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Signal peptide amplification
2 30 20 & 70 80
V. parahaemolyticus ATCC 17802 spiL L 6 KGYAESSHDYLEMEFGGRSG | FDHYGYVDVENLAS
V. vulnificus ATCC 27562 elLL M 5 KGAGAESSHDYLEMEFGGRSG IFDLYGYVDVFDLS
V. anguillarum ATCC 19264 g M A LPGESSHDYLEMEFGGRSG IFDLYGYVD IFNLLSN
V. harveyi strain VH1 siL M 6 KGPYESTHDYLEMEFGGRSG | FDLYGYVDVFNLTS
I ompK_ (810bp) >
Start (0)} | ! L L
O} { 5 . sdo'i End (810)
9 120

V. parahaemolyticus ATCC 17802 GACGGCGATATCCACAAAAACGATTACAAGTGGATGCAATTTAACCTA
GACGGCGATATCCACAAAAACGATTACAAGTGGATGCAATTTAACCTA..

V. vulnificus ATCC 27562 i

769 —y

V. parahaemolyticus ATCC 17802 .. TCTGGTGCAGGTCACTACGTCGCAGTAACTTACAAGTGTTAA
V. vulnificus ATCC 27562 ...TCTGGCGTAGGTCACTACGTCGCAGTAACTTACAAGTGTTAA

Supplementary Figure 1. Schematic representation of the strategy used to amplify the OmpK
antigen. The amino acid sequences of the OmpK protein from V. parahaemolyticus ATCC 17802, V.
vulnificus ATCC 27562, V. anguillarum ATCC 19264 and V. harveyi strain VH1 were aligned using
Jalview 2.11.17 software (only the first 80 aa are presented), with the signal peptide (SP) corresponding
to the first 20 aa, indicated. The amplification of the ompK sequence started at nucleotide 73 (amino-
acid 25), that corresponds to a conserved region among all strains analysed and ended at the last

nucleotide of the gene.
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Control Spores-exposed larvae

Supplementary Figure 2. Zebrafish larvae (6 dpf), previously treated with 75 uM PTU, were exposed
by immersion to a spores suspension from strain CRS218 (Spores-exposed larvae). Both spores-
exposed and unexposed larvae (Control) showed green fluorescence at the intestinal level.
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Supplementary Figure 3. Representative plasmid maps of pGG7 (CotY-6His-GFP), pGG8 (6His-
GFP-CotY), pGG9 (CotY-6His-OmpK) and pGG10 (6His-OmpK-CotY). The amino acid sequence of
each fusion is represented. Plasmid maps and amino acids sequence were constructed with SnapGene
software (version 6.1) and Jalview software (2.11.2.4)



