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1. 16s rDNA sequencing
>WW6
AGTCGAGCGGAAACGAGTTATCTGAACCTTCGGGGAACGATAACGGCGTCGAGCGGCGGACGGGTGAGTAATGCCTAGGAAATTGCCCTGATGTGGGGGATAACCATTGGAAACGATGGCTAATACCGCATAATGCCTACGGGCCAAAGAGGGGGACCTTCGGGCCTCTCGCGTCAGGATATGCCTAGGTGGGATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGTCGTGAGGAAGGTAGTGTAGTTAATAGCTGCATTATTTGACGTTAGCGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAATTGCATTTGAAACTGGCAGACTAGAGTACTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAGATACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCTACTTGGAGGTTGTGGCCTTGAGCCGTGGCTTTCGGAGCTAACGCGTTAAGTAGACCGCCTGGGGAGTACGGTCGCAAGATTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCTTGACATCCAGAGAACTTTTCAGAGATGAATTGGTGCCTTCGGGAACTCTGAGACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTGTTTGCCAGCGAGTAATGTCGGGAACTCCAGGGAGACTGCCGGTGATAAACCGGAGGAAGGTGGGGACGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACAGAGGGCAGCCAACTTGCGAGAGTGAGCGAATCCCAAAAAGTGCGTCGTAGTCCGGATCGGAGTCTGCAACTCGACTCCGTGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGCTGCAAAAGAAGTAGGTAGTTTAACCTTCGGGAGGAC

>WW3
TGCGAGTCGAGCGGAAACGAGTTATCTGAACCTTCGGGGAACGATAACGGCGTCGAGCGGCGGACGGGTGAGTAATGCCTAGGAAATTGCCCTGATGTGGGGGATAACCATTGGAAACGATGGCTAATACCGCATGATGCCTACGGGCCAAAGAGGGGGACCTTCGGGCCTCTCGCGTCAGGATATGCCTAGGTGGGATTAGCTAGTTGGTGAGGTAAGGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGTCGTGAGGAAGGTGGTGTCGTTAATAGCTGCTTTATTTGACGTTAGCGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAATAGCATTTGAAACTGGCAGACTAGAGTACTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAGATACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCTACTTGGAGGTTGTGGCCTTGAGCCGTGGCTTTCGGAGCTAACGCGTTAAGTAGACCGCCTGGGGAGTACGGTCGCAAGATTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCTTGACATCCAGAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGAACTCTGAGACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTGTTTGCCAGCGAGTAATGTCGGGAACTCCAGGGAGACTGCCGGTGATAAACCGGAGGAAGGTGGGGACGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACAGAGGGCGGCCAACTTGCGAAAGTGAGCGAATCCCAAAAAGTGCGTCGTAGTCCGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGCTGCAAAAGAAGTAGGTAGTTTAACCTTCGGGGGGACGCTTACC

>WW2
TGCAAGTCGAGCGGAAACGAGTTATCTGAACCTTCGGGGAACGATAACGGCGTCGAGCGGCGGACGGGTGAGTAATGCCTAGGAAATTGCCCTGATGTGGGGGATAACCATTGGAAACGATGGCTAATACCGCATGATGCCTACGGGCCAAAGAGGGGGACCTTCGGGCCTCTCGCGTCAGGATATGCCTAGGTGGGATTAGCTAGTTGGTGAGGTAAGGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGTCGTGAGGAAGGCGGTGTAGTTAATAGCTGCATTATTTGACGTTAGCGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAATAGCATTTGAAACTGGCAGACTAGAGTACTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAGATACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCTACTTGGAGGTTGTGGCCTTGAGCCGTGGCTTTCGGAGCTAACGCGTTAAGTAGACCGCCTGGGGAGTACGGTCGCAAGATTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCTTGACATCCAGAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGAACTCTGAGACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTGTTTGCCAGCGAGTAATGTCGGGAACTCCAGGGAGACTGCCGGTGATAAACCGGAGGAAGGTGGGGACGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACAGAGGGCGGCCAACTTGCGAAAGTGAGCGAATCCCAAAAAGTGCGTCGTAGTCCGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGCTGCAAAAGAAGTAGGTAGTTTAACCTTCGGGGGGACGCTTA

