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Fig. S1  Gene cluster of the ABC transporter for taking up (GIcNAc), and ChiS.

(A) Gene cluster of ABC transporter in the Vibrio cholerae O1 EI Tor N16961 genome. (B) Gene cluster of the
ABC transporter in the Vibrio parahaemolyticus RIMD2210633 genome. (C) Results of peptide mass fingerprinting
analysis of the proteins encoded by the genes shown in B.
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Fig. S2  Analysis of peptide mass fingerprinting (PMF) data and annotation of the gene cluster

as a cellobiose-specific PTS and COD, and hypothetical pathway in the cytosol.

(A) Gene cluster of the cellobiose-specific PTS and COD in the V. cholerae O1 EI Tor N16961 genome. (B) Gene
cluster of the cellobiose-specific PTS and COD in the V. parahaemolyticus RIMD2210633 genome. (C) Results of
PMF analysis of the proteins encoded by the genes shown in B. (D) Hypothetical pathway in the cytosol of V.
parahaemolyticus RIMD2210633. In B, C, and D, bold type and italics indicate proteins induced by GlcNAc-GlcN
and the enzyme hypothetically functioning in this pathway, respectively. The reaction of endoglucanase-like protein
(VP2484, Fig. 1 in main text) of V. cholerae does not hydrolyze (GlcNAc), or (GlcN), (20), and therefore, it does
not act on phosphorylated (GlcN),. Thus, this enzyme cannot hydrolyze phosphorylated GIcNAc-GIcN, even if this
heterodisaccharide could be transported via the PTS (VP2635-VP2637). Based on these data, we hypothesize that
GlcNAc-GleN is carried from the periplasm to the cytosol and phosphorylated by the PTS (VP2635-VP2637) (Fig.
S2D). It is then hydrolyzed by another enzyme, such as 6-phospho-p-glucosidase (VP2634, EC 3.2.1.86) (Fig. S2D),
which is a component of the PTS cluster that was detected twice at low coverage in our PMF analyses (Fig. S2C).
With respect to the effect of GIcNAc-GIcN on gene expression, as we have already characterized the COD gene
located adjacent to the PTS cluster (VP2635-VP2637), in a subsequent study we will investigate other genes within
this cluster, including 6-phospho-p-glucosidase.
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Fig. S3  Protein and gene expression patterns in the hypothetical chitin-degradation pathway

in Vibrio parahaemolyticus.

The hypothetical pathway is the same as that shown in Figure 1. The numbers under the protein names and the
corresponding numbers in parentheses are KEGG and UniProt IDs, respectively. Yellow-highlighted proteins
exhibited higher expression levels in the presence of GIcNAc-GlcN than other sugars according to the results of
PMF analyses. Font color corresponds to RT-qPCR analyses. Red and blue font indicate, respectively, genes that
exhibited higher expression levels in the presence of GIcNAc-GIcN than (GIcNAc),, and those that exhibited no
difference between sugars.
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Fig. S4  HPLC analysis of purified (GIcNAc),.

HPLC analysis was performed using an LC-20 AD pump (Shimadzu, Kyoto, Japan) equipped with a Shodex
RI-101 differential refractometer (Show Denko, Tokyo, Japan) and COSMOSIL Sugar-D column (04.5%x250 mm,
Nacalai Tesque, Kyoto, Japan). The analysis was conducted under the following conditions: mobile phase,
acetonitrile/water 3:1 (v/v); flow rate, 0.5 mL/min; temperature, 30°C. (a) HPLC chromatograph of chitin
oligosaccharides containing N-acetylglucosamine (Tokyo Chemical Industry, Tokyo, Japan). (b) HPLC
chromatograph of (GIcNAc), purchased from Seikagaku (Tokyo, Japan). (¢) HPLC chromatograph of (GlcNAc),
produced from a mixture of GlcNAc and GIcNAc oligomers by Denazyme CBB-P1 (Nagase chemtaX, Osaka,
Japan) and purified according to the method described in main text.
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Fig. S5  HPLC analysis of purified (GIcN),.

HPLC analysis was performed using an LC-20 AD pump equipped with a Shodex RI-101 differential
refractometer and COSMOSIL Sugar-D column (94.5%250 mm). The analysis was conducted under the following
conditions: mobile phase, acetonitrile/water 3:1 (v/v); flow rate, 0.5 mL/min; temperature, 30°C. (a) HPLC
chromatograph of chitosan oligosaccharides (Tokyo Chemical Industry). (b) HPLC chromatograph of chitosan
dimer [(GIcN),-2HCI] purchased from Seikagaku Kogyo. (¢) HPLC chromatograph of (GIcN), produced from GIcN
oligomers (chitosan oligosaccharides) treated with chitosanase L (HBI Enzymes, Hyogo, Japan) and purified

according to the method described in main text and Supplemental Method 1.



Supplemental Tables

Table SI ~ Raw data from PMF analyses

Raw data from three PMF analyses are shown in the last pages of this document. The following information is
shown in each column. Accession and Description correspond to UniProt ID and protein name, respectively. The
specific coverage of each protein is shown in the blue-highlighted column. Peak area data are also shown in this
Table, and colored dark-orange for high peak area. Proteins indicated by red font are shown in Figs. 1 and S3, and
proteins indicated in blue font are also discussed in the main text.



Table S2  Primers used for RT-qPCR in this study

Protein name Primer (5°—3’ ) Annealing
NCBI Gene ID KEGG ID UniProt ID (F: Forward prime, R: Reverse primer) temperature
O
Target genes
Chitinase F: GTGATGCATCTGTATTGCTG 55.1
1188094 VP0619 Q87S05 R: CCAAGTCCGGTCAATTACATG '
Chitinase F: GATTGCGACAGACAATGAAG 55.1
1189851 VP2338 Q87MB8 R: GTGAGAGTAATGCTAGGTGG '
Chitinase F: GATGCAGACAACGATACTCTTAC 55.1
1190734 VPAO0O055 Q87K43 R: CCATTTGCCGAGATTTCACTG '
Chitinase F: CTCAGTTAACGTGCCATACAAAG 551
1191873 VPAI1177 Q87GY8 R: CATTGTCCAACCACCAAAAGAAG '
Chitin oligosaccharide deacetylase (COD) F: GGATCCAGCAACTAATTGGAC 551
1190182 VP2638 Q87LH4 R: GTCCAGTCTGCTTGAGATAC '
Chitopolin F: GGCTCACTACAAGTTAGGTC 551
1188256 VP0760 Q87RLS R: CCAAGTTTGACCTTCAGATTC '
Chitodextrinase F: CATTTACGAACAACACAGGTC 551
1191521 VPA0832 Q87HX4 R: GAAGCAATCACTTTCAAACCG '
B-N-acetyl-hexisosaminidase F: CTGAAGGTAGCAGAAGAGTC 551
1190001 VP2486 Q87LX2 R: GTCGGTCTTTGATTGAACAG '
B-N-acetyl-hexisosaminidase F: CAGTGTACGAGTGGTCTAAG 551
1188251 VP0755 Q87RM3 R: GTAGTAACCACGCTCTTTCG '
Periprasmic peptide-binding protein F: CGTTGAAGGTGCTAAGAAAC 60.8
1189994 VP2479 Q87LX9 R: GTACTGTGTTGTTGAAGTCC '
N,N’-diacetyl- chitobiose phosphorylase F: GAAGTTCGTCATGGTTTGTC 551
1190002 VP2487 Q87LX1 R: GGTTTGTCAGAGGTGTTCTTG '
Phosphoglucomutase F: GATTGCAAATTCAAACCAGC 60.8
1190003 VP2438 Q87LX0 R: GTAGTAATGGCTCAGTACCAG '
N-acetylglucosamine-6-phosphate deacetylase F: CAGGCATTGTGGTATCAATC 551
1188326 VP0829 Q87RG7 R: GCATTGAATAGGTGAGTTGC '
Endoglucanase-like protein F: CAATGGTGGTTTGGAACATC 551
1189999 VP2484 Q87LX4 R: GCTCCACTTATCAAAGACCG '
ATP dependent glucosamine kinase F: CCTTAAAGGATTGGAGCAGC 532
(Putative GleNAc-specific ATP-dependent kinase) R: CTAGAGGCGTTTTCTCTCTG '
1190000 VP2485 Q87LX3
Glucosamine-6-phosphate deaminase F: CTCGCATCAAGACACTAACTG 551
1190717 VPA0038 Q87K 60 R: CTTCTAGTGCAAGTGCTTTG '
N-acetylglucosamine-binding protein A F: CAAGCTGGTCAATATTCGGAAG 551
1192294 VPA1598 Q87FTO R: CAATTTCAACACGCTCAAGG '
House-keeping gene
RNA polymerase sigma factor RpoD (RpoD) F: CCAAGTTCAATCGTCTGTTG 551
1187872 VP0404 Q87SL8 R: GTTCTTCTGCCTGAACCTTATC '

Primers were designed using Primer-BLAST (https://www.ncbi.nlm.nih.gov/tools/primer-blast/) with DNA
sequences shown as Gene IDs enrolled in the NCBI database. Before using the designed primers, we checked the
secondary structure of single-strand DNA using the DNA folding form of the mfold web server
(http://unafold.rna.albany.edu/?q=mfold/DNA-Folding-Form). The two other IDs and the names of each protein on
this table correspond to Fig. 1 in main manuscript. Before using these primer sets for RT-qPCR, we confirmed that
each part of target gene amplified by PCR produced a single band on polyacrylamide gel electrophoresis, and the
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size of the DNA band on the gel corresponded with its theoretical value. Moreover, we confirmed that the part of the
DNA sequence amplified in RT-qPCR corresponded to the appropriate target gene according to the following steps.
After electrophoresis of the RT-qPCR products on polyacrylamide gels, the amplified DNAs were extracted and
purified from the gels using an E.Z.N.A.® Poly-Gel DNA Extraction kit (OMEGA bio-tek, GA, USA), and the
obtained DNAs were used for DNA sequencing carried out on an ABI 3130x]l DNA sequencer using only one
primer of each primer set and a Big Dye Terminator V3.1 Cycle Sequencing kit (Applied Biosystems, Carlsbad, CA,
USA).

Supplemental Methods

Method 1 Preparation of (GIcN),.

We produced (GlcN), from GlcN oligomers (chitosan oligosaccharides, Tokyo Chemical
Industry, Japan) by hydrolysis using chitosanase L (HBI Enzymes, Hyogo, Japan), which was
dialyzed in 0.5 M sodium acetate buffer (pH 5.2). A total of 0.9 g of GIcN oligomer was
dissolved in 30 mL of 0.5 M sodium acetate buffer (pH 5.2), and approximately 1 mL of
chitosanase L solution was added. Then, the mixture was incubated at 40°C for 16 h until GIcN
oligomers were hydrolyzed into (GlcN), and GlcN. The reaction mixture was chromatographed
on a cation-exchange column (¢ 1 cm % 10 cm) packed with Dowex 50W-X8, 200-400 mesh
resin (FUJIFILM Wako Pure Chemical, Osaka, Japan) and extensively washed with H,O. GIcN
was eluted with 0.5 M HCI, and (GIcN), was eluted using 1.0 M HCL. All of the solution
containing (GIcN), was chromatographed on an anion-exchange column (¢ 3 cm x 15 cm)
packed with IRA96SB resin (Organo, Tokyo, Japan), which had been activated as the OH form,
in order to remove HCI. (GlcN), was eluted from this column using approximately 350 mL of
H,0. The pH of the sample at this step was almost neutral. A few drops of 0.2 M HCI were then
added in order to make the pH approximately 6.0, and the solution was evaporated with some
ethanol using a rotary evaporator at room temperature until the volume was <50 mL. The
solution was then filtered using a 0.45-pm cellulose acetate filter (DISMIC-13CP, Advantec
MFS, CA, USA) and evaporated until the volume was approximately 2 mL. The solution was
then dispensed into two centrifuge tubes (Nalgene'™ Oak Ridge High-Speed Centrifuge Tubes,
Thermo Fisher Scientific, MA, USA), cooled acetone was added to each tube, and the tubes were
stored at 4°C to precipitate (GIcN),. The tubes were sealed with sealing cap assemblies (Thermo
Fisher Scientific) in which the O-rings were replaced with chemical-resistant O-rings (Kalrez",
AS568 O-RING, Compound: 6375, Dow DuPont, MI, USA); (GIcN), was collected by
centrifugation at 4°C and 3,000 xg for 5 min, and most of the acetone was removed from the

tubes using a pipette. Cooled acetone was then added again, and the tubes were centrifuged to



wash the (GlcN),. To remove the remaining acetone from the (GIcN), precipitate, the tubes were
placed on ice and stored in a fume hood. Finally, the precipitate was dissolved in a small amount

of H»O to obtain purified (GlcN), in solution.

Method 2 Preparation of samples for LC-MS/MS analysis of proteins from SDS-PAGE gel
fragments.

A 100-puL volume of a solution of 15 mM potassium ferricyanide and 50 mM sodium
thiosulfate was added to each gel slice, and the sample was shaken for 10 min at room
temperature. The solution was then removed, 500 pL of Milli-Q water was added, and the
sample was shaken for 15 min. This step was repeated until the yellow solution was decolorized,
after which 100 puL of acetonitrile was added, and the sample was shaken for 10 min. The
acetonitrile was removed, and the gel slices were dried by evaporating. Next, 100 pL of solution
containing 10 mM DTT and 25 mM ammonium hydrogen carbonate was added, and the sample
was incubated at 56°C for 1 h with shaking in the dark. This solution was removed, and 100 pL
of 25 mM ammonium hydrogen carbonate was added as a wash buffer and shaken for 10 min.
The wash buffer was removed, and 100 pL of solution containing 55 mM iodoacetamide and 25
mM ammonium hydrogen carbonate was added to the sample tube and shaken for 45 min in the
dark. The solution was removed, 100 uL of wash buffer was added, and the tube was shaken for
10 min. The solution was removed, 200 pL of 50% acetonitrile and 25 mM ammonium hydrogen
carbonate was added for dehydration, and the tubes were shaken for 10 min. This dehydration
process was carried out twice. The gel slices were dried by placing the tubes in a centrifugal
evaporator. Next, 30 pL of trypsin solution containing 10 pg/mL of trypsin and 50 mM
ammonium hydrogen carbonate was added, and the tubes were stored on ice for 30 min. The
solution was removed, and the tubes were incubated at 37°C overnight (12 to 16 h), after which
50% acetonitrile and 5% trifluoroacetic acid was added to each tube and shaken for 30 min in
order to extract proteins from the gel slices. After the protein-containing solution was removed,
25 uL of 50% acetonitrile and 5% trifluoroacetic acid was added to the gel slices, and proteins
were extracted again using the same procedure. The protein solution was dried by evaporation
using a centrifugal evaporator, and 13 pL of 0.1% formic acid was added. After shaking for 5
min, 10 pL of the sample was used for analysis. The samples were stored at 4°C until they were

analyzed.



