Repeats=7 RepeatLength=12
seed=AGCCTAAACC

AGCCTAAACCTA

AGCCTAAACCTG

AGCCTGAACCAT

AGCCTAAACCTGAAACTGAACCATAGCCTAAGCAAT

AGCCTAAGCCTG

AGCTTAAACCTG

AGCCTGAACCATAGCCTAAGAAAT

Nr of selected repeats 5 Similarity 0.702564

Consensus:

AGCcTaAaCCTg

>Cele-UNSBO1l 1:1685357-1686631 Satlength=1275 Nr of Repeats=49 RepeatLength=26
seed=CAAAACCGGC

CAAAACCGGCAATTGCCGAAAACTTC

CAAAACCGGCAATTGCCGAAAATTCC

CAAAACCGGCAATCGCCGAAAATTCC



CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCGAAAACTTC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCGAAAACTTC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCAGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTTC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCTATTGCCGAAAATTTC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAATTTCC
CAAAGCCGGCAATTGCCGAAAATTTC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCCGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAATTTCC
CAAAGCCGGCAATTGCCGAAAATTTC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCCGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCTATTGCCGAAAATTTC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCTATTGCCGAAAATTTT
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCTATTGCCAAAAATTCC
CAAAACCGGCAATTGCCGAAAATTCC
CAAAACCGGCAATTGCCAAAAATTCC
CAAAACCGGCTATTGCCGAAAATTTC
CAAAACCGGCAATTGCCGAAAATTCC
Nr of selected repeats 49 Similarity 0.924036
Consensus:
CAAAACCGGCAATTGCCgAAAATTcC
>Cele-UNSBO1_ 1:1691009-1691188 Satlength=180 Nr of Repeats=4 RepeatLength=45
seed=TCTGATCCTT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTGCCACTTGATGG
TCTGATCCTTCAGATCCAAAGGATCACGAGGCTCTTCCTGATGT



TCTGATCCTTTAGCTCCAAAGGATCACATGGGTACCTTCTGATGT

Nr of selected repeats 3 Similarity 0.743210

Consensus:

TCTGATCCTTcAGCTccgAAGGATCacAtGGGTaCCttcTGATGE

>Cele-UNSBO1 1:1730783-1731662 Satlength=880 Nr of Repeats=24 RepeatLength=30
seed=AATTTGAATT

AATTTGAATTTTCCTGGATTTTTAAACGGA
AATTTGATTATTTCCGAATTTTTTAGCGAA
AATTTGAATTTTCCCGACTTTTTAGTTGAAATTTAAACTTTCCCAAAGTTTTAAACGGA
AATTTGAATTTTCCCGAACTTTTTAACGAA
AATTTGAATTTTCCCGAATTTTTAAATCTA
AATTTGATTTTTCTCGAATTTTTAAAAGGA
AATCTGAATTTTCCCGAATTTTTAAGCGAAA
AATTGAATTTTTCCGATTTTTAAGCGAA

AATTTAAATTTTCCGAAATTTTTAATCGAT
AATTTGAATTTTCCCGAATTTTTTAGTGAA
AACTTGAATTTTCCTGGATTTTTCATCGAT
AATTTGAATTTTCTCGAAGTTTTCAACGGA
AATCTGAATTTTCCCGAACTTTTTAACGAA
AATTTGAATTTACCCGAGTTTTTAAGCGAAAAGTTGAGTTTTTTTCGAATTTTTAAGCGGA
AATTTGAATTTTCTCGAAGTTTTCAACGGA
AATTTGAATTTTCTCGAAATGTTTACCAAAAGACTGAATTTTCCCGAATTTTTTAGTGAA
AATTTGAATTTTCCTGGATTTTTAGTTGAA
AATTCGAATTTTCTCGAAGTTTTCAACGGAAATCTGCGTTTTCCCGATTTTTTAGCAAA
AATTTGACTTTTCCCGAACTTTTTAAAGAA
AATTTGAATTTTCCCGAATTTTTTAGTGAA
AATTTGAGTTTTTCCGAGTTTTTTTAGCAAA
AATTTGAAATTTCCCGAATTTTTTAGTGAAAATTTCAGTTTTGCCGAATTTTGGAATGAA
AATTTGAATTTCTTCAAAGTTTCCCGTATTTTTGAGCGAA
AATTTGAATTTTCCCGATTTTTTTACTGGA

Nr of selected repeats 15 Similarity 0.732487

Consensus:

AATTTGAATTTTCccGaAtTTTTnAacGaA

>Cele-UNSBO01 1:1781850-1784996 Satlength=3147 Nr of Repeats=154 RepeatLength=20
seed=CCACCAAAAA

CCACCAAAAAGGTTTCTAGG

CCACCAAAAAGATTTCTAGG

CCACCAAAAATGTTTCTAGG

CCACCAAAAATGTTTCTAGG

CCACCAAAAATGTTTCTAGG

CCACCAAAAATGTTTCTAGG

CCACCAAAAATGTTTCTAGG

CCACCAAACAGGTTTCAATG

CCACCAAAAATGTTTCTAGG

CCACCAAAAATGTTTCTAGGC

CCCCAAAAAATTTTTCTAGG

CCACCAAAAAGGTTTCTAGG

CCACCAAAAATGTTTCTAGG

CCACCAAAAAGGTTTCTAGG

CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGGCCACCAACCAGGTTTCAATG
CCACCAAAAATGTTTCTAGG

CCACCAAAAAGGTTTCTAGG

CCACCAAAAATGTTTCTAGG



CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGGC
CCCCAAAAAATTTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGGCCACCAACCAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAAGGTTTCAAGG
CCACCAAAAAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATGC
CCCCAAAAAATTTTTCTAGG



CCACCAAAAAGGTTTCTAGG
CCATCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGGCCACCAACCAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAAGGTTTCAAGG
CCACCAAAAAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATGC
CCCCAAAAAATTTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGGC
CCCCAAAAAATTTTTCTAGG
CCACCAAAAAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG



CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAACAGGTTTCAATG
CCACCAAAAATGTTTCTAGG
CCACCAAAAATGTTTCTAGGC
CCCCAAAAAATTTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGA
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGTTTCTAGG
CCACCAAAAAGGTTTCTAGG
CCACCAAAAATGCTTCTAGG
Nr of selected repeats 145 Similarity 0.874815
Consensus:
CCACCAAAAAGGTTTCtAGG
>Cele-UNSBO1 1:1787086-1788479 Satlength=1394 Nr of Repeats=64 RepeatLength=20
seed=TTCTAGGCCA
TTCTAGGCCACCAAAAAGGT
TTCTAGGCCACCAAGAAAGT
TTCTAGGCCACCAAAGTAT
TTATAGGCCACCTAAGATGT
TTCTAGGCCACCTGAGATGT
TTCTAGGTCACCAAAAATGTTTCTCGGTCACCAAAAATGT
TTCAAGGCCACCGAAAAGGT
TTCTAGGCCACCTAAGTAT
TTCTAGGCCACCTAAGATGT
TTCTAGGCCACCTGAGATGT
TTCTAGGTCACCAAAAATGTTTCTAGGTTACCAAAAATGT
TTCAAGGCCATCGAAAAGGT
TTCTAGGCCACCAAAGTAT
TTCTAGGCCACCTAAGATGT
TTCTAGGCCACCTGAGATGT
TTCTAGGTCACCAAAAATGT
TTCAAGGCCACCGAAAAGGT
TTCTAGGCCACCAAAAAGGT
TTCTAGGCCACCAAAAATAT
TTCTAGGCCACCTAAGATGT
TTCTAGGCCACCTGAGATGT
TTCTAGGCCACCTGAGATGT



TTCTAGGCCACCTGAGATGT
TTCTAGGTCACCAAAAATGTTTCTCGGTCACCAAAAATGT
TTCAAGGCCACCGAAAAGGT

TTCTAGGCCACCTAAGTAT

TTCTAGGCCACCTAAGATGT

TTCTAGGCCACCTGAGATGT
TTCTAGGTCACCAAAAATGTTTCTAGGTTACCAAAAATGT
TTCAAGGCCATCGAAAAGGT

TTCTAGGCCACCAAAGTAT

TTCTAGGCCACCTAAGATGT

TTCTAGGCCACCTGAGATGT

TTCTAGGTCACCAAAAATGT

TTCAAGGCCACCGAAAAGGT

TTCTAGGCCACCAAAAAGGT

TTCTAGGCCACCAAAAATAT

TTCTAGGCCACCAAAAATGT

TTCTAGGTCACCAAAAATGT
TTCTAGGTCACCAAAAATGTATCAAGGCCACCAAAAAGGT
TTCTAGGTCACCAAAAATGT

TTCTAGGCCACCAAAAATGT

TTCTAGGTCACCAAAAATGT

TTCTAGGCCACCAAAAAGGT

TTCTAGGCCACCAAAAAGGT

TTCTAGGCCACCAAAAAGGT

TTCTAGGCCACCAAAAAGGT

TTCAAGGCCACCAAAAAGGT

TTCTAGGCCACCAAAAATGT

TTCTAGGTCACCAAAAATGT

TTCTAGGCCACCAAAGTAT

TTCTAGGCCACCTAAAAGGT

TTCTAGGCCATCAAAAAGGT

TTCTAGGCCATCAAAAAGGA

TTCTAGGCCACCAAAAATAT

TTCTAGGCCACCTAAGATGT

TTCTAGGCCACCAGAGTAT

TTCTAGGCCACCTAAGAGGT
TTCTGGGCCATCAAAAAGGTTTCAAGTCCATCAAAAAGGT
TTCTAGGCCACCAAAAAGGT

TTCTAGGCCACCGAAAAGGT

TTCTAGGCCACCAAAAAGGT

TTCTAGACCACCTAAGACAT

TTCTAGGCCAACAAAAAGGT

Nr of selected repeats 51 Similarity 0.812235
Consensus:

TTCTAGGCCACCaAAaAtGT

>Cele-UNSBO1 1:1822719-1823169 Satlength=451 Nr of Repeats=9 RepeatLength=43
seed=AAATCGGCAA
AAATCGGCAAACCGGCAATTTGCCGAAATTGGAAATTTCTGGC
AAATCGGCAACCCCGCAATTTGCCAGAATTGAAAATTTCCGGA
AAATCGGCAAATCGGCAAACCAGCAATTTGCCGGAATTTAAAATTTTCAGC
AAATCGGCAAACCGGCAATTTGCCGGAATTGAAAATTTCCGGA
AAATCGACAAACCGGCAGATTGCCGGAATTTAAAATTTCCGGC
AAATCGGCAAACCGGTGAATAGCCGCAATTTGAAATTTCCGGC



AAATCGGCAAAACTGGCAAATTGCCGTAATTTAAAATTTCTGGCAAATTACCAGAATTGAAAATTTACGGCAAATTAAC
GGAATTGAAAATTTCTGCC

AAATCGGCAAACCGGCAATTTACCGGAAATGAAAATTTCCGGC
AAATCGACAACCCGGCAAATTGCCGAAAATGACAATTTCCGGC

Nr of selected repeats 7 Similarity 0.793282

Consensus:

AAATCGgCAAaCCGGCAALTTGCCGgAALTgaAAATTTCCGGC

>Cele-UNSBO1 1:1824052-1824465 Satlength=414 Nr of Repeats=9 RepeatLength=43
seed=GCCGGAATTG

GCCGGAATTGAAAATTTCGGGCAAATCGGTAAGCCGGCCAATT
GCCGGAATTGAAAATTTCTGGCAAATCGGCAAACCGACACATA
GCCGGAATTGAAAATTTCTGGCAAATCAAAAAACCGGCAAATTGCCGAAGTTTAAAATTTCTGGAAATCGGCAAATCGG
CAAACT

GCCGGAATTGAAAATTTCTGGCAAATT

GCCGGAATTGAAAATTTCTGGCAAGTCGGCTAACCGGCAAATT
GCCGGAATTGAAAGTTCCTGGCAAATCGGCAAATCGGCACATA
GCCGGAATTGAAAATGTCTGGCAAATCGGCAAACCGGCACATA
GCCGGAATTGAAAATGTCTGGCAAATCGGCAAACCGGCACATA
GCCGGAATTGAAAATGTCTGGCAAATCGGCAAACCGGCACATA

Nr of selected repeats 7 Similarity 0.864157

Consensus:

GCCGGAATTGAAAATt TCTGGCAAATCGGCAAACCGGCACATaA

>Cele-UNSBO1 1:1833668-1834030 Satlength=363 Nr of Repeats=11 RepeatLength=26
seed=TTGCCGGTTT

TTGCCGGTTTTACGAAATTTCGGCAATTGTCTGTTTTGGGAATTATCGGCAA
TTGCTGGTTTTGGGAATTATCGGCAC
TTGCCGGTTTTCAAAATTTCCGGCAATTGTCAGTTTTGGAAATTTCGGCAATTGTCTGTTTTGGGAATTATCGGCAA
TTGCTGGTTTTGGGAATTATCGGCAC

TTGCCGGTTTTCAAAATTTCCGGCAA

TTGCCGGTTTTGGGAATTTTTGGCAA

TTGCCGGTTTTGGAAATTTTCGGCTA

TTGCCGATTTTGGGAAATTTCGGCAA

TTGCCGGTTTTGGGAATTTTTGGCTA

TTGCCGGTTTTGGGAATTTTCGGCTA

TTGCCGGTTTTGGGAATTTTTGAAA

Nr of selected repeats 8 Similarity 0.798535

Consensus:

TTGCcGGTTTTGGgAATTtTcGGCaa

>Cele-UNSBO1 1:1840655-1841028 Satlength=374 Nr of Repeats=9 RepeatLength=35
seed=TTTGCCGGAA
TTTGCCGGAAATGTTTAAAGGAGGATTTTTTTATACTTTGGAAGCACTTCAAACTGTGCCTTTTTGAAATTTTTTCCCG
TTTTTTGTTGCCAA

TTTGCCGGAAATTTTCAAATCCGGCAATTTGCCGA

TTTGCCGGAAAATTTAAATTCTGGCAAATTACCGA

TTTGCCGGAAATTTTCAATACCGGCAAGTTGCCAA

TTTGCCGGAAATTTTCAATTCCGGCAAGTTGCCGA

TTTACCGGAAATGTTCAATACCGGCAAGTTGCCGA

TTTACCGGAAATTTTCAAATCCGGCAGTTTGCCGA

TTTGCCGGAAAATTTAAATTCTGGCAAATTACCGA

TTTGCCGGAAATTTTAAATACCGGTAAGTTGACAT

Nr of selected repeats 8 Similarity 0.766700

Consensus:

TTTgCCGGAAALt TTTCAAL t CcGGCAAGTTgCCgA



>Cele-UNSBO01 1:1841619-1842039 Satlength=421 Nr of Repeats=18 RepeatLength=19
seed=AAAATCAATA

AAAATCAATAAATCCTAAG

AAAATCAATAAATCCTAAG

AAAATCAATAAATCCTAAG

AAAATCAATAAATCCTAAG

AAAATCAATAAATTCACAG

AAAATCAATAAACTCCAAT

AAAATCAATAAATTCTAAG

AAAATCAATAAATTCGGATACAATCGATAATTTCCGAG

AAAATCAATAAATCATGAG

AAAATCAATAAATTCCGAGAAAATTATTAAGTTCTGAGAAAATCGGTAAATTCCCAG

AAAATCAAAAAATTTAAAATA

AAAATCAATAAATCATGAG

AAAATCAATAAATTCCTAG

AAAATCAATAAATTCCTAG

AAAATCAATAAATTCCAAG

AAAATCGATAAATTCTGAG

AAAATCAATAAATTCCGAGAAAGTCGATAAATTCTGGG

AAAATCGATATGTTCCGAG

Nr of selected repeats 14 Similarity 0.796414

Consensus:

AAAATCAATAAATECtaAG

>Cele-UNSBO1 1:1841619-1843394 Satlength=1776 Nr of Repeats=44 RepeatLength=19
seed=AAAATCAATA

AAAATCAATAAATCCTAAG

AAAATCAATAAATCCTAAG

AAAATCAATAAATCCTAAG

AAAATCAATAAATCCTAAG

AAAATCAATAAATTCACAG

AAAATCAATAAACTCCAAT

AAAATCAATAAATTCTAAG

AAAATCAATAAATTCGGATACAATCGATAATTTCCGAG

AAAATCAATAAATCATGAG

AAAATCAATAAATTCCGAGAAAATTATTAAGTTCTGAGAAAATCGGTAAATTCCCAG
AAAATCAAAAAATTTAAAATA

AAAATCAATAAATCATGAG

AAAATCAATAAATTCCTAG

AAAATCAATAAATTCCTAG

AAAATCAATAAATTCCAAG

AAAATCGATAAATTCTGAG

AAAATCAATAAATTCCGAGAAAGTCGATAAATTCTGGG

AAAATCGATATGTTCCGAG
AAAATCAATAAATTCCAAGCTTACTTTCCCACGAGGACTACACAAAATTACCTTTGAATGGTTACCGGACCACCTGCCG
TCGATGTCAAATAAATAATATCTTCATCGAAAACTATTGAAATATTGGCCTAAATATTGATGGACTAGTTTTTTTTCTA
GGCCACCGAAAAACTCACCACGTCATCGTGAATACTCTCATAAACAGCAAACCGCTTAGCTTTTGGCATTTTCCTTCTT
TTTTTTTGGCAAAAAAAGTGACGAAAGTAAGCAAATACGGAAAGTAAATACTACAAAAAAAGTGATAAGAAACTCGATG
ATTTTCTTTTTGTTATGAAATTTTAAAAATTCGACTAGAAATCATGTCATGTTGGCAAAATATTCCGATTCTGGTCAAG
CGGTATTTGGTGGGATACCTGGATTACGAGGCGCGGTGGGTTTTTTCTTCAAAAAAAATTTGTAAAAAATGTGCAAAAA
ATGTGCAAAAAATGTGCAAAAAATGTGCAAAAAATGTGCAAAAATGTCAAT

AAAATCAATAAATTCGTAG

AAAATAAATAAATTCCCAGAATTCCGAG

AAAATCAATAATTCTCAG

AAAATCGATAAATTATAAG



AACATCAATAATTTACTAG
AAAATCAATAAAATCTCACAATCAGAAATCCAATAAATTCGTAGAAAATCGATTTATTCCGAG
AAAATCAATAAATTCTCAG

AAAATCAATAAAATCTCAG

AAAATCAATAAAACCTCAA

AAAATCAATAAAATCTCAG

AAAATTAATAAATTTCCAG

AAAATCAATAAATTTTTAG

AAAATCAATATTTTTCCAGAAAAGCGATAAATTTTCAG

AAAATCAATAAATTTCAAG

AAAATCGATAAATTCCTAG

AAAATCGATATTTTTCCAGAAAAGCGATAAATTTTCAG

AAAATCAATAAATTTCAAG

AAAATCGATAAATTCCTAG

AAAATCGATATTTTTCCAGAAAAGCGATAAATTTTCAG

AAAATCAATAAATTTCAAG

AAAATCGATAAATTCCTAG

AAAATCGATAAATTCTCAG

AAAATCAATAAATTTCCAG

AAAATCAATAATTTACTAG
AAAATCAATAATTCTCAGAAAATCGTTAAACTGTAAAAAACTCGATACTATGGTCTCATTTTCCAGCTGCAACCTAAAA
CTATGCTCGAAATCCGACCAATTTCTTGTGACCTCCACCCGACACGTGGCACAAATCATATCGATTGCTGAACAATCGA
ACTCTTCGTGTAACGAATTATCAACAATTATTCTACGATACGAATTCCGGGTACTACAATTAGAGGAGATTGACGGAGT
TACTACAATGACTAGCGGAGAGTATCAA

Nr of selected repeats 32 Similarity 0.769949

Consensus:

AAAATCaATAAATtcnnAG

>Cele-UNSB01 1:1878726-1878810 Satlength=85 Nr of Repeats=4 RepeatLength=21
seed=CCTACTCTAG

CCTACTCTAGGCAGCCCCTAG

CCTACTCTAGGCAGCCCCTAG

CCTACTCTAGGCAGCCCCTAG

CCTACTCTAGGCAGCCCCTAG

Nr of selected repeats 4 Similarity 1.000000

Consensus:

CCTACTCTAGGCAGCCCCTAG

>Cele-UNSBO01 1:1878816-1878916 Satlength=101 Nr of Repeats=5 RepeatLength=20
seed=CTAGGCAGAC

CTAGGCAGACTTAGCCTACC

CTAGGCAGACTTAGCCTACC

CTAGGCAGACTTAGCCTACC

CTAGGCAGACTTAGCCTACC

CTAGGCAGACTTAGCCTACC

Nr of selected repeats 5 Similarity 1.000000

Consensus:

CTAGGCAGACTTAGCCTACC

>Cele-UNSBO1 1:1910732-1911187 Satlength=456 Nr of Repeats=11 RepeatLength=35
seed=AAATCGGCAA

AAATCGGCAAATTGGCGGAATTGAAAATCTCCGGC

AAATCGGCAAATTGCCGAAACTAAAAATTTCTGGT
AAATCGGCAATTTGCCGAAACTGAAAATTTCTGGCAACACGGCAAATTGCCGGAATTGAAAATTTCCGGC
ATATCGGCAATAAGCCAAAATTGAAAATTTCCGGC

AAATCGGCAAAATGCCGGAATTGAAAATTTCCGGC

AAATCGGCAAATTGTCGGAATCGAAAATTTCCGTC



AAATTGGCAAATGGACAAAATTTAAAATTTCCGGT
AAATCGGCAATACGCCGAAATTGAAAATTTCCAGC
AAATCGGCAATTTGCCGGAATTGAAAATTTCCGAC
AAATCGGCAATTTGGCGAAAATGAAAATTTCCGGCAAACTGGC
AAATTGGCAAAAATGAAAAATTTCCGGCAAGTTGGCAATTTGCCGAAACTGGAAATTCCGGT
Nr of selected repeats 8 Similarity 0.753742
Consensus:
AAATCGGCAAattGcCgaAATTgAAAATTTCCGgC
>Cele-UNSBO01 1:1946077-1948348 Satlength=2272 Nr of Repeats=60 RepeatLength=35
seed=TTGCCGATTT
TTGCCGATTTGCCGATTTGCCGGAAATTTTCTAATCCGGCAAT
TTGCCGATTTGCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCTGATTTGCCGGAATTTTTCATTTTTCGCAATTTGCCCGT
TTGCCGATTTACCTGAAATTTTCATTTTTGGCAAAA
TGCCGATTTGCCGGAAATTTTCTATTCCGGCAAT
TTGCCGATTTGCCGGAAATTTTCATTTTTGGCAAT
TTACCGATTTTCCGGAATTTTTCATTTTTGGCAATTTGCCCGT
TTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTCATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTGGCAAT
TTGTCGATTTGCCGGAATTTTTCATTTTTGGCAATTTGCCCGT
TTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTTGCAAA
TTGCCGATTTTCCGAAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGATTTGCTGGAAATTTTCATTTTTGGCAAA
TTGGCGATTTGCCGATTTTCCGGAAATTTTCATTTTTGGCAATTTGGCGGTTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTGGCAAT
TTGTCGATTTGCCGGAATTTTTCATTTTTGGCAATTTGCCCGT
TTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGAAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTTGCAAA
TTGCCGATTTTCCGAAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGATTTGCTGGAAATTTTCATTTTTGGCAAA
TTGGCGATTTGCCGATTTTCCGGAAATTTTCATTTTTGGCAAT
TTGGCGATTTGCCGATTTTCCGGAAATTTTCATTTTTGGCAAT
TTGCCCATTTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTCACTTTTGCCCGT
TTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTTGCAAA



TTGCCGATTTTCCGAAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGATTTGCTGCAAATTTTCATTTTTGGCAAT
TTGGCGATTTGCCGATTTTCCGGAAATTTTCATTTTTGGCAATTTGCCCGT
TTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTCACTTTTGCCCGT
TTGCCGATTTTCCGGAAATTTTCATTTTTCGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAATTTTTAATTTTTGGCAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGGAAATTTTCATTTTTTGCAAA
TTGCCGATTTTCCGAAAATTTTCATTTTTCACAAA
TTGCCGATTTGCCGATTTGCTGGAAATTTTCATTTTTGGCAAATTGGCGAT

Nr of selected repeats 44 Similarity 0.891070

Consensus:

TTGCCGATTTgCCGGAAaTTTTcATTTTTngCAAA

>Cele-UNSBO1 1:1961569-1963172 Satlength=1604 Nr of Repeats=40 RepeatLength=35
seed=GAAATTTTCA

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAACTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC



GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC

Nr of selected repeats 33 Similarity 0.890620

Consensus:

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGcC Cc

>Cele-UNSBO01 1:1961569-1964216 Satlength=2648 Nr of Repeats=64 RepeatLength=35
seed=GAAATTTTCA

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAACTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG



GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC

Nr of selected repeats 47 Similarity 0.883388

Consensus:

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGcCc

>Cele-UNSBO1 1:1961569-1966139 Satlength=4571 Nr of Repeats=108 RepeatLength=35
seed=GAAATTTTCA

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG



GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAACTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC



GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCGAA
AAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTACCG
GAAATTTTCAATCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTGCCGGTTTGCCGATTCGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAACTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC

Nr of selected repeats 73 Similarity 0.839524

Consensus:

GAAATTTTCAGTTTCGGCAAaTTGCCGATTTgcCn

>Cele-UNSB01 1:1961569-1968269 Satlength=6701 Nr of Repeats=154 RepeatLength=35
seed=GAAATTTTCA

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC



GAAATTTTCAGTTTCGGCAAATTGCTGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAACTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCTGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG



GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCGAA
AAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTACCG
GAAATTTTCAATCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTGCCGGTTTGCCGATTCGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAACTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAGTTTTGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGTCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG
GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG
GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG
GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG
GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG
GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG
GAAATTTTCAATCCGGCAATTTGCCGATTTGCCC



GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCGT
AAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCGTAAATTTTC
GTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG

GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG

GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG

GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG

GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG

GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCG
GAAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCAAATTGCCGATTTACTG

GAAATTTTCAATCCGGAAATTTGCCGATTTGCCC

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCC

GAAATTTTCAGTTTCGGCAAATTGCCGATTTGCCG
GAAATTTTCAATTCCGGCAGTCTGCCGATTTGCCGTAAATTTTCGTTTTTGGCAAATTACCGATTTGCCG
GAAATGTTCAATCCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTACCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTCGCCG

GAAATTTTCAATTCCGGCAATTTGGTGATTTGCCG

GAAATGTTCAATCCGGCAATTTGCCAATTTGCCG

GAAATTTTCAGTTTCTGCAATTTGCAGATTTGACG

GAAATTTCAATTCCGGCAATTTCCCTGTTTGCCG

GAAATTTTCAGTTTCGTCACTTTGCCAATTTACCGAA
AAATTTTCAATTCCGGCAATTTGCCTGTTTGCCGGAATTTTCGTTTTCGGCAAATTGCCGATTTGCCC
GAAATTTTCAGTTTCGGCGAATTGTCGATTTACCG
GAAATTTTCAATCCGGCAATTTGCCAATTTGCCGTAAATTTTCGTTTTTGGAAAATTGCCGGTTTGCCGATTCGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTTGCCG

GAAATTTTCAGTTTCGGCGAATTGTCGATTTGCCG
GAAATTTTCAGTTTCGGCAATTTGCCAATTTGCCGGAATTTTCGTTTTCGGCAAATTGTCGATTTGCCG

Nr of selected repeats 94 Similarity 0.828463

Consensus:

GAAATTTTCAGTTTCGGCAAaTTGCCgATTTgCCg

>Cele-UNSBO1_ 1:1976543-1977056 Satlength=514 Nr of Repeats=5 RepeatLength=35
seed=TTTGCCGGAA
TTTGCCGGAATTTTTTTTTTCGATTTTTCGGTAGAAAAAAAAAATCGAATTCAGTTTTTCACATACGGAATCTGAATAA
TATTTATGTCAGGGGTGCGCGGCGATTGCCGTTCGGCAAATTGATTTGTCGACAAATTCGGCAAATCGGCAAATTGCCG
GTTTGCCGA

