Supplementary material 2
2.1. Sequence alignment results with BCR1 primer, using the BLASTN tool
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Sequence ID: CP027705.1 Length: 6796817 Number of Matches: 2

Range 1: 3914375 to 3914798 GenBank Graphics ¥ Next Malch

‘Score Expect Tdentities Gaps Strand

719 bits(797) 0.0 416/425(98%) 2/425(0%) Plus/Plus

Query 5 GGACA-GGTCGCGGCCCTGGECCAACGAAAGCGCCGCACTACACGACACCCGCAACATGE 63
LULEE DELEEEEREEEE EELLRELEELLenn I]HIII[IIIIIIHIHIIII

Sbjct 3914375 GGACAAGGTCGCGGCCCTGG-CCAACGAAAGCGCCGTACTACACGACACCCGCAACATGL 3914433

Query 64 TGCAGGGCGAACGGACCCACAATGCCGAACTCGGCCAGGCCCTCAAGGACTACGACCTGC 123

IECLLCCEECLECELCLE e P eee e e et e et et

Sbjct 3914434 TGCAGGGCGAACGGACCCACAATGCCGAACTCGGCCAGGCCCTCAAGGACTACGACCTGC 3914493

Query 124 GCCTGGCCGACAAGGAACAGCAGATCCGC TCCCTGGAAGAAMAGCACCTGCATGCCCGCG 183
LELELLLELELEEELELEEEL LR L EL LT

Sbjct 3914494 GCCTGECCGACAAGGAACAGCAGATCCGCTCCCTGGAAGAAAAGCACCTGCATGCCCGLG 3914553

Query 184 ACGCCCTGGAGCATTACCGCGCAGCCAGCAAGGAGCAGCGCGACCAGGAACTGCGTCGCC 243

CELCELELEEEELELEEECEL LR EEE LR LEEL i

Sbjct 3914554 ACGCCCTGGAGCATTACCGCGCAGCCAGCAAGGAGCAGCGCGACCAGGAACTGCGTCGCC 3914613

e T T
Sbjct 3914614 ACGAGGGGCAAATGCAGCAAGTCCAGATGGAGTTGCGCCAGGCCCAGCAGAGCCTCCTGG 3914673
Query 3084 TACGCCAGGATGAGATCACCCAGCTGCACCGCGACAACGAACGCCTGCTCAGCGAGCAAC 363

TECLLCLLEERE R LR LT LR
Sbjct 3914674 TACGCCAGGATGAGATCACCCAGCTGCACCGCGACAACGAACGCCTGCTCAGCGAGCAAC 3914733

Query 364 GCACCACTCTCAAGGAACTCAAACAGACCCAGGAAGCGCTGAGCCAGAGCAGCACTCTGE 423
LLELELERLEE E LLEEr PEEREEELLEEEEEEEEEL R EELLELERLLL

Sbjct 3914734 GCACCACTCTCAAAGAGCTCAAGCAGACCCAGGAAGCGCTGAGCCAGGGCAGCACTCTGC 3914793

Query 424 AMACG 428

Sbjct 3914794 AGACG 3914798

2.2. Sequence alignment results with BCR2 primer, using the BLASTN tool
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Pseudomonas sp. CMR5c chromosome, complete genome
Sequence ID: CP027705.1 Length: 6796817 Number of Matches: 1

Range 1: 3915726 to 3916081 GenBank Graphics

Score Expect Identities Gaps Strand
618 bits(685) 2e-172 352/357(99%) 1/357(0%) Plus/Minus
Query 5 ACTTGCTGGTCAACAGCGGGCGTGACCCTGCACGAAGGGCATGCCAAGTTGATCGATCCG 64

PELELLLELERRLEEEEEL DLLELEL LR L LR ELELL L TLELL ]
Sbjct 3916081 ACTTGCTGGTCAACAGCGG-CGTGACCCTGCACGAAGGGCATGCCAAGTTGATCGATCCG 3916023

Query 65 CATCAGGTGGAGGTCAATGGCCAGCGCTATACCGCCAGGCACATCCTGATCGCCACTGEC 124
I|||I|||II|III|||II1|I||III||IIIII|I|I||IH|||||III||||I[|I|

Sbjct 3916022 CATCAGGTGGAGGTCAATGGCCAGCGCTATACCGCCAGGCACATCCTGATCGCCACTGGC 3915963

Query 125 G CTGGCCGCAGATCCCGEACATCCCGEGGCGCGAACATGCCATCAGCTCCAATGAAGCC 184

||II|III!IIIIIII|1I|IIl|I|IIIIIIIII|II|II|III|III|I|II[III
Sbjct 3915962 GGCTGGCCGCAGATCCCGGACATCCCGGEGCGCGAACATGCCATCAGCTCCAATGAAGCC 3915903

Query 185 TTCTATCTAAAGG, CCAAGCGCATCCTGGTGGTGGGCGGCGGCTACATCGCGGTG 244

AACTGCS T
CLLEEE DEREEEELLE R e e LR EL et
TCTATCTCAAGGAACTGCCCAAGCGCATCCTGGTGETGGGCGGCGGCTACATCGCGETG 3915843

?GCCGGAATC TTCCACGGCCTGGGGGCGGACACCCAGTTGTTGTATCGCGGTGAC 304

EECCLLLLEELLELE L LR L
TCGCCGGAATCTTCCACGGCCTGGEGGCGGACACCCAGTTGTTGTATCGCGGTGAC 3915783

Sbjct 3915902

it
Query 245 GAGTT
Sbjct 3915842 én!\é{'
Query 305 TTGTTCCTGCGCGGCTTCAATGGLGCG! TGCGCMGCACCTGCAGGMTAGGTGACC 361

PELELEEECEERREETEE CRLCEEEEEEEEE L L L R neel 1 1l
Sbjct 3915782 TTGTTCCTGCGCGGCTTCGATGECGCGGTGCGCAAGCACCTGCAGGAAGAGCTGACC 3915726