Table S1 (1/31)

1st Experiment (Supernatant Fraction)

Accession|Description MW [kDa] _[Control GIcNAc ___|GIeN (GlcNACY2__[(GIcN)2___|GIcNAG—GIcN
AJUEMI_|Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 196 155]  470E+06]  500E+06|  220E+06|  7.30E+06]  5.00E+06|  7.20E+06
ATUEQS __|Dihydro-orotase (Fragment) OS=Vibrio parahaemolyticus GN=pyrC PE=3 SV=1 98 178 2.60E+06,
HGBAH9 | Thermolabile hemolysin (Fragment) OS=Vibrio parahaemolytious GN=t PE=4 SV=1 108 136 4.00E+07

050286 |Dihydrolipoy! genase OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 480 510]  140E+07]  260E707| _ 160E*07| _ 220E+07] _ 390E%07| _ 340E+07
087081 __|Polar flagellin F 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=flaF PE=3 SV=2 56 405 1.30E407, 200E+07] __ 200E+07] __ 2.10E+07
POA481___|50S ribosomal protein L20 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rpIT PE=3 SV= 85 134 5.10E+06
P19250 [T direot hemolysin 2 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=tdh2 PE=1 SV=2 185 215] _ 100E+07]  180E+07| _ 160E*07| _ 150E+07] _ 260E%07| _ 220E+07
22099 |Anthranilate synthase component 1 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=trpE PE=3 SV=2 39 597] _ 1.90E+06]  360E+06|  200E+06| _ 480E+06] _ 270E+06| _ 350E+06
22848 |5-nucleotidase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=nutA PE=3 SV=2 21 62.1 4.10E+06
P40611___|Ribonuclease R OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rnr PE=3 SV=2 35 950 2.20E+06 380E+06]  340E+06

P59494 porin 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 639 469

P59570___|Outer membrane protein OmpK OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=ompK PE=3 SV=1 256 299]  9.10E+06|  140E+07]  1.10E+07|  1.70E+07|  180E+07]  1.70E+07
P59605 rgininosuccinate synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argG PE=3 SV=1 406 445]  220E+07] _ G.10E+07]  200E+07| _ 3.60E+07|  600E+07| _ 480E+07
P59620 protein ArgH OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=argH PE=3 SV=1 107 693  5.10E+06|  480E+06]  440E+06|  7.40E+06|  850E+06]  9.50E+06
P66478___|30S ribosomal protein 18 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsR PE=3 SV=1 107 88 300E+06] __ 250E+06
74956 |Lon protease OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=lon PE=3 SV=2 3 878 360E+06

Q56702 |Polar flagellin B/D OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=laB PE=3 SV=2 540 401 820E+06] _ 190E¥07| _ 1.10E*07|  240E+07] _ 230E%07| _ 260E+07
Q56703 |Polar flagellin A OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=flaA PE=3 SV=1 282 398 400E+06| _ 600E+06] _ 1.50E*07| _ 1.40E+07] _ 150E+07
Q56712 |Polar flagellin G OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=flaC PE=3 SV=2 273 408] _ 250E+06] _ 1.10E¥07| _ 540E+06| _ 160E+07] _ 180E%07| _ 1.70E+07
Q79YX4___|GChemotaxis protein CheW OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2225 PE=4 SV=1 152 184 280E+06 __ 2.30E406, 400E+06] __ 420E+06
Q79YY8 Polar flagellar FIgE OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0778 PE=4 SV=1 14.9 473 1.40E+06 6.90E+06 5.20E+06 9.90E+06 7.40E+06 1.10E+07
Q87775 factor Tu OS=Vibrio parahaemolytius serotype O3:K6 (strain RIMD 2210633) GN=tufA PE=3 SV=1 602 431 7.70E%07 7.90E+07,

Ge7FLy  |Fuative damingpimelte decarborylase protein OS=Vibro parahacmalytous serotype 3O (stain RIMD 2210633) GN-VPAI662 o8 w3l as0me0s|  370E+06|  3008+08|  230m+08| 4408408 3608406
Q87FMO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 579 87| 470E+07]  BOOE+07]  6.20E+07| _ 6.60E+07,
Q87FM1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1658 PE=4 SV=1 179 442]  520E+06]  B90E+06|  520E+06|  9.30E+06]  140E+07|  1.10E+07
Q87FM2__|Ferric siderophore receptor homolog OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 575 749]_ 6.30E+07 8.30E+07

Q87FM3__|Ferric vibrioferrin receptor OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 350 788]  440E+07]  720E+07]  6.10E+07|  7.50E+07|  880E+07|  8.90E+07
GeTFwg |Futative znoproteas, nsulnase famiy OS=Virio parahaemoytous serotype 03O (stran RIMD 2210630) GN=VPAI650 PE=3 — T e e e e
Q8TFNT__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1648 PE=4 SV=1 33 627 250E+06] _ 130E+06] _ 2.00E+06| _ 4.10E+06
Q87FN4__|Glycogen operon protein GlgX homolog OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1645 PE=4 SV=1 14 75| 340E+06| _ 420E+06]  3.20E+06 750E+06] __ 6.40E+06
GeTeNs |Cutative maltose aperon perilasmic protein OS=Vibio parahasmolticu sartype 03K (tran RIMD 2210633) GN-VPATS43 PE=4 s 01| a70m08|  600206|  36006|  390+06] 970408 7905406
Q87FP0__|Putative 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1638 PE=4 SV=1 358 1445]  190E+07]  3.10E+07|  140E+07|  190E+07|  1.80E+07| _ 1.70E+07)
Q87FQ8__|Alpha~14 glucan phosphorylase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPA1620 PE=3 SV=1 344 923]  210E+07|  280E+07]  210E+07| _ 280E+07|  500E+07]  480E+07
Q87FQY__|4-alpha-glucanotransferase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA1619 PE=3 SV=1 478 818 170E+07]  230E+07]  200E+07| _ 240E+07|  400E+07| _ 3.40E+07
Q87FRO___|1.4-alpha-glucan branching enzyme GlgB OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=glgB PE=3 SV=1 20 87.4]  1.30E+06] _ 1.30E+06, 270E+06] __2.10E+06
Q87FR2__|Alpha-amylase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VPA1616 PE=4 SV=1 12 769 590E+06] __ 3.60E+06
Q87FR7__|Putative carboxypeptidase G2 OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VPA1611 PE=4 SV=1 51 404

Q87FT0___|GloNAc-binding protein A OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=gbpA PE=3 SV=1 511 536]  120E+07]  360E+07]  430E+07| _ 350E+07]  870E%07
Q87FX6___|Flagellar biosynthetic protein fliR OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VPA1544 PE=3 SV=1 81 279 9.20E406,

Q87G07 __|SorA (Aminotransferase) OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1513 PE=3 SV=1 406 528]  190E+07]  300E+07| _ 300E+07| _ 470E+07] _ 510E%07| _ 680E+07
Q87609 __[2-amino-3 A ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=kbl PE=3 SV=1 53 431]  180E+06|  320E+06] _ 2.90E+06| _ 3.10E+06, 540E+06,
Q87G18__|L-lactate dehydrogenase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=IldD PE=3 SV=1 84 414] _ 450E+06] _ 3.30E+06, 390E+06] _ 6.90E+06
Q87G21__|Prolyl 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA1496 PE=4 SV=1 313 760[ _ 7.10E+06] _ 1.10E%07]  880E+06| _ 1.80E+07|  180E+07|  1.40E+07
G704z |Furine nucleoside phosphorylase DeoD—type 2 OS=Vibrio parahacmlytious serotype O3K® sirain RIMD 2210633) GN-deoD2 PE=3 121 257 540008 asoe0n|  620E+08|  9608+08| 1208407
Q87648 |Outer ipoprotein OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 57.1 87| 6O00E+06| _ 160E+07]  530E+06|  110E+07]  130E%07]  150E+07
Q87G50 __|Protease Il 05=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1467 PE=4 SV=1 168 75.1 330E+06] _ 480E+06] _ 4.80E+06| _ B.00E+06] _ 1.30E+07
Q87G52 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1465 PE=4 SV=1 172 845]  300E+06]  690E+06|  680E*06| _ 9.50E+06] _ 100E%07|  140E+07
Q87682 __|Putative iron(Ilh receptor OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA1435 PE=3 SV=1 29 770[__ 1.90E+06] __ 340E+06, 330E406,

Q87G89 | Azurin OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPA1428 PE=4 SV=1 280 158]  180E+07]  240E+07|  150E+07|  240E+07]  290E+07| _ 3.10E+07)
Q87GB6 g;'ii’f;ﬁf& t;aEn:sApgr\t/e:? periplasmic maltose-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) 714 421 470E+07 7.60E+07 5.40E+07 8.20E+07
Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 397 423| 200607 _ 400E+07| _ 240E+07| _ 360E+07] _ 480E+07|  5.10E+07
Q87GWI__|Acety-CoA 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VPA1204 PE=3 SV=1 32 415 9.00E+06] __560E+06
Q87GW6__|Periplasmic nitrate red 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=napA PE=3 SV=1 17 929 260E+06] __ 290E+06] __ 440E+06| _ 5.00E+06] __ 3.50E+06
Q87GX9__|Outer, protein OmpA OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPAI 186 PE=3 SV=1 43 36.0 1.90E+06,
Qs7GY4 [T 2 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=tkt2 PE=3 SV=1 57 720]  530E+06] _ 760E+06]  3.10E*06|  6.00E+06] _ 950E+06] _ 5.70E+06
Q87GY5s__|T 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tal PE=3 SV=1 620 348]  1.80E+07|  190E+07]  1.60E+07|  250E+07|  340E+07| _ 8.80E+07
Q87GY8 Putative chitinase A 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1177 PE=3 SV=1 28 47.9 1.70E+06
Ge7H0z |Qridoreductase. ldo/ketoreductase 2 famiy OS=Vibio parahaemolytius serotype O3KG (irain RIMD 2210633) GN-VPA 163 PE=4 73 210 p— Py
Q87H16___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1149 PE=4 SV=1 46 453 4.10E+06 710E+06
Q87HF4__|L-allo—threonine aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1011 PE=4 SV=1 251 361 480E+06]  140E+07| _ 120E+07]  150E+07] _ 220E%07| _ 180E+07
Q87HGO__|D-lactate dehydrogenase OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1005 PE=4 SV=1 85 643]  520E+06] _ 270E+06, 580E+06] _ 940E+06] __ 5.90E+06
Q87HG6 | Alpha-amylase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPA0999 PE=4 SV=1 146 584]  120E+06]  120E%07]  140E+06|  1.10E07|  GO0E+06] _ 260E+06
Q87HI4___|Ferric aerobactin receptor OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VPA0979 PE=3 SV=1 394 792|  250E+07] _ 430E+07]  3.00E+07|  340E+07|  460E+07|  450E+07
Q87HLO g;;;:]twe biofilm-associated surface protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0953 PE=4 ~ 2471 P —— ——

Qg7HM7  [Amino acid biosynthesis ami 0OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VPA0936 PE=4 307 437  700E+06|  950E+06|  8.10E+06|  1.30E+07|  140E+07|  1.70E+07)
Q87HMS__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ935 PE=4 SV=1 48 257 100E+06] _ 1.30E+06] _ 190E+06
Ge7Hp1 | NAD(P) transhycrogenase subunit apha OS=Vibrio parahacmolytous serotype O3IKO (strain RIND 2210633) GN=VPAD922 PE=3 213 wsl coroiEl e
Q87HP2__|NAD(P) transhydrogenase subunit beta OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA0921 PE=3 SV=1 46 486]  530E+06]  6.40E+06, 620E+06 _ 130E+07] _ 2.10E+06
Q87HS4__|Heme transport protein HutA OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN-VPAO882 PE=3 SV=1 5.6 73] 520E+07]  890E¥07| _ G6.10E*07|  740E+07]  BAOE*07| _ 7.60E+07
Q87HV6 __|UPF0312 protein VPAQ850 OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN-VPAO850 PE=3 SV=1 259 203] _ 6.90E+06] _ 990E+06| _ 8OOE+06| _ 1.10E+07] _ 110E%07|  680E+06
Q87HX4__|Chitodextrinase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN-VPA0832 PE=4 SV=1 417 1118 130E+07] __ 9.40E+06| __ 8.30E+07)

Q87101 0S=Vibrio p icus serotype O3:KB (strain RIMD 2210633) GN=VPAQ805 PE=3 SV=1 75 403 330E406, 310E+06] _ 1.10E#07| _ 7.90E+06
Q87105 |Glycine dehydrogenase (decarboxylating) OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=govP PE=3 SV=1 156 1041 790E+06] _ 1.00E+07| _ 6.70E+06| _ 110E+07] _ 1.80E+07| _ 1.70E+07)
Qs7ss__[c peroxidase 2 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=katG2 PE=3 SV=1 19 80.7 4.20E+06

Q87ID3 synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=mgsA PE=3 SV=1 106 170 2.90E+06 4.10E+06
Q87IE2___|Putaive Fe-regulated protein B OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=VPAQ664 PE=3 SV=1 145 742|  520E+06]  780E+06]  6.80E+06|  8.00E+06|  120E+07]  1.20E+07
[ ABG transporter, perplasmic iron-compound-inding protein OS=Virio prahaemolytcus serotype O3Ko (strain RIMD 179 25| 180m08|  600e08|  850+06|  s60mr08| 1208407 1108407
Ge7Gs |Asinine ABG transporer, perplasmi argnine-bindin prtein OS=Viri parahaemolyticus seotype O3S (tran RIMD 2210630) — i e e e
Q871J5___|Acetate kinase 2 0S=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=ackA2 PE=3 SV=1 244 426]  1.10E+07] _ 170E%07]  140E+07| _ 150E+07|  350E+07] _ 3.00E+07
Q87IST__|Putative 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPAQ535 PE=3 SV=1 440 616]  140E+07]  220E%07]  1.70E+07| _ 200E+07|  390E+07| _ 340E+07
Q87V8___|Prolyl 0S=Vibrio p serotype O3K6 (strain RIMID 2210633) GN=VPA0468 PE=4 SV=1 42 842] _ 1.00E+06 130E+06] _ 2.30E+06 3.50E+06,
Q87024 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ429 PE=4 SV=1 68 202 4.90E+06| __ 3.80E+06,
Q87025 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ428 PE=4 SV=1 64 191 4.30E406

Q87046 |Dihyd 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=pyrG PE=3 SV=1 47 378 260E+06
qs7J81__|p uvate synthase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ372 PE=3 SV=1 522 81| 460E+07|  6.70E%07]  3.70E+07| _ 660E+07, 6.00E+07
Q87J86___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0367 PE=3 SV=1 323 387]  990E+06|  190E%07]  1.80E+07|  280E+07|  370E+07] _ 3.40E+07
G875 |Futative outer membrane protein OmpV OS=Viri parahaemolyticus srotype 0316 (tran RIMD 221063) GN-VPAD31S PE=4 _— i e e T
Q87JG6__ |60 kDa chaperonin 2 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=groL2 PE=3 SV=1 23 56.3

Q87JM2__|Alkaline serine protease OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0227 PE=4 SV=1 140 710] _ 6.70E+06] _ 160E¥07| _ 530E+06| _ 8.10E+06] _ 110E%07| _ 150E+07
Q87JR8___|Phospho-beta B 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPAO180 PE=3 SV=1 95 530]  300E+06]  450E+06|  370E*06| _ 6.80E+06] _ 6.30E+06|  6.80E+06
Q87059 |A 0S=Vibrio p ious serotype O3K8 (strain RIMD 2210633) GN=VPAQ169 PE=3 SV=1 26 334]  430E+06]  540E+06|  540E+06| _ 5.90E+06]  670E%06|  8.10E+06
Q87JT1_|Putative protease OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPAQ167 PE=4 SV=1 39 821]  290E+06 240E+06]  G40E+06]  280E+06|  220E+06
Q87JT2__|Putative outer membrane protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VPAO166 PE=4 SV=1 143 380

Q87V9___|Putative PmbA-related protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPAO139 PE=4 SV=1 29 477 270E+06]  3.90E+06]  4.30E+06
Q87JY6__|Putative peptidase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPAO112 PE=3 SV=1 13 694 5 80E+05,
Q87K02___|Outer membrane protein OmpW OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA0096 PE=4 SV=1 103 235]  240E+07]  270E%07]  150E+07|  1.20E+07]  240E+07] _ 2.00E+07
Q87K06___|Spindolin-related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ092 PE=4 SV=1 212 435 9.00E+06] _ 240E+07
Q87K43___|Chitinase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPAQ055 PE=3 SV=1 584 90.0 180E+07| 2406407

Q87K60___|G ine—6-phospl inase OS=Vibrio par ous serotype O3:K6 (strain RIMD 2210633) GN=nagB PE=3 SV=1 368 296 7.90E+06, 220E+07] _ 550E+06] _ 1.70E+07
Q87K67 __|Sodium/glutamate symporter OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ031 PE=4 SV=1 22 444

Qg7 |Frobable transcriptona eguator protein VPAOOTT OS=Vibio parchasmolytioussertype OJK (sran RIMD 2210639 2 . S——

Q8TKA4 __|ATP synthase subunit b OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=atpF PE=3 SV=1 135 175 310E+06] _ 490E+06

Q8TKAG __|ATP synthase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpA PE=3 SV=1 514 566]  140E+07]  220E%07]  1.10E+07|  240E+07|  370E+07] _ 280E+07
QBTKAT __|ATP synthase gamma chain OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=atpG PE=3 SV=1 24 318 240E+06,
Q87KAS___|ATP synthase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 411 507] _ 100E+07]  160E¥07| _ 6.10E+06] _ 160E+07] _ 260E%07| _ 170E+07
Q87KB6 _|Dihydroxy-acid 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=ilvD PE=3 SV=1 400 656]  1.20E+07]  170E+07| _ 120E+07] _ 200E+07] _ 260E%07| _ 250E+07




Table S1 (2/31)

