Query: Vibrio cholerae 0395 chromosome 1, complete sequence Query
ID: CP0O00627.1 Length: 1881

>Vibrio cholerae 01 biovar El Tor str. N16961 genome assembly,
chromosome: 1

Sequence ID: LT906614.1 Length: 2961182

Range 1: 2605627 to 2607507

Score:3267 bits(3622), Expect:0.0,
Identities:1853/1881(99%), Gaps:0/1881(0%), Strand: Plus/Plus

Query 2158781
TTACACCTCTGCCATATCGCCGTTACGTTGCAGCCAAGCTCGGCGGTCATCCGCACGCTT
2158840

LECEEEELTEE LT e e r e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2605627

TTACACCTCTGCCATATCGCCGTTACGTTGCAGCCAAGCTCGGCGGTCATCCGCACGCTT
2605686

Query 2158841
TTTACCCAGCAGCATATCCATCATCTCGTCGGTCGCTTCAGCATCATCAATGGTCAGTTG

2158900
IIIIIIIIIIIIIIIIIII NERRNRRRRRNRREARN

I
RARNRRENNANNERY
Sbjct 2605687

TTTACCCAGCAGCATATCCATCATCTCGTCGGTCGCTTCTGCATCATCAATGGTCAGTTG
2605746

Query 2158901
CACCAAGCGGCGAGTGTTGGGATCCATGGTGGTTTCACGCAATTGCAGCGGGTTCATTTC

2158960

NERRRRRARRRRRRRRRRRRARE R
NRRRRRNRRR RN R R R AR RN
Sbjct 2605747
CACCAAGCGGCGAGTGTTGGGATCCATCGTGGTTTCACGCAATTGCAGCGGGTTCATTTC
2605806

Query 2158961
ACCCAAGCCTTTAAAGCGTTGCACGTTCACTTTGGCTTTTTTCTGGCTCAGACGCTCTAA
2159020

LECEREELTEE LT e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2605807

ACCCAAGCCTTTAAAGCGTTGCACGTTCACTTTGGCTTTTTTCTGGCTCAGACGCTCTAA
2605866

Query 2159021
CACGCCCTCTTTTTCTTGATCATCGAGTGCGTAGAACACCTCTTTACCACAGTCGATGCG
2159080

NERRRARRRNARE
NARRRARRRE RN RN AR RN RN AR RN RRRNRRRRR RN
Sbjct 2605867

CACGCCCTCTTTCTCCTGATCATCGAGTGCGTAGAACACCTCTTTACCACAGTCGATGCG



2605926

Query 2159081
GTAGAGCGGCGGCATGGCAACATAGACGTGACCCGCTTTCACCAGCGCGCGGAAATGGCG
2159140

LECLEEEETTTTTL
LECEEEEEEEEE e e e e e e e e e e e e
Sbjct 2605927

GTAGAGCGGCGGCATAGCAACATAGACGTGACCCGCTTTCACCAGCGCGCGGAAATGGCG
2605986

Query 2159141
GGTAAATAGGGCGCAAAGCAAGGTCGCAATGTGCAGACCATCCGAGTCCGCATCGGCAAG
2159200

NERRRRRRRNRNRN
LECEETTEEEEET e e e e e e e e e e e e 1
Sbjct 2605987

GGTAAATAGGGCGCAGAGCAAGGTCGCAATGTGCAGACCATCCGAGTCCGCATCCGCAAG
2606046

Query 2159201
GATACAGACCTTGCCGTAACGCAGTGCTTCGAGGTTATCGCTGTCAGGGTCAATCCCCAA
2159260

RN
AR RN AR RN AR R RN RRRRRRNRR RN Y
Sbjct 2606047

GATACAGACTTTGCCGTAACGCAGTGCTTCGAGGTTATCGCTGTCAGGGTCAATCCCCAA
2606106

Query 2159261
TGCAACTGAGATGTCGTGTACTTCTTGTGAAGCCAATACTTGATCGGCAGAAACTTCCCA
2159320

NERRRRRE A
NARRRRRR R RN RN RN A RN RN
Sbjct 2606107

TGCAACTGAAATATCGTGTACTTCTTGTGAAGCCAATACTTGATCGGCAGAAACTTCCCA
2606166

Query 2159321
TGTATTGAGGATTTTGCCGCGCAGTGGCATCACCGCTTGGAATTCACGATCCCGCGCTTG
2159380

NERRNARRRARRR
NARRRARR RN RN AR RN AR RN RRRNRRRRR RN
Sbjct 2606167

CGTATTGAGGATTTTACCGCGCAGTGGCATCACCGCTTGGAATTCACGATCCCGCGCTTG
2606226

Query 2159381
CTTCGCCGAGCCGCCCGCCGAATCCCCTTCCACCAGGAAGAGTTCGGTGCGGTTAAGGTC
2159440

LECEREEL TP EE e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e rr
Sbjct 2606227