TTTGCCGGAAATTTTCATTTTTGGCAAAGTGCCGA
TTTGCCGGAAATGTTAGAGGGATTTTTTGAAAGACGGAAACACTTAAAACTGTGCCTTTTTGTATTTTTTCCCGTTTTT
TTCTACATATTTTCATAGAATTTGCTTACTTTTCAAAATAGATGTAGGAACATTTATAGAATGCGTTTAATTTTGCCAT
TTGAAATTGAAATTCTGAAATTTCCAAAAAATGTGCAAAACCACAATTTGGCGAAAATTTTCGGCAAATCGGCAATTTG
CCGG

TTTGCCGGAAAATTTCAATTCCGGCAATTTACCTG

TTTGCCGGAAATTTTCAATTCCGGCAATTTGCCGA

Nr of selected repeats 3 Similarity 0.759259

Consensus:

TTTGCCGGAAALTTTCAaTTccGGCAALLTgCCGa

>Cele-UNSBO1_ 1:1980049-1980327 Satlength=279 Nr of Repeats=8 RepeatLength=35
seed=TTGCCGGAAA

TTGCCGGAAATTTTTAATTCTGACAAATTGCCGAT

TTGCCGGAAATTCCAATTCCGGCAATTTGCCGAT

TTGCCGGAAAGTATCAATTTCGGCTGATTGCCGAT



TTGCCGGAAACGTTCAATTTCCGCACTTTGCCGAT

TTGCCGGAAATGTTCAATTTCGGCGATTTGCCGCT

TTGCAGGAAATTTTCTTTTTCGGCAGTTTGGCGAT

TTGCCGGAAATTCCAATTCCGGCAATTTGTCGAT

TTGCCGGAAATGTTCAATTCTGATAAATTGCCGAA

Nr of selected repeats 6 Similarity 0.654655

Consensus:

TTGCCGGAAAtgTTCAALTTCgGCaaaTTGCCGAT

>Cele-UNSB01 1:2017348-2017684 Satlength=337 Nr of Repeats=5 RepeatLength=38
seed=AAAATCGATA
AAAATCGATATTTTAGTATTGCTCTCAAAATTTTTTTGATTTTCCAGGAAATTATCAAAATTTTTAGTTTTCAAAAAAA
TTGTCGAAATTTTCAATTTATTTTTTGAATAGAATTTGTTTTTTTAAAAATTATTTCTAACTCTTGGCATTTCCTTTTT
TAAAAATAGAGG

AAAATCGATAATTCCAAGTGATTTTTTGCAATCCAAAAAAAATTCTTCGAAA
AAAATCGATAATTTTCAGTATGCAGTGAAATTCTTGGA
AAAATCGATAATTTTCAGTATGCAGTGAAATTCTTGGA
AAAATCGATAATTTTCAGTATGCAGTGAAATTCTTGGA

Nr of selected repeats 3 Similarity 1.000000

Consensus:

AAAATCGATAATTTTCAGTATGCAGTGAAATTCTTGGA

>Cele-UNSBO1l 1:2044939-2045157 Satlength=219 Nr of Repeats=13 RepeatLength=11
seed=TTTTGCCGAA

TTTTGCCGAAG

TTTTGCCGATCTTTTGTTGAAC

TTTCGCCGAAC

TTTTGCCGAAC

TCTTGCCGAAG

TTTTGCCGAAG

TTTTGCCGAAG
TTTTGCCGAACTTTCACCAACCTTTCGTCAAAATTCGCCAAACTTTCGTCAAAATTCGCCAAAC

TTTTGCCAAAT

TTTCGCCGAAC

TTTTGCCGAAC

TTTTGCCAAAC

TTTTGCCCAATTTTCGCCAAAC

Nr of selected repeats 10 Similarity 0.811448

Consensus:

TTTtGCCgAAcC

>Cele-UNSB01 1:2141918-2142329 Satlength=412 Nr of Repeats=7 RepeatLength=35
seed=CAAACCGGCA

CAAACCGGCAACCTGCCGAAAATCAATATTTTGAG

CAAACCGGCATTTTGCCGGAAATTAACATTTAGAG
CAAATCGGCAAACCGGCAATTTGCCGAAAAGCAACATTTCCGGCAAATCAG
CAAACCGGCAAACTACCGAAATTAAGAATTTTCGG
CAAACCGGGAATTTTTGTCGAAAACTTTACATTCCGACAATTTGTCAGTTTGCCGATTTTCTCTAAATGTTGATTTTCG
GCAAATTGCCAGTTTGCCGGAAATTTTGAATTCCAGAAATTTGCCGGTTTGCCGATTTGCTGGAAATTTTGATTTTGGG
CAAACTGCCGGAAGTGAAAATTTCCCA

CAAACCGGCAATTTGCAGAAAAATAACATTTCCAG

CAAACCGGCAAATTGCCGAAAAGCATCATTTAGAG

Nr of selected repeats 5 Similarity 0.675926

Consensus:

CAAACCGGCAantTgCcGaAAAttAacATTTngaG

>Cele-UNSB01 1:2169410-2169690 Satlength=281 Nr of Repeats=8 RepeatLength=35
seed=CGGCAAATTG



CGGCAAATTGATTTGTCGGAAAATT

CGGCAAATTTTGCTGATTTGACGGAAATTTTCAATTC
CGGCAAATTGCCGATTTGCCGGAAACTTTCAATTC
CGGCAAATTGCCGGTTTGCCGATTTGCCGGAAATCTTCGATTC
CGGCAAATTGTCGATTTGCCGGATATTCTCAATTC
CAGCAAATTGCCGATTTGCCGGAAATTTTCAATTC
CGGCAAATTGCCCGTTTGCCGGAAATTTTCAATTC
CGGCAAATTGCCCGTTTGCCGGAAATTTTCAATTC

Nr of selected repeats 5 Similarity 0.878095

Consensus:

CgGCAAATTGcCgaTTTGCCGGAaALTETCAATTC

>Cele-UNSB01 1:2174082-2174248 Satlength=167 Nr of Repeats=10 RepeatLength=15
seed=AGATCTTGTT

AGATCTTGTTTTCGT

AGATCATGTTTTCGG

AGATCTTGTTGTCGT

AGATCTTGTTTCCGT

AGATCTCGTTTTTGTAGTTCTCCAAAATGT

AGATCTTGTTCTGGT

AGATCTTGTTTTCGT

AGGTCTTGTTTTCGT

AGGTCTTGTTTTCGT

AGATCTTTTTTTTCGT

Nr of selected repeats 8 Similarity 0.831746

Consensus:

AGaTCTTGTTtLTCGT

>Cele-UNSBO1 1:2195476-2195914 Satlength=439 Nr of Repeats=10 RepeatLength=35
seed=TTTGCCGGAA

TTTGCCGGAAATATCCAATTCAGGCAATTTGGCCGTTTGCTGAA
TTTGCCGGAATTTCGGAATTCTGACAGTTTGCCGG
TTTGCCGAATCTGTCAACAATTTTCAATTCCGGCAAATTACCGATTTGTCGGGAATTCGGAATTCCGACAA
TTTGCCGAATTCGCCGGGAATTTTCATTCCGGCAATTTACCGA
TTTGCTGGAAGTTGTCATTTTCGGCAAATTGCCGATGTGCTAGAAATTTTTATTTTTGGCAAATGGCCAA
TTTGCAGGAAATTTTTATTTTTGGCAAATTGTTGA
TTTGCCTGAAATTTTGAATTCCGACAATTTGCTAA
TTTGCCGGAAATTTTGAATTCCAGCAATTTGCCTA
TTTGCCGGAAATTTTGAATTCCGACAATTTGCCGG
TTTGCCGGAAATTTTGAATTCCGACAATTTGCTAA

Nr of selected repeats 6 Similarity 0.735873

Consensus:

TTTGCCGGAAATTTTGAATTCcGaCAATTTGCcga

>Cele-UNSBO01 1:2263475-2263726 Satlength=252 Nr of Repeats=6 RepeatLength=43
seed=CAAATCGGCA

CAAATCGGCAACTCGACAAATTTCCGAAATTAAAAATTTCCAG
CAAATCGGCAAACCGGCTGGAATTGAACATTTCCGG
CAAATCGGCAACTCGGCAAATTTCCGAAATTAAAAAATTTCAG
CAAATTGGCAAACCGGAAAATTGCCGGAATTGAACATTTCCGG
CAAATCGGCAACTCGGCAAATTTCCGAAATTAAAAAATTTCAG
CAAATTGGCAAACCGGAAAATTGCCGGAATTGAACATTTCCGG

Nr of selected repeats 5 Similarity 0.782946

Consensus:

CAAATcGGCAACtCGgcAAATTECCGaAATTaAAaALTTcCatG

>Cele-UNSBO1 1:2281114-2281247 Satlength=134 Nr of Repeats=4 RepeatLength=33
seed=TAAGAAAAGT



TAAGAAAAGTTAGGCCACCAAACTTTGGTGAAC

TAAGAAAAGTTAGGCCACCAAACATTGGTGGAC

TAAGAAAAGTTAGGCCACCAAACTTTGGCGAAT

TAAGAAAAGTTAAGTCACAAAATTTTTGGTGGAC

Nr of selected repeats 3 Similarity 0.892256

Consensus:

TAAGAAAAGTTAGGCCACCAAACETTGGtGaAC

>Cele-UNSB01 1:2284293-2285881 Satlength=1589 Nr of Repeats=82 RepeatLength=12
seed=CACGCAACGC

CACGCAACGCAG

CACGCAACGCTG

CACGCAGCGCAG

CACGCAACGCAG

CACGCAACGTGACACGCAATGAGG

CACGCACCGCAGCGCGAAACGCAG

CACGCAACGCGA

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCGAT

ACGCAACGCAG

CACGCGACGCAGT

ACGCAACGCGA
CACGCAACGCAACACAGTTCCCTTTTTCAGGAAGAACCGAGCCTTGGGGAGAGACACCGTCAAATGCCACGTCAGCAAG
ACTCTCCACTTCGGTAACAATGTGTGAGGATGGAATGTGCAAGCTGACCCTTTTGGAGAAACATAATCACGAATTCCGA
ACAGAATCAAAAATCTCATCCGGGTCAGGGAATTTGAAAAAGAAGGTACGTTGTCCACGTGGAGTACACGATTTTGCCA
AATTTATTTTCACAAAAATTTGAATTTTCCGCGGAGCCAACAAGCGGAGTGTCGTTGCAACAAATTTCTAAATTCCAGG
TGTCACGAGTATCGTATGCCGGTGAGGAAATTGTGATACCCGGTCGGATAGAGGATCTCGAGAATGACGTCATTTATAG
TATAGAAGAAGAACGTGAAGATTAATTGTCAATTTTGTATCCAAAAATTATTATTTGTGATCTCTTTCTCTAATTGTAA
TCTACTAAATTAATTTTTTTGAACTATGAATAAATTCGGTAATTGTTAGTAAAATCATTAAAAAAGGTTCGAATTTAGC
GCCAAAAATATTCAATTTAAAATTGGAGTTTTGTCGGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAA

CACGCAACGCAA



CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAACGCAA

CACGCAGCGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

CACGCAACGCAG

Nr of selected repeats 74 Similarity 0.933811
Consensus:

CACGCAACGCAg

>Cele-UNSB01 1:2293586-2294094 Satlength=509 Nr of Repeats=12 RepeatLength=43
seed=AATTTCCGGC
AATTTCCGGCAAATGGGCAAGTCGGCAAATTGCCGAAATTAAA
AATTTCCGGCAAACCGGCAAATTGCCGAAATTAAA
AATTTCCGGCAAACCGGCAAACCGACATGTTGCCGAAAAAGAA
AATTTCCGGCAAATCGGTAAACCGGCAATTTTCCGAAAATAAA
AATTTCCGGCAAATCGGCAAACCGGCAATTTTCCGAAAATGAG



AATTTCCGGCAAATGGGCAAGTCGGCAAATTGCCGAAATTAAA
AATTTCCAGCAAACCGGCAAACCGACATGTTGCCGAAAAAGAA
AATTTCCGGCAAATCGGTAAACCGGCAATTTTCCGAAAATAAA
AATTTCCGGCAAATCGGCAAACCGGCAATTTGCCGAAAATAAG
AATTTCCGGCAAATCGGCAAGTCGGCAAACTGCCGGAATTAAA
AATTTCCGACAAATCGGCATGTCGGCAAATTGCCGGAATTGAA
AATTTCCTGCAAATCGGCAAACCGGCAATTTTCCGAAAATAAA

Nr of selected repeats 11 Similarity 0.790839

Consensus:

AATTTCCGGCAAATCGGCAAacCGGCAANTTgCCGAAAaTaAA

>Cele-UNSBO01 1:2301010-2301088 Satlength=79 Nr of Repeats=6 RepeatLength=12
seed=TAGGCTTAGG

TAGGCTTAGGCT

TAGGCTTAGGCT

TAGGCTTAGGCA

TAGGTTTAGGCTTAAGCT

TAGACTTAGGCT

TACGCTTAGGCA

Nr of selected repeats 5 Similarity 0.844444

Consensus:

TAggCTTAGGCt

>Cele-UNSB01 1:2308046-2308235 Satlength=190 Nr of Repeats=5 RepeatLength=12
seed=AGGCTTAGGC
AGGCTTAGGCTCCTTAAGTTTGAGTTTATGAAAAAAAAGTTGTGAAAAAAAACATAGAATCTAAAAATAATTTTCTCTT
CGAAATTTTAAAAATTTCAGAATGTTCAAAAGTTTTCCAAAGTCTTTAAT

AGGCTCAGGCTC

AGGTTTAGGCTT

AGGCTTAGGCCT

AGGCTCAGGCTTAGGCTTTGGTTT

Nr of selected repeats 3 Similarity 0.703704

Consensus:

AGGcTtAGGCtL

>Cele-UNSB01 1:2365340-2366051 Satlength=712 Nr of Repeats=8 RepeatLength=20
seed=GGACTAGTTT
GGACTAGTTTTCTACCAAATTTCAAATTTTCAGACATTTCTCGTCTCCGTTGCTGACGTCACCAGGAGGCACGAAATCG
GTGTGAAGCTCACCAAAAATGTGATAATTGTGGATGTAAATTTACAGTTTTTCTTAAAATGTTTTTCCTAATTTTTGAA
TTTTCAGAAACCAAATTTCAGCCAAGATGACGTGGAAATTGATATGGACGAGGTTTTAAGACCATTATGGACCATTCAA
AATAGGCCATCTGACTTTGCAACGGTGAGTTCTGGTGGTGGCCTAGAAATCCCATAGGTGGCCTAGAAGTTTCAAATGA
TGAATTTTCACATTTTAAATTCGATTATTCTTTGAAGTGCGCAAAAACTCTTCCACGGCCATATTCAAATTTCTAGGCC
ACCAACCTCAAAACTTAGACCATGTATTTCAGTGCTTCGAATTTTTCATTCAAATGATGCAAACAACTTGTGCGGAATT
TACATCAAACCGAGAAATTTTCAAAAAACTTTCAAAAACGGAATTCCACGTGGCAATTGCGGAACCTGTTTCAATTTGC
GGCCTCGGTATGGCTGGAG

GGACTAGTTTTTGAGTAGAG

GGACTAGGTTTTGAGTAGAG

GGACTAGTTTTTGAGTAGAA

GGACTAGTTTCCAGTTGGG

GGACTAGTTTTCAAGTAGAG

GGACTAGTTTTCGAGTAGAG

GGACTAGGTTTCGAGTAGAG

Nr of selected repeats 6 Similarity 0.880000

Consensus:

GGACTAGtLTTTcGAGTAGAG

>Cele-UNSBO01 1:2365340-2366212 Satlength=873 Nr of Repeats=11 RepeatLength=20
seed=GGACTAGTTT



GGACTAGTTTTCTACCAAATTTCAAATTTTCAGACATTTCTCGTCTCCGTTGCTGACGTCACCAGGAGGCACGAAATCG
GTGTGAAGCTCACCAAAAATGTGATAATTGTGGATGTAAATTTACAGTTTTTCTTAAAATGTTTTTCCTAATTTTTGAA
TTTTCAGAAACCAAATTTCAGCCAAGATGACGTGGAAATTGATATGGACGAGGTTTTAAGACCATTATGGACCATTCAA
AATAGGCCATCTGACTTTGCAACGGTGAGTTCTGGTGGTGGCCTAGAAATCCCATAGGTGGCCTAGAAGTTTCAAATGA
TGAATTTTCACATTTTAAATTCGATTATTCTTTGAAGTGCGCAAAAACTCTTCCACGGCCATATTCAAATTTCTAGGCC
ACCAACCTCAAAACTTAGACCATGTATTTCAGTGCTTCGAATTTTTCATTCAAATGATGCAAACAACTTGTGCGGAATT
TACATCAAACCGAGAAATTTTCAAAAAACTTTCAAAAACGGAATTCCACGTGGCAATTGCGGAACCTGTTTCAATTTGC
GGCCTCGGTATGGCTGGAG

GGACTAGTTTTTGAGTAGAG

GGACTAGGTTTTGAGTAGAG

GGACTAGTTTTTGAGTAGAA

GGACTAGTTTCCAGTTGGG

GGACTAGTTTTCAAGTAGAG

GGACTAGTTTTCGAGTAGAG

GGACTAGGTTTCGAGTAGAG
GGACTAGTTTTCGAGTAGAGGGACTAACTTTCCAATTGGTGGACTAACTTTCCAATTGGTGGACTAACTTTCCAATTGG
CGGACTAACTTTCTAATTAGG

GGACTAATTTTGCGCTTGGG

GGACTAGTTTTCCAACTGATGGCCTAACTTTTTCAAAACAG

Nr of selected repeats 7 Similarity 0.745276

Consensus:

GGACTAGtETTTnGAGTAGAG

>Cele-UNSBO01 1:2396315-2396849 Satlength=535 Nr of Repeats=20 RepeatLength=20
seed=TTATTGATTT

TTATTGATTTTTCTAAAAAA

TTATTAATTTTTCTAGGACA

TTATTGATTTGTCTAGGTCA

TTATTGATTTTTCTAGAACA

TTATTGATTTTTCTAGGACA

TTATTGATTTTTAGGACA

TTATTGATTTTCCTATAACAC

TATTGATTTTTCTAAAAAA

TTATTAATTTTTCTAGGACA

TTATTGATTTGTCTAGGTCA

TTATTGATTTTTCTACGACA

TTATTAATTTTTTTTGGCCA

TTATTGATTTTTCTAGAACAA

TATTGATTTTTCTAGGTCA

TTATTGATTTGTCTAGGTCA

TTATTGATTTTTCTACGACA

TTATTGATTTTTCTAGAACAA

TATTGATTTTTCTAGAACA

TTATTGATTTTTCTAGGACT
TTATTGATTTTTCAGTGTAATCTGCTGTGATCGGGGGACCTTATTGACATTTGGTACTGCAAAGAACCTCGGTTTGGGG
AAAGATGCAAAAGATTCAGCGAAGCCGATGCTCCTCGAGCAACTTTTGAGGTATTTATTTGGCTTCCACTACACGAA
Nr of selected repeats 12 Similarity 0.816162

Consensus:

TTATTgATTTtTCTAgGaCA

>Cele-UNSBO01 1:2402282-2402378 Satlength=97 Nr of Repeats=6 RepeatLength=12
seed=AAGCCTAAGC

AAGCCTAAGCAC

AAGCCTAAGCCT

AAGCCTAAGCCT

AAGCCTAAGCCT



AAGCCTAAGCCCTAGCATAAACCAAAGCCCTAGCCTA

AACCTAAGCCT

Nr of selected repeats 4 Similarity 0.839744

Consensus:

AAGCCTAAGCCt

>Cele-UNSBO01 1:2461739-2462720 Satlength=982 Nr of Repeats=5 RepeatLength=175
seed=GATGCACCAT
GATGCACCATGAGGCTAAATTTAGTTTGACAGCCCATATCTCGGTGAATTCTGGTGCTATCAAAAACTTTTTGTATTTG
TATTTGTATTTATTACGATTGAAATCGTGATTAAAAATAAATAGTGAATAGACATGAATAAGTTTTTAACTACAGAGCT
ATAGAAAATTATGCGCGCAATATTTTACCAGTTGACGGGTTTTTGACAACTGCAAAGAAAATCGAGATATGAGCTTCCA
AAGTTAGCTGGGCTACTAGTGATC
GATGCACCATGTCTTTGAAAGCCTATACTTCGGTTCATTTCGTAGCTGTCAAAAACTTTTTAACAACACATCTATAGAA
ATCAACATGCTTAATATTTCGTCAGTTGACAGTTTTTTGATAACTGCAATGAAATCCGAGATATGAGCTTTCAAAGTTG
AGAGACCTCACTCGGTT
GATGCACCATGTCTTTGACAGTCAATATCTCGGTTTATTTTGTAGCTATCAAAAAATTTTCAACTACAAATCTATAGAA
AATTAAATGTTCAACATTTTCTCAGTTGACAGTTTTTTGATAACTGCAATGACATCCGAGATATGAGCTTTCAAAGTTG
AGAGACCTCACTCGGTT
GATGCACCATGTCTTTGACAGTCAATATCTCGGTTTATTTTGTAGCTATCAAAAAATTTTCAACTACAAATCTATAGAA
AATTAAATGTTCAACATTTTCTCAGTTGACAGTTTTTTGATAACTGCAATGACATCCGAGATATAAGCTTTCAAAGTTG
AGTAAACCCATTTTGTA
GATGCACCATGAGGCTAAATCACTTTTGACCGCCCATATCTCGGTGAATTTTATAGCTATCAAAAACTTATAAATTACA
AAACTATAGAAAATCATATGCGCAATATTTTAATATTTTGCTAGTTGACGGGTTTTTGATAACTGCAAAGAAAATTGAG
AAATGAGCTTTCAAAGTTGAGTGTGCTACTTGTTATC

Nr of selected repeats 3 Similarity 0.840552

Consensus:
GATGCACCATGTCTTTGACAGtCaATAtcTCGGTTtATTTtGTAGCTaTCAAAAAATTTTCAACEtACAQATCTATAGAA
AATtAAATGETCcAACATTTtcTCAGTTGACAGTTTTTTGATAACTGCAATGACATCCGAGATATgAGCTTTCAAAGTTG
AGAgACCtCAcTcgGTt

>Cele-UNSB01 1:2556234-2556523 Satlength=290 Nr of Repeats=10 RepeatLength=18
seed=GCCTAGGAAT
GCCTAGGAATACGAAAACTTCCACCCATGCAAACTGAGGGAGGTACCTCGTGACCTCCATTTTGGCATATATCCTAGCA
GCACGGAAACATCTTCAATCGCCTAGTACG

GACTAGGAATCCAATATG

GCCTAGGAATCCTATGTG

GCCTAGAAATCCAATATG

GCCTAGGAATGCTATGTGGCCTTGGAACCCCATGTG

GCCTAGAAATCCAATATG

GCCTAGGAATCCCATGTG

GCCTAAGAATCCTATGTG

GCCTAGGAATCCCATGTG

GCCTAGAAATTCAATACA

Nr of selected repeats 8 Similarity 0.772487

Consensus:

GCCTAGgAATCCaATaTG

>Cele-UNSBO1l 1:2574462-2585290 Satlength=10829 Nr of Repeats=565
RepeatLength=19 seed=TACACGAAAA

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT

TACACGAAAAAAAATAAGAAAAATAGATTGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAAAATGTTAAGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGA
TACACGAAAAATAGATTGT
TACACGAAAAAATAGAATGAACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAAAAGTAAGAAAAATAGA
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAAATAGACTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAAGAAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAACACGAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT

TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAAAAAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAAAAAAAANATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT



TACACGAAAAAAAAAAANATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAAAAANAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT



TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACAAAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT



TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGAATGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATTGT
TACACGAAAAATAGATGT

TACACGAAAAATAGAATGT



TACACGAAAAATAGATTGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGAATGT

TACACGAAAAATAGATTGT

TACACGAAAAATAGATTGT

Nr of selected repeats 539 Similarity 0.979754
Consensus:

TACACGAAAAATAGATTGT

>Cele-UNSBO1 1:2599082-2599291 Satlength=210 Nr of Repeats=6 RepeatLength=35
seed=TTGCCGGAAT
TTGCCGGAATTAAAAATTTCTGGAAAATTGGCAAT
TTGCCGGAATGGAAATTTTTTGGTAAATCGGCAAT
TTGCCGGAATTGAAAATTTTTGGAAAATTGGCAAA
TTGCGGAATTAAAAATTTCTGGAAAATCGGCAAT
TTGCCGGAATTGAAATTTTCTGGCAAATCGGTAAA
TTGCCGGAATTAAACATTTTTGGTAAATCGGCCAT

Nr of selected repeats 5 Similarity 0.794286
Consensus:

TTGCCGGAATtgAAaaTTTt TGGNAAATCcGGCaAL
>Cele-UNSB01 1:2691842-2691886 Satlength=45 Nr of Repeats=4 RepeatLength=11
seed=AAACTTGGGC

AAACTTGGGCC

AAACTTGGGTA

AAACTTGGGCT

AAACTTGGGCT

Nr of selected repeats 4 Similarity 0.770833
Consensus:

AAACTTGGGct

>Cele-UNSBO1l 1:2695367-2695539 Satlength=173 Nr of Repeats=4 RepeatLength=43
seed=TTGCCGATTT
TTGCCGATTTTCCTGAATTGTTCATTTCCGACAATATGACGAT
TTGCCGATTTGCCGGAAATGTTTATTTCCGACAGTTGGCAGAT
TTGCCGATTTGCCGGAAATATTTATTTCCGACAGTTGGCAGAT
TTGCCGATTTGCCGGAAATGTTTGTTTCCGACAATTTGCCCAT
Nr of selected repeats 4 Similarity 0.798450
Consensus:
TTGCCGATTTgCCgGAAATgTTtaTTTCCGACAaTtgGcagAT
>Cele-UNSBO1 1:2780250-2780460 Satlength=211 Nr of Repeats=6 RepeatLength=35
seed=AATTTCAATT
AATTTCAATTCCGGCAATTTGCCGATTTGCCGGAA
AATTTCAATTTCGGCAATTTGCCGATTTGCCGGAA
AATTTCAATTCTGGCAACTTTCCGATTTGCCGGAA



AATTTCAATTCCGGCAATTTGCGGATTTGCTGGAT

AATTTCAATTCCGGCAACTTTCCGATTTGCCGGAG

AATTTCAATTCTGGCAACTTTCCGATTTGCCGAAA

Nr of selected repeats 6 Similarity 0.860317

Consensus:

AATTTCAATTCcGGCAACTTgCCGATTTGCCGGAa

>Cele-UNSB01 1:2850958-2851167 Satlength=210 Nr of Repeats=5 RepeatLength=35
seed=GGAATTGAAA
GGAATTGAAAATTTCCGGCAAATTGGCAAATTGCCGTAATTGAACACTTCCGGCAAATTGGCAACTTGTA
GGAATTGAAAATTCCCGGCAAATCGGCAAATTGCC

GGAATTGAAATTTCCAGCGAATCGGCAACTTGTA

GGAATTGAAAATTTCCGGCAAATCGGCAAATTGTC

GGAATTGAAATTTTCCGGCGAATCGGCAAATTGCC

Nr of selected repeats 3 Similarity 0.898413

Consensus:

GGAATTGAAAaTTtCCGGCaAATCGGCAAATTGeC

>Cele-UNSBO01 1:2859395-2859671 Satlength=277 Nr of Repeats=5 RepeatLength=43
seed=TTGCCGATTT