G877 [Branhed-chain amine cidami 0S=Vibrio icus serotype 03K (strain RIMD 2210633) GN=VP3060 PE=3 167 ss|  asom08| 920508 68006l 110207  180me07] 2008407
I inoimi i ide mutase OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210633) GN=purE PE=3 ot 166
Q87KFO imidine synthase OS=Vibrio parahaemolytious serotype O3 (strain RIMD 2210633) GN=thiC PE=3 SV=1 17.6 724 450E+06]  560E+06|  560E*06|  650E+06]  1.10E%07|  7.30E+06,
Q87KFE inopeptidase P 0S=Vibrio p ious serotype 03K (strain RIMD 2210633) GN=VP3021 PE=4 SV=1 220 55|  8O0E06]  7.10E+06|  560E*06|  850E+06]  150E+07|  1.50E+07
Q87KG4 | DNA helicase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP3013 PE=4 SV=1 08 824 5.30E05|  9.20E%05
g7y |Putative woperphyrin-Il G 0S=Vibrio p icus serotype 03K (strain RIMD 2210633) GN=VP2990 PE=4 - ot ——
QB7KI9___|Porphobilino inase OS=Vibrio p ous serotype O8:K (strain RIMD 2210633) GN=hemG PE=3 SV=1 35 341 2.00E+06 5.60E+06
Q87KJ3___|Diaminopi decarboxylase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=lysA PE=3 SV=1 182 459 200E+06]  590E+06]  480E*06|  6.80E+06]  B.8OE+06|  820E+06
Q87KQT__|50S ribosomal protein L1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplA PE=3 SV=1 103 247 3.70E+06 530E+06]  7.60E+06] _ 6.50E+06
Q7kqa|DVA-drected RNA polymerase subunitbeta OS=Vibrio parahacmolytcus serotype O3K® strain RIMD 2210633) GN-rpoB PE=3 73 1195 120E:07|  110E+071|  720E+06| 160207 18007  180E+07
Ge7qs | DNAdrected RNA polymerase subunit beta’ OS=Vibro arahacmolytous serotype 36 (stain RIMD 2210633) GN=oC PE=3 — ol o ™ el aaeal]  acew
Q87KR5___|DNA-binding protein HU-2 OS=Vibrio parahasmolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 637 96 3.80E+06 510E+06] _ 1.10E+07 _ 1.00E%07
7kt [Biunctonal purine biosynthess protein Pur OS=Virio parahaemolyious serotype 0316 (irain RIMD 221063) GN-purH PE=3 ato s73|  aso0m08|  850m08|  s5s0m08|  970mr08| 1908407 1308407
T T ylase, biotin carboxylase OS=Vibrio p icus serotype O3:KG (strain RIMD 2210633) GN=VP2881 PE=4 - M = e ——
Q87KUT v A 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acsA PE=3 SV=1 95 717]  440E+06]  440E+06|  240E+06|  3.30E+06]  6.10E+06|  580E+06,
Q87KV2__|Fumarate hydratase class Il OS=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=fumG PE=3 SV=1 310 487]  360E07]  550E+07|  360E*07|  680E+07]  B70E+07|  830E+07
QBTKW2 | Aspartate ammonia-lyase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP2863 PE=3 SV=1 207 527  6.20E+06]  1.00E+07|  O.0E+06|  1.20E+07]  160E+07|  1.90E+07
Q87KWS peroide di 0S=Vibrio p ous serotype O3:K (strain RIMD 2210633) GN=VP2860 PE=3 SV=1 193 230]  6.20E06]  7.00E+06]  520E+06|  1.10E+07]  150E+07|  1.30E+07
Q87KX0__|ATP phosp inase 0S=Vibrio ous serotype O3:K (strain RIMD 2210633) GN=pfkkA PE=3 SV=1 34 346
Q87KZ3__|Protein-export protein SecB OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=secB PE=3 SV=1 78 17.2 1.70E+06, 4.30E+06
Qekzs | |23-bisphosphoglycerate-independ mutase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) - w1l asomosl  csomos] ssoecciE I
GN=gpmI PE=3 SV=1
Q87L07 __|RNA-binding protein Hfq OS=Vibrio parahaemolyticus serotype O8:KE (strain RIMD 2210633) GN=hfq PE=3 SV=1 253 98 4.90E+06 690E+06| _ 680E+06] _ 8.00E+06
QB7L13__|Tryptophan—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=trpS PE=3 SV=1 638 376 T80E06|  270E+06]  300E+06| _ 480E+06
Q87L18___|Extracellular nuclease-related protein 0S=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=VP2799 PE=4 SV=1 38 1059 530E+06]  250E+06]  3.80E+06]  660E+06|  4.10E+06
Q87L20 | Acetylornithine aminotransferase OS=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=argD PE=3 SV=1 337 433]  300E+06]  1.10E+07|  1O0E*07|  1.20E+07]  170E+07|  1.70E+07
Q87123 |Uncharacterized protein 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2794 PE=4 SV=1 125 202]  1.60E06] _ 450E+06 540606 550E+06
Q87138 |Peptidyl-prolyl cis—trans i 0S=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 119 283 1.30E+06] _ 1.60E%06 380E+06] _ 3.00E+06
Q87144 |30S ribosomal protein 57 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsG PE=3 SV=1 122 177 470E+06] _ 500E+06
Q87145 |Elongation factor G 1 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=fusAl PE=3 SV=1 203 775]  420E06]  840E+06|  7.50E+06| _ 1.00E+07]  190E%07|  1.60E+07
Q87148 |Putative malate oxi 08=Vibrio . ious serotype 03K (strain RIMD 2210633) GN=VP2767 PE=3 SV=1 113 461 390E+06]  550E+06|  540E+06|  6.10E+06]  970E+06|  9.40E+06,
Q87150 |Oystathionine ¢ y 05=Vibrio icus serotype O3:K (strain RIMD 2210633) GN=VP2765 PE=3 SV=1 96 418]  200E+06]  6.10E+06]  660E*06|  1.20E+07]  120E+07|  1.60E+07
Q8764 [P uvate carboxylase OS=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=ppc PE=3 SV=2 17.2 992|  5.10E+06]  380E+06|  230E06|  0.00E+06]  9.40E+06|  430E+06
Qg7iss  [Necetvisammate 08=Vibrio p ious serotype O3KG (strain RIMD 2210633) GN=argC PE=3 189 362|  500E+06|  590E+06|  5O00E+06|  6.40E+06|  840E+06|  1.60E+07
Q87L81__|Glu i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=pgi PE=3 SV=1 367 609]  320E07]  490E+07|  440E+07|  500E+07]  8O0E+07|  840E+07
qe7Lg0  |Sulfte reductase INADPH] flavoprotein alpha 0S=Vibrio p vticus serotype O3:K6 (strain RIMD 2210633) -~ 7l 7c0m0sl  soomos]  sacecs]l  rsmcs iR R
GN=cysJ PE=3 SV=1
Q87191 Sulfite redustase INADPH] hemoprotein beta 0S=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) -~ sl ol mEal | amEd sl oo
GN=cys! PE=3 SV=1
Q87198 | Aminotransferase, olass V 0S=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2714 PE=3 SV=1 24 408 3.20E+06
Q87LB4__|Putative V10 pilin 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 188 168  560E+06]  GOOEX06|  280E+06]  750E+06|  140E+07]  ©.20E+06
Q87LCO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2692 PE=4 SV=1 34 1505]  180E+06|  2.80E+06 7.60E+06 290E+06
Q87LF__|Ormithine 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=argF PE=3 SV=1 368 373]  200E07]  260E+07|  190E+07|  3.10E+07]  420E%07| _ 530E+07
Q87LG6 | Valine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=val$ PE=3 SV=1 125 1086]  350E+06|  06OE+06|  420E+06|  100E=07|  140E+07]  1.20E%07
Q87LG8__|Probable oytosol idase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=pepA PE=3 SV=1 66 544 6.80E+06| __ 2.50E+06 590E+06] _ 5.60E+06
Q87LH4 Deacetylase DA1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2638 PE=4 SV=1 34.9 47.0 4.70E+06| 7.10E+06
QB7LH6 __|Permease lIC component OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 43 487 9.20E+06| __7.20E+06,
Q87LH8 __|6-phospho-beta-glucosidase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2634 PE=3 SV=1 6.1 483 1.20E:07 _ 0.00E+06
Q87LKE [T 1 0S=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=tkt! PE=3 SV=1 72 720]  5.30E+06]  G60E+06|  3.0E*06|  6.00E+06]  1.00E%07|  570E+06,
QB7LLT__|Phosphoglycerate kinase OS=Vibrio fous serotype O3:K6 (strain RIMD 2210633) GN=pgk PE=3 SV=1 24.1 407]  6.20E+06] _ 1.10E+07|  620E+06| _ 1.30E+07]  220E+07|  2.00E+07
Q87LL2__[Fru i aldolase, class Il 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2599 PE=4 SV=1 676 389 6.80E407 8.00E+07
Q87LLs  |p- 0S=Vibrio p icus serotype 03K (strain RIMD 2210633) GN=VP2593 PE=3 SV=1 232 447]  300E06]  7.10E+06]  450E06|  1.10E+07]  1.60E+07| 9.80E+06
Q87LLY _|Ribose-5-phosph A 0S=Vibrio paral icus serotype O3 (strain RIMD 2210633) GN=rpiA PE=3 SV=1 55 232 4.10E%06 540E+06] _ 460E+06
Q87LM8__[tRNA-modifying protein YgfZ OS=Vibrio p ious serotype 03K (strain RIMD 2210633) GN=VP2583 PE=3 SV=1 130 355]  200E06]  260E+06|  180E+06|  250E+06]  240E+06|  3.50E+06
Q87LP2__|Pyridoxine &' synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210638) GN=pdxJ PE=3 SV=1 29 267 2.00E+06 320E+06] _ 3.30E+06
Q87LQ0__|Enolase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=eno PE=3 SV=1 457 455]  250E+07]  300E+07|  250E+07|  480E+07]  7.00E+07|  640E+07
QB7LR3 | Alanine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=alaS PE=3 SV=1 34 939 2.60E+06 6.40E+06
Qe7LRy | Qsloacetate decarborylase,apha subunit OS=Viri parahacmolytious erotype O3S (izain RIMD 221063 GN=VP2544 PE=4 57 a2l 27008 wo0Ee08| 7708408 6.00E406
QB7LS1__|Protease, insulinase family 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2540 PE=3 SV=1 77 1057]  300E+06|  480E06|  200E+06]  6.10E+06|  830E06|  460E+06
Q87LS2 cysteine ligase 0S=Vibrio parah serotype O3K6 (strain RIMD 2210633) GN=gshA PE=3 SV=1 102 590 360E+06|  2.50E+06]  370E+06| _ 470E+06|  5.10E+06
Q87LT9 | NadC OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2522 PE=3 SV=1 31 320 2.10E+06
Q87LUZ__|Pyruvate genase E1 0S=Vibrio p ious serotype 03K (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 451 996]  8.10E+07]  400E+07|  320E+07|  660E+07]  760E+07| _ 6.70E+07
y p of pyruvate - complex OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
QB7LUS [ B S 158 649  620E+06|  8.10E+06|  260E+06|  7.10E+06|  1.30E+07|  1.10E+07
Q87LV1 hetase 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=panC PE=3 SV=1 30 334
QB7LW3__|Aconttate hydratase B 0S=Vibrio p icus serotype O3:K (strain RIMD 2210633) GN=VP2495 PE=3 SV=1 311 940 1.00E07]  200E+07|  150E+07|  220E+07]  410E+07|  290E+07
Iron(ll) ABC transporter. periplasic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD
QBT [ e e o 558 377|  450E+07|  850E:07|  730E+07|  9.10E+07
Putative phosp! 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633)
Qg7Lxo  [Putatie Bhosphosleon 153 523 1.408+07,
QB7LXT__|NN-diacet phosphorylase OS=Vibrio p serotype 03K (strain RIMD 2210633) GN=VP2487 PE=4 SV=1 322 900 T40E+07] _ 220E+07|  630E+07
Q87LX2__|Beta N 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP2486 PE=4 SV=1 17 730 7.20E+06)
(s7Lxo|PoPUdE AB transporer, perplasic peptide-bindig potein OS-Viro parahasrlyteus serotype 03K (st FIVD 22T0633) p P Toeol To0mor
Q87LZ1___|Outer membrane protein U OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ompU PE=3 SV=1 27.9 363  6.70E+07|IOER08|  750E+07|  0.60E+07 8.90E+07
Q87Lz5__|ATP zinc metalloprotease FtsH OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=ftsH PE=3 SV=1 27 729 260E+06| __7.60E+05
Q87M06 i ide nucleotid 0S=Vibrio icus serotype O8:K6 (strain RIMD 2210633) GN=pnp PE=3 SV=1 388 767]  1.00E+07]  180E+07|  150E+07| _ 210E+07]  3.10E+07| _ 820E+07
Q87M18__|Peptide chain release factor 3 OS=Vibrio parahaemolyticus serotype O3:E (strain RIMD 2210633) GN=prfC PE=3 SV=1 19 592 4.20E+06
Q87M22__|Deoxyribose-phosphate aldolase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=deoC PE=3 SV=1 43 27| 200E+06] _ 460E+06|  3.0E*06|  6.30E+06]  9.00E+06|  8.00E+06
Q8725 |Furine rucleoids phasphoryiase DeaDtype 1 OS=Vibrio parshasmlytious serotype OBKS (srain RIMD 2210633) GN=deoDI PE=3 142 259 —— Sp——
Q87M27__|P ine ol 0S=Vibrio p yticus serotype O3:K6 (strain RIMD 2210633) GN=VP2431 PE=4 SV=1 107 358 200E%06]  130E+06| _ 2.00E+06]  390E+06|  4.10E+06
Q87M30 ion factor G 2 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=fusA2 PE=3 SV=1 302 763  210E+07]  370E+07|  240E+07|  410E+07]  7.00E+07|  650E+07
Q87MA3__|Putative lipoprotein OS=Vibrio par icus serotype O8:K6 (strain RIMD 2210633) GN=VP2354 PE=4 SV=1 69 207
Q87MB8__|Chitinase OS=Vibrio parahacmolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2338 PE=3 SV=1 98 89.1 4.80E+06]  6.10E+06| _ 2.70E+07]  400E+07
Q87MDS__|30S ribosomal protein 52 0S=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=rpsB PE=3 SV=1 87 268 440E+06] _ 6.50E%06 590E+06
Q87MDS ion factor Ts OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=tsf PE=3 SV=1 3717 208] 100107  140E+07|  1O0E*07|  1.70E+07]  390E+07|  230E+07
Q8TMEO__|Uridylate kinase OS=Vibrio ous serotype O3:K (strain RIMD 2210633) GN=pyrH PE=3 SV=1 45 261
QB8TMEG | Ghaperone protein skp OS=Vibrio parahaemolytius serotype O3:K6 (strain RIMD 2210633) GN=VP2309 PE=3 SV=1 114 185 210E%06] _ 3.70E+06 170E+06] __ 6.10E%06] _ 6.10E%06
QBTMLY__|Longchain fatty acid transport protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2212 PE=4 SV=1 82 457 550606  6.50E%06]  580E+06 7.40E+06
Ge7N7  [2;o7oses-lacu-carier-proein] synthase [ OS=Vibrio parahacmalytious serotype O3K6 (strain RIMD 2210633) GN=VP2194 PE=3 - 126
y A carboxyl subunit beta | 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD
QBTMP2 [ e e 29 340 340E+06 340E+06
Q87MSO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2161 PE=4 SV=1 102 352 330E+06 510E+06
[ 3 dehydrogenase 0S=Vibrio ous serotype 03K (strain RIMD 2210633) GN=VP2157 PE=3 - s
Q87MU7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2134 PE=4 SV=1 20 454 290E+06
Q8TMVT__|Asparta i genase OS=Vibrio p us serotype O8:K (strain RIMD 2210633) GN=asd PE=3 SV=1 569 402]  180E+07]  3.10E+07|  270E+07|  850E+07]  550E+07|  580E+07
Q8TMWO__|Aldehyde-aloohol dehydrogenase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 139 97.1]  430E+06] _ 5.70E+06 7.20E+06] _ 0.10E+06] _ 7.30E+06
Q87MW3 peroide di 0S=Vibrio p ous serotype O3:K6 (strain RIMD 2210633) GN=VP2118 PE=3 SV=1 65 222 7.40E+06] 6406406
o ide ABC transporter, periplasmic oligopeptide-binding protein 0S=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
QBTMYS | e e Aot s ) 241 623|  520E+06|  690E+06|  290E+06|  840E+06|  1.10E:07|  6.70E+06
Q87MZ3__|Phosphate acetyltransferase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2083 PE=3 SV=1 57 766]  350E06]  390E+06|  410E+06|  560E+06]  6.00E+06|  6.10E+06
Ge7Mz0 [ ABC ransporer subsizate—binding protein OS=Vibrio parahacmlytious serotype O3K® srai RIMD 2210633) GN=VP2080 PE=4 -~ I e e e e e~
Q87NO7__|Methionine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=metG PE=3 SV=2 60 779 450E06]  520E+06]  460E*06|  640E+06]  1.10E%07|  620E+06,
G87N2s |ETS evetem: gcoss-specific IBC camponert OS=Viri paraheemolyticus seotype O3S (tran RIMD 2210633) GN-VP2046 PE=4 o8 w04 830m08| 100207  350m06|  o60r08|  9708+08] 1108407
Q87N36__|Pyruvate kinase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP2039 PE=3 SV=1 48 517 340E+06| _ 520E+06