CTTCGCCGAGCCGCCCGCCGAATCCCCTTCCACCAGGAAGAGTTCGGTGCGGTTAAGGTC



2606286

Query 2159441
TTGCACTGTACAGTCGGTTAATTTACCCGGTAAGGCAGGGCCTGAAGCGATCTTCTTACG
2159500

LECEEEELTEL LT e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2606287

TTGCACTGTACAGTCGGTTAATTTACCCGGTAAGGCAGGGCCTGAAGCGATCTTCTTACG
2606346

Query 2159501
TACCACTTTCTTGCTGGCACGCATTCGGCTGTGCGCATTAGCAATACAAACTTCGGCTAA
2159560

LECEEEELTET LT e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2606347

CACCACTTTCTTGCTGGCACGCATTCGGCTGTGCGCATTAGCAATACAAACTTCGGCTAA
2606406

Query 2159561
CTGCTCTGCCAGTTGTGGTTTTTCGTTAAGCCACAAGCTAAAGGCATCTTTCACCACACC

2159620
IIIIIIIIIIIIIII NN RN RR RNy

NERRRARRRERRRNAR
Sbjct 2606407

CTGCTCTGCCAGTTGCGGTTTTTCGTTAAGCCACAAGCTGAAGGCATCTTTCACCACGCC
2606466

Query 2159621
GGAGACAAACGCCGCCGATTGGCGTGAAGATAGGCGCTCTTTGGTTTGGCCAGCAAACTG

2159680
NERRNRRRRARRRNRRRAR RN RN

NARRRRRRRNRRRRARRRARRRNAR Y

Sbjct 2606467

GGAGACAAACGCCGCCGATTGGCGTGAAGAGAGGCGCTCTTTGGTTTGGCCAGCAAACTG

2606526

Query 2159681
CGGATCTTGCATCTTGATCGACAGCACATAAGCACAGCGGTCAAACACGTCCTCGCCTGT

2159740
IIIIIIIIIIIIIIIIIIIIIII NERRNRRRARERY

I
NERRRRARRRERRRNAR
Sbjct 2606527

CGGATCTTGCATCTTGATCGACAGTACATAAGCACAGCGATCAAACACGTCCTCGCCTGT
2606586

Query 2159741
CAATTTTACCCCGCGTGGCAGCAGATTGCGGAACTCACAAAACTCGCGCATCGCATCCAG

2159800
IIIIIIIIIIIIIIIIIII NERRRRRRRRRNARERRE

I
NARRRARRRERRRNAR
Sbjct 2606587

CAATTTTACCCCGCGTGGCAGCAGATTGCGGAACTCACAGAACTCGCGCATCGCATCCAG



2606646

Query 2159801
CAAGCCTTGGCGTAAACCGTTGACATGGGTACCACCTTGCGCAGTTGGGATCAGGTTAAC

2159860
LECTEEEEETEEE e e e e e e e e e e e e e

LEEETTEL LT
Sbjct 2606647

CAAGCCTTGGCGTAAACCGTTGACATGGGTACCACCTTGCGCGGTTGGGATCAGGTTAAC
2606706

Query 2159861
GTAGCTTTCGGTGATGAGCTCGCCACCTTCGGGTAGCCAAATCACCGCCCACGTTGCCGC
2159920

LECEEEEETTEETT
LCCEEEEETLTET e e e e e e e e e e e e e e e e e
Sbjct 2606707

GTAGCTTTCGGTGATCAGCTCGCCACCTTCGGGTAGCCAAATCACCGCCCACGTTGCCGC
2606766

Query 2159921
TTCGGTTTGCGCAGTAAATTCGCCGGTAAACGGCTCTTCCGGCAGTAAGGTATAACCTTT
2159980

LELPEEEETEEETEEr e et et e r e e e e e e e e e et e e e e
Sbjct 2606767

TTCGGTTTGCGCAGTAAATTCGCCGGTAAACGGCTCTTCCGGCAGTAAGGTATAACCTTT
2606826

Query 2159981
CACCCCTTCGGCCAGATAATCTTTTAGACCATCTTCGTACAACCAGCGGTGCTCGTTGTT

2160040
AR RR AR NA RN

NARREERRRERRRRARRRARRRNRR AR

Sbjct 2606827

CACACCTTCGGCCAGATAATCTTTTAGGCCATCTTCGTACAACCAGCGGTGCTCGTTGTT

2606886

Query 2160041
ATTGACCTTATCGGTAAAGATGATTTCTAAACCGGGGCAAAGTACCGCCTTGGCACGCAA
2160100

LEEEPEEL TP e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e rr
Sbjct 2606887