TTGCCGATTTGCCAATTTGCCGGAAATTTACAATTCCACTATT
TTGCCGGTTTCTCGATTTGCCGGATATTTACAATTTCACTATT
TTGCCGGTTTGCCGATTTACCAGAAATTTACAATTCCACTATT

TTGCCGGTTTGCCGAT
TTGCCGATTTGTCGGAAGTTTTTAGACGAATTTTTACGACTGAAACTATTTCGAAAAAAAAAGTGCAGAACCACAACTT
GCCGAAAATTTTCGGCAAGTTCGCCAACTCGGCGATTTGCCATCTTGCCGAT

Nr of selected repeats 3 Similarity 0.834625

Consensus:

TTGCCGOTTTgcCgATTTgCCgGAaATTTACAATTcCACTATT

>Cele-UNSB01 1:2881736-2881825 Satlength=90 Nr of Repeats=5 RepeatLength=12
seed=TAGGCTTAGG

TAGGCTTAGGCT

TAGGCTGAGGCG

TAGGCTTAGGCT

TAGGCCTAGGCT

TAGGCTTAGGCGTAAAGTCAGGCTTACGGTAGGCGCAGGGT

Nr of selected repeats 4 Similarity 0.833333

Consensus:

TAGGCttAGGCt

>Cele-UNSB01 1:2886442-2886617 Satlength=176 Nr of Repeats=4 RepeatLength=35
seed=TTTGCCGATT

TTTGCCGATTTGCCAAAAAATTTTAATTCCGGCAA

TTTGCCGACTTGTCAAAAATTGTTAATTTTAGCAC
TTTGCCGATTTGCCAAAAAATTTTAATTTCGGCAATTTTCCGACTTGTCAAAAATTGTTAATTTCAGCAA
TTTGCCGATTTGACGGAAATTTTTAATTCCGGCAA

Nr of selected repeats 3 Similarity 0.733333

Consensus:

TTTGCCGAtLTTGNnCaaAAALtTtTTAATTccgGCAa

>Cele-UNSBO1l 1:2899706-2899878 Satlength=173 Nr of Repeats=4 RepeatLength=43
seed=AAATCGGCAA

AAATCGGCAATCCGGCAAATTGCGAAAAATGAAAATTTCCGGC
AAATCGGCAATCCGGCCAATTGCAAAAAATGAAAATTCCCGGC
AAATCGGCAAACCGGCAAATTGCGAAAAATGAAAATTTCCGGC
AAATCGGCAATTCGGCCAATTGCAAAAAATGAAAATTCCCGGC

Nr of selected repeats 4 Similarity 0.906977

Consensus:



AAATCGGCAAtcCGGCaAATTGCaAAAAATGAAAATTcCCGGC

>Cele-UNSBO01 1:3070958-3071149 Satlength=192 Nr of Repeats=5 RepeatLength=35
seed=TTGCCGGAAA

TTGCCGGAAATTTTCAATTCCGGCAATTTGCCATT
TTGCCGGAAATTTTCAATTCCGGCAAATTGTTGTTTTTCCAAT
TTGCCGGAAATTTGTAATTCCGACATATTGCCGAT

TTGCCGGAAATTTGTAATTCCGACAAATTGCCGAT
TTGCCGGAAATTGTTTATTCCGGCAATTTGTCGTTTTGCCAGT

Nr of selected repeats 3 Similarity 0.808642

Consensus:

TTGCCGGAAATTTgtAATTCCGaCAaaTTGCCgAT

>Cele-UNSB01 1:3156606-3157000 Satlength=395 Nr of Repeats=8 RepeatLength=35
seed=CGATTTGCCG
CGATTTGCCGGAAGTTTCTGAAATTATTTTTAATAAGACGGAAACATTTAAAACTGTGCCTTTTTGATTTTTTTTTTCA
TTTTCTTCAGATATTTTCATAAAACTTACTTACTTTCAAGTCGGTTTTTTTTGTCGGTTTTCCGGAAATTTTCATTTCC
GGCAAACTGT

CGATTTGCCGGAAATATTCATTTTCTGCAAATTGC

CGATTTTCCGGAAATTTTCATTTCCGGCAAACTGT

CGATTTGCCGGAAATATTCATTTTCTGCAAATTGC

CGATTTTCCGGAAATTTTCATTTCCGGCAAACTGT

CGATTTGCCGGAAATATTCATTTTCTGCAAATTGC

CGATTTTCCGGAAATTTTCATTTCCGGCAAACTGT

CGATTTGCCGATTTGC

Nr of selected repeats 6 Similarity 0.862857

Consensus:

CGATTTgCCGGAAATATTCATTTcCgGCAAACTGC

>Cele-UNSBO1 1:3158079-3158367 Satlength=289 Nr of Repeats=21 RepeatLength=12
seed=CTAAGCCTAA

CTAAGCCTAATTCTAAGG

CTATGCCTAAAC

CTAAGCCTAGAC

CTAAGCCTAACA

CTAAGCTTAAAC

CTAAGCCTAAGC

CTAAGCCTAAGC

CTAAACCTAAACCTGAGT

CTAAGCCTAAGA

CTAAGCTTAAGCCTGAGC

CTAGGCCTAAGT

CTAAGCCTAAGC

CTCAGCCTAAGCCAAAGACTACGCG

TAAGCCTAAGC

CTAAGTCTAATC

CTAAGCCTAAGC

CTAAGCATAAGC

CTAAACCTAAGC

CTAAGCCTAAGT

CTGAGCCTAAGCCAAAGC

CAAAGCCTAAAC

Nr of selected repeats 15 Similarity 0.766138

Consensus:

CTAAGCCTAAgC

>Cele-UNSB01 1:3159205-3159335 Satlength=131 Nr of Repeats=4 RepeatLength=26
seed=GGCAGGCGTC



GGCAGGCGTCAAGCAGGCAGGTTTCA
GGCAGGCGTCAAGCAGGCAGGTTTTA
GGCAGGCGTCAAGCAGGCAGGTTTCT
GGCAGGCGTCCGGCAAGCAAAATTCAAGCAGGCGTAAGGCGGGTAGGTTTCA
Nr of selected repeats 3 Similarity 0.931624
Consensus:
GGCAGGCGTCAAGCAGGCAGGTTTca
>Cele-UNSBO01 1:3213789-3217715 Satlength=3927 Nr of Repeats=151 RepeatLength=26
seed=CAGAGTCACT
CAGAGTCACTAAATTTGGTGAACGGT
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGT
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGCAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC



CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTAGTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGCAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACAGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTAGTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC



CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGCAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTAGTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTAAATTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
CAGAGTCACTATTTTTGGGGAACGAC
CAGAGTCACTATTTTTGGTGAACGGC
Nr of selected repeats 151 Similarity 0.930474
Consensus:



CAGAGTCACTATTTTTGGYGAACGGC
>Cele-UNSBO01 1:3303901-3304753 Satlength=853 Nr of Repeats=71 RepeatLength=12
seed=CTAAGTCTAA
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGCCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGCCTAAGT
CTAAGCCTAAGC
CTAAGTCTAAGC
CTAAGCCTAAGT
CTAAGCCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGT
CTAAGCCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGC
CTAAGTCTAAGT
CTAAGTCTAAG
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT
CTAAGTCTAAGT



CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAAGT

CTAAGTCTAATT

Nr of selected repeats 69 Similarity 0.908497
Consensus:

CTAAGtCTAAGEL

>Cele-UNSBO1 1:3325616-3325694 Satlength=79 Nr of Repeats=6 RepeatLength=12
seed=AGGCTTAGGC

AGGCTTAGGCTT

AGGCTTAGTCTTCAACCT

AGGCTTAGGCTT

AGGCTCAGGCTT

AGGCTCAGGCTT

AGGCTTAGGCTC

Nr of selected repeats 5 Similarity 0.888889
Consensus:

AGGCTtAGGCTt

>Cele-UNSBO1 1:3430435-3430513 Satlength=79 Nr of Repeats=6 RepeatLength=12
seed=GGCTTAGGCT

GGCTTAGGCTCA

GGCTTAGGCTTC

GGCTTAGGCTTA

GGCTTAGGCTTAAGCTCA

GGCTTTGGCTTA

GGCTCAGGCTTT

Nr of selected repeats 5 Similarity 0.788889
Consensus:

GGCTtaGGCTta

>Cele-UNSBO1 1:3435421-3440265 Satlength=4845 Nr of Repeats=323 RepeatLength=15
seed=CTCACCACGA

CTCACCACGATGGGT

CTCACCACGAAGGGTT

TCACCACGAAAGGT

CTCGCCACGATGGGT

CTCACCACGAAGTGT

CTCACCACGAAAGGT

CTCGCCACGAAAGGT



CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGA
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGAGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCGCCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT



CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGAGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGC
CTCGCCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGTTGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT



CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCGCCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACAACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT



CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGC
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT



CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAGTGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCTCCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT



CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGTA
TCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAGTGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGTT
TCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCGCCACGATGGGTG
TCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGAAGGGT
CTCACCACGATGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGAAAGGT
CTCACCACGACGGGT
CTCACCACGATGGGT
CTCACCACGAAAGGC
CTCACCACGATCGGT
Nr of selected repeats 294 Similarity 0.881418
Consensus:
CTCACCACGANgGGT
>Cele-UNSBO1l 1:3453387-3453600 Satlength=214 Nr of Repeats=5 RepeatLength=32
seed=AATTCAAATT
AATTCAAATTTTCAAAAATAATATATGCGGGA
AATTCAAATTGTCAAGAATAATTTAGGTGGAA



AATTTAAATTTCCTCAGAAAAAAAGCTTTGGCAGGAAATTAGATTTTTTTCAGAACTTTTTTCAGAAAAAATATATGGC
GTGG

AATTCAAATTTTCTCTGTAAAATTTTGGTTGA
AATTCAAATTATCTTTAACAATGTTTTGGCGGGA

Nr of selected repeats 3 Similarity 0.602694
Consensus:

AATTCAAATTtTCaagaAtAATtTagGtgGaa
>Cele-UNSBO1 1:3471234-3471484 Satlength=251 Nr of Repeats=6 RepeatLength=43
seed=TTGAAAATTT
TTGAAAATTTCCGACAAACCGGCAACTTGCCGGAA
TTGAAAATTTTCTAAAAATCGGCAAACCGGCAACTTGCCGGAA
TTGAAAATTTTCGGCAAATCGACAATCCGGCAAATTGTCGGAA
TTGAAAATTTTCTAAAAATTGGCAAACTGGCAAATTGGCGGAA
TTGAAAATTTCCGGCAAATCAGCAAATCGGCAAATTGGCGGAA
TTGAAAATTTCCGGCAAATCGGCAAATCGGCAAATTGGCGGAA
Nr of selected repeats 5 Similarity 0.810853
Consensus:

TTGAAAATTTt CggcAAATcggCARACCGGCAAATTCGgCGGAA
>Cele-UNSBO01 1:3474380-3475480 Satlength=1101 Nr of Repeats=54 RepeatLength=20
seed=CTAGGCAGAC

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCCAGTCCACC
CTAGGCAGACCCAGTCCACCCTAGGCAGGGCTAGCCTTCC
CTAGGCAGACCTAGCCTACC

CTAGGCAGACCTGGCCCACC

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCTAGCCTGCT

CTAGGCAGACCTAGCCTGCC

CTAGGCAGACCCAGTCTACC

CTAGGCAGACCTAGCCTTCC

CTAGGCAGACCTAGCCTTCC

CTAGGCTGACCTGGCCTTTC

CTAGGCAGACCTAGCCTACC

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCTAGTCTACC

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCTAGCCTACT

CTAGGCAGACCCAGTCCACC

CTAGGCAGGCCTAGCCTTCC

CTAGGCAGACCTAGCCTACC

CTAGGCAGACCTGGCCCACC

CTAGACAGACCTAGCCTACT

CTAGGCAAACCTAGCCTACT

CTAGGAAGACCTAGTCCACC

CTAGGCAGACCTAGCATTCC

CTAGGCAGACCTAGCCTTCC

CTAGGCAGACCTGGCCTTTC

CTAGGCAGACCTAGCCTACC

CTAGGCAGACCTAGCCTACC

CTAGGCAGACCTAGCCTACC

CTAGGCAGACCTAGCCTACT



CTAGGCAGACCTAGTCTACC
CTAGGCAGACCTAGCCTACT
CTAGGCAGACCTAGCCTACT
CTAGGCAGACCTAGCCTACT
CTAGGCAGACCCAGTCCACC
CTAGGCAGACCCAGTCCACC
CTAGGCAGGCCTAGCCTTCC
CTAGGCAGGCCTAGCCTACC
CTAGGCAGACCTGGCCCACC
CTAGGCAGACCTAGCCTACT
CTAGGCAAACCTAGCCTACT
CTAGGCAGACCTAGTCCACC
CTAGGCAGACCTAGCATTCC
CTAGGCAGACCTAGCCTTCC
CTAGGCAGACCTGGCCTTTC
CTAGGCAGACCTAGCCTACC
CTAGGCAGACCTAGCCTACC
CTAGGCAGACCTAGCCTACC
CTAGGCAGACCTAGCCTACC
CTAGGCAGACCTGGCCTACC
Nr of selected repeats 53 Similarity 0.846734
Consensus:
CTAGGCAGACCTAGCCTacCc
>Cele-UNSBO1 1:3474383-3476103 Satlength=1721 Nr of Repeats=83 RepeatLength=20
seed=GGCAGACCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCCAGTCCACCCTA
GGCAGACCCAGTCCACCCTAGGCAGGGCTAGCCTTCCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTGGCCCACCCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTGCTCTA
GGCAGACCTAGCCTGCCCTA
GGCAGACCCAGTCTACCCTA
GGCAGACCTAGCCTTCCCTA
GGCAGACCTAGCCTTCCCTAGGCTGACCTGGCCTTTCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGTCTACCCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCCAGTCCACCCTA
GGCAGGCCTAGCCTTCCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTGGCCCACCCTA
GACAGACCTAGCCTACTCTA
GGCAAACCTAGCCTACTCTA
GGAAGACCTAGTCCACCCTA
GGCAGACCTAGCATTCCCTA
GGCAGACCTAGCCTTCCCTA
GGCAGACCTGGCCTTTCCTA



GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGTCTACCCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCTAGCCTACTCTA
GGCAGACCCAGTCCACCCTA
GGCAGACCCAGTCCACCCTA
GGCAGGCCTAGCCTTCCCTA
GGCAGGCCTAGCCTACCCTA
GGCAGACCTGGCCCACCCTA
GGCAGACCTAGCCTACTCTA
GGCAAACCTAGCCTACTCTA
GGCAGACCTAGTCCACCCTA
GGCAGACCTAGCATTCCCTA
GGCAGACCTAGCCTTCCCTA
GGCAGACCTGGCCTTTCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTAGCCTACCCTA
GGCAGACCTGGCCTACCCTA
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTA
GGCAAACCTAGCCCACCCTA
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTGGGCAGCACTAGCCCACCCTA
GGCAGACCTAGCCTACCCTA
GGCAGGCCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTA
GGCAGACCTGGCCTACCCTG
GGCAGCCCTAGCCCACCCTA
GGCAGACCTAGCCTACCCTG
GGCAGACCTAGCCCACCCTA
GGCAAACCTAGCCCACCCTA
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTA
GGCAAACCTAGCCCACCCTA
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTA
GGCAAACCTAGCCCACCCTA
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG
GGCAGACCTAGCCCACCCTG



Nr of selected repeats 80 Similarity 0.844789
Consensus:

GGCAGACCTAGCCtACcCTa

>Cele-UNSBO1 1:3489580-3490945 Satlength=1366 Nr of Repeats=56 RepeatLength=35
seed=TTTCGGCAAT

TTTCGGCAATTGCCGGTATCGTGAAT
TTTCGGCAATTTCGGCAACTGCCGGTATCGTGAAT
TTTCGGCAATTTCGGCAATTGCCGGTTTTGTGAAT
TTTCGGCAATTTCGGCAACTGCCGGTATCGTGAAT
TTTCGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTCCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCAGGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCTTGAGT
TTCCGGCAATTTCGGCAATTGCCGGTTTTGTGAAT
TTTCGGCAATTTCGGCAACTGCCGGTATCGTGAAT
TTTCGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTGCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCTTGAAT
TTCCGGCAATTTCGGCAATTGCCGGTTTTGTGAATT
TTTGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTCCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCGTGAAT
TTTCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCTTGAGT
TTCCGGCAATTTCGGCAATTGCCGGTTTCGTGAAT
TTTCGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTGCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTTGGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTCGGCAATTGCCGGTTTCTTGAGT
TTCCGGCAATTTCGACAATTGCCGGTTTCGTGAAT
TTTCGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTGCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTTGGCAATTGCCGGTTTCATGATT
TTTCGGCAATTTTGGCAATTGCCGGTTTCATGCTT
TTTCGGCAATTTCGGCAATTGCCGGTTTCGTGAAT
TTTCGGCAATTTCACCAATTGCCGGTATCGTGAAT
TTTCGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTGCGGCAATTTCAGCAATTGCCGGTTTCATGATT
TTTCGACAATTTCGGCAATTGCCGGTTTCTTGAAT
TTCCGGCAATTTCGGCAATTGCCGGTTTTGTGAAT
TTTCGGCAATTTTGGCAATTGCCGGTTTTTTGAAT
TTTCGGCAATTTCGATAATTGCCAGTTCTGTAAAA
TTCCGGCAATTTCCGCAATTGCCGGTTTCTTAAATTTTCTGCAG
Nr of selected repeats 35 Similarity 0.808371
Consensus:
TTtCGGCAATTTCggCAATTGCCGGTTTcnTGAaT
>Cele-UNSB01 1:3506179-3506592 Satlength=414 Nr of Repeats=8 RepeatLength=35
seed=TCCGGCAAAT
TCCGGCAAATCGACAAATCGCCGGAATTGAAATT
TCCGGCAAATCGACAGA
CCGGCAAATTGCCGAATTTGCCTGAAAAACGGCAAAAATGTTCAGCAAATTATGGATTTGCACTTTTTTTTTTTTGGAA
ATTTCGGAATATCAATTTTAAACGAAAAAAATTTCAAAAAGGCACAGTTTTAAGTATTTCCGTCTTATAAAAAATCCCT
CTAAAAACTTCTGTTTTTTTTTTTCAAAT



TCCGGCAAATCGGAAATCTGCCGGAAGTCAAAAAT
TCCGGCAAATCGGAAATCTGCCGGAAGTCAAAAAT
TCCGGCAAATCGGCAATCTGCCGGAAATCAAAAAT
TCCGGAAAATCGGAAATCTGCCGGAAGTCAAAAAT
TCCGGCAAATCGGAAATCTGCCGGAAGTCAAAAAC
Nr of selected repeats 5 Similarity 0.939048
Consensus:
TCCGGCcAAATCGGaAATCTGCCGGAAgTCAAAAAL
>Cele-UNSBO1 1:3532132-3534432 Satlength=2301 Nr of Repeats=115 RepeatLength=20
seed=AAAAAATAGA
AAAAAATAGATTGACATACC
AAAAAATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGGCATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGATATACC
AAAAAATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGGTATACC
AAAAAATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC



AAAAAATAGATTGACATACC
AAAAAATAGATTGGTATACC
AAAAAATAGATTGGCATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGGTATACC
AAAAAATAGATTGGCATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGATATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGATATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGACATACC
AAAANATAGATTGGTATACC
AAAANATAGATTGGCATACC
AAAAAATAGATTGACATACC
AAAANATAGATTGGTATACC
AAAANATAGATTGGCATACC



AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGGTATACC

AAAAAATAGATTGGCATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGATATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

AAAAAATAGATTGACATACC

Nr of selected repeats 115 Similarity 0.971320
Consensus:

AAAAAATAGATTGACATACC

>Cele-UNSBO1 1:3600639-3600909 Satlength=271 Nr of Repeats=6 RepeatLength=45
seed=CTGAATCTTC
CTGAATCTTCATCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
CTGAATCTTCAGCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
CTGAATCTTCAGCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
CTGAATCTTCAGCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
CTGAATCTTCAGCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
CTGAATCTTCAGCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
Nr of selected repeats 6 Similarity 0.990123
Consensus:
CTGAATCTTCAGCTCCAAAGGATCACAAGGATCCTCCTTTATGAT
>Cele-UNSB01 1:3650776-3650949 Satlength=174 Nr of Repeats=5 RepeatLength=35
seed=TTTGCCGGAA
TTTGCCGGAAATGTTCAATTCCGACAATTTGCCGG
TTTGCCGGAAAATTTTAATTCCAGCAATTTGCCGA
TTTGCCGGAAATTTCAAATCCGGCAATTTGCCGA
TTTGCCGGAAATGTTCAATTCCGACAATTTTCCGG
TTTGCCGGAAATTTCAAATCCGGCAATTTACCGA

Nr of selected repeats 3 Similarity 0.822222
Consensus:
TTTGCCGGAAALgTTCAATTCCgaCAATTTgCCGY
>Cele-UNSBO01 1:3711978-3718275 Satlength=6298 Nr of Repeats=242 RepeatLength=26
seed=ATGGTTAGAG

ATGGTTAGAGTCATAATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT



ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA



ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTG
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA



ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA



ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGAATGGTTAGTA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATTATTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT



ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGT
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA
ATGGTTAGAGTCATATTTTTAGGTGA

Nr of selected repeats 238 Similarity 0.970067
Consensus:

ATGGTTAGAGTCATATTTTTAGGTGA

>Cele-UNSB01 1:3764869-3765030 Satlength=162 Nr of Repeats=5 RepeatLength=14
seed=TTTTTGTAGA
TTTTTGTAGATCCCATTTTCATAGATTCCCCA
TTTTGTAGAACGTC
TTTTCGTAGATCTACTTTTCGTGGAACCTCTTTTCATTTAACCTCTTTCGTAGAACCTTTTTCGTAAGTCCCACTTCAT
AGATCATC

TTTTTGTAGATACT

TTTTTGTAGATCAC

Nr of selected repeats 3 Similarity 0.588235
Consensus:

tTTTTGTAGAtACNH

>Cele-UNSBO1_ 1:3798271-3798674 Satlength=404 Nr of Repeats=9 RepeatLength=45
seed=TCTGATCCTT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTCCTGATGG
TCTGATACTTCAGCTCCAAAGGATCACGAGGCTCTTCCTGATGT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGCATCTTCTGATGA
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCACCTGATGG
TCTGATACTTCAGCTCCAAAGGATCACGAGGCTCTTCCTGATGT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGCACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTCCTGATGT
TCTGATCCTTCAGCTCCGAAGGATCACATGGGCACCTTCTGATGA
Nr of selected repeats 7 Similarity 0.825044
Consensus:
TCTGATCCTTCAGCTccGAAGGATCacAtGGGLtACCTtCTGATGN
>Cele-UNSB01 1:3799094-3799407 Satlength=314 Nr of Repeats=7 RepeatLength=45
seed=CTGAAGGATC
CTGAAGGATCAGAACATCAGAAGGTGCCCATGTGATCCTTCGGAG
CTGAAGGATCAGAACATCAGGAAGAGCCTCGTGATCCTTTGGAG
CTGAAGTATCAGACCATCAGGTGGTACCCTTACGATCCTTCTTAT
CTGAAGGATCAGATCATCAGAAGATGCCCATGTGATCCTTCGGAG
CTGAAGGATCAGAACATCAGGAAGAGCCTCGTGATCCTTTGGAG
CTGAAGTATCAGACCATCAGGAGGTACCCTTACGATCCTTCTTAT
CTGAAGGATCAGAACATCAGAAGGTACCCATGTGATCCTTCGGAG
Nr of selected repeats 5 Similarity 0.792593
Consensus:



CTGAAGgATCAGANCATCAGaaGgTaCCCaTgtGATCCTTCggAg
>Cele-UNSBO1 1:3815334-3818659 Satlength=3326 Nr of Repeats=133 RepeatLength=25
seed=TTTACTCTCT
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCACTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCATATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT



TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCACTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCATATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAA
TTTACTCTCTCGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGTATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGAATAT
TTTACTCTCTGGCTTCACCAAATAT
TTTACTCTCTGGCTTCACAGAATAT



TTTACTCTCTCGCTTCACAGTATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCTCTGGCTTCACAGAATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCTCTCGCTTCACAGTATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACAGTATAT

TTTACTCTCTGGCTTCACAGTATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTCGCTTCACAGTATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTCGCTTCACAGTATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCTCTGGCTTCACAGAATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCTCTCGCTTCACAGTATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCACTGGCTTCACCAAATAT

TTTACTCTCTGGCTTCACCAAATAT

TTTACTCTCTCGCTTCACAGAATAT

TTTACTCTCTGGCTTCACCAAATAA

TTTACTCTCTGGCTTCACCAAATAA

Nr of selected repeats 133 Similarity 0.898680

Consensus:

TTTACTCTCTGGCTTCACcaaATAt

>Cele-UNSBO1 1:3888641-3889727 Satlength=1087 Nr of Repeats=26 RepeatLength=34
seed=TGCCGGAATT
TGCCGGAATTGAAATTTCCGGCAAATCGGCAAATTACCGTAATTGAAATTTCCAGCCAATCGGCAAAT
TGTCGGAATTGAAATTTCCAGCAAATCGGCAAAT
TGTCGGAATTGAAATTTCCGGCAAATCGACAAAT
TGCCGGAATTGGAGTTTCCGGCAAATCGGTAAAT
TGCCGGAATTGAAATTTCCGGCAAATCGGCAATCCGGCAAAT
TGCCGGAATTGAAATTTCCAGAAAATCGGCAAAT
TGCCGGAATTGAAATTTCATGCAAATCGGCAAATTGTGGGAATTGAAATTTCCGGCAAATCGACAAAT
TGCCGGAATTGGAGTTTCCGGCAAATCGGTAAAT
TGCCGGAATTGAAATTTCCGGCAAATCGGCAATCCGGCAAAT
TGCCGGAATTGAAATTTCCAGAAAATCGGCAAAT
TGCCGGAATTGAAATTTCATGCAAATCGGCAAATTGTGGGAATTTAAATTTCCAGCAATTGGGCAAAG
TGCCGGAATTTAAATTTCCAGCAAATCGGCAAAT
TGCCGGAATTGAAATTTCATGCAAATCGGCAAATTGTGGGAATTTAAATTTCCAGCAATTGGGCAAAT
TGCCGGAATTGAAATTTCCAGAAAATCGGCAAAT
TGCCGGAATTGAAATTTCATGCAAATCGGCAAATTGTGGGAATTTAAATTTCCAGCAATTGGGCAAAG
TGCCGGAATTTAAATTTCCAGCAAATCGGCAAAT
TGCCGGAATTGAAATTTCCAGCAAATCGGCAAAT
TGCCGGAATTGAAATTTCCAGAAAATCGGCAAAT
TGCCGGAATTTAAATTTCCAGCAAATCGGCAAAT
TGCCGGAATTGAAATTTCCAGCAAATCGGCAAAT
TGCCGGAATTTAAATTTCCAGAAAATCGGCAAAT



TGCCGGAATTGAAATTTCCGGCAAATCGACAAATT
TCCGGAATTGGAGTTTCCGGCAAATCGGCCATCCGGCACGT
TGCCGGAATTGAAATTTCCAGCAAATCGGCAAACCGGCAAAT
TGCCGGAATTGAAATTTCTGACAAATCGGCAAAC
TGCCGGAATTGAGATTTTTGGCAAATCGGCAAAT

Nr of selected repeats 16 Similarity 0.878105

Consensus:

TGCCGGAATTgAAATTTCCaGcAAATCGGCAAAT

>Cele-UNSBO1 1:4033028-4033133 Satlength=106 Nr of Repeats=7 RepeatLength=15
seed=TCGTGGTGAG