>GM4
AGTCGAGCGGAAACGAGTTATCTGAACCTTCGGGGAACGATAACGGCGTCGAGCGGCGGACGGGTGAGTAATGCCTAGGAAATTGCCCTGATGTGGGGGATAACCATTGGAAACGATGGCTAATACCGCATAATGCCTACGGGCCAAAGAGGGGGACCTTCGGGCCTCTCGCGTCAGGATATGCCTAGGTGGGATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGTCGTGAGGAAGGTGGTAGTGTTAATAGCACTATCATTTGACGTTAGCGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAATAGCATTTGAAACTGGCAGACTAGAGTACTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAGATACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCTACTTGGAGGTTGTGGCCTTGAGCCGTGGCTTTCGGAGCTAACGCGTTAAGTAGACCGCCTGGGGAGTACGGTCGCAAGATTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCTTGACATCCAGAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGAACTCTGAGACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTGTTTGCCAGCGAGTAATGTCGGGAACTCCAGGGAGACTGCCGGTGATAAACCGGAGGAAGGTGGGGACGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACAGAGGGCAGCAAGCTAGCGATAGTGAGCGAATCCCAAAAAGTGCGTCGTAGTCCGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGCTGCAAAAGAAGTAGGTAGTTTAACCTTCGGGAGGACGC

>GG1
AAGTCGAGCGGAAACGAGTTATCTGAACCTTCGGGGAACGATAACGGCGTCGAGCGGCGGACGGGTGAGTAATGCCTAGGAAATTGCCCTGATGTGGGGGATAACCATTGGAAACGATGGCTAATACCGCATGATGCCTACGGGCCAAAGAGGGGGACCTTCGGGCCTCTCGCGTCAGGATATGCCTAGGTGGGATTAGCTAGTTGGTGAGGTAAGGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGTCGTGAGGAAGGTAGTGTAGTTAATAGCTGCATTATTTGACGTTAGCGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAATAGCATTTGAAACTGGCAGACTAGAGTACTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAGATACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCTACTTGGAGGTTGTGGCCTTGAGCCGTGGCTTTCGGAGCTAACGCGTTAAGTAGACCGCCTGGGGAGTACGGTCGCAAGATTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCTTGACATCCAGAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGAACTCTGAGACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTGTTTGCCAGCGAGTAATGTCGGGAACTCCAGGGAGACTGCCGGTGATAAACCGGAGGAAGGTGGGGACGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACAGAGGGCGGCCAACTTGCGAAAGTGAGCGAATCCCAAAAAGTGCGTCGTAGTCCGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGCTGCAAAAGAAGTAGGTAGTTTAACCTTCGGGGGGAC

>GW1
AAGTCGAGCGGAAACGAGTTAACTGAACCTTCGGGGAACGTTAACGGCGTCGAGCGGCGGACGGGTGAGTAATGCCTGGGAAATTGCCCTGATGTGGGGGATAACCATTGGAAACGATGGCTAATACCGCATGATAGCTTCGGCTCAAAGAGGGGGACCTTCGGGCCTCTCGCGTCAGGATATGCCCAGGTGGGATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCAGTGAGGAAGGTGGGTATGTTAATAGCATATTCATTTGACGTTAGCTGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAATTGCATTTGAAACTGGCAAACTAGAGTACTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAGATACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCTACTTGGAGGTTGTGGCCTTGAGCCGTGGCTTTCGGAGCTAACGCGTTAAGTAGACCGCCTGGGGAGTACGGTCGCAAGATTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCTTGACATCTACAGAAGCCAGCGGAGACGCAGGTGTGCCTTCGGGAACTGTAAGACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTGTTTGCCAGCACTTCGGGTGGGAACTCCAGGGAGACTGCCGGTGATAAACCGGAGGAAGGTGGGGACGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACAGAGGGCGGCCAACTTGCGAAAGTGAGCGAATCCCAAAAAGTGCGTCGTAGTCCGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGCTGCAAAAGAAGTGGGTAGTTTAACTTTCGGGAGGAC