Q87N45___|30S ribosomal protein S1 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210638) GN=VP2030 PE=3 SV=1 153 609  640E+06]  B80E+06|  360E*06|  1.00E+07]  200E+07|  1.00E+07
Q87N50__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2025 PE=4 SV=1 96 766]  430E+06]  6.90E+06|  570E+06|  1.00E+07|  140E+07|  140E+07
Q87N85___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype OB:KG (strain RIMD 2210633) GN=VP1990 PE=4 SV=1 27 381
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5 . i 0S=Vibrio p ious serotype O3:K8 (strain RIMD
QBTNAT | e ooy e 420 847|  200407|  230E+07|  1.10E+07|  320E407|  490E+07|  290E+07
Diaminobutyrate—pyruvate & L-2.4-di decarboxylase OS=Vibrio parahaemolyticus serotype O3:KG (strain
QBTNGS [t et o rase 42 1043|  150E+06 190E+06|  270E+06|  500E+06
Garboxynorspermidine/carboxyspermidine decarboxylase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633)
aemncs  [Sarbomorspermidine 21 420 190E+06|  1.70E+06 380E+06
s7nps  [Ribonucleosiderdi ductase, beta subunit OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VP1935 o6 i —— 6708205
QBTNDG___|DNA gyrase subunit A OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=gyrA PE=3 SV=1 17 97,0 1.50E+06 T90E+06] _ 270E708] __ 260E706
Qu7NF7 [Exracelllar saute-bining proten. family 7 OS=Vibrio parahaemolytius serotype O35 (tran RIMD 2210632) GN=VP11 PE=3 s 1o S—— 2500108 5800406
Q87NG8__|Aspartate ami OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 626 454 7.00E+07 960707
Q87NH5___|Asparagine—tRNA ligase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=asnS PE=3 SV=1 112 526]  380E+06]  5.10E+06|  270E+06|  5.10E+06]  7.30E+06|  8.10E+06
Q87P08__|Glucose i genase OS=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=zwf PE=3 SV=1 90 576]  1.50E06] _ 260E%06 610E+06|  7.80E+06]  5.70E+06
qgrpio (S Phospho " ing OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP1708 338 525|  120E+07|  280E+07|  200E+07|  200E+07|  400E+07|  430E+07
agpgy [Adenosine protein VopS OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=vopS 75 7 —— 4705008 2908406
Q87P59___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1659 PE=4 SV=1 43 670] _ 210E+06 3406706 430E+06
Q87P63 ic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1655 PE=4 SV=1 28 349 250e+07 300E+07| _ 3.50E+07 6.00E%07
Q87PB3 inopeptidase N 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1604 PE=4 SV= 18.2 934 300E+06]  340E+06|  450E+06|  550E+06]  690E<06|  9.70E+06,
Q87PB5__|Putative NAD-glutamate dehydrogenase OS=Vibrio par icus serotype O3KG (strain RIMD 2210633) GN=VP1602 PE=4 SV=1 50 1834]  460E706] _ 8.40E+06 560E+06] _ G90E+06|  1.80E+06
Q87PC3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1594 PE=4 SV=1 348 646]  380E+06] _ 1.10E¥07| _ 880E*06| _ 130E+07] _ 170E%07| _ 1.90E+07
5 ym ¥
astpos  [Smrens Tacyl-carrier-protein] dehy 0S=Vibrio p yticus serotype O3 (strain RIMD 2210633) GN=fabA 169 100l 7s0m08l  170m07|  110me07|  130Ee07| 2208007  2808%07
Ge7PG1 |Cob3-ype crtochrame ¢ oxidase ubunit OS=Vibrio arahacmalytious serotype O3KG (strai RIMD 2210633) GN=VP 1541 PE=3 3}1 54 ppm—
Q87PH6___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1526 PE=3 SV=1 155 397 410E706] _ 330E+06| _ 7.70E+06] _ 120E%07| _ 140E+07
Q87PH7__|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP 1525 PE=3 SV=1 41 39.0 350E+06
Q87PK2___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1501 PE=1 SV=1 99 30.1[__ 3506406 230E+06, 380E706] __ 500E+06
Q87PP6__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1455 PE=4 SV=1 53 180 830E+06| _ 370E+06] _ 6.20E+06
Q87PV1___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1400 PE=4 SV=1 19 772 430E%06] __ 570E+06
0 ide ABC transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
Q87003 | A e, 17 603|  280E+06 620E+06|  580E+06
087Q24__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP1326 PE=4 SV=1 70 577]  3.00E+06]  770E+06|  530E06|  570E+06]  7.00E%06|  7.20E+06
Q87040 i inylase OS=Vibrio icus serotype 03K (strain RIMD 2210633) GN=astE PE=1 SV=1 26 388 2.00E%06 4.00E+06,
087042 |Putative 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP1308 PE=4 SV=1 55 80|  190E06]  1.10E¥06| _ 200E06|  6.10E+05] _ 260E<06| _ 380E+06
087059 |Phenylalanine—tRNA ligase beta subunit OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=pheT PE=3 SV=1 22 870]  550E+06]  540E+06|  340E+06| _ 550E+06]  B8OEX06|  7.20E+06
Q87070 | Threonine—tRNA ligase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=thrS PE=3 SV=1 25 737 260E+06] __2.60E+06,
Q87087 osphoribosylaminoimi boxamide synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) 215 "o a90E+08|  280E+08|  5.40E+08| 1102407 1108407
GN=purC PE=3 SV=1
Q87099 |Thioredoxi 0S=Vibrio serotype O3K6 (strain RIMD 2210633) GN=VP1251 PE=3 SV=1 245 345 900E+06| 650606  5.90E+06|  130E+07|  1.40E+07
0870A3 [P i 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=serC PE=3 SV=1 217 402]  100E07]  170E%07|  130E+07|  180E+07]  270E%07|  2.10E+07
Q87QBY__|Putative reductase VP1231 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1231 PE=3 SV=1 430 439]  1.90E+07]  290E%07|  240E+07| _ 3.10E+07] _ 450E%07| _ 460E+07
Q87QE2__|UDP-sugar hydrolase 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1207 PE=3 SV=1 21 613 4.10E706
Q87QE6___|Heat shook protein Hsld OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP1203 PE=4 SV=1 6.1 166 200E+06 4.60E+06
Qs7aFs | Putative ABC transporter, periplasmi substrate-binding protein OS=Vibrio parahacmolytious serotype O3 (strain RIMD 2210633) 26 26 2005408|  150E406| 2208406 S——
GN=VP 1196 PE=4 SV=1
Q87QG7__|Cystathionine beta-lyase OS=Vibrio p icus serotype O3B (strain RIMD 2210633) GN=VP 1182 PE=3 SV=1 32 446] _ 210E+06] _ 480E+06 670E+06] _ 8.90E+06] _ 9.70E+06
Q87QU9__|Cysteine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=cysS PE=3 SV=1 48 520 280E+06
Ge7ake | etidine losynnesi biunctonl protein His S=Vibrioparahaemaytious serotye O3KS (stran RIMD 2210633) =15 PE=3 o2 08 p—— 100108 4802406
Q87QL0__|Histidinol i 05=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=hisC PE=3 SV=1 153 382]  210E+06]  300E+06|  270E+06| _ 460E+06] _ BAOE+06|  6.20E+06
Q87QL1__|Histidinol dehydrogenase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=hisD PE=3 SV=1 153 461 400E+06]  550E+06|  830E+06| _ 450E+06]  180E%07|  1.10E+07
Q87QL2__|ATP phosphori 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=hisG PE=3 SV=1 406 328]  6.60E06] _ 700E+06|  740E+06| _ 9.80E+06] _ 180E%07|  2.10E+07
Q87QM1_|Adenylosuccinate lyase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1128 PE=3 SV=1 287 514]  7.10E06]  140E+07|  130E+07]  140E+07]  190E%07| _ 2.10E+07
Q87QP1__|Serine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=serS PE=3 SV=1 163 488]  370E+06]  470E+06|  5.10E+06| _ 500E+06]  1.10E%07| _ 1.10E+07
Q87QP6__|Alanine 0S=Vibrio p! icus serotype O3:K6 (strain RIMD 2210633) GN=VP 1103 PE=3 SV=1 377 399]  1.20E07]  340E+07|  150E+07|  220E+07]  280E%07|  280E+07
Q87QS7__|Putative helicase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP1072 PE=4 SV=1 16.1 687]  1.60E06]  260E+06|  240E+06|  440E+06] _ 740E+06|  6.20E+06,
Q87QT8__|Peptidoglycar fated lipoprotein OS=Vibrio p icus serotype O3:K6 (strain RIMID 2210633) GN=VP1061 PE=3 SV=1 126 187]  790E%06]  1O0E*07| _ 380E+06] _ 100E¥07| _ 140E+07] _ 1.10E%07
Q87QT9__|Protein TolB OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=tolB PE=3 SV=1 178 98] 250E06] _ 5.10E+06|  460E*06|  7.00E+06] _ 440E+06| _ 830E+06
Q87X5__|Glycogen synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=glgh PE=3 SV=1 21 540 360E+06
agraxe  |Seeose! 1 0S=Vibrio par icus serotype O3KS (strain RIMD 2210633) GN=glgC1 PE=3 309 455|  890E+06|  150E+07|  6.10E+06|  1.10E+07|  230E+07|  1.70E+07
Q870X7__|DNA 1 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=topA PE=3 SV=1 7 980 280E+06
O 1 v 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=aroA PE=3 - o1
Q87QY7__|Isocitrate dehydrogenase OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP1011 PE=4 SV=1 652 805  490E+07|  680E+07|  550E+07]  6.00E+07|TO0EN08|  8.70E+07
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
Q87029 [ o e ey et 453 284|  460E+06|  9.80E+06|  760E+06|  100E+07|  200E:07|  2.10E+07
G702 |Futative 54 KDa polar fagelar sheath protein A OS=Vibrio parahacmalytious serotype O3K® (srain RIMD 2210633) GN=VP0938 — i e e T
Q87R04__|Formate 05=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 49.1 845]  260E+07|  480E+07]  4.10E+07| _ 7.30E+07, 9.60E707
Q87R36___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 249 439]  260E+06]  560E+06|  350E+06|  740E+06]  170E+07|  1.00E+07
Q87R78___|DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 122 94 510E+06
GeTRg0 | ATPdependent G protease proteotic subunit OS=Vibio parahaemolticus sartype 03K (tran RIMD 2210633) G-l PE=3 125 T T . 1s0m0l 1s0mr07
Geme |G dcarbonlate-bindingperilasmic protein OS-\Vibrio parahaemoltcus serotype O3K (izain FIMD 2210633) GN-VPOS10 PE~4 w22 a1l 720ee08|  820me08|  ssoreonl  140me07| 21040 160Es07
Q87RD3__|Formy ylase OS=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=purU PE=3 SV=1 69 316 3.10E%06
Q87RD6__|Arginine——tRNA ligase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=argS PE=3 SV=1 321 638]  580E06]  9.20E+06| _ 970E+06| _ 1.10E+07] _ 180E+07| _ 200E+07
Q874 |Zin ABC transporter, periplasmio zino-binding protein OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 2210633) ”~ a21|  2905:08| 570508  350m06|  8205408] 1108407 6905406
GN=VP0853 PE=3 SV=1
GeTRE7 [Sicciyt-CoA liase [ADP—forminglsubunitaloha OS=Vibrio parahacmolytiousserfype 03K (irain RIMD 2210633) GN-VPOB50 o~ o el
Qs7REs |Succiny-CoA ligsse (ADP~forming]subunitbets OS=Vibrio parahaemolyticus seroype O35 (strain RIMD 2210633) GN=sucC PE=3 08 wsl  saom0r|  seoero|  s20ev01  seomeor|  es0mv0r  ssomror
Dihy ine-residue succiny ponent of dehydrogenase complex OS=Vibrio parahaemolyticus
QBTRES | o 531 55) GNP 0a38 P S 17 437|  390E+06|  760E+06|  270E+06|  6.00E+06|  140E407|  1.10E+07
e El 0S=Vibrio icus serotype O3K6 (strain RIMD 2210633) GN=VP0847 PE=4 a8 1000l 2500008 2000406 p——
Q87RF5__|Gitrate synthase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0842 PE=3 SV= 51 482 530E+06 590E+06] _ 1.10E+07
Q87RG4 ine——tRNA ligase OS=Vibrio p: ious serotype O3:K6 (strain RIMD 2210633) GN=gInS PE=3 SV=1 192 639]  1.10E+07]  180E¥07|  120E+07]  140E+07] _ 220E%07| _ 270E+07
PTS system, N-acetyl pecific TABC component OS=Vibrio p serotype 03K (strain RIMD 2210633)
QBTRGS  |or s s ove) 21 545 2.30E+06
J— géige;\(/\ilrcosamme*S*phosphate deacetylase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0829 - 107
Q87RH5___|Chaperone protein HtpG OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=htpG PE=3 SV=1 41 721 310E+06
Q87RJ7__|Cysteine synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0797 PE=3 SV=1 748 341 580E+07] _ 940E%07| _ 830EX07
Q87RL6 | Glutamate—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gltX PE=3 SV=1 373 534]  0.00E+06]  180E+07|  140E+07|  190E+07]  300E+07|  2.70E+07
Q87RL8 Putative chitoporin OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 29.0 40.8 1.80E+07| 6.70E+07
Q87RM3 N,N'-diacet; 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=VP0755 PE=4 SV=1 15.7 97.6 8.50E+06) 1.50E+07|
Q87RNE__|Ri oy inase OS=Vibrio p ous serotype O3KG (strain RIMD 2210633) GN=prs PE=3 SV=1 80 339 2.70E%06 410E706] _ 7.00E+06] __ 7.90E+06,
Q87RQ0__|Leucine——tRNA ligase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=leuS PE=3 SV=1 314 966]  160E107]  240E%07|  170E+07] _ 230E+07] _ 290E%07| _ 260E+07
Q87RR2__[Serine hy 1 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=glyAl PE=3 SV=1 106 455]  300E+06]  6.80E+06, 470E706] _ 510E+06] _ 8.30E+06,
Q87RS3__|Lipoprotein OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 234 291 1.80E+06] _ 4.00E%06 540E+06] _ 1.00E+07] _ 7.60E%06
Q87RU4__[6,7-dimethyl-8ribityllumazine synthase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=ribH PE=3 SV=1 237 164 330E%06] _ 110EF06| _ 6.00E+06] _ 260E+06| _ 6.70E+06
Qs7RUs |34-dihvdrony—2-butanone 4-phosphate synthase OS=Virio parahacmolyious erotype 03K (izain RIMD 2210639 GN-roB PE3 > ot 7508405 p——
Q87RVS inoacy|-histidine dipeptidase OS=Vibrio p cus serotype O3:K6 (strain RIMD 2210633) GN=VP0671 PE=4 SV=1 71 536]  250E06]  3.80E%06 380E+06|  560E+06]  4.20E+06
Q87RV7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0§69 PE=4 SV=1 37 39.0
Q87RWO [ Phosphoribosylformylglycinamidine synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=purL. PE=3 SV=1 44 1416|  110E+06|  3.50E+06 300E+06|  4.20E+06
Q87RX3___|Chaperone protein DnaK OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=dnaK PE=3 SV=1 476 90| 120E+07]  150E+07|  820E+06| _ 150E+07]  410E%07|  280E+07
Q87505__|Putative chitinase OS=Vibrio parahaemolytious serotype O3 (strain RIMD 2210633) GN-VP0619 PE=4 SV=1 239 635] _ 3.60E+06] _ 6.60E+06] _ 140E%07] _ 1.50E+07
Q87S07___|GMP synthase [glutamine-hydrolyzing] OS=Vibrio p yticus serotype O3:KB (strain RIMD 2210633) GN=guaA PE=3 SV=1 74 576 1.90E+06, 220E+06] _ 580E+06] _7.00E+06
Q87508 |Inosine-5' hosphate deh 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=guaB PE=3 SV=1 29 519]  1.30E+06 910E+05| _ 280E+06] _ 520E%06] _ 250E+06
Q87531 |Inositol family protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0593 PE=4 SV=1 94 291 1.30E+06. 160E+06] _ 240E+06] _ 4.10E+06| 560E+06,
Q87S44 i AhpC/Tsa family OS=Vibrio parahaemolyti serotype O3:K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 39.4 22.2 1.20E+07 2.60E+07 1.90E+07 2.70E+07, 4.00E+07 4.50E+07,
Q87584 |Putative carbon starvation protein A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 24 533] _ 1.00E06] _ 1.70E%06 2.70E+06,
Q87599 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0525 PE=4 SV=1 75 439 400E706] __ 530E706] __ 520E+06,