TCGTGGTGAGACCCA

TCGTGGTGAGACCCT

TCGTGGTGAGACCCT

TCGTGGTGAGACCCA

TCGTGGTGAGACCCT

TCGTGGTGAGACCCA

TCGTGGTGAGACCCT

Nr of selected repeats 7 Similarity 0.949206

Consensus:

TCGTGGTGAGACCCt

>Cele-UNSBO1 1:4033525-4033725 Satlength=201 Nr of Repeats=6 RepeatLength=40
seed=TTTCTAGAAA

TTTCTAGAAAATTCGAGAAAATTCCGGAATGGTCCAGAAT

TTTCTAGAAAA

TTCTAGAAAGTTCTGGAATGGTCCAGAAT
TTTCTAGAAAATTCGGGAAAACTCTGGAATATTCCAGAAC
TTTCTAGAAAAATCGAGAAATGTCTGCAATGTTCCAGAAG
TTTCTAGAAAATTCGAGAAAATTCCGGAATGGTCCAGAAT

Nr of selected repeats 4 Similarity 0.816667

Consensus:

TTTCTAGAAAAt TCGaGAAAat TCcGgAATggTCCAGAAL

>Cele-UNSBO1 1:4042754-4055380 Satlength=12627 Nr of Repeats=214
RepeatLength=59 seed=AAAACCAGTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCGCATTTGAAATTCCAAATTCTCCATTAATTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCTAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCATTAATTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCATTAATTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCGCATTTGAAATTTTATATTCTCCATAATTCTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATGTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCTAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG



AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATGTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGCTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCACGGTTTAAAATATTTTA
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTGTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCCCCATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCTGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGCTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAAAATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG



AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTGTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGCTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCTAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCGCATTTGAAATTCCAAATTCTCCATTAATTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCTAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCATTAATTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGCTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCGCATTTGAAATTTTATATTCTCCATAATTCTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCACAGTTTTCAATTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATGTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATGTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATGTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTAAAAAAATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGCTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCAAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG



AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCACGGTTTAAAATATTTTA
AAAACCAGTGCACATTTCAAATTTTATATTCTCTATAATTCACGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTGTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAGTTCTCCATTAATTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATTAATTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTCAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTGAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTGTTCAGTTTAAAAAATTTTA
AAAACCAGTACACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA



AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTA
AAAACCAGTACACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCTCAATTCTCCACAGTTTTCAGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAAATTTCAGTTTAAAAAAATTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATGCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTAAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATGCTCGGTTTTAAATATTTTA
AAAACCAGTGCACATTTGAAATTCCCAATTCTCCACAGTTTTCAGTTTAAAAAATTTTG
AAAACCAGTGCACATTTGAAATTTTATATTCTCTATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGAAGTCTTGAATTTCCATATTCCCCATAATTCTCGGTTTTAAATATTTTG
AAAACCAGTGAAGTCTTGAATTTCCATATTCTCCATAATTTTCAGTTTAAAAAAATTTG

Nr of selected repeats 214 Similarity 0.852508

Consensus:

AAAACCAGTGCACATTTgAAATTEttatATTCTCCAtAATTCcTCgGTTTtAAALATTTTg

>Cele-UNSBO1l 1:4183555-4184714 Satlength=1160 Nr of Repeats=5 RepeatLength=223
seed=TTTCAGAATT
TTTCAGAATTTCAATTTTAATCGGCAAAATTGTACGCATCCTATGAATGTTCCTACATCTATTTTGAAAATAAGCAAGT
TTTATGAAAATATCTAAAGAATACGGGAAGCGGCAAACCGGCATCTTGGCAAAAATGAAAATTTCCGGCAAACCGGCAA
ACGGGAAATTGCCGTTTTGCTAAAATAATTTCAGAACGGCAATTGCCGCCCACCACTGATAAACATTATGCTGAGCGGA
CTAAACAACCTCTTAAAATCGCTAAACTTC
TTTCAGAATTTAAAAACGGCATTCCAAAAACTTTCACAACCGCCAAGCTCAAGCAAAAAAAGTAAACTTCAGTCATACC
TTTCAGAGCAAACTTTGAAATTGAATGAAATAGACCATTTATTTGCAAAATTAGTAGATTTTCCAATTTTTAAAAATTA
ATATCTGGCTTCTAAATAACTTTTTTGAAAATCCCCGTAGCCATTTTGTTGCAAATTTTGTGCTC
TTTCAGAATTTAAAAACGACATTCCAAAAACTTTCACAACCGCCAAGTTCAAGCAAAAAAAGTAAACTTCAGTCATACC
TTTCAGACCAAACTTTGAAATTGAATGAAATAAATCATTTATTTGCAAAATTAGTAGATTTTCCAATTTTTAAAAATTA
ATATCTGGCTTCAAACTAACTTTTTTGAAAATCCCCGTAGCCATTTTGTTGCAAATTTTGTGCTC
TTTCAGAATTTAAAAACGGCATTCCAAAAACTATCATAACCGCCAAGTTCAAGCAAAAAAAGTAAACTTCAGTCATACC
TTTCAGAGCAAACTTTGAAATTGAATGAAATAGACCATTTATTTGCAAAATTAGTAGATTTTCCAATTTTTAAAAATTA
ATATCTGGCTTCAAACTAACTTTTTTGAAAATCCCCGTAGCCATTTTGTTGCAAATTTTGTGCTC
TTTCAGAATTTAAAAACGGCATTCCAAAAACTTTCACAACCGCCAAGTTCAAGCAAAAAAAGTAAACTTCAGTCATACC
TTTCAGAGCAAACTTTGAAATTGAATGAAATAGACCATTTATTTGCAAAATTAGTAGATTTTCCAATTTTTAAAAATTA
ATATCTGGCTTCTAAATAACTTTTTTGAAAATCCCCGTAGCCATTTTGTTGCAAATTTTGTGCTC

Nr of selected repeats 4 Similarity 0.971101

Consensus:



TTTCAGAATTTAAAAACGgCATTCCAAAAACTLTCACAACCGCCAAGETCAAGCAAAAAAAGTAAACTTCAGTCATACC
TTTCAGAgCAAACTTTGAAATTGAATGAAATAGACCATTTATTTGCAAAATTAGTAGATTTTCCAATTTTTAAAAATTA
ATATCTGGCTTCaAAaTAACTTTTTTGAAAATCCCCGTAGCCATTTTGTTGCAAATTTTGTGCTC

>Cele-UNSBO1 1:4232491-4233003 Satlength=513 Nr of Repeats=13 RepeatLength=39
seed=TATTTTTAAT

TATTTTTAATTTGGCCTACTTAAAAAGTAGGTCATGACC

TATTTTTAATTTGGCCTACTTAAAAAGTAGGTCATGACT

TATTTTTAATTTGACCTACTTAAAAAGTAGGTCATGACC

TATTTTTAATTTGGCCTACTTAAAAAGTAGGTCATGACC
TATTTTTAATTTAACCTACTTAAAAAAGTAGGTCACGACC
TATTTTTAATTTGGCCTACTTAAAAAGTAGGTCATGACT

TATTTTTAATTTGACCTACTTAAAAAGTAGGTCATGACC

TATTTTTAATTTGGCCTACTTAAAAAGTAGGTCATGACC
TATTTTTAATTTAACCTACTTAAAAAAGTAGGTCACGACC
TATTTTTAATTTGACCTACTTAAAAAACTAGGTCATGGCC
TATTTTTAATTTGACCTACTTAAAAAAGTAGGTCATGACC
TATTTTTAATTTGACCTACTTAAAAAACTAGGTCATGACC
TATTTTTAATTTGACCTACCTAAAAAGTAGGTCATGACT

Nr of selected repeats 8 Similarity 0.954823

Consensus:

TATTTTTAATTTGgCCTACTTAAAAAGTAGGTCATGACC

>Cele-UNSB01 1:4250268-4250328 Satlength=61 Nr of Repeats=4 RepeatLength=15
seed=TTTCCGGATC

TTTCCGGATCTACCA

TTTCCGGATCTACGT

TTTCCGGATCTACGT

TTTCCGGATCTACGT

Nr of selected repeats 4 Similarity 0.911111

Consensus:

TTTCCGGATCTACgt

>Cele-UNSBO1 1:4250510-4250645 Satlength=136 Nr of Repeats=9 RepeatLength=15
seed=AGATCCGGAA

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

AGATCCGGAAAACGT

Nr of selected repeats 9 Similarity 1.000000

Consensus:

AGATCCGGAAAACGT

>Cele-UNSBO1l 1:4344690-4345849 Satlength=1160 Nr of Repeats=6 RepeatLength=226
seed=ACAAGAAGCT

ACAAGAAGCTTTACAATATTCCAGTAGGT
ACAAGAAGCTTCACGTAGTTACAGAAATAGTAGATTTTTAGCCCTACCTTTTAGAGCGTATTTTATTATTTAATGAAAA
CTACCACTTATAGGCAAAATAGAGGGATTTTCGTAATTTTGAAAATTCATAAATCTCTTCAAAGTAATTTTTTTGCGAA
ATGTCTTTCAGAAACTTTGTAGTAAATTTTAAGCTCTTTTAGAATATATTAACAATATTCCAGTAGGT
ACAAGAAGCTTCACGTAGTTACAGAAATAGTACATTTTTAGCCCTACCTTTTAGCGCGTATTTTATTATTTAATGAAAA
CTACCATTTATAGGCAAAAATAAATGGATTTTCCAAACTTTGAAAATTCATAAATCTCTTCAAAGTAACTTTTTTTGAA
ATGTCTTTTAGAAACTTTGTAGTAAATTTTATGCTCTTTTAGAATATATTAACATTATTTCAGTAGGT



ACAAGAAGCTTCACGTAGTTACAGAAATTGTACATTTTCAGCCCTACCTTTTAGTGCGTATTTTATTAATTAATGAAAA
CTACCACTTATAGGCAAAATAGAGGGATTTTCGTAATTTTGAAAATTCATAAATCTCTTCAAAGTAATTTTTTTGCGAA
ATGTCTTTCAGAAACTTTGTAGTAAATTTTAAGCTCTTTTAGAATATATTAACAATATTCCAGTAGGT
ACAAGAAGCTTCACGTAGTTACAGAAATAGTACATTTTCAGCCCTACCTTTTAGTGCGTATTTTATTAATTAATGAAAA
CTACCACTTATAGGCAAAATAGAGGGATTTTCGTAATTTTGAAAATTCATAAATCTCTTCAAAGTAATTTTTTTGCGAA
ATGTCTTTCAGAAACTTTGTAGTAAATTTTAAGCTCTTTTAGAATATATTAACAATATTCCAGTAGGT
ACAAGAAGCTTCACGTAGTTACAGAAATAGTACATTTTCAGCCCTACCTTTTAGTGCATATTTTATTATTTAATGAAAA
CTACCATTTATAGGCAAAAATAGATGGATTTTCCAAAATTTGAAAATTCATAAATCTCTTCACAGTAACTTTTTTTGAA
ATGTCTTTCAGAAACCATGGAGTAAATTTTAAGCTCTTTCAGAATATATTAACAATATTACAGTAGGT

Nr of selected repeats 5 Similarity 0.915789

Consensus:
ACAAGAAGCTTCACGTAGTTACAGAAATAGTACATTTTcAGCCCTACCTTTTAGEtGCgTATTTTATTAtTTAATGAAAA
CTACCACTTATAGGCAAAATAgAGGGATTTTCgtAALtTTTGAAAATTCATAAATCTCTTCAaAGTAATTTTTTTGCgAA
ATGTCTTTcAGAAACLEtTGtAGTAAATTTTAaGCTCTTTtAGAATATATTAACAATATTcCAGTAGGT
>Cele-UNSBO1l 1:4346155-4359862 Satlength=13708 Nr of Repeats=146
RepeatLength=94 seed=TCAAAATCTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCAATGCTCTTTGTAGACAAATCAATGGGAAAATGATCAATTTC
TGGAGGCAGTAAATC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGAAAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC



TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGATCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTACTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGTTGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTATTTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGATCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTATTTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTACTTTTCGATGCCCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTATTTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATAAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC



TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGAAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATAGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGAAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAGTTC
TCAAAATCTTCCGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAGTTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTTTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTTTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC



TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATGTCAATTTCTG
AAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTTTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTTTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTTTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTTTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATGTCAATTTCT
GAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC



TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGAAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGAAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGAAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT



TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTT
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCGGTTTTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATAGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATAGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTTTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGGAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATCATCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTCT
GAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGGAGGGAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCCCTATGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCTCTTTGTAGACAAATCAATGGGAAAATTGTCAATTTC
TGGAGGGAGTAATTC

Nr of selected repeats 130 Similarity 0.962485

Consensus:
TCAAAATCTTCTGTTCTCTAAATATTGGGTGCTTTTCGATGCcCTaTGTAGACAAATCAATGGGAAAATCATCAATTTC
TGAAGGCAGTAATTC

>Cele-UNSBO01 1:4404167-4404863 Satlength=697 Nr of Repeats=4 RepeatLength=174
seed=CTTCAAGAGC
CTTCAAGAGCTCAGTGTTATTTCTGACATGCCAATCTCGACTCTCGACTTGAACATGTTACAAGGAATCGAAGACAACT
TAAACAGCCTCCCAGCTGAAGAATCTGATGAGATCCGAGAGAAGTTAAATGAACTGAGAAGAAGAAAGCAAGAAAGTGA
CCAAGCTGAAGCTCTA
CTTCAAGAGCTCAGTGTTATTTCTGACATGCCAATCTCGACTCTAGACCTGAACATGTTGCAAGGAGTTGAAGACAACT
TGAACAGTCTTCCAACTGAAGAAGCTGATAAGATCCGCGAGAAGATTAACGATCTGAGAAGAAGGAAACAAGAAAGCGA
TCTGGCTGAAGCTCTT
CTTCAAGAGCTCAGTGTTATTTATGACATGCCAACTTCTACAATTGACCTGAACATGCTCCAAGGAATCGAAGACAACT
TGAACAGCCTTCCAGCTGAAGAATCTGATAAGATCCGAGAGAAGATTAACGATCTGAGAAGAAGGAAACAAGAAAGCGA
TCTGGCTGAAGCTCTT



CTTCAAGAGCTCAGTGTTATTTATGACATGCCAACTTCTACAATTGACCTGAACATGCTCCAAGGAATCGAAGACAACT
TGAACAGCCTTCCAGCTGAAGAATCTGATAAGATCCGAGAGAAGATTAACGATCTGAGAAGAAGGAAACAAGAAAGCGA
TCAAGCTGAAGCTCTT

Nr of selected repeats 4 Similarity 0.868455

Consensus:
CTTCAAGAGCTCAGTGTTATTTaTGACATGCCAACCTCgACaaTtGACCTGAACATGCTcCAAGGAaTCcGAAGACAACT
TgAACAGCCTtCCAgCTGAAGAALCTGATaAGATCCGaGAGAAGaTtAACGALtCTGAGAAGAAGgAAaCAAGAAAGCGA
tCaaGCTGAAGCTCTt

>Cele-UNSB01 1:4530676-4530829 Satlength=154 Nr of Repeats=8 RepeatLength=19
seed=TTTTTCGTGT

TTTTTCGTGTAACAATCTA

TTTTTCGTGTAACAATCTA

TTTTTCGTGTAACAATCTA

TTTTTCGTGTAACAATTAA

TTTTTCGTGTAACAATCAA

TTTTTCGTGTAACAATCTA

TTTTTCGTGTAACAATCTA

TTTTTCGTGTAACAATCTAT

Nr of selected repeats 7 Similarity 0.900000

Consensus:

TTTTTCGTGTAACAATCTA

>Cele-UNSBO01 1:4605678-4635032 Satlength=29355 Nr of Repeats=1129
RepeatLength=26 seed=TTTTCTAAAA

TTTTCTAAAATCCGCCGCAGTGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT

TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
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TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT



TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
TTTTCTAAAATCCGCCGCAATGCCAT
Nr of selected repeats 1129 Similarity 0.999909
Consensus:
TTTTCTAAAATCCGCCGCAATGCCAT
>Cele-UNSBO1 1:4635066-4668893 Satlength=33828 Nr of Repeats=1253
RepeatLength=27 seed=TGGCTTCCCA
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
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TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG



TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTCTG
TGGCTTCCCACTATATTTTACTCTC
TGGCTTCCCAGTATTTTTTACTCAC
Nr of selected repeats 1251 Similarity 1.000000
Consensus:
TGGCTTCCCACTATATTTTACTCTCTG
>Cele-UNSBO01 1:4669638-4670054 Satlength=417 Nr of Repeats=33 RepeatLength=12
seed=TTTTTATTTT
TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTA

TTTTTATTTTTT

TTTTTATTTTTATT

TTTTTTTTTA

TTTTTATTTTTA

TTTTTATTTTTTTT
TTTTTTTTTATTTTTTTTTT



TTTTTTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTG
TTTTTATTTTTA
TTTTTATTTGTG
TTTTTATTTTTA
TTTTTATTTTTATTCTCA
TTTTTATTTTTATTTTTA
Nr of selected repeats 26 Similarity 0.967179
Consensus:
TTTTTATTTTTA
>Cele-UNSB01 1:4669638-4670196 Satlength=559 Nr of Repeats=41 RepeatLength=12
seed=TTTTTATTTT
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTT
TTTTTATTTTTATT
TTTTTTTTTA
TTTTTATTTTTA
TTTTTATTTTTTTT
TTTTTTTTTATTTTTTTTTT
TTTTTTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTG
TTTTTATTTTTA
TTTTTATTTGTG
TTTTTATTTTTA



TTTTTATTTTTATTCTCA
TTTTTATTTTTA
TTTTTATTTTTATTTTATTATTTATTTATTTATT
TATTTATTTTTAA
TTTTAATTTTAATTTCAA
TTTTAATTTTAATTTTAATTTCAA
TTTTAATTTTAATTTCAA
TTTTATTTTTA
TTTTTATTTTTAT
TTTTTATTTATTTTTTA

Nr of selected repeats 27 Similarity 0.968344
Consensus:

TTTTTATTTTTA
>Cele-UNSBO01 1:4669638-4670946 Satlength=1309 Nr of Repeats=43 RepeatLength=12
seed=TTTTTATTTT
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTT
TTTTTATTTTTATT
TTTTTTTTTA

TTTTTATTTTTA
TTTTTATTTTTTTT
TTTTTTTTTATTTTTTTTTT
TTTTTTTTTA

TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTA
TTTTTATTTTTG
TTTTTATTTTTA
TTTTTATTTGTG
TTTTTATTTTTA
TTTTTATTTTTATTCTCA
TTTTTATTTTTA
TTTTTATTTTTATTTTATTATTTATTTATTTATT
TATTTATTTTTAA
TTTTAATTTTAATTTCAA
TTTTAATTTTAATTTTAATTTCAA
TTTTAATTTTAATTTCAA
TTTTATTTTTA



TTTTTATTTTTAT

TTTTTATTTAT

TTTTTATTTTTAT
TTTTTATTCTCATTTTTACCAGAATATATTCCAGAATATATTCCAAAATATATTCCAGAATATATTCCAGAATATACTC
CAAAATATATTCCAGAGTATATTCCAGAATATATTCCAGAATTTATTCCAGAATATATTCCAGAATATATTCCAAAATA
TATTTCAGAATATATTCCAAAATATATTCCAGAATTTATTTCAGAATATATTCCAGAATATATTCCAGAATATATTCCA
GAATATATTCCAAAATATATTCCAAAATATATTCCAGAATATATTCCAGAATATATTCCAAAATATATTCCAGAATATA
TTCCTTATTGATCTTACGAAAACCTGAAACATGAAACTAGATTAGAAATGACCTATCTAACTGTTATACGGCTACAGTC
CATTTTTAGCAGGCTTGGTTTCAGGGACCTGTCGTCCTCACACGAAGCTGGTTTTTGGCGCCTATATGGAAGCCCTGTC
TGCCTCATGCCTTTACCAATTTTCTATGAAATCTCCGGAGTTCGGTGTTTGCACTGTTAATTATAAGTTTATCATTTCA
ATTAATTTTTTGAAAATTCAATTCTAAAAACTTCAAGGTTCACGGTCATTCTGGCAATAGGCACACCATTTTTTTTATT
GGATAAAATAGAAAATAGTGTCATTAGAGGTAATTTGAAATTTTAGAATCTGAAATTTTCAGACTCGATTCTTAAAATC
AATGAAATGACGGATCTTTGTCAAGTTCGTCC

Nr of selected repeats 27 Similarity 0.968344

Consensus:

TTTTTATTTTTA

>Cele-UNSBO1 1:4694849-4695647 Satlength=799 Nr of Repeats=20 RepeatLength=40
seed=CATTCCAGAA

CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAG
CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAAATTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCTCGATTTTCTAGAAAGTTCTGGAA
CATTCCAGAAATTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAG
CATTCCAGAATTTTCTCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAAATTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCTCGATTTTCTAGAAAGTTCTGGAA
CATTCCAGAAATTTCCCGATTTTTCTAGAAAGTTCTGGAA
CATTCCAGAATTTTCCCGATTTTTCTAGAAAGTTCTGGAA

Nr of selected repeats 18 Similarity 0.964052

Consensus:

CATTCCAGAALTTTCcCGATTTTTCTAGAAAGTTCTGGAA

>Cele-UNSBO01 1:4695896-4696451 Satlength=556 Nr of Repeats=34 RepeatLength=15
seed=GGGTCTCACC

GGGTCTCACCACGAC

GGGTCTCACCACGGT

GGGTCTCACCACGAT

GGGTCTCACCACGAT

GGGTCTCACCACGATGGGTTTCGCCACGAT

GGGTCTCGCCACGACGGGTCTTATCACGGT

GGGTCTCGCCACGAT

GGGTCTCACCACGAT

GGGTCTTACCACGAT

GGGTCTCACCACGAC

GGGTCTCACCACGGT



GGGTCTCACCACGAT

GGGTCTCACCACGAT

GGGTCTCACCACGAT
GGGTCTCGCCACGACGGGTCTTATCACGGT
GGGTCTCACCACGGT

GGGTCTCACCACGGT

GGGTCTCGCCACGAT

GGGTCTCACCACGAT

GGGTCTCACCACGGT

GGGTGTCACCACGAT

GGGTCTCACCACGGT

GGGTCTCACCACGAT

GGGTATCACCACGAC

GGGTCTCACCACGAT

GGGTCTCACCACGAC

GGGTCTCACCACGGT

GGGTCTCGCCACGAC

GGGTCTCACCACGAT

GGGTCTCACCACGGT

GGGTCTCGCCACGAT

GGGTCTCACCACGAT

GGGCCTCACCACGAT

GGGTCTCACCACGAT

Nr of selected repeats 31 Similarity 0.896583
Consensus:

GGGTCTCACCACGaT

>Cele-UNSBO1 1:5080040-5080117 Satlength=78 Nr of Repeats=5 RepeatLength=15
seed=CGAAAAGGGG

CGAAAAGGGGAGCAGAA

CGAAAAGGGGATCTG

CGAAAAGGGGAGATA

CGAAAAGGGGAGATA

CGAAAAGGGGAGCAA

Nr of selected repeats 4 Similarity 0.807407
Consensus:

CGAAAAGGGGAgata

>Cele-UNSBO01 1:5080289-5080381 Satlength=93 Nr of Repeats=5 RepeatLength=15
seed=CTCCCCTTTT

CTCCCCTTTTCGTTG

CTCCCCTTTTCGTAT

CTCCCCTTTTCGTAT

CTCCCCTTTTCGCAGA
TCCCCTTTTTGCAGATCGCCTTTTCGTTCTG

Nr of selected repeats 3 Similarity 0.847222
Consensus:

CTCCCCTTTTCGTaT

>Cele-UNSBO1 1:5082880-5082987 Satlength=108 Nr of Repeats=6 RepeatLength=15
seed=CTCCCCTTTT

CTCCCCTTTTCGTTG

CTCCCCTTTTCGTAT

CTCCCCTTTTCGTAT

CTCCCCTTTTCGTAT

CTCCCCTTTTCGCAGA
TCCCCTTTTTGCAGATCGCCTTTTCGTTCTG



Nr of selected repeats 4 Similarity 0.869792
Consensus:

CTCCCCTTTTCGTaT

>Cele-UNSBO1 1:5266039-5266863 Satlength=825 Nr of Repeats=51 RepeatLength=15
seed=CGTGGTGAGA
CGTGGTGAGACCCAT
CGTGGTGAGACCTTT
CGTGGTGAGACCCTT
CGTGGTGAGACCCAT
CGTGGTGAGACCTTT
CGTGTTGAGACCCAT
CGGGGTGAGACCTTT
CGTGGTGAGACCTTTCGTGTTGAACCTTT
CGTGGTGAGACCTTTCGTGTTGAGGCCTTT
CGTGGTGAGACCCAT
CGTGGTGAGACCCTC
CGTGGTCAGAACTTT
CGTGTTGAGATCCAT
CGTGGTGAGACCCTC
CGTTGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGTTGAGACCCAT
CGGGGTGAGACCTTT
CGTGGTGAGACCCTT
CGTGGTGAGACCCAT
CGTGGTGAGACCCAT
CGTGGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGGTGAGACCTTTCGTGTTGAGGCCTTT
CGTGGTGAGACCCAT
CGTGGTGAGACCCTC
CGTGGTGAGAACTTT
CGTGTTGAGACCCAT
CGTGGTCAGACCCTCCGTTGTGAAACCTTT
CGTGGTGAGACCTTT
CGTGTTGAGACCCAT
CGGGGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGGTGAGACCCTC
CGTGGTGAGACCTTT
CGTGTTGAGACCCAT
CGTGGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGGTGAGACCCAC
CGTGGTGAGACCCTC
CGTGGTGAGACCTTT
CGTGTTGAGACCCAT
CGTGGTGAGACCCTC
CGTTGTGAGACCTTT
CGTGGTGAGACCTTT
CGTGGTGAGACCCTC
CGTGGTGAGACCTTT



CGTGTTGAGACCCAT
CGGGGTGAGACCTTT

Nr of selected repeats 47 Similarity 0.827485
Consensus:

CGTGGTGAGACCctT

>Cele-UNSB01 1:5273525-5290948 Satlength=17424 Nr of Repeats=599
RepeatLength=29 seed=TTGTAAGGAT
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATATCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGATACAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCATTATGTCATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA



TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCATTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATATGTCAATACA
TTGTAAGGATTTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATATCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA



TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA



TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGAATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA



TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTATGTCAATACT
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACT
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA



TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTATGTCAATACT
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTATGTCAATACT
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA



TTGTAAGGATTTCCCACTTTATCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCTTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA



TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAGGATTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTCATACATTGTAAATTCCATTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA



TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA



TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTGGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTGGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACATAAAATAACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTGTCAATACATTTAAATTTATTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACATTGTAATTTTTTTTACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTGGTCAATACA



TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA



TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA
TTGTAAGGATTTCCCATTATGTCAATACA
TTGTAAGGATTTCCCACTTTGTCAATACA

Nr of selected repeats 565 Similarity 0.955515
Consensus:

TTGTAAGGATTTCCCACTaTGTCAATACA

>Cele-UNSBO01 1:5313372-5313447 Satlength=76 Nr of Repeats=5 RepeatLength=15
seed=TCCCCTTTTC

TCCCCTTTTCGTTGC

TCCCCTTTTCGTATC

TCCCCTTTTCGTATC

TCCCCTTTTCGCAGA

TCCCCTTTTTGCAGA

Nr of selected repeats 5 Similarity 0.768889
Consensus:

TCCCCTTTTcGtagc

>Cele-UNSBO1 1:5700313-5700505 Satlength=193 Nr of Repeats=16 RepeatLength=12
seed=GAAATTTTTT