2. Nucleotide Blast
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Figure S1. Results for WW6 strain

[image: ]
Figure S2. Results for WW3 strain
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Figure S3. Results for WW2 strain
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Figure S4. Results for GM4 strain
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Figure S5. Results for GG1 strain
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Figure S6. Results for GW1 strain
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Description

Vitrio mederranei srain TV02-373 165 rbosomal RNA gene. parial sequence
Vitrio medtterranei srain YPL4-52 16 ribosomal RIA gene.partil sequence
Vitrio medtterranei srain YPL2.19 165 ibosomal RN gene.partil sequence
Vitrio mederranei srain YWO'

168 ribosomal RNA gene, partial sequence.
‘Vibrio mediterransi sirain YPL1-4 165 rbosomal RNA gene. partal sequence
‘Vibrio shiloni strain VSS-012 165 rbosomal RNA gene. paria sequence
‘Vibrio shiloni strin MP-3 168 rbosomal RIA gene_parial sequence

‘Virio sinaioensis sirain DX12 168 ribosomal RINA gene_parial sequence
‘Virio s, sirain 1708101 16S ribosomal RNA gene. partal sequence

‘Vibio mediterransi sirain V1 168 rbosomal RINA gene_ partal sequence

[N N NN N NN

‘Scientfc Name

‘Vibrio medierranei
‘Vibrio medierranei
‘Vibrio medierranei
‘Vibrio medierranei
‘Vibrio medierranei
‘Vibrio medierranei
‘Vibrio medierranei
‘Virio sinaloensis

Vibrio .
‘Vibrio medierranei

Max Total Quey | E | Per | Acc

Score Score Cover | value | ldent | Len Acoession

2599 25% S 00 0% 1413
2507 2597 100% 00 Sese 1423
2507 2597 100% 00 s 1425
2507 2597 100% 00 Sesew 142
2507 2597 100% 00 %0s6% 1425
2507 2597 100% 00 %9s6% 1474
257 2597 100% 00 %8sk 1510
293 259 S 00 s 1418
291 2591 100% 00 879 1417
2591 2591 100% 00 %879% 1417
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Vibio rfferanus siain 201.25 165 rbosomal RNA gene. partal sequence Vibtio roferianus 2605 2608 100% 00 10000% 1452 MTE20500.1
\ibrio sp PaD3 07b 168 ibosomal RN gene.partal seqence: Vibrio sp. PaD3 07 2608 2608 100% 00 10000% 1416 GO0G6411
Vibrio sp PaD3 08 16S rbosomal BIA gene. patial sequence Vibrio sp. PaD3 08 2608 2608 100% 00 10000% 1433 GO3%0101
Vitio sp, YASH14 165 rbosomal RNA gene. partial sequence Vbriosp. vaste 2608 2608 100% 00 10000% 1514 DO3145291
Vitio p_PaD'307 165 rbosomal RNA gene. patal sequence Vibriosp. PaD3 07 2606 2606 9% 00 10000% 1414 GOW0GE 1
Vitio sp.PaD' 0% 165 bosomal RNA gene. patal sequence Vibrio sp. PaD3 03 2606 2606 9% 00 10000% 1420 GO0GEIS1
Vitio harveyi srain 50908 165 ibosoml RN gene_partal sequence Vibio harveyi 2604 2604 100% 00 9983% 1445 HOGSE8991
Vitio haveyi srain 3.33 165 ribosomal RNA gene. partl sequence: Vibrio harveyi 2603 2603 100% 00 999%% 1450 MNGEE2281
Vibio rfferanus sirain 245CA 165 ribosomal RNA gene, partal sequence: Vibtio roferianus 2603 2603 100% 00 S89%% 14a2 MKETaws1
Vitio rfferanus sirain 325CA 16S ribosomal RNA gene. partal seuence Vibtio roferianus 2603 2603 100% 00 9983% 1502 MKET4®201
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Max | Total | Queyy | E | Per
Descgpien ST Score Score | Cover | value | Ident | A" Accession
Vitrio sp_srain THAF24 165 rbosomal RNA gene. partial sequence Vioriosp. 2614 2614 100% 00 %97 1455 MGSGE2A1
Vitio s, CJ11052 165 ribosomal RNA gene. partal sequence Vioriosp CJ11052 2614 214 100% 00 a7e% 1585 AFSOL20T
Vitio sindlyteus sirain 201411011 chromosome 1. compete sequence Voo slginoitcus 2612 26600 100% 00 997%% 334165 CPOETT21
Vitio lindyteus sirain 2013\:1302 chvomesome 1. complefe sequence Voo slginoitcus 2612 25834 100% 00 9979%