Table S1 (4/31)
Q875A8 géfjfrseguctase Tas, aldo/keto reductase family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0516 . 107 oerce I e I e e T
Q875C7 glycyl radical cofactor OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=grcA PE=3 SV=1 56 139 7.60E+06]  1.60E+07]  2.70E+07)
Q87508 | Threonine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0496 PE=4 SV=1 101 465  460E+06]  540E+06 360E+06| _ 6.70E+06| _6.30E+06)
Q87SC9 __[Homoserine kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=thrB PE=3 SV=1 28 344 2.60E+06 7.50E+06
Q87500 éﬁ;:a\;t;&.‘g:s;é/:. serine dehydrog reonin 08=Vibrio icus serotype O3:K6 (strain RIMD 2210633) 15 884 AT
Q87SE0___|Glutamate synthase, large subunit OS=Vibrio parahaemolyticus serotype O3K® (strain RIMD 2210633) GN=VP0484 PE=4 SV=1 119 1752  420E+06]  6.60E+06|  2.00E+06]  1.40E+07|  1.40E+07]  1.00E+07
Q87SE2___|Glutamate synthase, large subunit OS=Vibrio parahaemolyticus serotype O3K® (strain RIMD 2210633) GN=VP0482 PE=4 SV=1 22,0 1629  980E+06|  1.20E+07|  7.40E+06]  1.10E+07|  180E+07]  1.50E+07
Q87SE3 synthase, small subunit OS=Vibrio parah serotype O3:K6 (strain RIMD 2210633) GN=VP0481 PE=4 SV=1 40 52.5 2.40E+06
Q87SF3__[C: synthase large chain OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=carB PE=3 SV=1 6.2 1178]  440E+06]  6.00E+06[  500E+06]  800E+06]  150E+07]  9.20E+06
Q87SF4___|Carbamoyt synthase small chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=carA PE=3 SV=1 26 41.0 490E+06] __ 3.60E+06
Q87SF5  [4-hydroxy~tetrahydrodi 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=dapB PE=3 SV=1 182 286  360E+06|  7.30E+06|  4.50E+06|  7.90E+06|  1.20E407|  B.60E+06
Q87SH9 __[Stringent starvation protein A OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP0444 PE=3 SV=1 123 243 1.80E+06] 2.70E+06] _ 5.70E+06] 7.70E+06
Q87514 |30 ribosomal protein S9 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 20.0) 146]  190E+06]  2.80E+06, 2.70E+06 5.30E+06
Q87SJ0___|Protease DO OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0433 PE=4 SV=1 141 48.1 3.20E+06 5.50E+06]  B.00E+06] 5.00E+06
Q87SJ8 | Outer membrane protein TolG OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0425 PE=4 SV=1 249 480 360E+06|  590E+06]  360E+06]  560E+06|  1.20E+07|  7.90E+06
Q87SK3 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0420 PE=4 SV=1 102 502|  210E+06[  440E+06|  290E+06|  4.30E+06]  490E+06|  650E+06)
R wym -
aarsry  |Qutemine__fructose [ &] 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) ai 568 T 9.00E405
Q875R6 _|Pyruvate kinase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP0356 PE=3 SV=1 30 499 290E+06]  550E+06, 4.50E+06] _ 1.10E+07
Q87558 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=leuB PE=3 SV=1 358 303 800E+06|  1.20E+07]  1.10E+07|  1.60E+07|  2.70E+07|  2.50E+07)
Q87T | LPS-sssembly protein LptD OS=Vibrio parahasmolyticus serotype O3Kb (stran RIMD 2210633) GN-IptD PE3 SV=1 29 892  1.70E+06|  280E+06 2.40E+06] __ 3.20E+06
Q87ST4___|Chaperone SurA OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=surA PE=3 SV=1 80 474 270E+06|  450E+06]  3.50E+06 5.10E+06
Q875U7__|Malate genase OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 58.2 322  130E+07|  260E+07]  1.30E+07]  2.10E+07|  3.90E+07]  2.80E+07
Q875V0 ic protein 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 58.7 345  290E+07[  520E+07|  440E+07]  590E+07[  990E+07
Q87SWO__[Fructose~1,6-bisphosphatase class 1 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=fbop PE=3 SV=1 33 373 5.20E+06
Q87SX0___[Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0302 PE=4 SV=1 38 233 530E+06]  570E+06|  700E+06]  150E+07[  120E+07
Q875X9___|[Sulfate adenylyltransferase subunit 1 OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=cysN PE=3 SV=1 25 526 2.80E+06] __ 480E+06
awrsvz (23l ide 2-phosphodiesterase OS=Vibrio p icus serotype O3 (strain RIMD 2210633) GN=VP0290 PE=3 B 121 samadl  sumanl  oamadl  oomanl | omman
Q87520 gv:]—dwected RNA polymerase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoA PE=3 - a5 T I pn | Ry | s ——
Q87SZ1___|30S ribosomal protein $4 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 248 233  350E+06| 520E+06 110E+06| _ 540E+06]  1.10E+07
Q87522 |30 ribosomal protein $13 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsM PE=3 SV=1 110 133 5.10E+06
Q87T02 __[50S ribosomal protein L24 OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=rplX PE=3 SV=1 95 112 2.70E+06
Q87T13 ___[50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpIC PE=3 SV=1 48 224 5.60E+06
Q87T31___|[Tri 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=tpiA PE=3 SV=1 230 269  460E+06|  890E+06]  7.40E+06|  1.30E+07|  2.00E+07|  2.10E+07
Q87T36___|Pilin glycosylation protein OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=VP0234 PE=3 SV=1 332 434 130E+07|  200E+07]  1.70E+07|  2.30E+07|  3.40E+07|  3.20E+07)
Q87741 gvi? 4-deh 35-epi 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP0229 PE=4 - 212 e r——
agrrss  |ADPrLo8 o i 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=hldD PE=3 o 352
Q87766 g;:?]gég)zcilh‘vb berzoste sv i v related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD an 85 P P
Q87798 2:‘1:\%; 1&;7.2‘1:5::21\7:‘1 component of ABC transporter 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) - 696 230e+08] esoevosl 7eoercs M
Q87TA2__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0168 PE=3 SV=1 13 93.9 3.10E+06 3.60E+06
Q87TA4___[Putative TolR OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 88 493 1.10E+06 3.90E+06| _5.70E+06
Q87TA8 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0162 PE=4 SV=1 27 455 220E+07|  200E+07|  300E+07|  2.40E+07|  4.60E+07
Q87TBY __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0151 PE=4 SV=1 6.7 704 440E+06]  350E+06|  4.00E+06]  5.60E+06]  6.20E+06
Q87TET __[Ph uvate carboxykinase [ATP] 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pckA PE=3 SV=1 71.0) 600  6.20E+07|  890E+07|  4.90E+07|  9.90E+07]  9.00E+07|  8.40E+07]
Q87TES synthetase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0121 PE=3 SV=1 58.4 51.5
Q87TG2 __ [DNAp 10S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP0107 PE=3 SV=1 88 1031]  380E+06|  460E+06|  300E+06]  500E+06|  840E+06| 5.10E+06
Q87TG5__|Delta—ami inic acid 0S=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP0104 PE=3 SV=1 16.7 392|  590E+06]  890E+06|  780E+06|  9.20E+06]  130E+07|  140E+07)
Q87TI3___[Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0086 PE=4 SV=1 136 153
8779 [Oligopeptidase A OS=Vibrio parahacmolytious serotype 03K (strain RIMD 2210633) GN=VP0OT0 PE=3 SV=1 249 769 340E+07|  520E+07]  470E+07[  7.00E+07
Q87TK1 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0068 PE=3 SV=1 246 49.2]  1.10E+07|  240E+07|  200E+07|  2.30E+07|  3.50E+07|  4.10E+07
Peptide ABC transporter, periplasmic peptide-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633
(<570 VY Pecidrarapasicialg tviattitis pep P P 4 P ¢ ) 634 574|  7.70E+07
Q87TN4__|Ketol-acid i 0S=Vibrio p icus serotype O3S (strain RIMD 2210633) GN=ilvC PE=3 SV=1 57.5 547]  320E+07|  590E+07]  470E+07|  6.60E+07
Q87TRO ;\;.ggsa;g ’/:E\;:ngg?;a;? Sp\?:r\]plasm\c amino acid-binding portion OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD I~ 275 e —— e | e e
Q99289 | Thermolabile icus serotype O3:K6 (strain RIMD 2210633) GN=VPA0226 PE=1 SV=2 31 474 4.00E+07
QUALYS __[Cyclic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 37.1 237 5.10E+06]  9.30E+06]  640E+06|  9.20E+06|  2.20E+07|  1.50E+07
Q9L7P5 |60 kDa chaperonin 1 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=groL1 PE=3 SV=2 400 57.5]  280E+07|  390E+07|  320E+07|  380E+07|  5.70E+07|  3.70E+07)
Q97BA2__|Polar flagellin E OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=flaE PE=3 SV=2 16 407 3.50E+06 6.40E+06 5.80E+06
1st Experiment (Soulble Fraction)
Accession | Descript Coverags |MW [kDa] _[Control GloNAc GloN (GIoNAC)2__ [(GloN)2 GloNAc-GloN
ATUEM1___|Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 70 155 4.20E+06
ATUET7___|Protein RecA (Fragment) OS=Vibrio parahaemolyticus GN=recA PE=3 SV=1 424 260  860E+06]  120E+07|  110E+07]  560E+06]  150E+07|  9.50E+06)
ATUEX3 __|DNA gyrase beta-subunit (Fragment) OS=Vibrio parahaemolyticus GN=gyrB PE=4 SV=1 17 21.7 8.90E+06 4.90E+06] _ 8.90E+06
A9Q6J2 _[Protein RecA (Fragment) OS=Vibrio icus GN=recA PE=3 SV=1 422 224 860E+06|  1.20E+07]  1.10E+07|  560E+06|  1.50E+07|  1.40E+07
ASQOMI_IDNA gyrase B subunit (Fragment) OS=Vibrio parahaemolyticus GN=gyrB PE=4 SV=1 135 186 8.90E+06 4.90E+06] __ 8.90E+06
A9Q6Q3 (Fragment) OS=Vibrio parahaei GN=pgm PE=3 SV=1 265 21.2]  670E+06]  1.10E+07|  8.10E+06|  1.20E+07|  1.40E+07|  1.30E+07,
H6BAG3 __|Protein RecA (Fragment) OS=Vibrio parahaemolyticus GN=recA PE=3 SV=1 35.1 180  7.20E+06]  1.30E+07|  1.10E+07|  2.80E+06]  1.70E+07
050286 | Dihydrolip genase OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=lpd PE=3 SV=2 514 510[  180E+07|  3.10E+07|  280E+07|  320E+07|  3.40E+07|  3.20E+07
051859 |DNA gyrase subunit B OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=gyrB PE=3 SV=2 168 894|  530E+06[  770E+06|  880E+06|  100E+07]  590E+06|  9.50E+06)
POA2W2 __[Acyl carrier protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acpP PE=3 SV=2 182 85 410E+06] _ 470E+06
POA481___[50S ribosomal protein L20 OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=rpIT PE=3 SV=1 162 134 460E+06  960E+06]  100E+07|  120E+07]  9.70E+06
P22097 __|Tryptophan synthase beta chain 1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=trpB1 PE=3 SV=2 83 430 300E+06|  420E+06]  560E+06]  9.10E+06]  2.60E+06]  4.90E+06
P22099 synthase component 1 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=trpE PE=3 SV=2 39 59.7 1.90E+06 5.30E+06]  2.50E+06]  2.60E+06
P40607 __|Adenylosuccinate synthetase OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=purA PE=3 SV=3 260 477 110E+07|  200E+07]  1.70E+07|  200E+07|  3.00E+07|  2.30E+07)
P40611___|Ribonuclease R 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rnr PE=3 SV=2 28 950 1.10E+06,
P59494 _Maltoporin 0S=Vibrio icus serotype O3K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 412 469 300E+07|  270E+07]  260E+07|  260E+07|  5.70E+07]  5.10E+07)
P59605 synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argG PE=3 SV=1 56.2 445 430E+07|  540E+07|  550E+07|  7.30E+07[  9.10E+07|  7.20E+07)
P59620 protein ArgH OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argH PE=3 SV=1 237 693  580E+06|  7.80E+06]  9.20E+06]  1.70E+07|  1.40E+07|  1.00E+07
P66346_|30S ribosomal protein $10 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsJ PE=3 SV=1 340 11.7]  730E+06]  1.0E+07|  1.80E+07]  1.50E+07, 2.10E+07
P66368 |30 ribosomal protein ST1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsK PE=3 SV=1 27.9 139]  400E+06|  780E+06|  850E+06]  120E+07|  100E+07|  1.00E+07
P66478___|30S ribosomal protein $18 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsR PE=3 SV=1 400 88  340E+06|  120E+07]  250E+07|  210E+07|  1.60E+07|  2.10E+07,
P66533__|30S ribosomal protein S21 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsU PE=3 SV=1 14.1 85 9.60E+05
P74956___|Lon protease OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=lon PE=3 SV=2 284 878  7.20E+06]  1.20E+07]  1.30E+07|  1.70E+07|  1.60E+07|  1.80E+07
Q79YV4___|OpaR OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2516 PE=4 SV=1 59 236 3.90E+06
Q79YX4 __|Ghemotaxis protein CheW OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2225 PE=4 SV=1 305 184]  2.10E+06 5.30E+06]  2.70E+07|  7.10E+06]  260E+07
Q79YY3 __|BfdA 0S=Vibrio icus serotype O3B (strain RIMD 2210633) GN=VP1393 PE=4 SV=1 105 194 7.60E+06 3.30E+06
Q877T5___|Elongation factor Tu OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tufA PE=3 SV=1 61.7 43.1
Q87FC8___|ParB family protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1751 PE=4 SV=1 37 35.7 180E+06  190E+06]  2.80E+06 2.40E+06
Q87FF3__|Putative proline genase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1726 PE=3 SV=1 78 1149]  280E+06]  9.60E+06]  250E+06
Q87FL2 ﬁéfiéf}im‘ glucose-specific IBC 08=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=VPA1667 7 st YT
Q87FL7 z;t:asmée\e/ (daminopimelate decarboxylase protein OS=Vibrio parahacmolyticus serotype 03KO (strain RIMD 2210633) GN=VPA1662 09 M el sl smel cmmwl]l  acmwl e
Q87FL8 __|Putative AcsD OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1661 PE=4 SV=1 36.3 694  130E+07]  210E+07|  210E+07]  220E+07]  3.40E+07]  2.30E+07
Q87FMO___[Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 59.3 687 6.10E+07,
Q87FM1___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1658 PE=4 SV=1 36.2 442|  340E+07|  6O00E+07|  510E+07|  540E+07]  770E+07|  6.50E+07,
Q87FM2___|[Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 159 749]  500E+06[  650E+06|  8.10E+06|  1.10E+07[  120E+07|  190E+07,
Q87FM3__|[Ferric vibrioferrin receptor OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 18.1 788|  430E+06[  540E+06|  6.30E+06|  7.00E+06]  110E+07|  140E+07,
Q87FN1___[Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1648 PE=4 SV=1 6.3 62.7 3.60E+06 590E+06]  8.70E+06]  3.70E+06
Q87FQ8 __|Alpha=1,4 glucan phosphorylase 0S=Vibrio p: icus serotype O3K6 (strain RIMD 2210633) GN=VPA1620 PE=3 SV=1 364 923]  200E+07|  270E+07]  240E+07|  260E+07|  4.30E+07|  2.50E+07
Q87FQY__|4-alpha-glucanotransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1619 PE=3 SV=1 281 818  120E+07|  150E+07|  1.40E+07|  1.60E+07|  1.00E+07|  1.30E+07
Q87FRO___|14-alpha-glucan branching enzyme GlgB OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=glgB PE=3 SV=1 2.1 874 5.70E+06] _ 6.50E+06 1.10E+07|  8.40E+06
Q87FV6 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1572 PE=4 SV=1 239 418 280E+06|  6.60E+06]  4.70E+06|  7.30E+06|  9.70E+06]  9.70E+06|
Q87G18___|L-lactate genase 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=lldD PE=3 SV=1 29 414 1.20E+06, 3.00E+06
Q87G21___|Prolyl endopeptidase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1496 PE=4 SV=1 21.7 760 520E+06]  9.00E+06]  9.50E+06]  1.30E+07|  1.00E+07|  150E+07
Q87G22__|ABG transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPA1495 PE=3 SV=1 20 60.6 2.30E+06
Qgrae  |Furine nucleoside phosphorylase DeoDtype 2 0S=Vibrio parahacmolytious serotype O3KS (strain RIMD 2210633) GN=deoD2 PE=3 - 257 csocoo R sioee0