GAAATTTTTTCC

GAAATTTTTTCT

GAAATTTTTTCC

GAAATTTTTTCC

GAAATTTTTTCT

GAAATTTTTTCC

GAAATTTTTTCC

GAAATTTTTTCT

GAAATTTTTTCC

GAAATTTTTTCC

GAAATTTTTTCT

GAAATTTTTTCC

GAAATTTTTTCC

GAAATTTTTTCT

GAAATTTTTTCC

GAAATTTTTTCC

Nr of selected repeats 16 Similarity 0.949074
Consensus:

GAAATTTTTTCc

>Cele-UNSBO1 1:5758991-5759083 Satlength=93 Nr of Repeats=6 RepeatLength=15
seed=TCCCCTTTTC

TCCCCTTTTCGTTGC

TCCCCTTTTCGTATC

TCCCCTTTTCGCAGA

TCCCCTTTTTGCAGA

TCCCCTTTTTGCAGA

TCCCCTTTTCGTTCTGC



Nr of selected repeats 5 Similarity 0.768889

Consensus:

TCCCCTTTTcGecaga

>Cele-UNSBO1 1:5777645-5778359 Satlength=715 Nr of Repeats=6 RepeatLength=119
seed=GCCACCTTTA
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCCGTAGGCCTGCTAGGCGGTAGCGACACGCTCAAGCCCAACAGTCCG
GGATGAGGGTCGCAGGCCCTCTTACTCTTAGAAACTTTAG
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCTGTAGGCCTGCTATGCGGTAGCGACACGCTCAGGCCCAATAGTCCG
GGATGAGGGCCGCAGGCCCTCTTACTCTTAGAAACTTTAG
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCTGTAGGCCTGCTATGCGGTAGCGACACGCTCAGGCCCAATAGTCCG
GGATGAGGGCCGCAGGCCCTCTTACTCTTAGAAACTTTAG
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCTGTAGGCCTGCTATGCTGTAGCGACACGCTCAGGCCCAATAGTCCG
GGATGAGGGCCGCAGGCCCTCTTACTCTTAGAAACTTTAG
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCCGTAGGCCTGCTATGCCGTAGCGACACGCTCAGGCCCAATAGTCCG
GGATGAGGGCCGCAGGCCCTCTTACTCTTAGAAACTTTAG
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCCGTAGGCCTGCTATGCGGTAGCGACACGCTTAGGCCCAATAGTCCG
GGATGAGGGCCGCAGGCCCTCTTACTCTTAGAAACTTTAG

Nr of selected repeats 6 Similarity 0.967880

Consensus:
GCCACCTTTAACCCTAATCCAAGCAGAGCAGGCCcGTAGGCCTGCTATGCgGTAGCGACACGCTCAGGCCCAATAGTCCG
GGATGAGGGCCGCAGGCCCTCTTACTCTTAGAAACTTTAG

>Cele-UNSBO1 1:6112428-6113232 Satlength=805 Nr of Repeats=18 RepeatLength=45
seed=TCTGATCCTT

TCTGATCCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTTCTGATGG
TCTGATCCTTTAGCTCCAAAGGATCACGAGGCTCTTCCTGATGT
TCTGTTCCTTCAGCTCCGAAGGATCACAAGGGTACCTTCTGATGT
TCTGATCCTTCAGCTCCAAAGGATCACGACGCTCTTCCTGATGT
TCTGAACCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTCCTGATGG
TCTGATACTTCAGCTCCAAAGGATCACGAGGCTCTTCCTGATGT
TCTGAACCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTTCTGATGG
TCTGATCCTTTAGCTCCAAAGGATCACGACGCTCTTCCTGATGT
TCTGAACCTTCAGCTCCGAAGGATCACATGGGTACCTTCTGATGT
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTCCTGATGG
TCTGATCCTTCAGCTCTAAAAGAACATGAGGCTCTGCCTGATGA
TCTGATCCTTCCGATCCGAAGGATCACATGGGTACCTTCTGATGA
TCTGATCCTTCAGATAAGAAGGATCGTAAGGGTACCTCCTGATGG
TCTGATCCTTCAGCTCCAAAAGAACATGAGGCTCTGCCTGATGA
TCTGATCTTTCAGAGCCGAATGATCACATGGGTACCTCCTGATGT

Nr of selected repeats 12 Similarity 0.835690

Consensus:

TCTGAtCCTTCAGaTccGAAGGATCacAaGGGTACCTECTGATGE

>Cele-UNSBO1 1:6114632-6114855 Satlength=224 Nr of Repeats=5 RepeatLength=45
seed=AAGGATCAGA

AAGGATCAGACCATCAGGAGGTACCCTTACGATCCTTCTTATCTG
AAGGATCAGATCATCAGAAGGTACCCATGTGATCCTTCGGAGCTG
AAGGTTCAGAACATCAGGCAGAGCCTCATGTTCTTTTAGAGCTG
AAGGATCAGAACATCAGGAAGAGCCTCGTGATCCTTTGGAGCTA
AAGGATCAGACCATCAGAAGGTACCCTTACGATCCTTCTTATCTG

Nr of selected repeats 3 Similarity 0.841975

Consensus:

AAGGATCAGACCATCAGaAGGTACCCtTacGATCCTTCLLALCTG



>Cele-UNSBO01 1:6226496-6226583 Satlength=88 Nr of Repeats=5 RepeatLength=17
seed=AGGTAGTCAA

AGGTAGTCAAAGAGCATTTGA

AGGTAGTCAATGAGCAA

AGGTAGTCAATGAGCAA

AGGTAGTCAATGAGCAA

AGGTAGTCAATGAGA

Nr of selected repeats 3 Similarity 1.000000

Consensus:

AGGTAGTCAATGAGCAA

>Cele-UNSBO01 1:6651710-6652545 Satlength=836 Nr of Repeats=13 RepeatLength=30
seed=TGGTGGAACT

TGGTGGAACTGGATTCGGCAGTGGAAATGC

TGGTGGAACTGGATTCGGCAGTGGAAATGC

TGGTGGAACTGGATTCGGCAGTGGAAATGC

TGGTGGAACTGGGTTCGGCAGCGGAAATGC

TGGTGGAACTGGATTCGGCGGTGGAAATGC

TGGTGGAACTGGATTCGGCAGTGGAAATGC

TGGTGGAACTGGATTGGGCAGTGGAAATGC

TGGTGGAACTGGATTCGGCAGTGGAAATGC

TGGTGGAACTGGATTCGGCAGTGGAAATGC

TGGTGGAACTGGATTCGGCAGTGGAAAAGC

TGGTGGAACTGGATTCGGCAGTGGAAAAGC
TGGTGGAACTGGATTTGGCGGTAATAGCAACAGTGGATCTGGTTTTGGTAGCGGATTGACCAATGGATTTGGTAGTGGC
AACAATCATGAATCTGGGTTTGGTGGAGGAAAATCAGGAGGTTTCGGTGGAGGCAACTC
TGGTGGAAGTGGCTTCGGTTCAGGAGGTAACTCGAATGGATTCGGAAGTGGTGGTGGGGGACAAGATCGAGGCGAAAGG
AATAATAGTATGTTTGCTACTTGAAATCTATATCTTCACGTTGCTTTTAGATTGTTTCAATTGCCAGCAGCCAGGACAT
CGATCGAATGACTGTCCAGAGCCGAAAAAGGAAAGGGAACCCAGAGGTTTTAGCTTAAAATGTTTTTAGACGTAATCTG
TTTTATTTTTAGTGTGTTACAATTGCCAGCAGCCTGGTCACAACTCTCGCGATTGTCCAGAAGAGCGGAAACCGCGTGA
AGGCCGAAATGGATTCACCGGTGGAAGCTCTGGTTTCGGAGGAGGAAATGG

Nr of selected repeats 11 Similarity 0.953131

Consensus:

TGGTGGAACTGGATTCGGCAGTGGAAATGC

>Cele-UNSB01 1:6785229-6785394 Satlength=166 Nr of Repeats=11 RepeatLength=15
seed=GAGACCCATC

GAGACCCATCGTGGC

GAGACCCACCGTGGT

GAGACCCATCGTGGC

GAGACCCATCGTGGC

GAGACCCATCGTGGC

GAGACCCGTCGTGGC

GAGACCCATCGTGGT

GAGACCCATCGTGGC

GAGACCCACCGTGGT

GAGACCCGTCGTGGT

GAGACCCGTCGTGGT

Nr of selected repeats 11 Similarity 0.883636

Consensus:

GAGACCCaTCGTGGc

>Cele-UNSBO1l 1:6785543-6785983 Satlength=441 Nr of Repeats=11 RepeatLength=40
seed=TTCTGGAATG

TTCTGGAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAAAAAAATCGAGAAAA



TTCTGGAATGTTCCAGAACTTTCTAGAAAAATCGGGAAAT
TTCTGGAATGTTCCAGAACTTTCTAGAAAAATCGGGAAAA
TTCTGGAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAAAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAAAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAAAAAAATCGAGAAAA
TTCTGGAATGTTCCAGAACTTTCTAGAAAAATTGAGAAAA
Nr of selected repeats 11 Similarity 0.960000
Consensus:
TTCTGGAATGTTCCAGAACTTTCTAgGAAAAATCGAGAAAA
>Cele-UNSBO01 1:6909627-6919602 Satlength=9976 Nr of Repeats=399 RepeatLength=25
seed=GAAGCCAGAG
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGCAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT



GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTTTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT



GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTTTTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT



GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGTCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT



GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT



GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT



GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTTTTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT



GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTATGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAAATAATCGGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAAAGTAAAATATAGTGG
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAAATATACTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
GAAGCCAGAGAGTAAATTATTCTGT
Nr of selected repeats 399 Similarity 0.903264
Consensus:
GAAGCCAGAGAGTAAAaTATacTGT
>Cele-UNSB01 1:7000180-7000255 Satlength=76 Nr of Repeats=5 RepeatLength=15
seed=AGATCCGGAA
AGATCCGGAAAACGT
AGATCCGGAAAACGT
AGATCCGGAAAACGT
AGATCCGGAAATGGT
AGATCCGGAAAACGT

Nr of selected repeats 5 Similarity 0.928889
Consensus:
AGATCCGGAAAacCGT
>Cele-UNSBO01 1:7149236-7149296 Satlength=61 Nr of Repeats=4 RepeatLength=15
seed=CGAAAAGGGG
CGAAAAGGGGATCAG
CAAAAAGGGGATCTG
CGAAAAGGGGATCTG
CGAAAAGGGGAGCAA

Nr of selected repeats 4 Similarity 0.807407



Consensus:

CgAAAAGGGGAtCag

>Cele-UNSB01 1:7886332-7886407 Satlength=76 Nr of Repeats=5 RepeatLength=15
seed=TCGTGGTGAG

TCGTGGTGAGACCCA

TCGTGGTGAGACCCT

TCGTGGTGAGACCCT

TCGTGGTAAGACCCA

TCGTGGTGAGACCCT

Nr of selected repeats 5 Similarity 0.911111
Consensus:

TCGTGGTgAGACCCt

>Cele-UNSB01 1:7886430-7887346 Satlength=917 Nr of Repeats=26 RepeatLength=35
seed=GCGGGAAATT
GCGGGAAATTCAAATTTTCAGTAAAAAAAATTTTTG
GCGGGAAATTCAAATTTTAAGGGAAAAAATTTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGTGAAAAAAATTTTTGA
CGGGAAATTCAAATTTTAAGTGAAAAAAAATTTTG
GCGGGAAATTCAAATTTTCAGTAAAAAAAATTTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGTGAAAAAAAATTTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGGGAAAAAATTTTTG
GCGGGAAATTCAAATTTTAAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGTGAAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGTGAAAAAAAATTTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGGGAAAAAATTTTTG
GCGGGAAATTCAAATTTTCAATAAAAAAAATTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAATATTTTG
GCGGAAATTTAAATTTTCTGAGAAAAATATTTTG
GCGGAAATTTAAATTTTCTGAGAAAAATATTTTG
GAGGGAAATTTAAATTTTCTGTGAAAAATATTTTG
GCGGGAAATTTAAATTTTCTGAGAAAAATATTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTAAGGGAAAAAATTTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAAATTTTG
GCGGGAAATTCAAATTTTCAGTGAAAACAATTTTG
GCGGGAAATTCAAATTTTCAGTGAAAAAATTTTA

Nr of selected repeats 17 Similarity 0.870370
Consensus:
GCGGGAAATTCAAATTTTcAGEtGAAAAAAATTTTG
>Cele-UNSB01 1:7887436-7887916 Satlength=481 Nr of Repeats=13 RepeatLength=40
seed=TTTCTAGAAA
TTTCTAGAAAATTCGGGAAAACTCTGGAATATTCCAGAAC
TTTCTAGAAAAATCGAGAAATGTCTGCAATGTTCCAGAAG
TTTCTAGAAAATTCGAGAAAATTCCGGAATGGACCAGAAT
TTTCTAGAAAA
TTCTAGAAAGTTCTGGAATGGTCCAGAAT
TTTCTAGAAAATTCGGGAAAACTCTGGAATATTCCAGAAC
TTTCTAGAAAATTCGAGAAAATTCCGGAATGGTCCAGAAT
TTTCTAGAAAATTCGGGAAAACTCTGGAATATTCCAGAAC
TTTCTAGAAAAATCGGGAAAAGTCGGCAATGTTCTTGAAC



TTTCTAGAAAATTCGAGAAAATTCCGGAATGGTCCAGAAT
TTTCTAGAAAATTCGGGAAAACTCTGGAATATTCCAGAAG
TTTCTAGAAAATCCGAGAAAGTTCTGGAATGGTCCAGAAT
TTTCTAGAAAATTCGGAAAAATTCTGGAATATTCCAGAAC
Nr of selected repeats 11 Similarity 0.818182
Consensus:
TTTCTAGAAAATTCGgGAAAANTCLGGAATgt TCCAGAAN
>Cele-UNSB01 1:7925712-7926382 Satlength=671 Nr of Repeats=39 RepeatLength=16
seed=AATTTTTCCG

AATTTTTCCGCCACGA

AATTTTGCCGCGTCGA

AATTTTTCCGCGGCGA

AATTTTTCAGCAGCAAC

ATTTTTCCGCGTCGA

AATTTTTCCGCAGCAA

AATTTTTCCGCCACG

AATTTTTGCCGCGTCGA

AATTTTTCCGCGGCGA
AATTTTTCAGCAGCAACATTTTTTCGCGGCGA
AATTTTTCCGCAGCAA

AATTTTTCCGCGTCGA

AATTTTTCCGCAGCAA

AATTTTTCCGCGTCGA

AATTTTTCCGCAGCAA

AATTTTTCCGCCACGA

AATTTTTCAGCAGCAA

AATTTTTCGGCGTCGA

AATTTTTCAGCAGCAA
AATTTTTCCGCGTCGAAATTTTCCAGCAGCAA
AATTTTTCCGCCACGA

AATTTTTCCGCAGCAA

AATTTTTCCGCGTCGA

AATTTTTCAGCAGCAA

AATTTTTCCGCGACGA

AATTTTTCAGCAGCAA

AATTTTTCCGCGGCGA

AATTTTTCCGCGACG
AATTTTTCCGCAGCAATTTTTTCAGCAGCAA
AATTTTTCCGCGTCGA

AATTTTTCCGCGGCGA

AATTTTTCAGCAGCAA

AATTTTTCCGCGGCGA

AATTTTTCCGCAGCAA

AATTTTTCCGCGTCGA

AATTTTTCAGCAGCAA

AATTTTTCCGCGACGA

AATTTTTCAGCAGCAA

AATTTTTCCGTGTCGA

Nr of selected repeats 31 Similarity 0.813978
Consensus:

AATTTTTCcGCngCgA

>Cele-UNSBO1 1:8014213-8014468 Satlength=256 Nr of Repeats=17 RepeatLength=15
seed=ACCCATCGTG

ACCCATCGTGGCGAG



ACCCATCGTGGCGAA

ACCCATCGTGGTGAG

ACCCATCGTGGTGAG

ACCCATCGTGGCGAT

ACCCATCGTGGCCAG

ACCCATCGTGGTGAG

ACCCGTCGTGGCGAG

ACCCATCGTGGTGAG

ACCCATCGTGGTGAG

ACCCACCGTGGTGAG

ACCCGTCGTGGTGAG

ACCCATCGTGGTAAG

ACCCATCGTGGTGAA

ACCCATCGTGGCGAG

ACCCACCGTGATGAG

ACCCGTCGTGGCGAG

Nr of selected repeats 17 Similarity 0.847712
Consensus:

ACCCATCGTGGtGAG

>Cele-UNSBO1 1:8014573-8014958 Satlength=386 Nr of Repeats=11 RepeatLength=35
seed=GGGAAATTTA
GGGAAATTTAAATTTTCTGTGAAAAATATTTTGGC
GGGAAATTTAAATTTTCTGTGAAAAATATTTTGGC
GGGAAATTTAAATTTTCTGAGAAAAATATTTTGGA
GGGAAATTTAAATTTTCTGTGAAAAATATTTTGGC
GGGAAATTTAAATTTTCTGAGAAAAATTTTTTGGC
GGGAAATTTAAATATTCTGTGAAAAATATTTTGGA
GGGAAATTTAAATTTTCTGTGAAAAATATTTTGGC
GGGAAATTTAAATTTTCTGTGAAAAATATTTTGGC
GGGAAATTTAAATTTTCTGAGAAAAATATTTTGGA
GGGAAATTTAAATTTTCTGTGAAAAATATTTTGGC
GGGAAATTTAAATTTTCTGAGAAAAATTTTTTGGC

Nr of selected repeats 11 Similarity 0.944589
Consensus:
GGGAAATTTAAATTTTCTGtGAAAAATATTTTGGC
>Cele-UNSBO1 1:8015067-8016984 Satlength=1918 Nr of Repeats=48 RepeatLength=40
seed=GAATGTTCCA
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTCCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTCCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG



GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTCCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAACAATTGGGAAAGTTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG
GAATGTTCCAGAACTTTCTAGAAAAATTGGGAAAAGTCTG
GAATGTTCCAGAACTTTCTAGAAAAATCGAGAAAATTCTG

Nr of selected repeats 45 Similarity 0.944512
Consensus:
GAATGTTCCAGAACTTTCTAGAAAAATCcGaGAAAATTCTG
>Cele-UNSBO1l 1:8640900-8641029 Satlength=130 Nr of Repeats=4 RepeatLength=32
seed=AAAATCGAAA
AAAATCGAAAAATTCTCGTTTTTCAATTTTTA
AAAATCGAAAAATTCTCGTTTTTCAATTTTTA
AAAATCGAAAAATTCTCGTTTTTCAATTTTTA
AAAATCGAAAAATTCTCGTTTTTCAATTTTTAA

Nr of selected repeats 3 Similarity 1.000000
Consensus:

AAAATCGAAAAATTCTCGTTTTTCAATTTTTA
>Cele-UNSBO01 1:9793063-9794825 Satlength=1763 Nr of Repeats=41 RepeatLength=44
seed=CTGTTTTCTG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGAATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGAATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG



CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATAGG

CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATAGG

CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG
CTGTTTTCTGAGCATTGTAGATTTTCGGATTGATAGG
CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG

Nr of selected repeats 35 Similarity 0.988999

Consensus:

CTGTTTTCTGAGCATTTTAGATTTTCGGATTGATGGCCGAAAGG

>Cele-UNSBO1 1:9974009-9976809 Satlength=2801 Nr of Repeats=15 RepeatLength=200
seed=AACAGAATTT
AACAGAATTTTGAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTGAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCACATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTAAAAAATTTCGAAACCGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTAAAAAATTTCGAAACCGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTCAAAAAATTTCGAAACCGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TAGCCATTTTGTAGCAAATTTTATGTTCT

AACAGAATTTGAA



AACAGAATTTTAAAAAATTTCGAAAATGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTAAAAAATTTCGAAACCGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTGAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCACATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTAAAAAATTTCGAAACCGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTAAAAAATTTCGAAACCGCCAAGTTCAAGCATTAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TTGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTGAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAATTTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TAGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTCAAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TAGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTTAAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATACAAAATTAATAGATTTTCCAAACTTTGAAATTTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TAGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA
AACAGAATTTCAAAAAATTTCGAAACCGCCAAGTTCAAGCAGAAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATGCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TAGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA

Nr of selected repeats 13 Similarity 0.975385

Consensus:
AACAGAATTTTaAAAAATTTCGAAACCGCCAAGTTCAAGCAgaAAAAGTGAATTTTCAGTCATACCTTGTAGACCACAA
TTTATATaCAAAATTAATAGATTTTCCAAACTTTGAAAATTAATTTCTGGCTTCAAACTAACTTTTTTAGAAATTCCCG
TtGCCATTTTGTAGCAAATTTTATGTTCTTTCAGAATTTGAA

>Cele-UNSB01 1:9977112-9977772 Satlength=661 Nr of Repeats=41 RepeatLength=15
seed=CACGATGGGT

CACGATGGGTCTCAC

CACGAAGGGTATCAC

CACGATGGGTCTCAC

CACGAAGGGTATCAC

CACGATGGGTCTCAC

CACGATGGGTCTCAC

CACGATGGGTCTCGT

CACGATGGGTCTCAC

CACGATGGGTCTCAC

CACGATGGGTCTCAG

CACGACGGGTCTCAC

CACGATGGGTCTCAC

CACAATGGGTCTCGT

CACGATGGGTCTCAC

CACGATGGGTCTCGT

CACGATAGGTCTCAC

CACGATGGGTCTAAC

CACGATGGGTCTCAC

CACGATGGGTCTCACCACGATGAGACTCAC

CACGACGGGTCTTAC



CACGATGGGTCTCAGCACAACGGGTCTCAC
CACGATGGGTCTCAC

CACAATGGGTCTCGT

CACGATGGGTCTCAC

CACGATGGGTCTCGT

CACGATAGGTCTCAC

CACGATGGGTCTCAC

CACGATGGGTCTCAC

CACAATGGGTCTCGT

CACGATGGGTCTCAC

CACGATGGGTCTCGT

CACGATAGGTCTCAC

CACGATGGGTCTAAC

CACGATGGGTCTCAC

CACGATGGGTCTCAC

CACGATGGGTCTCGT

CACGATAGGTCTCAC

CACGATGGGTCTAAC

CACGATGGGTCTCAC
CACGATGGGTCTCGTCACAATGGCTCTCAC
CACGACGGGTCTTAC

Nr of selected repeats 38 Similarity 0.852821
Consensus:

CACGATGGGTCTCac

>Cele-UNSBO1 1:10089590-10089728 Satlength=139 Nr of Repeats=5 RepeatLength=37
seed=ATAATTTTTC

ATAATTTTTCAC

ATACTTTTTCATAAT
ATAATTTTTCTTGAGTAATGAGAGACTTTTTCATAAT
ATAATTTTTCTTGAGTAATGAGAGACTTTTTCATAAT
ATAATTTTTCTTGAGTAATGAGAGACTTTTTCATAAT
Nr of selected repeats 3 Similarity 1.000000
Consensus:
ATAATTTTTCTTGAGTAATGAGAGACTTTTTCATAAT
>Cele-UNSBO1l 1:10295164-10303189 Satlength=8026 Nr of Repeats=319
RepeatLength=25 seed=TTACTCTAAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTTTATTTTTTCTATAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT



TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATAT
TTACTCTAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATA
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT



TTACTCTAATGTTCTGCCAATAT
TTACTCTAATGTTCTGCCAATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTATTTTTATTTCTCTATTTATTTTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTTTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTAT
TTACTCTAATTTCTGCCAATTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT



TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT



TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAAATAGTTTGATCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT



TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTATTTACTTTTTCTGCAATTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATTTAT
TTACTCTAATTTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT
TTACTCTAATGTTCTGCCAATATAT



TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATTTTCTGCCAATATAT

TTACTCTAATTTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATTTAT

TTACTCTAATTTTCTGCCAATTTAT

TTACTCTAATGTTCTGCCAATATAT

TTACTCTAATTTTCTGCCAATATAT

TTACTCTAATGTTCTGCCAATTTAT

Nr of selected repeats 293 Similarity 0.953127

Consensus:

TTACTCTAATgTTCTGCCAATaTAT

>Cele-UNSBO1 1:10374816-10387323 Satlength=12508 Nr of Repeats=186
RepeatLength=68 seed=AAAACCATTG
AAAACCATTGCCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG



AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAACTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAACTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAACTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAATGAATTTTTTTTTTTTTTTTTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTGGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTCAAAAAATTTGATAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAATTTAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAA
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAA
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG



AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTTAAAAATTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG



AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTTAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTATGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGTTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTACAAAATTTGGTAAAAG



AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTCTGAAATTCTAAGAATTTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTAAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTTAAAAATTTGGTAAAAG
AAAACCATTGTCAACTGAATAGGTTGATTTGTGTTTTCTTTAAAATTTTTAAAAATTTGGTAAAAG

Nr of selected repeats 123 Similarity 0.979909

Consensus:

AAAACCATTGTCAACTGAATAGGTTGATTTgTGTTTTCTTTCTGAAATTCTAAGAATTTTGgTAAAAG
>Cele-UNSBO1 1:10434433-10461186 Satlength=26754 Nr of Repeats=116
RepeatLength=231 seed=GCTGAATTCA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGGGGAACATCTTGAACATCATCAGCACGATGTGTAGTGTCG
AGTGGTCCATCGTATTGATCAGAAATCGGGTAATCAGAATGAGCAGAAGACTTCTTGAACAATCCAGTAATCTTCAATT
TCAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATACTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGAACATCATCAGCACGATGTGTAGTGTCG
AGTGGTCCATCGTATTGATCAGAAATCGGGTAATCAGAATGAGCAGAAGACTTCTTGAACAATCCAGTAATCTTCAATT
TCAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATACTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAGGTTATCAGAACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGCTCAGAAATTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAATGGGATGTCGTTCAGGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAAGAGTCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAGGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATAATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGAAATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGGACATCATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACCATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGCGGTCCATCGTATTGTTCAGAAATCGGGTAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGCGGTCCATCGTATTGTTCAGAAATCGGGTAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTTCTTCTTCTCCGTTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGGACATCATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCCGTTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA



GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAGTTATCAGCACGATGTGTAGAGTCGA
GTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTT
CAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAATCTTGACATCATCAGCACGATGTGTAGAGTCGAGT
GGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTTCA
ATGATGGCTCGTCCTTCTTCTCCGTTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGACATCATCAGCACGATGTGTAGAGTCGA
GTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTT
CAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAAATCTTGACATCATCAGCACGATGTGTAGAGTCGAG
TGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTTC
AATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGCGGTCCATCGTATTGTTCAGAAATCGGGTAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGCGGTCCATCGTATTGTTCAGAAATCGGGTAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTCTGTTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGGACATCATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGACATTATCAGCACGATGTGTAGAGTCGA
GTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTT
CAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA



GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGGACATCATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAACATCTTGGACATCATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGAACATCTTGGACATCATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGATCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGACATCTTGACATCATCAGCACGATGTGTAGAGTCGAG
TGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTTC
AATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGCGGTCCATCGTATTGTTCAGAAATCGGGTAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTCTCCGTTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAAATCTTGAATTATCAGCACGATGTGTAGAGTCGAGT
GGTCCATCGTATTGTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTTCAA
TGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGAATGTCTTCAAGTTATCAGCACGATGTGTAGAGTCGA
GTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTT
CAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGCGGTCCATCGTATTGTTCAGAAATCGGGTAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTCTCCGTTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAGATTTCTTGAACAATCCAGTGATCTTCGATTT
CAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAATTATCAGCACGATGTGTAGAGTCGA
GTGGTCCATCGTATTGTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTTC
AATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATT
TCAATGATGGCTCGTCCTTCTTTTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGGTAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCGA
GTGGTCCATCGTATTGTTCAGAAATCGGGTAATCAGAATGAGCAGAAGATTTCTTGAACAATCCAGTGATCTTCGATTT
CAATGATGGCTCGTCCTTCTTCTCCGATTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA



GCTGAATTCAGTTGGGTAAGATGTGACTTCATGGCTGAGTGGGATGTCGTTCAAGTTATCAGCACGATGTGTAGAGTCG
AGTGGTCCATCGTATTGATTCAGAAATCGGGTAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGAT
TTCAATGATGGCTCGTCCTTCTTCTCTGTCTCTTCAATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATAGATGTGACTTCATGGTGAGTGGAATATCTTGAAGTTATAGCTCGTGAAGTAGATCCAATGG
TCCATCGTAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATTTCAGT
GATGGCTCGTCCTTCTTCTCTGTTCCTCGATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCGTTGTGAGTGGAATATCATGAATGTTGGATACTCGTGAGTAGATTCGAT
GGTCCATCATATGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATTTCA
GTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCGTTGTGAGTGGAATATCATGAATGTTGGATACTCGTGAGTAGAGTCCAA
TGGTCCATCGTATGATTCAGAACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATTTCA
ATGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATACTCGTGAAGTAGATTCC
AATGGTCCATCATATGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGATACTCGTGAAGTAGATCAAG
TGGTCCATCATATGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATTTC
AGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATACTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGATGCTCGTGAAGTAGATTCCA
ATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATTT
CAGTGATGGCTCGTCCTTCTTCTTCGATTCCTCGATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTTCGATTCCTCGATCACAACTGGGATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGATGCTCGTGAAGTAGATCAAG
TGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTTTTGAACAATCCAGTGATCTTAGATTTC
AGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTTTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGATGCTCGTGAAGTTGAATCAA
GTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATTT
CAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTCGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA



GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCATTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGTGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTAGCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTAGCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTGTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTAGATTCC
AATGGTCCATCGTAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA



GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCCATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTAGATTCC
AATGGTCCATCGTAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAATGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGTTTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGTTTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA



GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTAGATTCC
AATGGTCCATCGTAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCCGATTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAAATT
TCAGTGATGGCTCGTCCTTCTTCTCTGACTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAAATT
TCAGTGATGGCTCGTCCTTCTTCTCTGACTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCGTAAGATTCAGACACTGGATAATCAAGATGAGATGGAGATTTCTTGAACAATCCAGTGATCTTAAATT
TCAGTGATGGCTCGTCCTTCTTCTCTGACTCCTCGATCACAACTGGAATGACATGCTCTGGCAGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGTCTCCTCGATCACAACTGGAATGACATGCTCAGGCTGCTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTCGATGCTCGTGAAGTAGATTCC
AATGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGACTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA
GCTGAATTCAGTTGGATATGAATGCACTTCCGTTGTGAGTGGAATATCATGAATGTTGGATGCTCGTGAAGTTGAATCA
AGTGGTCCATCATAAGATTCAGACACTGGATAATCAAGATGAGATGGTGATTTCTTGAACAATCCAGTGATCTTAGATT
TCAGTGATGGCTCGTCCTTCTTCTCTGACTCCTCGATCACAACTGGAATGACATGCTCTGGCAGTTTCTCATA

Nr of selected repeats 92 Similarity 0.829532

Consensus:
GCTGAATTCAGTTGGaTAtGaATGCcACTTcCgTtGTGAGTGGaATaTCaTgaAtGTTngATGCtCGTGaaGTAGANTCn
AgTGGTCCATCaTAagaTTCAGACACtGGaTAATCAagATGAGatGgtGATTTCTTGAACAATCCAGTGATCTTaGATT
TCAgTGATGGCTCGTCCTTCTTcTCtGtcTCcTCgATCACAACTGGaAaATGACATGCTCTGGCAGCTTCTCATA
>Cele-UNSBO01 1:10475895-10475986 Satlength=92 Nr of Repeats=6 RepeatLength=14
seed=GCTATACGCT

GCTATACGCTATAC

GCTATACGCTATAC

GCTATACGCTATAC

GCTATACGCTATAC

GCTATACGCTATAC

GCTATACGCTATACGCTATAC

Nr of selected repeats 5 Similarity 1.000000

Consensus:

GCTATACGCTATAC

>Cele-UNSBO1 1:10588945-10589028 Satlength=84 Nr of Repeats=6 RepeatLength=12
seed=TAGGCTTAGG



TAGGCTTAGGCTGAGGC

TAGGCTTAGGATTGGGCG

TAGGCTTAGTCT

TAGGCTTAGGCA

TAGGCTTAAGCT

TAGGCTTAGGTT

Nr of selected repeats 4 Similarity 0.777778
Consensus:

TAGGCTTAggCt

>Cele-UNSBO1l 1:10648848-10654019 Satlength=5172 Nr of Repeats=115
RepeatLength=45 seed=AAGGATCACA
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATATGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGAGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTATTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCATTCAGCTTCC
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTATTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAACTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCAGCTCTG



AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATTTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATTTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG



AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGAGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGAGTAGTTTCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGGGTAGCTCCTGATGATCTGATCCTTCAGCTTCG
AAGGATCACAAGAGTAGTTTCTGATGATCTGATCCTTCAGCTCTG
Nr of selected repeats 114 Similarity 0.941734
Consensus:
AAGGATCACAAGGGTAGLTtCTGATGATCTGATCCTTCAGCTtCG
>Cele-UNSBO1 1:10660173-10660265 Satlength=93 Nr of Repeats=6 RepeatLength=15
seed=CGAAAAGGGG

CGAAAAGGGGAGCAGAA

CGAAAAGGGGATCTG

CAAAAAGGGGATCTG

CGAAAAGGGGAGATA

CGAAAAGGGGAGATA

CGAAAAGGGGAGCAA

Nr of selected repeats 5 Similarity 0.768889
Consensus:

CgAAAAGGGGAgCta

>Cele-UNSBO01 1:10660440-10660532 Satlength=93 Nr of Repeats=6 RepeatLength=15
seed=TCCCCTTTTC

TCCCCTTTTCGTTGC

TCCCCTTTTCGTATC

TCCCCTTTTCGTATC

TCCCCTTTTCGCAGA

TCCCCTTTTTGCAGA

TCCCCTTTTCGTTCTGC

Nr of selected repeats 5 Similarity 0.768889
Consensus:

TCCCCTTTTcGtagc

>Cele-UNSBO1 1:10842122-10842194 Satlength=73 Nr of Repeats=4 RepeatLength=18
seed=AAAAGTTACA

AAAAGTTACAGTGTCCTT

AAAAGTTACAGTGTCCTT

AAAAGTTACAGTGTCCTT

AAAAGTTACAGTGTCCTT

Nr of selected repeats 4 Similarity 1.000000
Consensus:

AAAAGTTACAGTGTCCTT

>Cele-UNSBO1 1:11042845-11046757 Satlength=3913 Nr of Repeats=24
RepeatLength=163 seed=GCATAGTCAA



GCATAGTCAAAAATACAAGAATATGCCTATCAAATTATAATAGTTTGTACGGAAGTATTTTTTAAAAACTTGATAAAAA
TATATAAAAGCTGATTTTTTAAAAAATTCAAAAGTATGGGAAAATCATATGGAATCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAAAACACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAATACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAATACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAATACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAATACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAATCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAACACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAATACCAGCAAATACCAAACAGAGTATATTAGCTTTTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGAATATGCCTATCAAATTATAATAGTTTGTACGGAAGTATTTTTTAAAAAATTGATAAAAA
TCTATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGAATATGCCTATCAAATTATAATAGTTTGTACGGAAGTATTTTTTAAAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAAAACACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAACCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGAATATGCCTATCAAATTATAATAGTTTGTACGGAAGTATTTTTTAAAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGAATATGCCTATCAAATTATAATAGTTTGTACGGAAGTATTTTTTAAAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTAAAAAATTCAAAAGTATGGGAAAATCATATGGAATCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAAAACACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAACCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA



GCATAGTCAAGAATACCAGAATATGCCTATCAAATTAAAATAGTTTGTACGGAAGTATTTTTTAAAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTAAAAAATTCAAAAGTATGGGAAAATCATATGGAATCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAAAACACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAATCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAACACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAATCATTCTTTTTTATCTTAAAAAACT
GTTCG
GCATAGTCAAAAATACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGCAAATACCAAACAGAGTATATTAGCTTGTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAACCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA
GCATAGTCAAGAATACCAGAATATGCCTATCAAATTATAATAGTTTGTACGGAAGTATTTTTTAAAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCA

Nr of selected repeats 24 Similarity 0.936516

Consensus:
GCATAGTCAAaAAtACCAGCAaATaCCaAaCAgAgTATALTAGCTTgTACGGAAGTATTTTTTAGAAAATTGATAAAAA
TATATAAAAGCTGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATCTCAAAAAACT
GTTCa

>Cele-UNSBO1 1:11104747-11105884 Satlength=1138 Nr of Repeats=5 RepeatLength=94
seed=TGTAGACAAA
TGTAGACAAATCTATGTTAGCACTAACAATTGCGGCGGATGAAATTGAGGTTCAAAGAGAGGTCGATAAGTGTCTAAAC
AAAATAGACAAAGTCACAGATTTAATGGAAGAAAGCCAAGAAATCCGTGACACGCTTCATGCATCCGTCAAAAGGTCAC
AAGTAAGAATACAAAATCTTACAAGACCAACAACAGTAGCACCGATTCTGAATGAAAATAAATCATCGGATTCAGCGCT
ACCAAAGATAAAGATTCCCACTTTCAATGGAGAAAGATGGGAATTTGACAGTTTCTGGACAATCTTCGAAGAGCTCGTG
CACAAAAAAGAGTTACCAGATATGGTTAAATTCATGCACTTAATCAACGCTCTTCAAGGAGAAGCCAAAACACTGGTGA
GTAAAATTCAGGTTACTCCTGAACACTACACCACAGCCATTGAGGCACTAAAGAAAAAGTATACTGTAGGCGGGGTGCT
CCGCTCCTGCCTATTAGTGTGGATCTCTTTATTCCACTCTCGTATGGTTAGGGACCGAGCCCAGGTTCTAGGTCCAATA
GTAGAATATATAAGAATTTATATAAGAAAGATATAATAAGAAACAGTAGAGTAAGTTAGATACAATAGAAGTAGGATCA
TATGCGAGTCGGGCTCAACCATTACCTCTCGAGGTTGCCGACAAATCAATGGGAAAATCATCAATTTCTGAAGGCAGTA
ATTCTCAAAATCTTCTGTTCTCTAAATATTGGGTGCGTTTCGATGTCCTT
TGTAGACAAATCAATGGGAGAATCATCAATTTCTGAAGGCAGTAATTCTCAAAATCTTCTGTTCTCTAAATATTGGGTG
CTTTTCGATGTCCTT
TGTAGACAAATCAATGGGAGAATCATCAATTTCTGAAGGCAGTAATTCTCAAAATCTTCTGTTCTCTAAATATTGGGTG
CTTTTCGATGTCCTT
TGTAGACAAATCAATGGGAGAATCATCAATTTCTGAAGGCAGTAATTCTCAAAATCTTCTGTTCTCTAAATATTGGGTG
CTTTTCGATGTCCTT
TGTAGACAAATCAATGGAAAAATCATCAATTTCTGAAGGCAGTAATTCTCAAAATCTTCTGTTCTCTAAATATTGGGTG
CTTTTCGATGCCCTA

Nr of selected repeats 4 Similarity 0.971631

Consensus:
TGTAGACAAATCAATGGgAgAATCATCAATTTCTGAAGGCAGTAATTCTCAAAATCTTCTGTTCTCTAAATATTGGGTG
CTTTTCGATGLCCTt

>Cele-UNSBO1 1:11137320-11159590 Satlength=22271 Nr of Repeats=783
RepeatLength=32 seed=GCACCAAATA

GCACCAAATAGCACCGATGTA

GCACCAAATATCACCAATTTAGCACCGATAGA

GCACCAAATAGCACCAATTTAGCACCAATGGA

GCACCAAATAGCACCAATTTAGCACCAATGGA

GCACCAAATAGCACCGATGGA



GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGAA
GCACCAAATA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATA
GCACCAAATATCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATA
GCACCAAATATCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA



GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCTAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA



GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA



GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA



GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCATCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA



GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA



GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA



GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTGAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA



GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAACTAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTA
GCACCAATAGCACCAATAGCACATGA
GCACCAAATAGCACCAATTTAGCACCATGGA



GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCAATGAGCACAATAGACCAATAGCCCAAAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATA

GCACCAATTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAAATTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCCCCAATTTAGCTCCAATGAA
GCACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA



GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTTCAATGAAACACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACAAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGTACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGTACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA



GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGTACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGTACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGTACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGTACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAACACCGATAGA



GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATACCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATACCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAACACCGATAGT
GCACCAAATAGCCCCAAGTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATACCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATACCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAACACCGATAGT
GCACCAAATAGCCCCAAGTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAAGTTAGCACCAATGGA
GCACCAAATAGCACCGATGTAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATA

GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA



GCACCAAATA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAAACACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA

GCACCAAATA

GCACCAAATAGCACCGATGGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACAAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATA

GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAACACCAATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAACACCGATAGA
GCACCAAATAGCCCCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCGAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATA
GCACCAAATAGCACCAATTTAGCTCCAATGAAACACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATA
GCACCAAATAGCACCAATTTAGCTCCAATGAAACACCTAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCACCAATTTAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCGATAGA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACAAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCTCCAATGAAGCACCTATTAGCACCAATTTAGCTCCAATGAA
GCACCAAATA

GCACCAAATAGCACCGATGGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCGAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCAATTTAGCACCGACAGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAACACCGATAGT
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCAATTTAGCTCCAATGAA
GCACCAAATAGCCCCAATTTAGCACCAATGGA
GCACCAAATAGCACCGATGTA
GCACCAAATAGCACCAATTTAGCACCGACAGA



GCACCAAATAGCACCAATTTAGCTCCAATGAA

GCACCAAATAGCACCAATTTAACACCGATAGA

GCACCAAATAGCCCCAATTTAGCACCGATGGA

GCACCAAATAGCACCAATTTAGCACCGACAGA

GCACCGAATAGCACCAATTTAGCACCGACAGA

GCACCAAATAGCACCAATTTAGCTCCAATGAA

GCACCAAATAGCACCAATTTAGCTCCAATGAA

GCACCAAATAGCCCCAATTTAGCACCAATGGA

GCACCAAATAGCACCGATGTA

GCACCAAATAGCACCAATTTAGCACCGACAGA

GCACCAAATAGCACCAATTTAGCTCCAATGAA

GCACCAAATAGCACCAATTTAACACCGATAGA

GCACCAAATAGCCCCAATTTAGCACCGATGGA

GCACCAAATAGCACCAATTTAGCACCGACAGA

GCACCGAATAGCACCAATTTAGCACCGACAGA

GCACCAAATAGCACCAATTTAGCTCCAATGAA

GCACCAAATAGCACCAATTTAGCTCCAATGAA

GCACCAAATAGCACCAATTTAGCACCGATGGA

GCACCAAATAGCACCGATGGA

GCACCAAATAGCACCAATTTAACACCGATAGA

GCACCAAATAGCCCCAATTTAGCACCAATGGA

GCACCAAATAGCACCGATGTA

Nr of selected repeats 516 Similarity 0.905773

Consensus:

GCACCAAATAGCACCAATTTAGCACCGAtgGA

>Cele-UNSBO1 1:11159617-11160082 Satlength=466 Nr of Repeats=4 RepeatLength=26
seed=TTTTTGAAAA

TTTTTGAAAAATGGCATTGCGGCGGA

TTTTTGAAAAATGGCATTGCGGCGGA

TTTTTGAAAAATGGCATTGCGGCACA
TTTTTCAAAAATCCGCCGCAATGCCATTTTTCTAAAATCCACCTGTGCCATACGTGTTTACATATCGAAAGAACACCCT
GAAATTCCACAGTTTTCCATATTACTAACCATCTAGTTGTCTTACATATACTGTTACGTCGGGACAAGTCATTCCGACT
GGAGGTCCACAAAACAAGTTTTGCTCTATGCAATCTTCTCCTGTTGGTGTTGTTGGTCTGAAATGATCAAAACAATTTT
GGAGCATTAAGATGTATTTAGAGTATTTAGTATAGTTTGTTTAAAGGTGGACTACGCTCGGTGGGGAAATTTCTTTGAA
CGCGCATATGGGGTCACAATGACCGAATATCATAATAAAAAAATTCAAAAAAATTTTCTAAATTTTATGAT

Nr of selected repeats 3 Similarity 0.931624

Consensus:

TTTTTGAAAAATGGCATTGCGGCggA

>Cele-UNSBO1 1:11183622-11184094 Satlength=473 Nr of Repeats=10 RepeatLength=35
seed=TTGCCGATTT

TTGCCGATTTGATGGAATTTTTCAGTACCGGCAAT

TTACCGATTTGCCGGAATTTTTCAATTCCGGCAAT
TTGCCGACTTGCCGGAAGTTTTCGTTCCGGCAAATTTATCGGT
TTGCCGATTTGCCGGCAATTTTCAATTTCGGCAAA

TTGCCGATTTATCGAAAAATTATTAATCCGGCAAT
TTGCCGATTTGCCGAAAATTTTCAATTTCGGAAAGCTGTCGGTTTTCCAAAAATTTTCAATTCTGGCAAA
TTGCCGGTTTGCCGGAAAGTTTCAATTCCTGCAAA
TTGCCGGTTTGCCGATTTGCCGAAATTTTTCAATTCCTGCAAA
TTGCCGGTTTGTCGATTTGCCAAAAATTTTCTATTCCGCCAATTTACCGTTTTGCCGAAAATTTTTAAATTTTGGCAAT
TTGCCGGAAAGTTTCAATTCCTGCAAA

TTGCCGATTTGCCGGAAATTTTCAATTCTGCCAAT

Nr of selected repeats 6 Similarity 0.702469

Consensus:

TTGCCGATTTGcCGGAAatTTTCAATtCCGGCAAL



>Cele-UNSBO01 1:11199905-11200227 Satlength=323 Nr of Repeats=8 RepeatLength=35
seed=GCCGGAATTG
GCCGGAATTGAAATTTTCCGGCAAATTGGTAAATT
GCCGGAATCGAAATTTTCCGGCAAATCTACAAACT
GTCGGAATTGAAATTTTCCGACAAATCGGCAGATT
GCCGGAATTGAGATTTTTCGGCAAATCGGCAAATT
GCCGGAATTGAAATTTTCCGACAAATCGGCAGAGT
GCCGGAATTGAACATTTCCGGAAAATCAGCAAACCGGCAAATTGCCAGAATTCAAAATTCCGGCAAATCTGTAAATT
GCCGGAATTGAAAATTTCCGGCAAATCGGCAAATT
GCCGGAATTGAAAATTTCCGGCAAATCAGCAAATT

Nr of selected repeats 7 Similarity 0.829478
Consensus:
GCCGGAATTGAAALTTTCCGgCAAATCgGCAaALT
>Cele-UNSBO1 1:11239237-11239369 Satlength=133 Nr of Repeats=12 RepeatLength=11
seed=TATGCCTAGC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

TATGCCTAGCC

Nr of selected repeats 12 Similarity 1.000000
Consensus:

TATGCCTAGCC

>Cele-UNSBO1 1:11267568-11267793 Satlength=226 Nr of Repeats=15 RepeatLength=15
seed=CGATGCTCCA

CGATGCTCCACTCGA

CGATGCTCCACCCGG

CGATGCTCCACCCGA

CGATGCTCCACCCGG

CGATGCTCCACCCGA

CGATGCTCCACCCGA

CGATGCTCTACCCGG

CGATGCTCCACCCTG

CGATGCTCCACCCGA

CGATGCTCCACTCGA

CGATGCTCCACCCGA

CGATGCTCCACTCGA

CGATGCTCCACCCGG

CGATGCTCCACCCGG

CGATGCTCCACCCGA

Nr of selected repeats 15 Similarity 0.900106
Consensus:

CGATGCTCCACcCGa

>Cele-UNSBO1 1:11268535-11268966 Satlength=432 Nr of Repeats=11 RepeatLength=34
seed=TTCCGGCAAA
TTCCGGCAAATCGGAAAATTGCCGGATATTAAAT
TTCCGGCAAATCGGAAAATTGCTGGAAACTAAAA



TTCCTGCAAATCGGCAAATTGCCGGAATTTAAAT
TTCCGGCAAATCGGCAAATCGGCAAATAGCCGGAATTTAAATTTCCAGCGAATCGGTAGATTGCCGGAATTTAAAT
TTCCGGCAAATCGGAAAATTGCCGGAATTTAAAT
TTCCGGCAAATCGGCAAAACGCTGGAAATTAAAC
TTCCGGCAAATCGGAAAATTGTCGGAATTTAAAT
TTCCGGCAAATCGGAAAAATGCTGGAAATTAAATTGCCGGAATTTAAAT
TTCCGGCAAATCAGAAAATTGCCGGAATTTAAAT
TTCCGGCAAATCGGCAAATAGCCGGAATTTAAAT
TTCCGGCAAATCGGCAAATTGCTGGAAAATAAAT

Nr of selected repeats 9 Similarity 0.844227
Consensus:

TTCCGGCAAATCGGaAAATtGCcGGAALtTAAAL

>Cele-UNSBO01 1:11276130-11276202 Satlength=73 Nr of Repeats=6 RepeatLength=12
seed=CGATCTCCAC

CGATCTCCACCT

CGATCTCCACCA

CGATCTCCACCT

CGATCTCCACCA

CGATCTCCACCT

CGATCTCCACCA

Nr of selected repeats 6 Similarity 0.933333
Consensus:

CGATCTCCACCa

>Cele-UNSBO1 1:11291527-11291639 Satlength=113 Nr of Repeats=7 RepeatLength=14
seed=AGCTTGAAGC

AGCTTGAAGCTTGG

AGCTTGAAGCTGGA

AGCTTGGAGCTTGA

AGCTGGAAGCTTGG

AGCTTGAAGCTAGG

AGCTTGGAGCTTAAAGCGTGG

AGCTTGAAGCTTGGAGTTTTC

Nr of selected repeats 5 Similarity 0.800000
Consensus:

AGCTtGaAGCTtGg

>Cele-UNSBO1 1:11320046-11320214 Satlength=169 Nr of Repeats=4 RepeatLength=42
seed=TGCCGGAAAT
TGCCGGAAATTTCAAACCCGGTAGTTTGCCCATTTGCCGAGC
TGCCGGAAATTTCAAACCCGTCAATTTGTTGATTTGCCGATT
TGCCGGAAATTTGAAAGCCGGTAGTTTGCCCATTTGCCGAGC
TGCCGGAAATTTCAAACCCGGCAATTTGTTGATTTGTCGATT

Nr of selected repeats 4 Similarity 0.788360
Consensus:
TGCCGGAAATTTcAAACCCGgcAaTTTGecccATTTGeCGAge
>Cele-UNSBO1 1:11351419-11351614 Satlength=196 Nr of Repeats=13 RepeatLength=15
seed=TCGTGGTGAG

TCGTGGTGAGACCCA

TCGTAGTGAGACCCA

TCGTAGTGAGACCCA

TCGTAGTGAGACCCT

TCGTGGTGAGGCCAA

TCGTGGTGAGACCCT

TCGTGGTGAGATCCA

TCGTGGTGAGACCCA



TCGTGGTGAGACCCA

TCGTAGTGAGACCCT

TCGTGGTGAGGCCAA

TCGTGGTGAGACCCT

TCGTGGTGAGATCCA

Nr of selected repeats 13 Similarity 0.842735

Consensus:

TCGTgGTGAGACCCa

>Cele-UNSBO1 1:11352081-11352141 Satlength=61 Nr of Repeats=5 RepeatLength=12
seed=TATACATATA

TATACATATACA

TATACATATACA

TATACATATACA

TATACATATACA

TATACATATACA

Nr of selected repeats 5 Similarity 1.000000

Consensus:

TATACATATACA

>Cele-UNSB01 1:11361560-11361658 Satlength=99 Nr of Repeats=7 RepeatLength=14
seed=AACTACTAAC

AACTACTAACTACT

AACTACAAACTACA

AACTACAAACTATC

AACTACTAACTACT

AACTACTAACGACT

AACTACTAACTACT

AACTACTAACTACT

Nr of selected repeats 7 Similarity 0.803175

Consensus:

AACTACtAACTACL

>Cele-UNSBO1 1:11393763-11394894 Satlength=1132 Nr of Repeats=15
RepeatLength=35 seed=TTCCGGCAAA
TTCCGGCAAAATCGGCAAATTGTCGGAACTGAAAGCTTCTGACAAACTGGCGAATTGCCGGAATTGAAAAG
TTCCGGCAAATCGGCAAATTGCCGGGACTGAAAAT

TTCCGACAAATGGGCAAATTGCCGGAATTGAAAAT

TTCCGGCAAACCGGCAAACGGCCAGAACTGAACAT
TTCCGGCAAATCGGCCAATTGTCTGAACTGAAAATATCTGGCAAATTGACAAATTGCCGGAATTGAAAAT
TTCGGCAAATTAACCAGTTGTCTGAACTGAAAATATCTGGCAAATAGGCAAATTGCCGAAACTAAGTAT
TTCCGGCAAATCAGCAAATTGCATGAACTTAAAAT

TTCCGGCAAATCGGCAAATTGCTGGAATTGTGAAT

TTCCGGCAAATCAGCAACTTGCTAGAACTGAAAGT

TTACGGCAAATCGGCAAATTGCCAGAACTGGGAAT

TTCCGGCAAATTGACAAAACGCAAGAACTGAAAAT

TTCCGGCAAACCGACAAATTGCCGAAACTGAAAAT
TTCCGGCAAATCGGCAAAATGCCGAAAATAAAAATATCTGACAAGTCGGCAAGCGTCGCTCTACATGACGAGTATTTAA
CTTTTTAACTCAAAATCAAAGCAAATTCACAGTTTAATTGAACTATAACCAAAAGTCCTCCATTTCCCATCAAATTCAC
CCAAAAAAAGTTCCAAAAAGCACTCTAAATCCCCCGATCCAGCCTGGAAAAACCCTCTAAAATTTCGGAAAAAAGATGC
TAAAATTTCAAGATGGGTGAGCGGAGATAGTGAGAGGCGGCTGGATGAGGCTGGGGAAGGGACGAGTGAATTTCAAGTC
ATCTTTCTTTTTTTTTTGCTGCCTTTTCTTCTTTTTTCCCCAATTTTCTTCGACTTTTCGGACATTCAAAGGGTCGGTG
AGACGCAGAGAACTGCAGTGTAATCGGACGTTAAATGTTGTCTTGAATTGTGTATGTTGAAATTTCGTAAGACGAAGAC
TACAAACTACAAATTGCGGTTTGTCTGAATTATTTCTAAAACAAACAAACAAAGACAAACTGT
TTCGGCAAATTGGCAAATTGCCGGAATTGTAAATTTACGGCAA

TTCGGCAAATTGCCGGAATTGTAAGT

Nr of selected repeats 9 Similarity 0.743915



Consensus:

TTCCGGCAAAtcggCAAALEtGCcnGAACTGaaAAT

>Cele-UNSBO1 1:11398081-11398840 Satlength=760 Nr of Repeats=4 RepeatLength=35
seed=TCGGCAAATT

