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Doscrpion Soore | Sors | Gove vl | o
416 798 100% 3e-112 100.00% CP022538.1
416 811 100% 3e-112 100.00% CPO18146.1
416 811 100% 3e-112 100.00% CPO11410.1
416 811 100% 3e-112 100.00% CP001Z21.1
416 811 100% 3e-112 100.00% AEQ10300.2
416 811 100% 3e-112 100.00% EL3S80531
416 811 100% 3e-112 100.00% EU358012.1
416 811 100% 3e-112 100.00% EU358004.1
416 811 100% 3e-112 100.00% EU358000.1
416 811 100% 3e-112 100.00% EU357999.1
416 811 100% 3e-112 100.00% EU3STE97.1
| potsnina Infemnaans serovar Reniamini &irain Reniamin SacY (saeY) nane nartial erie 416 811 100% 3e-112 100.00% EU3ISTHE7A

Leptospira interrogans serovar Icterohaemorrhagiae strain RGA SecY (secY) gene, partial cds 416 811 100% 3e-112 100.00% EU357956.1
: 1 . .
Sequence 1D: EU357997.1 Length: 1381 Number of Matches: 2 46 811 100% 36112 100.00%

Range 1: 207 to 431 GenBank Graphics W Next Match

Score Expect Identities Gaps Strand

416 bits(225) 3e-112 225/225(100%) 0/225(0%) Plus/Plus

Query 215 AAATCGGTCAATATACTAAGTATGGAACCG CTTTGTGCGATTCAATCTTTAGCAG 274
IlIIIIII|IIIIIlIllIIlIlllIIIIIIIlI LECLLLERLEEREERRLEinettl

Sbjct 207 CTTTGTGCGATTCAATCTTTAGCAG 266

Query 275 TCGCAAAGGGCTGGTCTACCGGCACGGAACTTGAGCCTGCGCGTTACCC 334
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIII

Sbjct 267 CTCGCAAAGGGCTGG 326

Query 335 GCTTAATCAATTCTTCTGTTGTTCCTTATT TCGGAATC 394
LELERELELERRELLL 1] IIIHIIIIIIIIIIIIIIIIIIIIIl

Sbjct 327 GCTTAATCAATTCTTCTGTTGTTCCTTATT TTTAATCGGAATCTTATCCATTAC 386

Query 395 CCGGAACCGTTCTTCT

CATTTGGTTAGGAGAACAGA
11111 IIIIIIIIIIIIIIHIIIIIII

rc
LELLLLLELTLELLL
CTCATTTGGTTAGGAGAACAGATCACCGARA

Sbjct 387 CCGGAACCGTTCTT

Figure S7. Sequencing and BLAST analysis of PCR reaction products from rat kidney samples (Sample 454).