Q87G89 | Azurin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1428 PE=4 SV=1 28.0) 158  1.00E+07]  1.90E+07[  1.70E+07|  2.80E+07|  270E+07]  2.10E+07
Q87GA0 Egi;aamg/ f\]utathione S-transferase family protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPA1417 7 236 e I | e e R
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Q87686 |Maltose ABC transporter, periplasmio maltose-bindin protein OS=Vibrio parahacmolytious serotype 03K (strain RIMD 2210633) i w21l a70m07] 620507 600m07| 580407 6408407 6008407
GN=VPA1401 PE=4 SV=1
08700 | AeH CoA thioester hydrlase-relat protin OS=Vibrioparahacmolticus serfype 03K (irin RIMD 2210633) GN=VPAI3S7 _— 2l aroes]l e R T
Q87GC8__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1389 PE=4 SV=1 58 394
Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 166 423 380E+06 520E+06]  290E+06| _ 8A40E+06| _ 120E+07
Putative 3-oxoacyl-(Acyl carrier protein) 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633)
QeTGLY  [Petative 8 oxesoy Lo 42 252|  200E+06|  490E+06|  5.10E+06 510E+06
Q87GT5 | & 08=Vibrio fous serotype O3KG (strain RIMD 2210633) GN=VPAI230 PE=3 237 523|  860E+06|  180E+07|  7.10E+06|  140E+07|  1.10E+07|  9.20E+06
Q87GW0 oA reductase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1205 PE=3 SV=1 69 262 390E+06] __ 400E+06
Q87GW1__|Acetyl-CoA acet 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPA1204 PE=3 SV=1 100 415 330E+06
G876Y0 |hospho-2-dehycro-3-deoxsheptonate ldlase OS=Vibio parahaemolticus sarofype 03K (stran RIMD 2210633) GN=VPA1 165 219 83 a00e+01| a70ee07|  5s0me07| 2402407 8608406
Qs7Gva__|T 2 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tkt2 PE=3 SV=1 317 720] _ 890E+06|  1.10E%07]  7.60E+06|  150E+07|  1.10E+07| _ 1.30E+07
Q87GYs__[Tr 0S=Vibrio p ytious serotype O3:K6 (strain RIMD 2210633) GN=tal PE=3 SV=1 538 348]  1.10E+07]  200E+07]  210E+07| _ 3.10E+07|  260E+07] _ 260E+07
Ge7Hoz |Qridoreductase. ldo/ketoreductase 2 famiy OS=Vibioparahaemoltius serotype O3KG (irain RIMD 2210633) GN-VPA1 163 PE=4 26 10 Sp——
Q87H16___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1149 PE=4 SV=1 123 453 470E+06]  100E¥07| _ 890E06| _ 130E+07] _ 940E+06| _ 6.30E+06
Q87HD1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1034 PE=4 SV=1 72 553 110E%07| __ 5.40E+06
Q87HD7 __|Putative ClpA/B-type chaperone OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1028 PE=4 SV=1 08 939 1206407 1.40E+07
Q87HD8 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1027 PE=4 SV=1 182 177 9.90E+06| _ 6.80E+06|
Q87HF4 L-allo-threonine aldolase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1011 PE=4 SV=1 18.3 36.1 4.50E+06 6.60E+06 8.80E+06 1.10E+07 1.50E+07 1.30E+07
Q87HGO__|D-lactate genase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1005 PE=4 SV=1 62 643]  400E+06|  490E+06]  580E+06|  6.00E+06|  650E+06]  7.00E+06
Q87HI4__|Ferric acrobactin receptor OS-Vibro parshaemalytious serotype O3KG (stran RIMD 2210635) GN-VPAOS7 PE=3 SV=1 48 792]__ 270E+06 350E+06, 3.50E+06,
Qa7HM7  [§mino acid b 0S=Vibrio p ious serotype O3KG (strain RIMD 2210633) GN=VPA0936 PE=4 26.4 437|  370E+06|  970E+06|  880E+06|  1.10E+07|  150E+07|  1.30E+07
g7Hp1 | NADCP) transhydrogenase subunit sbha OS=Vibrio parahacmolyticus serotype O3K6 (irain RIMD 2210633) GN=VPA0922 PE=3 - 18 pm—— ——
Q87HS4 __|Heme transport protein HutA OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VPAO882 PE=3 SV=1 198 773] 660E+06] _ 350E+06]  8.10E+06|  520E+06|  7.50E+06]  1.00E+07
QB7HV6 [ UPFO312 protein VPAUB50 OS=Vibrio parshaemolytcus serotype OZKE (train RIMD 2210633) GN=VPAJB30 PE=3 SV=1 206 203 6.30E+06] _ 550E+06]  7.10E+06| _ 4.90E+06
Q87101 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ805 PE=3 SV=1 43 403 2.70E+06 330E+06] _ 440E+06] _ 3.90E+06
Q87105 |Glycine carl ) 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=govP PE=3 SV=1 52 1041 410E%06]  540E+06|  500E+06|  520E+06]  7.50E+06
Iron(Ill) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD
QB7IEY [ e o e 205 335|  180E+07|  110E+07|  1.10E+07|  230E+07|  180E+07|  1.40E+07
Q87IG4___|Putative i 0S=Vibrio p yticus serotype O3K8 (strain RIMD 2210633) GN-VPA642 PE=4 SV=1 51 243 4.80E+06
Q871J5___|Acetate kinase 2 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ackA2 PE=3 SV=1 285 426]  850E+06]  130E+07]  150E+07|  1.70E+07|  280E+07| _ 1.90E+07
ATP-binding component of molybdate transport system OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633)
QuTIL (AP pnang compenert 17 55.4 450E+06
Q87IMI___|Tryptophan synthase beta chain 2 0S=Vibrio parahaemolytious serotype O3 (strain RIMD 2210633) GN=trpB2 PE=3 SV=1 42 442|  220E+06] 440406,
Q87IP0___|Alcohol deh 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ566 PE=4 SV=1 249 02| 1.10E+07]  190E+07| _ GOOE+06| _ 630E+06] _ 120E%07| _ 7.20E+06
ag7iqs|00ld shook DNAinding domain protein OS=Vibio parahaemolytcus serotype O3KS (srain RIMD 2210633) GN=VPAOS52 PE=4 -~ s B e P . ooeoe
Q87IST__|Putative 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ535 PE=3 SV=1 353 616]  1.80E+07]  200E+07]  150E+07|  260E+07|  2.0E+07] _ 2.10E+07
Q87V8___|Prolyl 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VPA468 PE=4 SV=1 27 842 520E+06] _ 260E+06]  4.90E+06|  1O0E+07|  8.80E+06
Q87024 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ429 PE=4 SV=1 68 202] _ 290E+06] _ 6.50E+06, B40E+06| _ 9.80E+06 _ 6.90E%06
Qs7a26 | Coproperahyinogen oxidase homolog Phutl OS=Virio parahasmolytious serotype 03K (szain RIMD 2210639) GN-VPAD427 PE4 0 s04| 2008406 0205006 6.20E+08| 520406
Hemin ABG transporter, periplasmic hemin-binding protein HutB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
Qgrus0  [Hemin ABC trarsporter. § 55 303 2206406
Q87J33___|LuxT OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA0420 PE=1 SV=1 72 175 2.20E+06
Q8781 uvate synthase 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VPA0372 PE=3 SV=1 532 88.1] _ 9.70E+07 9.20E+07
Q87J86___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA0367 PE=3 SV=1 224 337]  350E+06]  500E+06]  7.70E+06|  8.70E+06]  120E+07|  1.00E+07
G878 |Futatve wanscriptional regltor protein OS=Vibrio parahaemolticus sarotype 03K (strain RIMD 2210633) GN-VPAOSES PE=4 > w2l 210406
G875 |Futative outer membrane protein OmpV OS=Viri parahaemolyticus seotype 0316 (tran RIMD 221063) GN-VPAD31S PE=4 o T ——
Q87JF1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ302 PE=4 SV=1 109 147 6.40E+06,
Q87UN3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0215 PE=4 SV=1 173 119
Q87JR8___|Phospho-beta B 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPAO180 PE=3 SV=1 41 530]  210E+06]  400E+06|  250E06| _ 790E+06] _ 480E+06|  410E+06
Q87J58__|Biosynthetic arginine decarboxylase OS=Vibrio p. icus serotype O3:K6 (strain RIMD 2210633) GN=speA PE=3 SV=1 64 720] _ 140E+06] _ 6.20E¥06]  520E+06| _ 560E+06] _ 530E%06|  420E+06
Q87072 |Putative outer protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPA0166 PE=4 SV=1 140 380] 110107 _ 870E+06| _ 120E+07] _ 160E+07] _ 200E%07| _ 170E+07
Q87V9__|Putative PmbA-related protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPAO139 PE=4 SV=1 29 477 320E406, 4.10E+06|
Putative ABG transporter substrate-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
QaTaws  [FeiEtie A traneponer 44 347 260E+06
Q87K02___|Outer, protein OmpW OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ096 PE=4 SV=1 65 235]  380E+06] _ 330E+06|  A00E+06| _ 280E+06] _ 700E+06| _ A4.10E+06
Q7K60 _Uncharscterized orotsi O5=Vibioparshsemobtious seroyos 03,6 (tsin RMD 2210633) GR-VPADOAT PE=4 SV=1 44 311
Q87K60 phosp! 0S=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=nagB PE=3 SV=1 135 296 850E+06 160E+07] T40E+07]
Q875 :Zigdgvi?c transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VPA0003 - 19 pp——
Q8TKA6 | ATP synthase subunit alpha OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=atpA PE=3 SV=1 587 566]  540E+07|  820E+07]  800E+07| _ 9.30E+07, 9.60E+07
QB8TKAT __|ATP synthase gamma chain OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=atpG PE=3 SV=1 326 318]  690E+06]  140E+07|  10E*07|  1.80E+07]  1.70E+07|  160E+07
Q87KAS___|ATP synthase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 565 507| _ 480E+07]  7.70E%07] _ 6.70E+07| _ 8.30E+07, 7.50E+07,
Q87KB5__|L-threonine dehydratase OS=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=ilvA PE=3 SV=1 118 56.6]  460E+06|  860E+06]  430E+06 7.80E+06] __ 6.00E+06
Q87KB6 __|Dihydroxy-acid 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=ilvD PE=3 SV=1 478 656]  1.80E+07]  250E+07| _ 220E+07] _ 320E+07] _ 300E%07| _ .10E+07
G877 [Branched-chain amine acidari 0S=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=VP3060 PE=3 - a3l se0m08| 100207 89006l 140807  1s0me07| 1408407
Q87KBY synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN-VP3058 PE=3 SV=1 49 592 230E+06] 1 40E+06
Q87KF6 inopeptidase P 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP3021 PE=4 SV=1 109 55|  300E+06|  920E+06]  8OOE+06|  1.10E+07|  540E+06] _ 7.50E+06
QB7KH7__[Transaorption termination fastor Rho OS=Vibrio parahaemolytcus serotype O3S (strain RIVD 2210633) GN=rho PE=3 SV=1 138 4638 3.10E+06] _ 350E+06] _ 140E+06|  6.80E+06  4.10E+06
Q87kJ3__|p decarboxylase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=lysA PE=3 SV= 182 459]  260E+06]  450E+06]  640E+06|  6.80E+06|  8.10E+06]  7.80E+06
Q7kpy | Trenscristion termination/antitermination protei NusG OS=Vibrio arahaemolyticus serotype O35 (strain RIMD 2210632) GN=nusG 55 207 ——
Q87KQO__|50S ribosomal protein L11 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rplK PE=3 SV=1 275 147 110E%07| _ 260E+07] _ 320E+07] _ 390E%07| 250607 _ 380E%07
Q87KQ1__|50S ribosomal protein L1 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplA PE=3 SV=1 489 247]  130E+07]  220E%07]  270E+07| _ 350E07|  320E+07] _ 3.90E+07
Q87KQ2__|50S ribosomal protein L10 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplJ PE=3 SV=1 136 173 7.50E+06] _ 3.50E+06
Q87KQ3__|50S ribosomal protein L7/L12 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rplL PE=3 SV=1 197 122]  410E+06] _ 1.10E+07| _ 1.80E+07| _ 180E+07]  1.70E+07| _ 1.60E+07,
Q87KQe g\r/l:mrected RNA polymerase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoB PE=3 P I e e e e
G87K@s | DNArected RNA poymrase suburi beta’ OS=Viro parahasoytous serotype O3S (strai RIMD 221063%) GN=rpoC PE=3 8 S [ I o I
Q87KQ6__|Regulator of sigma D OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2920 PE=3 SV=1 98 186 1.80E+06,
Q87KRS DNA-binding protein HU-2 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 63.7 9.6 8.40E+06 2.40E+07 2.70E+07, 2.50E+07 1.80E+07 2.30E+07,
Q87KS6___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2900 PE=4 SV=1 20 57.1 2.40E+06 4.20E+06
Q87KTO 2{;Iir1|cli0"a| purine biosynthesis protein PurH OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=purH PE=3 285 573 4.70E+06 8.00E+06 8.20E+06 1.30E+07 1.70E+07 1.20E+07
T T vlase, biotin carboxylase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2881 PE=4 289 w02l 590508 100207 150207 130807  s00me07| 1308407
Q87KU7 A 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acsA PE=3 SV=1 400 717]  300E+07]  340E+07]  270E+07|  250E+07]  250E+07]  8.30E+07
Q87KVZ_[Fumarate hydratase ofass Il O5=Virio parahasmolytious serotype 3K (strain RIMD 2210633) GNSfumC PE=3 SV=1 371 487| 440E+07]  7.70E+07] _ 7.50E+07| _ 9.50E+07, |
QBTKW2__| Aspartate ammonia-lyase OS=Vibrio parahacmolytious serotype OK6 (strain RIMD 2210635) GN-VP2663 PE=3 SV=1 72 527 330E+06|  450E+06]  3.00E+06|  G.00E+06|  4.10E+06]  4.30E+06
Q87KWS i 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2860 PE=3 SV=1 371 230[ _ B90E+06]  170E%07]  240E+07|  150E+07|  18OE+07| _ 2.30E+07
e7kx0__JaTP phospl inase OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=pfkA PE=3 SV=1 188 346]  3.10E+06]  700E+06|  7.70E+06| _ 1.00E+07]  960E+06|  850E+06
Q87KX9 ion factor P 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=efp PE=3 SV=1 64 206 4.60E+06] __ 6.40E+06,
Q87KY4___|Fumarate reductase flavoprotein subunit OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2840 PE=3 SV=1 18 66.1] _ 1.80E+06
Q87KZ3___|Protein-export protein SecB OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=secB PE=3 SV=1 97 172 640E+06
I depend. mutase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) — s e e e e
ENeaoml P S
Q87L07 __|RNA-binding protein Hfq OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=hfq PE=3 SV=1 253 98 780E+06] _ 120E+07|  9.20E+06|  820E+06] _ 7.60E+06
Q87LI3___|Tryptophan-—tRNA ligase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=trpS PE=3 SV=1 65 376 290E+06] _ 180E+06] _ 3.60E+06
Q87020 __|Acetylornithine aminotransferase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=argD PE=3 SV=1 290 433] _ 210E+06] _ B8OE+06| _ 3.10E+06| _ 130E+07] _ 140E%07| _ 850E+06
Q87L21__|Arginine N-succi 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2796 PE=4 SV=1 44 377
Q8722 gE:S s;/:1 Srsem de dehydrog 08=Vierio p ious serotype O3KS (strain RIMD 2210633) GN=astD 39 520 420E+06|  340E+06|  490E+06|  420E+06
Q87123 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2794 PE=4 SV=1 125 292 740E+06] _ 6OOE+06| _ 840E+06|  6.10E+06] _ 7.10E+06
Q87138 |Peptidyl-prolyl cis-trans i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 77 283 1.90E+06
Q87L39 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2777 PE=4 SV=1 38 266] _ 280E+06 2.90E+06,
Q87L43___|30S ribosomal protein 12 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsL PE=3 SV=1 298 137] _ 380E+06]  640E+06|  9.70E+06|  1OOE+07|  9.40E+06|  1.40E+07,
Q87L44___|30S ribosomal protein S7 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsG PE=3 SV=1 494 177 760E%06] _ 200E+07] _ 270E+07]  270E%07| _ 300E+07] _ 3.20E%07
Q87La5 ion factor G 1 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=fusA1 PE=3 SV=1 275 775] _ 9.00E+06] _ 120E%07| _ 100E+07| _ 140E+07] _ 140E+07|  140E+07
Q87L48___|Putative malate oxi 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2767 PE=3 SV=1 85 461 280F+06]  330E+06|  410E+06|  480E+06]  640E+06|  480E+06
Q87L50 __|Gystathionine gamma-synthase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2765 PE=3 SV=1 96 418 560E06] _ 650E+06]  9.40E+06| _ 6.80E+06