TCGGCAAATTACGGAAAATGAAAATTTCCGGCAAA

TCGGCAAATTACGGAAAATGAAAATTTCCGGCAAA

TCGGCAAATTACGGAAAATGAAAATTTCCGGCAAA
TCGGCAAATTGTCGGAATTGAAGGCGGAAGTCGGCGCGGCTGCCGTTTTGGCGCCTGCATGGAAGCCCCACAGCCTCAA
TCAAAAATCGCTACTCCCTTTTCTTTAACCTCCGGCTCTTTTTTTGTGCTAAAACTTGCTCTCTGAATAGAAAATCAAA
TCTTTTCAGAAGTTTCTTGAAGGGGGCCCTGACCTCTTGAAACTTTTCCACAACCCTCCGCCGCTTTCTTCTTCTTATT
CCCTTTTGCTCTCTCCGCATTTTTATGAATTTCTGAATAGAGGGAAACTGCGGCTCCGTGAGCACAAAGGTACTTTTTT
GATGGTGCCTGAGAGCCTGCTGAAACGGGAAGGGAATCGTAGGAGTTTTCGTCCAAATTCCACAATTTTCTCTTACTTT
ACACTCTGGGGGCTCCATCACCAAGTGACACTTACCCACAATGCCCTGGAAATGCACTTTACTCTGTCAGGATTTTTTT
GTTGTTGAAAAATCTGGATTTTCTAGGTGAAACTCTCTTGAAAATGTGGAATTTTTGACGGTTCTTTTTTTTTGCTCTT
TTCTGAAATTTTTCAGCTGTCAAAATTGACAATTTTCAGTTTTCACTTAAGTTTGACTGGAAATTTCGCCTGAAAATTA
AAGATTGCGGTGTGAAGCAGGT

Nr of selected repeats 3 Similarity 1.000000

Consensus:

TCGGCAAATTACGGAAAATGAAAATTTCCGGCAAA

>Cele-UNSBO1 1:11408393-11409029 Satlength=637 Nr of Repeats=9 RepeatLength=35
seed=AATTGCCGAA

AATTGCCGAATTTCTCGTTTCTGCCAATTTACCAA

AATTGCCAAATTTCTCGTTTTTGGCAATTTTCAAA

AATTGCCAAGTTTCCGATTTCTGCCAATTTACCAA

AATTGCCGAATTTCTCGTTTTTGACAATTTTCAAA

AATTGCCGAATTTTTCGGTTTTGGCAATTTATCAA

AATTGCCGAATTTCTCGGTTTTGGCAATTTACCAT

AATTGCCGAATTTCTCGTTTTTGGCAATTTACCAA
AATTGCCGAATTGCTCTTTTTTGGTCATTTCTAAAAATAGCCAAAGTCCTTATTTTTGGCAATTTACTAAAATTGAGTA
GTTGCAAATTTTCGGCAACTTTACAAAAATTGCACACATCGAAAGCCTGTGATTTTTTTTAAATCTCCAACTTTTAGAG
ACTTTCCAAAATGCCAAAATGTAAAAATTTCGGCAATTTTCAAAAATAGCCAAAACTCTCCTTTTTGGCAATTTACGAA
AATTTAATAGTTCCCATACTTCGGCAATTTTCAGAAAATTGCACAAATTTTTAAAAAATGTTCAGAATTTTGGGCAACT
TGGCGTTTTTTAAA

AATTGCCCAATTTCCCACTGTCCGGCAAGTTGCAAGTTCTCGATTTCCGGCAATTTTTGAG

Nr of selected repeats 7 Similarity 0.793210

Consensus:

AATTGCCgAATTTCTCGLtTTtTGgCAATTTaCcAA

>Cele-UNSBO01 1:11460977-11461721 Satlength=745 Nr of Repeats=60 RepeatLength=12
seed=CGTTGCGTGT

CGTTGCGTGTCG

CGTTGCATGTCG

CGTTGCGTGTCG

CGTTGCGTGTCG

CGTTGCGTGTGG

CGTTGCGTGTCG

CGTTGCGTGTGG

CGTTGCGTGTGG

CGTTGCGTGTTG

CGTTGTGTGTCGCTTTGTGTGTCG

CGTTGCGTGTCG

CGTTGCGTGTCG

CGTTGCATGTCG

CGTTGCGTGTCG

CGTTGCGTGTCG



CGTTGCATGTCG
CGTTGCGTGTCG
CGTTGTGTGTCG
CGTTGCGTGTCG
CGTTGCGTGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCGTGCCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCATGTCG
CGTTGCGTGTAG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCGTGTCG
CGTTGCGTGCCG
CGTTGCGTGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCGTGTCGCGATGCATGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCATGTCG
CGTTGCGTGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCATGTCG
CGTTGCGTGTCA
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCATGTCG
CGTTGCGTGTCG
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCATGTCG
CGTTGCGTGTCA
CGTTGCGTGTGG
CGTTGCGTGTCG
CGTTGCGTGTCG
CGTTGCGTGTCA
CGTTGCGTGTGG

Nr of selected repeats 58 Similarity 0.901727
Consensus:
CGTTGCGTGTcG
>Cele-UNSBO1 1:11481110-11481222 Satlength=113 Nr of Repeats=7 RepeatLength=16
seed=CTACATGCCT
CTACATGCCTAAATTT
CTACATGCCTATATGC
CTACATGCCTACATGC
CTACATTCCTACATGC



CTACATGGCTACATTT
CTACATGCCTACATGC
CTACACGCCTACATGC

Nr of selected repeats 7 Similarity 0.805556
Consensus:
CTACATGCCTACATgcC
>Cele-UNSBO1 1:11481110-11482230 Satlength=1121 Nr of Repeats=68
RepeatLength=16 seed=CTACATGCCT
CTACATGCCTAAATTT
CTACATGCCTATATGC
CTACATGCCTACATGC
CTACATTCCTACATGC
CTACATGGCTACATTT
CTACATGCCTACATGC
CTACACGCCTACATGC
CTACATGCCTACATTC
CTACATGCCGACATGG
CTACATGGCTACATGG
CTACATGGCTACATGC
CTACATGTCTACATGCCTACATTT
CTACATGCCTAAATGC
CTACATGCCTACATGC
CTACATGCCTACATGC
CTACATGCCTACATGC
CTACATGCCTACATGC
CTACATGTCTACATGC
CTACATGCCTACATGC
CTACATTCCTACATGC
CTATATGCCTACATGC
CTACATGCCTACATTC
CTACAGGCCTACATGGCTACATTT
CTACATGCCTACATGC
CTACATTCCTACATGCCGACATGG
CTACATGGCTACATGG
CTACATGCCTACATGT
CTACATGCCTACATTT
CTACATGCCTAAATGC
CTACATGCCTACATGC
CTACATGCCTACATGC
CTACATGCCTACATGC
CTACATGCCTACATTC
CTACATGCCTATATGC
CTACATGCCTACATGC
CTACATTCCTACATGC
CTACATGGCTACATTT
CTACATGCCTACATGC
CTACACGCCTACATGC
CTACATGCCTACATTC
CTACATGCCGACATGG
CTACATGGCTACATGG
CTACATGCCTACATGT
CTACATGCCTACATTT
CTACATGCCTAAATGC
CTACATGCCTACATGC



CTACATGCCTACATGC

CTACATGCCTACATGC

CTACATGCCTACATGC

CTACATGCCTACATGC

CTACATGCCTACATGC

CTACACGCCTACATGC

CTACATTCCTACATGCCGACATGG

CTACATGGCTACATGG

CTACATGCCTACATGT

CTACATGCCTACATTT

CTACATGCCTACATTT

CTACATGCCTACATGC

CTACATGCCTATATGC

CTACATTCCTACATGC

CTACATGCCTACATGC

CTACATTCCTACATGC

CTATATGCCTACATGC

CTACATGCCTACATTC

CTACATGCCTACATGG

CTACATGGCTACATGC

CTACATGTCTACATGC

CTACATGCCTACATGC

Nr of selected repeats 64 Similarity 0.868304
Consensus:

CTACATGCCTACATGC

>Cele-UNSBO1 1:11519985-11520529 Satlength=545 Nr of Repeats=18 RepeatLength=26
seed=ACCTACAGTA
ACCTACAGTAACCCAGGCATATAGTAGGATAAAGTACTTATAAGCTATAGTA
ATCTACAGTACCCCTATTCTAGAGTG
ACCTACAGTAACCTACAGAGAATCGAAGGATTCCAATCGAGCTATAGTAACCCACCGTAACCCGTAGCCGCTAGCTACA
GAACCCATATGCTACAGTA
ACCTACAGTATCCTCGACATTCCGCTAA
AGCTACAGTACCCCTGCTCTAGAATG
ACCTACAGTACCCTTGTCCTAGAGTG
ACCTACAGTACCCCTGTCCTAGAATG
ACCTACAGTATGCCTGTG
ACCTACAGTACCCCTGCCCTAGAATG
ACCTACAGTACCCTTGTCCTAGAGTG
ACCTACAGTACCCCTGTCCTAGAATG
ACCTACAGTATGCCTGTG
ACCTACAGTACCCCTGCCCTAGAATG
ACCTACAGTACCCTTGTCCTAGAGTG
ACCTACAGTACCCCTGTCCTAGAATG
ACCTACAGTATGCCTGTG
ACCTACAGTACCCCTGCCCTAGAGTG
ACCTACAGTACCCTTGTCCTAGAGTG

Nr of selected repeats 12 Similarity 0.881896
Consensus:

ACCTACAGTACCCCcTGtCCTAGAATG

>Cele-UNSBO1 1:11521003-11522550 Satlength=1548 Nr of Repeats=48
RepeatLength=32 seed=GCAATTTTTA
GCAATTTTTAAGCTAAAAATCACGAAAAAAACC
GCAATTTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAAAAACT



GCAATTTTTAGGCTAAAAATCACTTAAAAAACT
GCAATTTTTAGTCTAAAAATCACTAAACAACT
GCAATTTTTAGGCTAAAAATCACTAAACAACT
GCAATTTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAAAAACT
GCAATCTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAACAACC
GCAATTTTTAGGATAAAAATCACTAAACAACC
GCAATTTTTAGGATAAAAATCACTAAACAACC
GCAATTTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGCTAAAAATCACTTAAAAAACT
GCAATTTTTAGTCTAAAAATCACTAAACAACT
GCAATTTTTAGGCTAAAAATCACTAAACAACT
GCAATTTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAACAACC
GCAATTTTTAGGATAAAAATCACTAAAAANCT
GCAATTTTTAGGATAAAAATCACTAAAAANCT
GCAATTTTTAGTCTAAAAATCACTAAAAAACT
GCAATTTTTAGTCTAAAAATCACTAAACAACT
GCAATTTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAAAANCT
GCAATTTTTAGGCTAAAAATCACTTAAAAAACT
GCAATTTTTAGGCTAAAAATCACGAAAAAATT
GTAATTTTTAAGCAAAAAATCACAAAAAAACC
GCAATTTTTAAGCTAAAAATCACGAAAAAACT
GCAATTTTTAGGCTAAAAATCACTTAAAAAACC
GCAATTTTTAAGCTGAAAATCACAAAAAAAACT
GCAATTTTTAGGATAAAAATCAGTAAAAAACT
GCAATTTTTAGGCTAAAAATCACTTAAAAAACT
GCAATTTTTAGGCTAAAAATCACGAAAAAATT
GTAATTTTTAAGCAAAAAATCACGAAAAANCT
GCAATTTTTAGGATAAAAATCACTAAACAACC
GCAATTTTTAGGCTAAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAAAAACT
GCAATTTTTAGGCTAAAAATCACTTAAAAAACT
GCAATTTTTAGTCTAAAAATCACGAAAAANCC
GCAATTTTTAAGCTAAAAATCACGAAAAANACA
GCAATTTTTAAGCTGAAAATCACAAAAAAAANCT
GCAATTTTTAAGCTAAAAATCACTAAAAAACT
GCATTTTTTAAGCTAAAATCACTAAAAAACT
GCAATTTTTAGGATAAAAATCACTAAAAAACC
GCAATTTTTAAGCTGAAAATCACAAAAAANAANCT
GCAATTTTTAAGCTAAAAATCACTAAAAAACT
GCATTTTTTAAGCTAAAAATCACTAAAAAACT
Nr of selected repeats 37 Similarity 0.890140
Consensus:
GCAATTTTTAGGCTAAAAATCACTAAAAAACE
>Cele-UNSBO1 1:11550058-11550130 Satlength=73 Nr of Repeats=6 RepeatLength=12
seed=TATATGTATA

TATATGTATATG

TATATGTATATG

TATATGTATATG

TATATGTATATG



TATATGTATATG

TATATGTATATG

Nr of selected repeats 6 Similarity 1.000000
Consensus:

TATATGTATATG

>Cele-UNSBO1 1:11556393-11558176 Satlength=1784 Nr of Repeats=47
RepeatLength=35 seed=GGCAAATCAG
GGCAAATCAGCAAATTGCGGGAATTGAAAATTTCC
GGCAAATCAGCAAGTTACCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAGTTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCGGGAATTGAAAATTTCC
GGCAAATCAGCAAGTTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTTC
GGCAAATCAGCAAGATGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGTCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTCCCGGAATTGAAAATTTCC
GGCAAATCAACAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAATATTCC
GGCAAATCAGCAAATTGCCGGAGTTGAAAATTTTT
GGCAAATCAGCAAATTGCCGGAGTTGAAAATTTTT
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCTTACTAATAAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCTAATTACCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTAAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAGTTTCG
GGCAAATCAGCAAATTGTCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGACGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAGTTGAAAATTTTT
GGCAAATCAGCAAATTGCCGGAGTTGAAAATTTTT
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCTTACTAATAAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCTAATTACCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTAAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAGTTTCG
GGCAAATCAGCAAATTGTCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGACGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCTTAGTAATAAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCTAATTACCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTAAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCC
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCG
GGCAAATCAGCAAATTGCCGGAATTGAAAATTCCGTGCAAATAGGCAAATTACCGGTTTTGAAAATTTC
GGCAAATCGGCAAATTCGGAAATTGAACATTTCT
GGCAAATCGGCAAATTGCCGGAATTGATAATTTCC



Nr of selected repeats 42 Similarity 0.911023
Consensus:
GGCAAATCAGCAAATTGCCGGAATTGAAAATTTCc
>Cele-UNSBO1 1:11564527-11564628 Satlength=102 Nr of Repeats=5 RepeatLength=20
seed=TGTAACAATC

TGTAACAATCTATTTTTTTG

TGTAACAATCTATTTTTTCG

TGTAACAATCTATTTTTTCG

TGTAACAATCTATTTTTTCAT

TGTAACAATCTATTCTTTCG

Nr of selected repeats 4 Similarity 0.933333
Consensus:

TGTAACAATCTATTETTTcG

>Cele-UNSBO1 1:11591612-11591946 Satlength=335 Nr of Repeats=14 RepeatLength=20
seed=AAAAATCAAT

AAAAATCAATAATTTCATCG

AAAAATCAATAATTTCATCG

AAAAATCAATAATTTCATCG

AAAAATCAATAATTTCATCG

AAAAATCAATAATTTCATCG

AAAAATCAATTATTTTAAC

AAAAATCAATAATTTCCACA

AAAAATCGATAACTTCATCA

AAAAATCGATAATTTCATCA

AAAAATCAATAATTTCATCA
AAAAATCAATAATTTCATCAAAAAGTCGATAATTTCAACA
AAAAATCAATATTTTCATCG

AAAAATCAATAATTTCAACA
AAAAATCAATAATTTCATCAAAAAGTCGATAATTTTACCGAATTTTCCACAACAA
Nr of selected repeats 11 Similarity 0.883636
Consensus:

AAAAATCAATAATTTCATCg

>Cele-UNSBO1 1:11592271-11597890 Satlength=5620 Nr of Repeats=277
RepeatLength=20 seed=ATTGATTTTT
ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT

ATTGATTTTTTGAGAAAATT



ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTCGATGAAATT
ATTGATTTTTCGATGAAATT
ATTGATTTTTCGATGAAATT
ATTGATTTTTCGATGAAATT
ATTGATTTTTCGATGAAGTT
ATTGATTTTTCGATGAAATTATAGACTTTTCGATGAAATT
ATCGATTTTTCGATGAAATTATAGACTTTTCGATGAAATTATAGACTTTTCGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATCGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATCGATTTTTTGGTGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGCAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT



ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAAAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT



ATCGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGCAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGACTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGACTTTTTGAGGAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT



ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGCAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGACTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGAGAAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT



ATCGATTTTTTGATGAAGCT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATAGATTTTTTGTGGAAATT
ATTGATTTTTTGATGAAGTT
ATCGATTTTTGTTGAAATA
ATTGATTTTTCGATGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTCGATGAAATTATCGGTTTTTTGATGAAGTT
ATTGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATAGATTTTTTGATGAAGTT
ATTGATTTTTTGAGGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTTATGAAGTT
ATTGATTTTTTGAGGAAATT
ATTGATTTTTTGGTGAAATT
ATTGATTTTTTGATGAAATT
ATCGATTTTTTGATGAAGCT
ATTGATTTTTTGAGGAAATT

Nr of selected repeats 273 Similarity 0.884518
Consensus:
ATTGATTTTTTGAggAAATT
>Cele-UNSBO1 1:11615647-11616001 Satlength=355 Nr of Repeats=10 RepeatLength=30
seed=CCTTGGGCTC
CCTTGGGCTCCGACTTCAGCTCCAGGGGGTC
CCTGGGCTCCGTTTTGATATCCATGTGCTCCTGGAGCAGGTCCATAGGAAGCTTGAGGTGGTGTGGGGGCTCCATAGCT
TGCCGGTGGTGGA
CCTTGGGCTCCCTGAGCTCCAAATTGTGTT
CCTTGGGCTCCTTGTGCTCCAAAATGTGCT
CCTTGGGCTCCTTGTGCTCCAAAATGTGCT
CCTTGGGCTCCCTGAGCTCCAAATTGTTCT
CCTTGGGCTCCCTGAGCTCCGAATTGTGCT



CCTTGGGCTCCTTGTGCTCCAAAATGTGCT

CCTTGGGCTCCCTGAGCTCCAAATTGTACT

CCTTGTGCTCCAAAATGTGCT

Nr of selected repeats 7 Similarity 0.875132

Consensus:

CCTTGGGCTCCcTGaGCTCCAAALTGTYCT

>Cele-UNSBO1 1:11631541-11632264 Satlength=724 Nr of Repeats=15 RepeatLength=11
seed=GTACTGTAGG

GTACTGTAGGG
GTACTGTAGGTATACGGTAGGATTACTGTAGTTTGAGAAAATTTGAATTTTCAGCTTTTGAACAGGTATTGGGTTGGGA
GTTGGTGGGGGATAATGTCAAG

GTACTGTAGTG

GTACTGTAGGG
GTACTGTAAGTATACGGTAGGGTTACTGTAGTTTGGGAAAATTTGAATTTTAGCTTTTGAACAGATATTGGGTCGGGAG
TTGATGTGGGATAATATCAAGGTATTGTGGTG

GTACTGTAGGC
GTACTGTAGGTATACGGTAGGATTACTGTAGTTTAGGAAAATTTGAATCTTTAGCTTTTGAAGAGATAGTGGGTTGGGA
GTTGGTGGGGGATAATGTCAAG

GTACTGTAGGT

GCACTGTAGGG
GTACTGTAGGTATACGGTAGGATTACTGTAGTTGGAGAAAATTTGAATTTTAGCTTTTGAACAGGTATTGGGTTGGGAG
TTGGTGGGGATGATGTCAAG

GTACTGTAGTA

GTACTGTAGGG
GTACTGTAGGTATACGGTAGGATTACTGTAGTTTGAGAAAATTTGAATTTTAGCTTTTGAACAGATATTGGGTCGGGAG
TTGATGTGGGATAATATCAAGGTATTGTGGTG

GTACTGTAGGC
GTACTGTAGGTATACGGTAGGATTACTGTAGTTTAGGAAAGTTTGAATCTTTAGCTTTTGAAGAGATAGTGGGTTGGGA
GTTGGTGGGGGATAATGTCAAG

Nr of selected repeats 9 Similarity 0.841751

Consensus:

GTACTGTAGYY

>Cele-UNSBO1 1:11636321-11636670 Satlength=350 Nr of Repeats=9 RepeatLength=35
seed=ATTCCGGCAA

ATTCCGGCAATTTGCCGGTCTGCCGATTTGCCGGAAATTTTTA

ATTCCGGCAATTTGCTAAATGTTTTCA
ATTCCGGCAATTTGTCGATTTAACGAAAATTTACATTTCCGGAAATTTGCCATTTTCCAGAAATTTTCA
ATTCCGGCAATTTGCCGATTTTCCAGAAATTTTCA

ATTCCGGCAATTTGCTGATTTTCCAAAAATTTACA

ATTCCGGCAATTTGCCGATTTTCCAGAAATTTTCA

ATTCCGGCAATTTGCTGATTTTCCAAAAATTTACA

ATTCCGGCAATTTGCCGATTTTCCAGAAATTTTCA

ATTCCGGCCATTTGCCGATTTGCCGGAAATTTTCC

Nr of selected repeats 6 Similarity 0.888254

Consensus:

ATTCCGGCAATTTGCcGATTTTCCAgAAATTTECA

>Cele-UNSBO1l 1:11643779-11644036 Satlength=258 Nr of Repeats=6 RepeatLength=34
seed=ATGCACCATG
ATGCACCATGTTTGGCTCACTCTCAATAGTTTTAAAATGGTTTGATAAATTTAGGAGGAACCAATGTATAAGATGTTAA
AATTATTCGGGGTCATATCA

ATGCACCATGCCAAAAAATATATCCAAAACCCCG

ATGCACCGTGTCCAAAAGTATATATAAAAGTGCG

ATGCACCATGTTCAAAAATATATTCAAAAATATG

ATGCTCCATGTTCAAAAATACG



ATGCACCATGTCAAAAAGTATATCTTGAAGTATG

Nr of selected repeats 4 Similarity 0.679739
Consensus:
ATGCACCaTGtcaAAAAaTATATccaaAAgtacG
>Cele-UNSBO1 1:11661653-11661731 Satlength=79 Nr of Repeats=6 RepeatLength=12
seed=AAGCCTAAGC

AAGCCTAAGCCT

AAGCCTAAGCCT

AAGCCTAAGCCT

AAGCCTAAGCCT

AAGCCTAAGCCT

AAGCCTAAGCCTAAGCCA

Nr of selected repeats 5 Similarity 1.000000
Consensus:

AAGCCTAAGCCT

>Cele-UNSBO01 1:11662428-11662542 Satlength=115 Nr of Repeats=9 RepeatLength=12
seed=GCTTAGGCTT

GCTTAGGCTTTG

GCTTGGGCTTAG

GCTTACGCTTAG

GCTTAGGCTTAG

GTTTAGGCTTAGGCACAT

GCTTAGGTTTAG

GCTTAGGCTTAG

GCTTTGGCTTGG

GTTTAGGCTTAG

Nr of selected repeats 8 Similarity 0.813492
Consensus:

GCTTaGGCTTaG

>Cele-UNSBO1l 1:11667166-11667423 Satlength=258 Nr of Repeats=6 RepeatLength=34
seed=ATGCACCATG
ATGCACCATGTTTGGCTCACTCTCAATAGTTTTAAAATGGTTTGATAAATTTAGGAGGAACCAATGTATAAGATGTTAA
AATTATTCGGGGTCATATCA
ATGCACCATGCCAAAAAATATATCCAAAACCCCG
ATGCACCGTGTCCAAAAGTATATATAAAAGTGCG
ATGCACCATGTTCAAAAATATATTCAAAAATATG
ATGCTCCATGTTCAAAAATACG
ATGCACCATGTCAAAAAGTATATCTTGAAGTATG

Nr of selected repeats 4 Similarity 0.679739
Consensus:
ATGCACCaTGtcaAAAAaTATATccaa”AAgtacG
>Cele-UNSBO01 1:11682141-11682225 Satlength=85 Nr of Repeats=7 RepeatLength=12
seed=GGCTTAGGCT

GGCTTAGGCTTT

GGCTTAGGCTTA

GGCTTAGGCTTA

GGCTTAGGCTTA

GGCTTAGGCTTA

GGCTTAGGCTTA

GGCTTAGGCTTA

Nr of selected repeats 7 Similarity 0.968254
Consensus:

GGCTTAGGCTTA



>Cele-UNSBO01 1:11685636-11685851 Satlength=216 Nr of Repeats=5 RepeatLength=43
seed=CGGCAAATCG

CGGCAAATCGGCAAATCGGCAACTTGCCGGAATTGAAAATTTC
CGGCAAATCGGCAAACCAGCAAGTTGCCAAAAATCAAAATTTC
CGGCAAATCGGCAAAGTAGCAAATTTCTGGAATTGAAAATTTC
CGGCAAATCGGCAAACCGCCAATTTGCTGAAAATGAAACTTTC
CGGCAAATCGGCAAACCGGCAATTTGCCGAAAATGAAAATTTC

Nr of selected repeats 5 Similarity 0.801550

Consensus:

CGGCAAATCGGCAAACcggCAANTTgCcgaAAaTgAAAATTTC

>Cele-UNSBO01 1:11691383-11691503 Satlength=121 Nr of Repeats=8 RepeatLength=15
seed=TCGTGGTGAG

TCGTGGTGAGACCCA

TCGTGGTGAGACCCT

TCGTGGTGAGACCCA

TCGTGGTGAGACCCT

TCGTGGTGAGACCCA

TCGTGGTGAGATCCA

TCGTGGTGAGACCCT

TCGTGGTGAGACCCA

Nr of selected repeats 8 Similarity 0.930159

Consensus:

TCGTGGTGAGACCCa

>Cele-UNSBO1 1:11691539-11692754 Satlength=1216 Nr of Repeats=24
RepeatLength=35 seed=TGGCGGGAAA

TGGCGGGAAATTCAAATTTTCAGTGAAAAAATTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAATTTG

GGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TAGCGGGAAAATCAAGTTTTCAGTAAAAAAATTTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAATTTG

GGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TAGCGGGAAAATCAAGTTTTCAGTAAAAAAATTTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TGGCAGGAAATTCAAATTTTCAGTGAAAAAAAATTT

TGGCGGGAAATTAAAATTTTCAGTGAAAAAAATTT

TAGCGGGAAAATCAAGTTTTCAGTAAAAAAATTTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TGGCAGGAAATTCAAATTTTCAGTGAAAAAAAATTT

TGGCGGGAAATTAAAATTTTCAGTGAAAAAAATTT

TAGCGGGAAATTCAAATTTGCAGTGTAAAAAATTT

TGGCAGGAAATTCAAATTTTCAGTGAAAAAAAATT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAAAATT

TAGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TAGCGGGAAAATCAAGTTTTCAGTAAAAAAATTTT

TGGCGGGAAATTCAAATTTTCAGTGAAAAAAATTT

TGGCAGGAAATTCAAATTTTCAGTGAAAAAAANTTT
TGGCGGAAAATTCCAATTTCTGAGAAAAATCGAGAAATGTCTGCAATGTTCCAGAAGTTTCTAGAAAATTCGAGAAAAC
TCCGGAATGGTCCAGAATTTTCTAGAAAATTCTAGAAAGTTCTGGAATGGTCCAGAAGTTTCTAGAAAATTCGAGAAAA
TTCCGGAATGGTCCAGAATTTTCTAGAAAATTCTAGAAAGTTCTGGAATGGTCCAGAATTTTCTAGAAAATTCGGGAAA
ATTCTGGAATATTCCAGAACTTTCTAGAAAAATCGGGAAAAGTCTGCAATGTTCCAGAACTAAAAAATTCGATAAAACT
CTGAAATGTTCAATTTCGTGGAAAAATTCAAGAAACTTCTGCAAAGTTCTACACGGGGTTCTGGCTCGATCCCGCGCTC
CATTGGACACTGAAA



Nr of selected repeats 17 Similarity 0.860771

Consensus:

