Table S1 The sequencing results of selected V. parahaemolyticus isolates and NCBI blast

similarity
Blast Similarity Results
I:l:i;:ze TaGri(::d Consensus Sequence Si?;ence Similari
gth Hit Strain anity
Precentage

ACGCAATCGTTGAACCAGAAGCGCCAGTAGTACCT
GAAAAAGCACCTGTGGCTTICTGCTGTGAATCCTTG
GATTCCACGCGTTATTTTATTTTTGGCACTATTACTA
CCGATTTGCGTACTGCTGTTTACAAACCCTGCGGA Vibrio
ATCTCAGTTCCGTCAGATIGGTGAGTATCAGAACG parahaemolyticus

FVP26  toxR 349 _ 100%
TACCAGTGATGACACCTGTAAATCACCCGCAAATC strain ATCC 17802,
AACAACTGGTTGCCTTCTATTGAGCAGTGCATIGA (CP014046.2)
ACGCTACGTTAAGCACCATGCAGAAGACTCGTTAC
CAGTGGAAGTAATTGCCACTGGCGGACAAAATAAC
CAGCTGATTTTGAACTACATTCATGACAGCAA
TTCTGCTGTGAATCCTIGGATTCCACGCGTTATTTT
ATTTTTGGCACTATTACTACCGATITGCGTACTGCT .
GTTTACAAACCCTGCGGAATCTCAGTTCCGTCAGA Vibrio _
TTGGTGAGTATCAGAACGTACCAGTGATGACACCT parahaemolyticuis

FVP35  foxR  GTAAATCACCCGCAAATCAACAACTGGCTGCCTIC — 300 vl VP4 ToxR 99%
TATTGAGCAGTGCATTGAACGCTACGTTAAGCACC regukatory protein
ATGCAGAAGACTCGTTACCAGTGGAAGTGATTIGCC (foxR) gere,
ACTGGTGGACAAAATAACCAGCTGATTTTGAACTA (MF983557.1)
CATTCATGACAGCAACCA
TACTTCGCGATGATCTGCATCATACCTTTTCCTTICT
CCAGGGTCGGCTGAACTGTTATTTGTTGTTAGAAAT
ACAACAATCAAAACTGAATCCCCGGTTAAGGCAAT o
TGTGGAGGACTATIGGACAAACCGAAACATAAAAA Vibrio _

parahaemolyticus

GAAAACCATACAAAGATGTATACGGTCAATCGGTT e 17502

N o TTCACAACAGCAGGTTCAAAGTGGITAAGCGCCTA o (o0 05%

TATGACAGTAAACATCAATGGTCATAACTATACGA
TGGCAGCTCTTITCTGGTTATAAAGATGGTATTTCTA
CGGTICTTCACAAAATCAGAGAAAACAAGCCTAAA
GCAAGACTATTICCTCGGTAAAATATTTIGTTIGATGA
CAACGAAGAATCAATACCAAGTGTAACTTATITAG
ATGAAACATCAGAATACTTTGTTACTGTCGAGGCA
TATGAGAGCGGAAATGGGCATAGTTTTIGTTATGA

hemolysm-related
hemolysm (trh) gene,
(GU971654.1)