‘Vibrio neocaledonicus sirain CGJ02-2 chromosome 1. complete sequence ibrio neocaledonicus 2612 2618 100% 00 S8TE

‘Virio sp, sirain 201707CJKOP-Y166 165 ibosomal RNA oene partial sequence vibrio sp. 2612 2612 10% 00 SeTEn
‘Vibrio alginolyficus sirain FDAARGOS. 108 chromosome 1,_complete sequence ibrio lginoyteus 2612 30981 100% 00 9979%
‘Vibrio parahaemalytcus sirain SC2 165 fbosomal RNA gene. partalsequence ibrio parshaemolyticus 2612 2612 10% 00 SeTEn
‘Vibrio alginoyficus sirain AAS1 16S ribosomal RNA gene. partal sequence ibrio lginayteus 2612 2612 10% 00 SeTEn
‘Vibrio parahaemalytcus 16 ribosomal RNA gene. parial sequence. ibrio parahaemolyticus 2612 2612 10% 00 SeTEn

[N N NN N NN
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Descrpton Scintc Name ;;‘E ;“; $ ":-" |:§n Ace.Len | Accesson
Vitio lindyteus sirain 201411011 chromosome 1. compete sequence Vibio algnobtous 2619 26676 100% 00 9993% 3341568 CPOSTT2 1
Vitio lindlyteus sirain 2013\:1302 chromesome 1, complefe sequence Vibio agiobtious 2619 25819 100% 00 99.93% 3204888 CPO3STO01
Vibrio neacaledoricus sirain CGJ02-2 chromosome 1. complete sequence Vibtio neocaledonicus 2619 28677 100% 00 9993 3400263 CPOI21LT
Vitio slindlyteus sirain FDAARGOS 103 chromosome 1, complete sequence Viio aginoltous 2619 31003 100% 00 9993% 3418310 CPOIADSI1
‘b parahaemoticu srain SC2 165 tbosomal RNA gene. patal sequence Vibio parshacmyteus 2619 2619 100% 00 SosI 1481 awesTl
Vitio lindytcus sirain AAS1 165 ribosomal RIA gene, partal sequence. Viio aginoltous 2619 2619 100% 00 9983% 1434 MHOZ2A1
Vibrio parahasmolticus 165 rbosomal RNA gene. partil sequence Vibrio parahaemolteus 2619 2619 100% 00 Sos 156 KOEsONIS1
Vibrio sp. 192015) 16S rbosomal RMA gene parial seauence Viio sp 192015) 2619 2619 100% 00 9993% 1467 KR1083891
Vitio sp_sirain SZA14 165 rbosomal RNA gene. patal sequence Vibiosp. 2619 2619 100% 00 993% 1434 MCTIMG1
Vitio sp_sirain S742 165 ribosomal RNA gene.partl sequence Vibiose. 2619 2619 100% 00 9983% 1434 MQTI
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Descrpton Scnt Name S’:; ;:;: g:;y. “'EJ“ ;’; AocLen Accesson
Vitio ovensi sirain SH14 chromosome 1. compele sequence Vioro owensi 2612 26210 100% 00 10000% 3689702 CROLSESE 1
Vibio fsicda 090810¢ chromesome 1. complte seauence: i asicida 090810 2612 2874 100% 00 10000% 3690481 CPO2STED 1