Table S1 (6/31)

Aspartokinase 11/ ine dehydrogenase, nsitive 0S=Vibrio icus serotype O3:K6 (strain RIMD
CEETI Wil ol 120 878  320E+06|  290E+06|  440E+06|  670E+06|  620E+06|  590E+06
Q87152 v 0S=Vibrio . ious serotype O3KG (strain RIMD 2210633) GN=VP2763 PE=3 SV=1 203 333]  7.10E06]  1.10E%07|  140E+07| _ 150E+07]  120E%07| _ 200E+07,
Q87L54__|P uvate carboxylase OS=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=ppc PE=3 SV=2 326 992]  100E+07  150E%07|  130E+07| _ 1.90E+07] _ 200E%07| _ 190E+07
Qg7Lss  [Necetvisammate 08=Vibrio p ious serotype O3KG (strain RIMD 2210633) GN=argC PE=3 102 362|  420E+06|  540E+06|  570E+06|  7.80E+06|  470E+06|  3.80E+06
Q87L56___|A kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argB PE=3 SV=1 76 271 430E406
Q87L68___|3-dehydroguinate synthase OS=Vibrio parahaemolyticus serotype O3KB (strain RIMD 2210633) GN=aroB PE=3 SV=1 123 400 570E706] _ 530E+06] 5 10E%06
Q87L72 __|30S ribosomal protein S6 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 233 150 720E+06] _ BOOE+06] _ 8.70E+06] _ 7.50E+06| _ 9.40E+06
Q87L75___|50S ribosomal protein L9 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpll PE=3 SV=1 407 157 280E%06|  960E+06|  1.00E07]  130E%07|  150E+07]  1.50E%07
08781 |G i 0S=Vibrio p yticus serotype O3K6 (strain RIMD 2210633) GN=pgi PE=3 SV=1 365 609]  280E07]  380E+07|  400E+07| _ 340E+07]  670E%07| _ 5.10E+07
Qg7Lgp  |Sulfite redustase [NADPH] flavoprotein alpha 08=Vibrio p ious serotype O3:KE (strain RIMD 2210633) 93 687|  230E+06|  400E+06|  450E+06|  7.60E+06|  5.10E+06|  480E+06
GN=cysJ PE=3 SV=1
qgrLgr | Sulfite reductase [NADPH] hemoprotein beta 08=Vibrio p ious serotype O3KG (strain RIMD 2210633) 164 648|  290E+06|  490E+06|  430E+06|  7.60E+06|  7.10E+08|  8.00E+06
GN=cys! PE=3 SV=1
Q87L96 __|Aspartokinase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP2715 PE=3 SV=1 260 488 680E+06]  140E+07|  1O0E+07|  1.80E+07]  170E%07|  150E+07
R o e aridylylt 0S=Vibrio ious serotype O3 (strain RIMD 2210633) GN=VP2711 " 23 S— p——
Q87LA3__|Single-stranded DNA-binding protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=ssb PE=3 SV=1 57 196] _ 620E406, 1206407,
Q87LB4___|Putative V10 pilin OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 26.1 168 650E+06] _ 6.70E+06] _ 850E+06] _ 740E+06
Q87LD6___|PmbA protein OS=Vibrio parahaemolytious serotype O3 (strain RIMD 2210633) GN-VP2676 PE=4 SV=1 25 482
Q87LF8__|Aspartate carb 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pyrB PE=3 SV=1 68 345 2.10E+06 300E+06] __ 2.30E+06
Q87LF9___|Ormithine 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argF PE=3 SV=1 269 373] 130E+07] _ 180E+07]  1.80E+07|  240E+07]  320E+07] _ 2.20E+07
Q87LG6___|Valine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=valS PE=3 SV=1 89 1086]  520E+06|  7.00E+06|  370E+06|  690E+06|  460E+06|  4.20E+06
Q87LG8 Probable cytosol i idase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pepA PE=3 SV=1 21.7 54.4 4.80E+06 1.00E+07 7.30E+06 1.10E+07 8.70E+06 1.10E+07
Q87LH4 Deacetylase DA1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2638 PE=4 SV=1 5.4 47.0) 6.90E+06
Q87LHG__|Permease IIC component OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 56 487 10107 4.90E706
QETLHS _[6-phospho-beta-slucosidase OS=Vbrio parahasmolytous serotype 03K stran FIVD 2210633 GN-VP2634 PE=3 SV-1 5.7 483 6.00E706 550E207
Q87LHY __[C: lase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2633 PE=3 SV=1 104 280 840E+06
QB7LI0__[Transoriptional regulator, Laol farnly OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2632 PE=4 SV=1 33 377 4.90E+06
Q87LK1 hetase OS=Vibrio p: ious serotype O3KB (strain RIMD 2210633) GN=gshB PE=3 SV=1 127 352 410E+06 570E+06] _ 6.70E+06] _ 1.00E%07| _ 900E+06
Q87LK6 ine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=metK PE=3 SV=1 331 420] _ 420E+06] _ 100E¥07| _ 130E+07] _ 1.10E+07] _ 140E%07| _ 130E+07
Q87LKs [T 1 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=tkt! PE=3 SV=1 318 720]_ 1.30E+07] _ 150E%07| _ 140E+07] _ 200E+07] _ 250E%07| _ 2.10E+07
QB7LLI__[Phosphoslycerate kinsse OS=Vibrio parahasmolytcus serotype 03K (strain RIMD 2210633) GN=pgk PE=3 SV=1 539 407]  220E+07]  340E+07|  400E+07| _ 560E+07]  690E%07|  5.10E+07
Q87LL2 aldolase, class Il OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2599 PE=4 SV=1 679 389] 6510107  860E%07| _ 830EX07
Q87Lis _ |p- y 05=Vibrio p ious serotype 03K (strain RIMD 2210633) GN=VP2593 PE=3 SV=1 461 447]_ 160E07]  290E%07|  280E+07|  430E+07]  480E+07|  380E+07
Q87LL __ |Rib i A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpiA PE=3 SV=1 55 232 300E+06
Q87LM8___[tRNA-modifying protein YgfZ OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2583 PE=3 SV=1 71 355 2.60E+06 4.20E%06 1.30E+06,
Q8TLNT__|L-aspartate oxidase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2680 PE=3 SV=1 119 609]  210E+06]  140E+06| _ 200E06| _ 3.00E+06] _ B8OE+06|  560E+06
Q87LN7 on factor 4 0S5=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=lepA PE=3 SV=1 57 659] _ 1.80E+06 1.70E+06,
Q87LPY___|GTP synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pyrG PE=3 SV=1 165 60.1] _ 450E+06]  370E+06|  400E+06| _ 8.70E+06]  B8OE+06|  1.10E+07
Q87LQ0__|Enolase OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=eno PE=3 SV=1 582 455]  370E+07  640E%07] _ 6.10E¥07] _ 8.40E+07 880E+07
Q87LQ8__|RNA polymerase sigma factor RpoS OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoS PE=3 SV=1 270 365 670E+06] _ 7.80E+06] _ 1.10E07|  140E+07]  1.60E+07
Q8TLRI___|Protein RecA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=recA PE=3 SV=1 372 374]  .10E+06]  130E%07|  1.10E+07|  1.00E+07]  180E%07|  1.20E+07
Q87LR3 Alanine——tRNA ligase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=alaS PE=3 SV=1 15.8 93.9 4.70E+06 6.80E+06 7.10E+06 9.50E+06 8.30E+06 9.30E+06
Q87LR5 | Carbon storage regulator homolog OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=csrA PE=3 SV=1 185 71 500E+06] __ 7.90E+06
Ge7LR7 |Qraoacetate decarbonase aha subunit OS=Viorio parahacmalytious serotype O3K® (srai RIMD 2210633) GN-VP2544 PE=4 s a2 pr— Pp——
Qs7Ls2 teine ligase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=gshA PE=3 SV=1 34 59.0 1.90E+06, 200E+06
Q87LS7__|Signal recognition particle protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=ffh PE=3 SV=1 30 502 280E+06| __ 4.20E+06
Q87LS8___|30S ribosomal protein §16 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsP PE=3 SV=1 280 91 770E+06] _ 1.30E%07| _ 1.50E+07 130E+07
Q87LTO__[tRNA (guanine-N(i 0S=Vibrio p icus serotype O3:KB (strain RIMD 2210633) GN=trmD PE=3 SV=1 85 278 220E+07
Q87LT1___|50S ribosomal protein L19 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplS PE=3 SV=2 479 132]  180E%07|  130E+07] _ 200E+07]  170E%07| _ 160E+07| _ 1.70E%07
Q87LU2__|Pyruvate dehydrogenase E1 0S=Vibrio p ious serotype 03K (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 475 996] _ 430E107|  570E%07| _ 650E%07| _ 7.00E+07 6.70E+07|
of pyruvate genase complex OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
QBTLUT [ e Su 338 649|  220E+07|  290E+07|  340E+07|  310E+07|  330E:07|  350E+07
Q87LW3__|Aconitate hydratase B OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2495 PE=3 SV=1 392 940|  240E+07]  500E+07| _ 230E+07|  300E+07]  320E%07| _ 260E+07
Iron(lll) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
QBT [ e e o 418 377|  280E+07|  500E+07|  480E+07|  550E407|  520E+07|  540E+07
Putative ‘phospl 0S=Vibrio p icus serotype O3K6 (strain RIMD 2210633)
g7 [Putative phosphoglucon 143 523 8.60E+06
Q87LX1__|NN—diacet phosphorylase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2487 PE=4 SV=1 298 900 620E+06] __ 940E+06] _ 3.00E+07
Peptide ABC transporter, periplasmic peptide-binding protein OS=Vibrio parahacmolytious serotype O3K8 (strain RIMD 2210633)
Qg7ixe  [Reptide ADC wranshorte 268 629 570E+06|  350E+07|  6.90E+07
Q87121 __|Outer membrane protein U OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=ompU PE=3 SV=1 1.1 363]  420E06]  690E+06|  110E*07|  1.30E+07] _ 160E=07| _ 130E+07,
Q87LZ7__|Phosphoglucosamine mutase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gmM PE=3 SV=1 29 476 2.60E+06,
asamgy | Trenscrition termintion/antiterminstion prtsin Nus# OS=Vibrio parshsemalytious serotyp 03K (strain RIMD 2210633) GN=nusA e M oedd cmdl omd ol coedwl | e
Q87M02__|Translation initiation factor [F~2 OS=Vibrio parahaemolytious serotype O3 (strain RIMD 2210633) GN=infB PE=3 SV=1 208 993] _ 120E+07]  150E+07| _ 160E*07|  180E+07] _ 160E+07| _ 180E+07
Q87M06__|Polyrib nucleotidyltransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=pnp PE=3 SV=1 399 767] _ 140E+07]  180E+07| _ 190E+07| _ 220E+07] _ 220E%07| _ 220E+07
Q87M22__|Deoxyribose-phosphate aldolase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=deoC PE=3 SV=1 43 277] _ 240E+06] _ 570E+06] _ 4.10E+06| _ 560E+06, 390E+06
GeMzs|Furine ucleoside phospheniase DesD-type 1 0S=Vibioparahaemoyticus serotype OKS (stran RIMD 2210633) G-deoD) PE=3 o 259 70008 200£406
Q87M27 ne pl 05=Vibrio p ytious serotype O3:K6 (strain RIMD 2210633) GN=VP2431 PE=4 SV=1 150 358]  150E+06]  290E+06| _ 410E+06| _ 430E+06] _ 500E+06|  510E+06
Q87M30 ion factor G 2 OS=Vibio parahsemolytcus serotype O3K6 (train RIMD 2210633) GN=fusA2 PE=3 SV=1 517 63| 520E+07] _ 940E%07| _ 850EX07
234 5-tetrahy N 0S=Vibrio p ious serotype O3:K6 (strain RIMD
CUUNTIN bbb g 210 356|  420E+06|  7.80E+06|  900E+06|  100E+07|  190E+07|  150E+07
Q87MB7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2339 PE=4 SV=1 81 275 130E+07
QB7MC3__[Proline=—tRNA ligase 0S=Vibrio parshsemalytious serotype O3K6 (strain RIMD 2210633) GN=proS PE=3 SV=1 233 632]  5.10E06]  790E+06|  590E+06|  820E+06]  1.10E%07|  9.10E+06,
Q87MD7 idase OS=Vibrio par cus serotype 03K (strain RIMD 2210633) GN=map PE=3 SV=1 58 323 8.40E+06,
Q87MDS__|30S ribosomal protein 52 OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=rpsB PE=3 SV=1 434 268]  880E+06|  180E+07]  200E+07|  270E+07|  160E+07| _ 2.30E+07
Q87MDY ion factor Ts OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tsf PE=3 SV=1 637 298] 260E07]  460Ex07| _ 460E+07| _ 560E+07] _ 680EX07| _ 570E+07
Q8TMEO__|Uridylate kinase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=pyrH PE=3 SV=1 45 261
Qg7 |hosshorbosy formyycinamidine clo-lgese OS=Vibrio parahaemolytious seotype O3S (tran RIMD 2210633) GN=purll PE=3 iy 268 1500008 7908406
Q8TMI2__|4-hydroxy i synthase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=dapA PE=3 SV=1 363 312]  560E06]  140E+07|  140E+07|  140E+07]  160E<07|  150E+07
Q87MM9__|Chorismate synthase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=aroG PE=3 SV=1 66 390 340E%06] _ 280E+06|  3.00E+06, 450E+06,
S :é*o:x]oacy\*[acyl*carrier*protein] synthase | 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP2194 PE=3 — M o= —— P | R p——
Q8TMN9__|Aspartate—semi dehydrogenase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 80 372 560E+06 400E+06
Acetyl A carboxyl subunit beta 1 0S=Vibrio parahaemolytious serotype O3:K8 (strain RIMD
QBTMPZ [ oo e A o e 52 340 430E+06|  370E+06|  5.10E+06|  640E+06|  6.70E+06
Q87MP6 i bosy 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=purF PE=3 SV=1 115 560 640E+06|  340E+06] _ 6.00E+06|  B6OE-06|  4.10E+06
asTse  |She " 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP2157 PE=3 — M =gl o=
QBTMUG__|Putative phage-related protein OS=Vibrio parahaemolytcus serotype O3KE (strain RIMD 2210633) GN=VP2135 PE=4 SV-=1 9 814
Q87MV7__|Aspartat: dehydrogenase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 534 402] _ 130E+07]  260E+07| _ 280E+07] _ 3.10E+07] _ 380E%07| _ 350E+07
Q87MWO__|Aldehyde-alcohol dehydrogenase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 398 97| 280E+07]  430E+07| _ 430E+07] _ 550E+07] _ 450E%07| _ 520E+07
Oligopeptide ABG transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD
QBTMYS | e A et s b, 93 623|  200E+06|  660E+05|  330E+06|  130E+06|  480E:06|  560E+06
Oligopeptide ABC transporter, ATP-binding protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2087
ag7mys  [OiEceentid 65 369
Q87MZ3 v 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN-VP2083 PE=3 SV=1 392 766]  1.10E+07]  150E+07| _ 150E+07] _ 160E+07] _ 220E%07] _ 190E+07
Q8724 | Acetate kinase 1 OS=Vibrio parahaemolyticus serotyps O3 (strain RIMD 2210633) GN-ackAl PES3 SV=1 367 430] _ 8.10E+06] _ 140E+07| _ 130E+07] _ 170E+07] _ 210E%07| _ 1.70E+07
GeTMze [ ABC ransporer substrate—binding protein OS=Vibrio parshacmlytious serotype O3K6 strain RIMD 2210633) GN=VP2080 PE=4 - T e e pm—
Q87NO7___|Methionine——tRNA ligase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=metG PE=3 SV=2 89 779]  530E+06]  930E+06]  7.40E+06| _ 1.00E+07|  TOOE+07|  7.60E+06
Qe7Nz1|Melony! CoA=acy! carior protein transacylase OS=Vibio arahacmolticus serotype O35 (tran RIMD 2210633) GN=VP2055 PE=3 55 w23l a10E08| 620408 7208406 Py
GeNs |2 oses-lacu-carier-protein]synthase 2 OS=Vibrio parshacmlytious serotype O3K® strai RIMD 2210633) GN=VP2052 PE=D - o4 e =
GeTNzs  |ETS svetem ducose-specifc 180 0S=Vibrio cus serotype O3KB (strain RIMD 2210633) GN=VP2046 PE=4 s w04 240ee08|  6000r08|  500m08|  1602:07|  a20ev08|  980Es06
Q87N36__|Pyruvate kinase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP2039 PE=3 SV=1 69 517 250E406] __ 330E+06 570E106] _ 460E+06|
Q87N45___|30S ribosomal protein S1 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 536 609] _ 530E+07| _ 8.10E%07| _ 980E*07 900707
Q87N50___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2025 PE=4 SV=1 80 766]  300E+06]  690E+06|  480E*06|  570E+06]  7.00E+06]  7.00E+06
Q87N83[Uncharacterized potein OS=Vibrio parshaemalyticus serotype O3KG (strain FIMD 2010633) GN=VP1952 PE=4 SV=1 191 376]  320E+06]  660E+06|  570E+06| _ 520E+06]  150E%07| _ 9.30E+06
5 0S=Vibrio parahaemolyticus serotype 03K (strain RIMD
O8TNAT 15510633) GN=metE PE=3 SV=1 G 847
Q87NGO ion factor P—like protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1948 PE=3 SV=1 43 207 470E+06
Diaminobutyra & L-2.4-diaminobutyrate decarboxylase OS=Vibrio par cus serotype OSKG (strain
QBN (B e ot o S 49 1043|  400E+06 540E+06|  G50E+06|  450E+06