TgGCGGGAAALTCAAATTTTCAGTgAAAAAAATTT

>Cele-UNSBO1 1:11696177-11696255 Satlength=79 Nr of Repeats=6 RepeatLength=12
seed=TAGGTCTAGG

TAGGTCTAGGTC

TAGGTCTAGGTC

TAGGTCTAGGTC

TAGGTCTAGGTC

TAGGTCTAGGTC

TAGGTCTAGGTCTAGGTC

Nr of selected repeats 5 Similarity 1.000000

Consensus:

TAGGTCTAGGTC

>Cele-UNSBO1 1:11696998-11697105 Satlength=108 Nr of Repeats=5 RepeatLength=19
seed=TCAAAAATCA

TCAAAAATCAAAAATTTCATCAAAAATTTCA

TCAAAAATCAATAATTTCA

TCAAAAATCAATAATTTCA

TCAAAAATCAATAATTTGC

TCAAAAATCAATAATTTCT

Nr of selected repeats 4 Similarity 0.873611

Consensus:

TCAAAAATCAATAATTTCa

>Cele-UNSBO1 1:11697315-11697448 Satlength=134 Nr of Repeats=7 RepeatLength=19
seed=TTATCGATTT

TTATCGATTTTCCGAGAAAT

TTTCGATTTTTTATGAAA

TTATCGATTTTTCCGGAAA

TTATCGATTTTTCAAGAAT

TTATCGATTTTTCAAGAAA

TTATCGATTTTTCCAGAAA

TTATCGATTTTTCTGGAAA

Nr of selected repeats 5 Similarity 0.873684

Consensus:

TTATCGATTTTTCnaGAAa

>Cele-UNSBO1 1:11696961-11698223 Satlength=1263 Nr of Repeats=20
RepeatLength=19 seed=AAAAATCGAT

AAAAATCGATAATTTCATCA

AAAAATCGATAATTTGCTCAAAAATCAAAAATTTCATCAAAAATTTCATC

AAAAATCAATAATTTCATC

AAAAATCAATAATTTCATC

AAAAATCAATAATTTGCTC

AAAAATCAATAATTTCTTC

AAAAATCAATAAAATACTC

AAAAATCGATATATCCGCTA
AAAAATCAATATTTTCCCACTTACATAACGCCAATCATTGCGTATTTATAACTATCCCTGTTGCCTGTACGCAAATTGT
CCACCAAAATCATAGTGTTGTGGAAATCACCTTCGGCCGCCGGAACAACCATCTG
AAAAATGGATTTTTATGAGAAATTTCTCAATTAAATTATCGATTTTCCGAGAAATTTTCGATTTTTTATGAAATTATCG
ATTTTTCCGGAAATTATCGATTTTTCAAGAATTTATCGATTTTTCAAGAAATTATCGATTTTTCCAGAAATTATCGATT
TTTCTGGAAATTATCGATTTTCCGAGAAATTATCAATATTTTCTCAATGGAGCGCACTTACTCACCGGTTTTTTCAATT
CGAAGCCCACTTGGTACATCGGGTTGCTGTGCTTTGGCTTCTGGGTCGCCGAGTCTGCTGCCAACGAGAATTGCACAAG
TTGGAGCATCAAAAAGACTGCGAGAAATGATGACGTCATCGTGTTGAGGCGGCGAGTTTCGGTTGGTTGGGTTATCCAA



TTCACACCGATGAAAATCCGATGAATGAAAATCGAATACTGATATCGATTATTGATTGATTCGATCGGATTGAACTGAT
ATCGATGATTTGGAAGAAATGACGTGGCTTAATTGTACCGGGGGTTTGGCCGAAAATTGGAATTTTTCCAG
AAAAATCGATAATTTCTTC

AAAAATCGATAATTTCATC

AAAAATCGATAATTTCCAG

AAAAATCGATAATTTCCAG

AAAAATCAATAAATTTCTTC

AAAAGTCGATAATTTCATC

AAAAATCAATAATTTCATCAGAATTCGATAATTTCCAG

AAAAATCGATAATTCCTTC

AAAAATCGATAATTTCATC
AAAAGTCGATAATTTCTTCCAAAGTCGATAATTTTTGAAAACTGTAGATAATATTAGAAAATTAAATTTTCCTTCTTTT
TTAAATCAATAAATTGAGCTCCCGTCAATCAATCAATACTTTATTCAGACCCAAGTCAACCCAAAAATTGCAATAAATA
GTTCTATTTATTCGTGTAGAATGGCTTCTTGCAGAACACTTCAGCCTGA

Nr of selected repeats 12 Similarity 0.725830

Consensus:

AAAAATCgATAATTTCNnTC

>Cele-UNSBO1 1:11744458-11744933 Satlength=476 Nr of Repeats=17 RepeatLength=19
seed=TTTCACAAAA

TTTCACAAAAATCGATAATTTTGATGAAAACCAATAAT

TTTCACAAAAATCGATAAT

TTTCACAAAAATCAATAAT

TTTCACAAAAATCAATAAT

TTTCACAAAAATCGATAAT

TTTCACAAAAATCAATAAT

TTTCACAAAAATCCATCATTTTGACGAAAATCAATAAT

TTTCACAAAAATCAATAAT

TTTCACAAAAATCCATCATTTTGACGAAAATCAATAATTTTGACGAAAATCAATAAT

TTTCACAAAACTCGATAAT

TTTCACAAAAATCAATAAT
TTTCACAAAAATCCATCATTTTGACGAAAATCAATAATTTTGACGAAAATCCATCATTTTGACGCAAATCAATAAT
TTTCACAAAAATCGATAAT

TTTCACAAAAATCAATAAT

TTTCACAAAAATCAATAAT

TTTCACAAAAGTCAATAAT

TTTCACAAAAATCGATAATATTGATGAAATCCAATAAT

Nr of selected repeats 12 Similarity 0.943647

Consensus:

TTTCACAAAAATCaATAAT

>Cele-UNSBO1 1:11743735-11745857 Satlength=2123 Nr of Repeats=45
RepeatLength=19 seed=AAAATCGATA
AAAATCGATATTTCTCAGCGATAAGGCTTACCGCATGCTTTGTGCTTTCGGAGATGACTAATCGATGCATGACAGCTAG
CCAGACTATTGATTGAGGTTCCTGAAAAACAAAAATTTGAAAGGAAAAACTTTTGAAAAAATCACCTTCTTGACCCAAT
CGATAAAAGCGCCTTCCGATATTGTTGGCGCCAATCGTACAGTTTCGAAGCACGATCGGACCGATGGCTCCACATTGGT
ACCTCCAAATGCGGCGGATTCACCGACCAAACGAGGAATCTGAGAGTCAAA

AAAATCGATAATTCACCA
AAAATCGATTTTTTTTAAAAACCAAAATGAATTGTTACCTAAAAATAAATCAATAAAACACTTACGTGGATAAGATCAT
ATAAAAGCAATGCAATTTGTTTTTGGGTCGCATGACCGTCCTGGGAAACTAATTTGAAAAGATCTGGAAATTAAAAACC
GATTTCAAGGTACAGGGAGTCAGAAAAAAAGCGTACATCTATATTTTTCCTCTAATGGAATGTTCGAGAATACGATCAT
GGCAATTTTAAAGGAGAGAACACGCATTATTCCGTCGCGGGATCTGCAAAAATATGTTAGTTAGTTTTAAAAA
AAAATCGATAATTTTGTCGAAAGGCGGAATTTTTATCGGAAATCCATAAATTTGCCGGAAATATATGATTTTCTGG
AAAATCGATAATTTCTCAT

AAAGTCGATAAATTTCACA

AAAATCGATAATTTTGATGAAAACCAATAATTTTCACA



AAAATCGATAATTTTCACA

AAAATCAATAATTTTCACA

AAAATCAATAATTTTCACA

AAAATCGATAATTTTCACA

AAAATCAATAATTTTCACAAAAATCCATCATTTTGACG

AAAATCAATAATTTTCACA

AAAATCAATAATTTTCACAAAAATCCATCATTTTGACG

AAAATCAATAATTTTGACG

AAAATCAATAATTTTCACA

AAACTCGATAATTTTCACA

AAAATCAATAATTTTCACAAAAATCCATCATTTTGACG
AAAATCAATAATTTTGACGAAAATCCATCATTTTGACGCAAATCAATAATTTTCACA

AAAATCGATAATTTTCACA

AAAATCAATAATTTTCACA

AAAATCAATAATTTTCACAAAAGTCAATAATTTTCACA

AAAATCGATAATATTGATGAAATCCAATAATTTTCACA

AAAATCGATAATTTTGACG
AAAATCGATAATTTTCCGAATTTTTTTTTAATCTATAAATTTCAAGAAAATCTATCATAATTTTTTTAAAATTTTTTCC
TTCACGTTCAAAAATTATCAAATTGTA
AAAATCGATAACTCACTGATCAAAAAGGTTCAACAAGAAATTAATGCAAATATCGACAGCCAACGAGACACTTTGCACT
TGATTTGGATATTTTGCATGAAGAGCTTCATACATCGGCAGCAGAGCACAAACCATACCCTCCAGTCCCGGACATTCTT
CAGCTGAAAGTCCTTTCAGTCGAACAAACGCCTTTTCCAAAAGTGTTAGGTCGACTAGATCGAGACAGAGCCGTTTTTG
AAGGGCTCGGAGCTTCATGGCGGTACGGTAGGCGAGGAATTTGACGCGGTTGAATTGTGAGAGCTCTTTTACGATTTCC
ACCCATACTGGATGCTCCCATTGTGTTTTTTCACTGGTTTGTCTGGAATTTGTTCACATTCGGTTATTTTTCCAAAAAA
TAAATTTCTGG

AAAATCGATAATTTCCCGA

AAAACCGATAATTTTCCGA

AAAATCGATAATTTCCGGAAAA

AAAGTCGATAATTTCCCGA

AAAATCGATAATTTCCAAA

AAAATCGATACTTCTCCGA

AAAATCGATAATTTCCCGA

AAAATCGATAATTTCTCGA

AAAATCGATAATTTCCAAA

AAAATCGATACTTCTCCGA

AAAATCGATAATTTCCCGA

AAAATCGATAATTTCCCGA

AAAATCGATAATTTTCCGAAAAATCATTAATTTTCAGA

AAAATCAATAATTTTCCGA

AAAATCGAAACTTTTCCGA

AAAATCGATATTTTCCCGA

AAAATCGATAATTTCCGGAAAA

AAAGTCGATAATTTCCCGA

AAAATCGATAATTTCCAGA

Nr of selected repeats 29 Similarity 0.730706

Consensus:

AAAATCgATAATTTtCanA

>Cele-UNSBO01 1:11752079-11752337 Satlength=259 Nr of Repeats=16 RepeatLength=12
seed=AAGCCAAAGC

AAGCCAAAGCCA

AAGCCAAAGAAT

AAGCCGAAGCCTCAGCCTAAGAAC

AAGCCTAAGCCTCAGCCTAAGCCTAAGAGTGAGCCTAAGTCT

AAGCCTAAGCCA



AAGCCACAGCCA
AAGCCAAAGCCA
AAGCCAAAGCCA
AAGCCAAAGCCA
AAGCCAAAGCCA
AAGCCAAAGCCA
AAGCCAAAGCCA
AAGCCCAAGCCA
AGGCCAAAGCATAGGCCTAAGCCTCAGCCTAAGAAC
AAGCCAAAGTCT
AAGCCAAAGCAA
Nr of selected repeats 13 Similarity 0.854701
Consensus:
AAGCCAAAGCCA
>Cele-UNSBO1 1:11868010-11868741 Satlength=732 Nr of Repeats=60 RepeatLength=12
seed=AGGCTCAGGC
AGGCTCAGGCTC
AGGGTCAGGCTC
AGGCTCAGGCTT
AGGCTCAGGTTC
AGGCTCAGGCTT
AGGCTCAGGCTC
AGGCTCAGGCTT
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC



AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTT
AGGCTTAGGCTC
AGGCTCAGACTCAGGCCT
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTC
AGGCTCAGGCTT
AGGCTTAGGCTC
AGGCTCAGACTC
AGGCTCAGGCTTAGGCTT
Nr of selected repeats 57 Similarity 0.962545
Consensus:
AGGCTCAGGCTC
>Cele-UNSBO1 1:11869240-11870103 Satlength=864 Nr of Repeats=53 RepeatLength=16
seed=GCATGTAGGC
GCATGTAGGCATGTAG
GCATGTAGGCATGTG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCTTGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAAGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAA
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCTTGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAAGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATGTAGGCATGTAG
GCATCTAGGCATGTGG



GCATGTGGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCTTGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAA

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATCTAGGCATGTGG

GCATGTAGGCATGTGG

GCATGTAGGTATGTAGGCATGCCG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GCATGTAGGCATGTAG

GTATGTAGGCATGTAGGCATGTAG

Nr of selected repeats 50 Similarity 0.957891
Consensus:

GCATGTAGGCATGTAG

>Cele-UNSBO1 1:11907174-11907313 Satlength=140 Nr of Repeats=13 RepeatLength=11
seed=TTTTGCACAT

TTTTGCACATT

TTTTGCACAT

TTTTCCACATT

TTTTGCACTTT

TTTTGGACATT

TTTTGCACATT

TTTTGCACAC

TTTTGCACATA

TTTTGCACAT

TTTTGCACATT

TCTTGCACATT

TTTTGCAAAT

TTATGCACATT

Nr of selected repeats 9 Similarity 0.838384
Consensus:

TTTTGCACATT

>Cele-UNSBO1 1:11925845-11930260 Satlength=4416 Nr of Repeats=27
RepeatLength=164 seed=ATACCAGAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAATTGATAAAAATATATAAAAGCT
GATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTCCATAAAACTGTTCAGCATAGT
CAAAA



ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTTAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCTATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCCATAAAACTGTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTTAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCTATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTTAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCTATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCCATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCCATAAAACTGTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTTAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCTATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCCATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAATTGATAAAAATATATAAAAGCT
GATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTCCATAAAACTGTTCAGCATAGT
CAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTCCATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCTATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATAATAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAACTGTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATAAAAGAATATCAGCTTGTACGGAAGTATTTTTTAAAAATTGATAAAAATATATAAAAGCTG
ATTTTTTCAAAAATTCAAAAGTGTGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAACTGTTCAGCATAGTC
AAAA
ATACCAGAAAATGCCAATAAAAGTATATCAGCTTGTACGGAAGTATTTTTTTTTAATTGATAAAAATATATAAAAGCTG
ATTTTTTGAAACTTCGAAAAGTACGATAAAATCATATGAAGTGCTTTTTTTTTCTTTCATAAAACTGTTAAGTATTGCC
GAAT



ATACCAGAAAATACCAAACTAAGTAGGCTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAGTCAAATGGAGTCATTCTTTTTTATTCTATAAAACTGTTTACCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTAAAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAACTGTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCAATAAAAGAATATCAGCTTGTACGGAAGTATTTTTTAAAAATTGATAAAAATATATAAAAGCTG
ATTTTTTCAAAAATTCAAAAGTGTGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAACTGTTCAGCATAGTC
AAARA
ATACCAGAAAATGCCAATAAAAGTATATCAGCTTGTACGGAAGTATTTTTTTTTAATTGATAAAAATATATAAAAGCTG
ATTTTTTGAAACTTCGAAAAGTACGATAAAATCATATGAAGTGCTTTTTTTTTCTTTCATAAAACTGTTAAGTATTGCC
GAAT
ATACCAGAAAATACCAAACTAAGTAGGCTAGCTTGTACGGAAGTAATTTTTTTTTAAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCATATGGAGTCATTCTTTTTTATTTCATAAAATTCTTCAGCATAG
TCAAAA
ATACCAGAAAATGCCGATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTAAAATTGATAAAAATATATAAAAGCTG
ATTTTTTGAAACTTCGAAAAGTACGATAAAATCATATGAAGTGCTTTTTTTTCTTTCATAAAACTGTTAAGTATTGCCG
AAT

Nr of selected repeats 20 Similarity 0.942191

Consensus:

ATACCAGAAAATGCCaATCAAAGTATATTAGCTTGTACGGAAGTAATTTTTTTt taAATTGATAAAAATATATAAAAGC
TGATTTTTTCAAAAATTCAAAAGTATGGGAAAATCAaATGGAGTCATTCTTTTTTATTccATAAAACTgTTCAgCATAG
TCAAAA

>Cele-UNSBO1 1:11979429-11979575 Satlength=147 Nr of Repeats=6 RepeatLength=11
seed=AGTACTGTAG

AGTACTGTAGT

AGTACTGTAGG
AGTACTGTAGGATTACTGTATTTTTGAAAAAAATTGGCTTTTCGTCTTTTGAAGTGATATTGGTTTGAGGTTAGTGGTG
GGATATGGTTGGG

GTACTGTAGTT

GTACTGTAGAG

GTACTGTAGG

Nr of selected repeats 4 Similarity 0.731481

Consensus:

aGTACTGTAGEnNn

>Cele-UNSBO01 1:12045808-12046235 Satlength=428 Nr of Repeats=5 RepeatLength=42
seed=TCGGCAAATC

TCGGCAAATCGGCTATTCCTGGTTTTTCAAAATTTGCCGAGC
TCGGCAAATTCGGCAAATCTCTTTTTTCAATATTTGCCGAGCACGGCAAAT
TCGGCAAATTTGCCGTGCTTAACAAACTCGGAAAATTTTGATTTTTTTAAATGTTTTTTGGAGCACCAAAACTACTGAA
TTCTTAACATCTGGTTTCTGAATAAGTTCCGCGTAGTATGTCTGTTTAAGCATCAAAATAGCTCAATTTTGTGTCATTT
TACTAAATTTTTGGCTAAAAAATCAATAGTTTTAGTCAAAATTGTACTGTCAAATTTTTGACGTGTGCGGCAAATTTCG
AAATTTGCCGAGC

TCGGCAAATTCGGCAAATCTACTTTTTTGAAAATTGCCGAGC
TCGGCAAATCGGCAATTGCTGGTTTTTTTAAATTTGCCGAAT

Nr of selected repeats 3 Similarity 0.723514

Consensus:

TCGGCAAATCGGCaAtTnCTggTTTTTEtNAAALTTGCCGAgC



>Cele-UNSB01 1:12056400-12056477 Satlength=78 Nr of Repeats=7 RepeatLength=11
seed=CAAAAAATGT

CAAAAAATGTC

CAAAAAATGTC

CAAAAAATGTC

CAAAAAATGTC

CAAAAAATGTC

CAAAAAATGTG

CAAAAAATGTG

Nr of selected repeats 7 Similarity 0.942280
Consensus:

CAAAAAATGTC

>Cele-UNSBO01 1:12149612-12149804 Satlength=193 Nr of Repeats=15 RepeatLength=12
seed=TTAGGCTTAG

TTAGGCTTAGACTTAGGA

TTACGCTTAGGC

TTAGGCTTAGGC

TTAGGCTTAGACTATGGC

TTAGGCTTAGGC

TTAGGCTAAGGC

TAAGGCTTAGGCA

TAGGCTTAGTC

TTAAGCTTAGCT

TTAGGCTTAGGC

TTAGGCTTAGGC

TTAGGCTTAGGC

TTAGGCTTAGGC

TTAGGCTTAGGC

TTAGGCTTAGGC

Nr of selected repeats 11 Similarity 0.838695
Consensus:

TTAGGCTTAGGC

>Cele-UNSBO1 1:12200484-12200598 Satlength=115 Nr of Repeats=7 RepeatLength=12
seed=CTAAGCCTAA

CTAAGCCTAAGCCTTTGTCTAAGT

CGAAGCCTAAGC

CTAAGCCTAAAC

CTAAGACTAAGC

CTAAACCTAAAC

CAAAGCCTAAAC

CTAAGCCTAAGACAAAGCCTAGACTTAAGC

Nr of selected repeats 5 Similarity 0.766667
Consensus:

CtAAgcCTAAaC

>Cele-UNSBO1 1:12310642-12315079 Satlength=4438 Nr of Repeats=373
RepeatLength=11 seed=CACATTTTTT

CACATTTTTTA

CACATTTTTTG

CACAATTTTTA

CACAATTTTTA

CACATTTTTTG

CACATTTTTTG

CACATTTTTTA

CACATTTTTTGAACATTTTTCG



CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACAATTTTTG
CACATTTTTA
CACAATTTTTA
CAAATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG



CACATTTTTTTG
CACATTTTTTG
CACATGTTTTG
CACAATTTTTG
CACATTTTTTA
CACAATTTTTG
CACATTTTTTA
CACAATTTTTA
CACTTTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTG
CACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTAA
CACTTTTTTTGA
ACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACTTTTTTTGAACATTTTTCG
CACTTTTTTTG
CACAATTTTTG
CACTTTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTA
CACAATTTTTA
CACTTTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTG
CACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTAA
CACTTTTTTTGA



ACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACTTTTTTTGAACATTTTTCG
CACTTTTTTTG
CACAATTTTTG
CACTTTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTA
CACAATTTTTA



CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACAATTTTTG
CACATTTTTA
CACAATTTTTA
CAAATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACATGTTTTG
CACAATTTTTG
CACATTTTTTA
CACAATTTTTG
CACATTTTTTA
CACAATTTTTA
CACTTTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTG
CACATTTTTTA
CACAATTTTTG
CACTTTTTTTGA
ACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACTTTTTTTGAACATTTTTCG
CACTTTTTTTG
CACAATTTTTG
CACTTTTTTTA
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG



CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACAATTTTTG



CACATTTTTA
CACAATTTTTA
CAAATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACATGTTTTG
CACAATTTTTG
CACATTTTTTA
CACAATTTTTG
CACATTTTTTA
CACAATTTTTA
CACTTTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG
CACATTTTTTA
CACAATTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACCTTTTTTG
CACAATTTTTG
CACATTTTTA
CACAATTTTTA
CAAATTTTTTA
CACAATTTTTA
CACATTTTTTA
CACAATTTTTA
CACATTTTTTG
CACATTTTTTG
CACATTTTTTA
CACATTTTTTGAACATTTTTCG
CACATTTTTTTG
CACATTTTTTG
CACAATTTTTG
CACATTTTTTA



CACATTTTTTG

CACATTTTTCG

CACATTTTTTTG

CACATTTTTTG

CACATGTTTTG

CACAATTTTTG

CACATTTTTTA

CACAATTTTTG

CACATTTTTTA

CACAATTTTTA

CACTTTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG

CACATTTTTTA

CACAATTTTTG

CACATTTTTTA

CACAATTTTTG

CACATTTTTTG

CACATTTTTTG

CACATTTTTTG

CACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG

CACATTTTTAA

CACTTTTTTTGA

ACATTTTTTG
CACATTTTTTACAAATTTTTCG
CACATTTTTTG

CACATTTTTTA
CACTTTTTTTGAACATTTTTCG
CACTTTTTTTG

CACAATTTTTG

CACTTTTTTTA

CACATTTTTT

CACATTTTTCG

CACATTTTTTTG

CACAATTTTTCGCA

CACTTTTTTG

CACATTTTTTG

CACATTTTTTG
CACAATTTTTGCAGAATTTTAGCACAATCTTAG
Nr of selected repeats 292 Similarity 0.843776
Consensus:

CACALTTTTTg

>Cele-UNSBO1 1:12330775-12330985 Satlength=211 Nr of Repeats=7 RepeatLength=30
seed=GTCATTATCA
GTCATTATCAGCTTCTAGTGTCTTAGAAGA
GTCATTATCAGCTTCTGGTGTCTTAGAAGA
GTCATTATCAGCTTCTGGTGTCTTAGAAGA
GTCATTATCAGCTTCTGGTGTCTTAGAAGA
GTCATTATCAGCTTCTGGTGTCTTAGAAGA
GTCATTATCAGCTTCTGGTGTCTTAGAAGA
GTCATTATCAGCTTCTGGTGTCTTCGAAGA
Nr of selected repeats 7 Similarity 0.974603



Consensus:
GTCATTATCAGCTTCTGGTGTCTTAGAAGA
>Cele-UNSBO01 1:12340678-12340816 Satlength=139 Nr of Repeats=10 RepeatLength=12
seed=TAAGCCTAAG
TAAGCCTAAGCG
TAAGACTAAGCCTGTGCC
TAAGCCTAAGCT
TAAGCCTAAGCCTAAGCCA
TAGCCTAAGCC
TAAGCCTAAGCC
TAAGACTAAGCC
TAAGCCTAAGCC
TAAGCCTAAGAC
TAAGCCTAAGCCTAAGCC
Nr of selected repeats 6 Similarity 0.859259
Consensus:
TAAGCCTAAGCc
>Cele-UNSBO1 1:12350087-12350549 Satlength=463 Nr of Repeats=41 RepeatLength=11
seed=TTGCACATTT
TTGCACATTTT
TTGCACATTTC
TTGCACATTTTT
TTCACATTTTTGCACATTTC
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTTT
TTCACATTTTTGCACATTTC
TTGCACATTTT
TTGCACATTTT
TTGCCCATTTTTAGCCCATTTTT
TTGCACATTTT
TTGCACATTTT
TCGCACATTTG
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCCCATTTT
TTGCCCATTTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTT
TTGCACATTTT
TTGCACATTTT
TTGCACATTTT
TTGCCCATTTT
TTGCCCATTTTT



TTGCACATTTT

TTGCACATTTT

TTGCACATTTT

TTGCACATTTT

Nr of selected repeats 31 Similarity 0.961681

Consensus:

TTGCACATTTT

>Cele-UNSB01 1:12396670-12396802 Satlength=133 Nr of Repeats=9 RepeatLength=12
seed=GCCTAAGCCT

GCCTAAGCCTAA

GCCTAAGCCTAT

GCCTATGCCTTAGACCAATCCCAA

GCCTAAGCCTAT

GCCTAAGCCTGG

GCCTAAGACTGG

GTCTAAGCCTAA

GCATAAGCCTAA

GCCTAATCCTAAGCTTAAGCATAA

Nr of selected repeats 7 Similarity 0.767196

Consensus:

GCCTAAGCCTan

>Cele-UNSBO01 1:12413207-12413533 Satlength=327 Nr of Repeats=4 RepeatLength=73
seed=AATAAAATAT
AATAAAATATATGAAACCCTCTTAAAAAGTTACAAGAAGGTTTTTCCTTGCGCTTTGAGCGCAAAAGAAAAGAAAAAGA
GCTATTTAGACTTAGGGTGCCCAACTGG
AATAAAATATAGAAAATCCTTATGACACACTTAAGCCTAAAGGCCCGAAAAACATACTAGGATGCCCAACTGG
AATAAAATATTGGAAATCCCTATGACACACTTAAGCCTAAAGGCCCGAAAAACATACTAGGATGCCCAACTGG
AATAAAATATTGGAAATCCCTATGACACACTTAAGCCTAAAGGCCCGAAAAACATACTAGGATGCCCAACTGG

Nr of selected repeats 3 Similarity 0.963470

Consensus:
AATAAAATATEtGgAAATCCcTATGACACACTTAAGCCTAAAGGCCCGAAAAACATACTAGGATGCCCAACTGG
>Cele-UNSBO01 1:12444291-12444339 Satlength=49 Nr of Repeats=4 RepeatLength=12
seed=GCCTAAGCCT

GCCTAAGCCTAA

GCCTAAGCCTAG

GCCTAAGCCTGA

GCCTAGGCCTAT

Nr of selected repeats 4 Similarity 0.796296

Consensus:

GCCTAaGCCTaa

>Cele-UNSBO1l 1:12478910-12479068 Satlength=159 Nr of Repeats=5 RepeatLength=34
seed=ATGCACCATG

ATGCACCATGCCAAAAAATATATCCAAAACTCCG

ATGCACCGTGTCCAAAAGTATATATAAAATTGCG

ATGCACCATGTTAAAAAATATATCCAAAAATATG

ATGCTCCATGTTT