ATTGACCTTATCGGTAAAGATGATTTCTAAACCGGGGCAAAGTACCGCCTTGGCACGCAA
2606946

Query 2160101
GTTATTAATCAGGCGCGATACGGAGAAATTCGGTGAGTCAAAATATTTGGTGTCTGGCCA
2160160

LELUEEEETEEETEEr e et e e e e e e et e e e et et ey
Sbjct 2606947

GTTATTAATCAGGCGCGATACGGAGAAATTCGGTGAGTCAAAATATTTGGTGTCTGGCCA



2607006

Query 2160161
GAAATGGACGCTAGTACCGGTATTGCGACGGCCGCAAGTCCCCGTAACCGTCAGCTCAGT
2160220

LECEEEELTED LT e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2607007

GAAATGGACGCTAGTACCGGTATTGCGACGGCCGCAAGTCCCCGTAACCGTCAGCTCAGT
2607066

Query 2160221
CACTTTATCGCCATGTTCAAAGGCAATTTCATACACTTGACCATCACGGCGAACCGCCAC
2160280

LECEEEEL TP e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2607067

CACTTTATCGCCATGTTCAAAGGCAATTTCATACACTTGACCATCACGGCGAACCGCCAC
2607126

Query 2160281
TTCTACCCGTTTGGAGAGCGCATTCACCACCGAAATACCCACCCCATGCAAGCCACCGGA
2160340

LELEEEEETEEE e et e e e e e e e e et e eer i
Sbjct 2607127

TTCTACCCGTTTGGAGAGCGCATTCACCACCGAAATACCCACCCCATGCAAGCCACCGGA
2607186

Query 2160341
AAATTGGTAGTTTTTGTTGGAAAACTTACCACCGGCGTGCAGTTTGCACAGGATAAGCTC

2160400
LEEEEEEEEEEEEEr e e Ceer e e e e e e e e e e e e ey

LTI
Sbjct 2607187

AAATTGGTAGTTTTTGTTGGAGAACTTACCACCGGCGTGCAGTTTGCACAGAATAAGCTC
2607246

Query 2160401
CACCCCTGAGACCTTCTCTTCGGGGTGAATATCGACGGGCATGCCTCGCCCGTCATCAAT
2160460

LEEEETEE PP
LELEETEEEET e e e e et et e e ey
Sbjct 2607247

CACCCCTGAAACCTTCTCTTCAGGGTGAATATCGACGGGCATGCCTCGCCCGTCATCAAT
2607306

Query 2160461
CACTTCGAGCGATTGATCGGCATGAAGAATTACCTGAATTTTGGAGGCGTATCCGGCCAG
2160520

LECUEEEETEEET e et e e e e e e e e e e e
Sbjct 2607307

CACTTCGAGCGATTGATCGGCATGAAGAATTACCTGAATTTTGGAGGCGTATCCGGCCAG



2607366

Query 2160521
CGCTTCATCGACGGAGTTGTCGATCACTTCTTGCCCAAGGTGATTGGGGCGCGTGGTGTC
2160580

LECEEEEL LT e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2607367

CGCTTCATCGACGGAGTTGTCGATCACTTCTTGCCCAAGGTGATTGGGGCGCGTGGTGTC
2607426

Query 2160581
GGTATACATTCCCGGTCTGCGACGCACTGGTTCTAAGCCATTGAGAACCTCAATGGCCCC
2160640

LECEEEELTET LT e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey
Sbjct 2607427

GGTATACATTCCCGGTCTGCGACGCACTGGTTCTAAGCCATTGAGAACCTCAATGGCCCC
2607486

Query 2160641 AGCATTATATTGTTCAGTCAT 2160661

LLLETEEEE Tt r
Sbjct 2607487 AGCATTATATTGTTCAGTCAT 2607507

Figure 8