Vitrio p. 114 165 ibosomal RNA gene. partal sequence Viio sp. St.14 2612 2612 100% 00 10000% 142 KMRIE2M1T
Viorio sp. B1ASS3 genome assembly. chromosome: 1 Viro sp B1ASS3 2612 2529 100% 00 100.00% 405171 HGSETAD 1
Vibrio communis irin P274 165 ribosomal RNA gene. patial sequence Vioro owensi 2612 2612 100% 00 10000% 1471 JFE36BLT
Vitrio harveyi srain LBS 165 ribosomal RNA oene.patial sequence Vitrio harveyi 2612 2612 100% 00 10000% 1482 DO16S%B1
Vibio fasicida strain 110 165 ibosomal RNA gene_partial sequence Vi jasicida 2608 2608 SS% 00 10000% 1414 MIIe34791
Vibrio ovensi irin 1700302 chromosome 1. complele sequence Vioro owensi 2606 28314 100% 00 999%% 3729678 CROITI
Vitrio ovensi irain V150403 chromosome 1, complele sequence Vioro owensi 2606 25762 100% 00 999%% 3783402 CROIAAT
Vibrio sp_srain CO185 165 pbosomal RN gene. patil sequence: Virosy 2606 2605 100% 00 998 1484 MGS249501
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Descrpton Scntc Name ;;‘E ;‘::.‘: $ ":-"" ':eglﬂ Ace.Len | Accesson
Vibio linolyteus sirain GS MYPIC chvomesome 1. complele sequence Vibro algnoiticus 2610 26467 100% 00 10000% 3336177 CPOSATO0 1
Vibio slinolyteus strain YV/T6.55 165 rbosomal RNA gene, parial sequence Voo alginoiticus 2610 2610 100% 00 10000% 142 MI3E0291
Vibio sindyteus sirain FA2 chromosome 1. complele sequence Vibro alginoitieus 2610 25938 100% 00 10000% 3416391 CPOA2MO 1
Vibio iabotcus siran FA1 chromosome 1, complete sequence Vioro dibolcus 2610 28525 100% 00 10000% 3308630 CRO244T1
Vitio sindlyteus sirain 201411011 chromosome 1. compete sequence Vibro algnoiieus 2610 26570 100% 00 10000% 3341568 CPOAGTT2 1
Vitio slinoyteus sirain WDVA3 165 nibosomal RIAgene_parta sequence Vibro alginoitieus 2610 2610 100% 00 10000% 1417 MNTM51T
Vibio sp_srain S5-4-14 165 rbosomal RNA gene. partal sequence Viriosp. 2610 2610 100% 00 10000% 1514 MKT201981
Vibio sp_sirain 201703CIKYOP-47 168 ribosomal RNA gene. parial sequence Viriosp. 2610 2610 100% 00 10000% 1463 MH0338041
Vibio lindlyteus sirain SCS 165 rbosomal RNA gene. patial sequence Vibro alginoitieus 2610 2610 100% 00 10000% 1479 MK3085861
Vitio aindlyteus sirain SCG 165 rbosomal RNA gene. patial sequence Vibro alginoiicus 2610 2610 100% 00 10000% 1472 MK3085851