Table S1 (7/31)
Gemoy  [uate permi 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP1941 PE=4 2 65 —— S——
c: permidine/ dine decarboxylase 0S=Vibrio parah serotype O3K6 (strain RIMD 2210633)
QgINGg  |Sarboxymerspermidne! 19 420 8.60E+06
GBTND1__[CinA-Tike protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP1537 PE=3 SV-=1 27 453 4.40E+06 390E+06
Q87ND4 0S=Vibrio icus serotype O8:KG (strain RIMD 2210633) GN=VP1934 PE=3 SV=1 83 856]  4.10E06]  450E+06 430E+06] _ 750E+06
QB7ND6___|DNA gyrase subunit A OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=gyrA PE=3 SV=1 174 970[  1.10E:07]  150E+07|  110E%07| _ 1.20E%07] _ ©.70E+06] _ 1:30E+07
Q8INET__|GTP 0S=Vibrio p icus serotype O3B (strain RIMD 2210633) GN=ribA PE=3 SV=1 56 223
Q8INGE__|Aspartate ami 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 628 454 500E+07]  830E+07| _ 850E+07
QBINH5 | Asparagine~—RNA ligase 0S=Vbrio parshaemalytious serotype O3KG (strain RIMD 2210633) GN=sen’ PE=3 SV=1 45.1 526  GO0E+07|  440E+07|  380E+07  480E+07|  5.90E+07|  4.90E+07
Q87NU6 8¢ 0S=Vibrio i serotype 03:K6 (strain RIMD 2210633) GN=VP1772 PE=3 SV=1 23 518 4.50E+05
[ ine O 0S=Vibrio icus serotype O3B (strain RIMD 2210633) GN=metA PE=3 SV=1 35 362
G7Nza|Futative DNA poymerase I cpsion suburit OS=Virio prahaemolytous serotype 03O (train RIND 2210630) GN=VP1724 PE=4 - 280
Q87P08__|Glu 1-dehydrogenase 0S=Vibrio ious serotype O8:KG (strain RIMD 2210633) GN=zwf PE=3 SV=1 42 57.6 450E+06 540E06] _ 640E¥06|  470E+06
Qg7pio (S PRospho » decarboxylating OS=Vibrio p serotype O3KE (strain RIMD 2210633) GN=VP1708 216 525  780E+06|  150E:07|  150E+07|  170E+07|  200E:07|  160E+07
Q87P15__|Aldehyde genase OS=Vibrio serotype O8KB (strain RIMD 2210633) GN=VP1703 PE=3 SV=1 X 5.7 6.50E+06 1.00E+07 4.30E+06
Q87P20__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP1698 PE=4 SV=1 93 385 380E106] _ 520E+06|  4.30E+06|  6.80E+06]  380EV06
agipgy [Adenosine protein VopS 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=vopS 106 a7 Bp—— ——
Q87P42__|Putative transoriptional regulator OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1676 PE=4 SV=1 72 345
Q87P59__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1659 PE=4 SV=1 168 670 8.10E+06|  1.10E+07| _ 1.10E+07]  7.00E+06| _ 1.00E+07| _ 7.30E+06
Q87P60__|Low calcium response locus protein H OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1658 PE=4 SV=1 16.7 18.1 3.90E+06 2.10E+06] __ 4.30E+06
Q87P62__[Putative protein PopD OS=Vibrio parahaemolyticus serotype O&:KB (strain RIMD 2210633) GN=VP1656 PE=4 SV=1 198 353[  450E+06]  6.70E+06|  7.00E+06| _ 4.20E+06 4.70E+06
Q87P63 ic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1655 PE=4 SV=1 28 349]  1.70E+07| _ 890E+07 2.90E+07 390E+07
Q87PBO__|RNA chaperone ProQ OS=Vibrio parahaemolyticus serotype OSKE (strain RIMD 2210633) GN=proQ PE=3 SV=1 100 232 290E+06] __ 2.80E+06 6.70E+06
QB7PBI__[Tai-specific protease OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP1606 PE=4 SV=1 12 756 2.70E+06
Q87PB3 idase N 0S=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VP1604 PE=4 SV=1 41 984]  5.00E+05[  0.00E+05 2706406 2.20E+06
Q87PB5__|Putative NAD-glutamate 0S=Vibrio p: serotype O3K6 (strain RIMD 2210633) GN=VP1602 PE=4 SV=1 33 1834 8.70E:06  7.70E+06] _ 4.30E+06 450E+06
qurpos[S-hvdrondecanoyi-Tacy-carrie-proten] 0S=Vibrio p icus serotype OZKG (strain RIMD 2210633) GN=fabA 151 100l 740me08] 1008507 ss0me0s  920mv0s| 1208507 1108007
QB7PE6__Uncharaoterized protein OS=Vibrio parahaemolyticus serotype O8:K8 (strain RIMD 2210633) GN=VP 1564 PE=4 SV=1 244 564]  570E+06|  950E+06|  540E+06|  110EX07  1.80E+07]  1.10E+07
Q87PG6 ;\ér::rgtle:;md nitrate reduction regulatory protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1536 44 278
Q87PH6__|Putrescine-binding periplasmio protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP1526 PE=3 SV=1 124 397] 8206405 9.20E+06] __ 1.70E+07
Q87PKE | N-acetyl-D ine kinase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=nagk PE=3 SV=1 23 328 2806406
Q87PUB__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1403 PE=4 SV=1 114 555]  6.90E+06 9.80E+06 1.10E707] _ 4.10E+06
Q87PVE__|Putative ClpA/B-type protease OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=VP1392 PE=3 SV=1 1.0 97.9 1.40E+06
Q87PZ8 _|Putative glutathi 0S=Vibrio p yticus serotype O3KG (strain RIMD 2210633) GN=VP1352 PE=3 SV=1 95 252 5.90E+06
Q87042 [Putstive olgopeptidsse OS=Vibrio parshacmolyious serotype O3KS (strain RIMD 2210639) GN=VP 1308 PE=4 SV=1 32 680 340E+05 __ 1.60E+06
P 2 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=purT PE=3 128 29 270008 2600406
087Q59 | Phenylalanine——tRNA ligase beta subunit OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=pheT PE=3 SV=1 1.1 870 5706406 9.30E+06 110E+07] _ 0.70E+06
087Q70 | Threonine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=thrS PE=3 SV=1 139 737[  480E06|  850E+06|  820Ev06|  1.20E+07]  1.20E+07]  1.20E+07
Q87081 _|Uncharacterized protsin OS=Vibrio parshacmolytious serotype 03K (strain RIMD 2210633) GN=VP1269 PE=4 SV=T 44 253 3806406
. o sylanin synthase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) - ol e e e e
GN=purC PE=3 SV=1
087092 |NAD malic enzyme OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=macA PE=3 SV=1 16 623 6.30E+06
G87Q99 | Thioredoxin reductase OS=Vibrio ious serotype OBKG (strain RIMD 2210633) GN=VP1251 PE=3 SV=1 78 345 210607 3.80E+06
0870A3 in 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=serC PE=3 SV=1 335 402[  BOOE06|  150E+07|  140E%07| _ 180EX07|  230E+07]  200E+07
G87QBY__|Putative reduotase VP1231 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=VP1231 PE=3 SV=1 343 439] 130E+07]  200E+07|  160EX07| _ 230E+07]  300E+07]  250E+07
087QG7__|Oystathionine beta-lyase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1182 PE=3 SV=1 80 446]  330E+06]  GOOE+06|  5.10E+06|  560E+06]  7.10E+06]  6.80E+06
087QJ9 | Oysteine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=cysS PE=3 SV=1 1.1 520 1.70E+06 270E+06] _ 6.00E+06] _ 6.40E+06] _5.20E+06
G87aKs |Hitidine biosynthesi bifunotinal protein HiIE OS=Vibrio parahasmalytiousseroype OIK (sran RIMD 2210633) GN-ti! PE=3 - 222 —
Q87GL0__|[Histidinol i 0S=Vibrio serotype O3K6 (strain RIMD 2210633) GN=hisC PE=3 SV=1 15.3 382]  GAOE'06|  6O0E+06|  470E*06|  9.30E06|  860EY06|  5.70E+06
Q87QL1__|[Histidinol dehydrogenase OS=Vibrio ious serotype OB:KG (strain RIMD 2210633) GN=hisD PE=3 SV=1 7 461 200E+06]  420E+06]  500E+06] _ 600E+06]  6.30E+06]  7.60E+06
G87GL2__|ATP phosphori 0S=Vibrio p serotype 03K (strain RIMD 2210633) GN=hisG PE=3 SV=1 219 328]  690E+05|  470E+06|  6.10E+06|  8.20E+06]  0.30E+06]  8.50E+06
G87GM1__|Adenylosucsinate lyase OS=Vibrio parahaemolytious serotype O3:K (strain RIMD 2210638) GN=VP1128 PE=3 SV=1 298 514]  390E+06]  890E+06|  130EX07|  140E%07]  210E+07]  1.40E+07
Q87QP1__|Serine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=serS PE=3 SV=1 384 488[  B90E06|  120E+07|  130E%07|  1.90E%07]  210E+07]  1.80E+07
Q87QP5__|Leucine-responsive regulatory protein OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP1104 PE=4 SV=1 3t 188 7.10E+06| _ 6.10E+06] _ 8.70E+06] _8.80E+06
Q87QP6__|Alanine 0S=Vibrio p: serotype O3K6 (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 439 399]  160E07|  370E+07|  240E+07  370E+07|  240E+07|  230E+07
Q87QP8__|Oys regulon transcriptional activator OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP 1101 PE=4 SV=1 37 36.1 250E+06] __2.00E+06
Q870S7__[Putative helicase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210638) GN=VP1072 PE=4 SV=1 244 667]  G90EV0G|  680E+06|  G6OE*0B|  7.60E+06|  1.00EY07|  9.70E+0B
Q87QTI__|Protein TolB OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210638) GN=tolB PE=3 SV=1 93 498 460E*06] _ 5.70E+06|  7.10E+06| _ 9.90E+06
G87GV2__|Aspartate-—tRNA ligase OS=Vibrio parshaemolyticus serotype OBK (strain RIMD 2210638) GN=aspS PE=3 SV=1 350 657]  120E+07|  200E+07|  190E*07|  250E+07]  290EY07|  250E+07
agraxe | 1 08=Vibrio par ous serotype O3KS (strain RIMD 2210633) GN=gleC1 PE=3 526 455 170E+07|  230E+07|  250E+07|  300E+07|  3.10E+07|  330E+07
Q87GX7__|DNA topoi 1 0S=Vibrio p icus serotype OBKG (strain RIMD 2210633) GN=topA PE=3 SV=1 17 980 2206406
[ 1 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=aroA PE=3 7 o1 pommpe| Yo | pa——— po——
G7ava | ATP-dsperdont Ol protease, ATP-sinding subuni. lpA OS=Vibio arahacmeltiousseroype 03K (sizan RIMD 2210633 " 03| 210m08|  410m08|  260408|  3508+08|  810Ev08| 4508406
Q87QY7__|Isocitrate dehydrogenase OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VP1011 PE=4 SV=1 530 805]  3O0E07|  460E+07|  340E%07|  380E+07]  430E+07]  3.80E+07
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
Q87029 [ e o 306 284  270E+06|  830Es06|  7.20E+06|  7.10E+06|  880E+06|  1.00E+07
Q87R04__[Formate 0S=Vibrio serotype OBK8 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 604 845]  490E+07|  580EY07|  GAOEXO7|  8.10E+07 9.70E+07)|
QB7R36__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 17.9 439]  2.0E+06|  440E+06|  120E107|  BOOE+06|  1.20E+07|  9.90E+06
Q87R38__|Uridine phosphorylase OS=Vibrio p yticus serotype O3KG (strain RIMD 2210633) GN=VP0960 PE=3 SV=1 28 269
QB7R78___|DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 289 o4[  110E07]  350E+07|  380E%07|  430E+07]  250E+07]  410E+07
GeTRg0 | ATPdependent G protease proteotic subunit OS=Vibio parahaemolticus sartype 03K (tran RIMD 2210633) GN-clpP PE=3 0 220 S I L e
QB7R81__|Trigger factor OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=tig PE=3 SV=1 472 482]  140E+07|  250E+07|  270E+07]  290E+07|  260E+07|  3.30E+07
Ge7R7 |t doarbonylte-binding periplasmio prtein OS=Virio parahaemoytous seotype O3S (tran RIMD 2210630) GN=POS10 PE=4 — PN O R RN ol vosal s
QB7RD3__|Formy ylase OS=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=purl PE=3 SV=1 32 316 6.80E+06
QB7RD6__ | Arginine——tRNA ligase OS=Vibrio parahacmolytious serotype O3:K6 (strain RIMD 2210638) GN=argS PE=3 SV=1 165 638[  240E+06|  7.10E+06|  380E+06| _ 7.00E+06]  820E+06]  7.40E+06
Qe7RE4  |Zin ABC transporter, periplasmio zino-binding protein OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 2210633) 195 a21| 240208 780508  s10m06|  680+06|  00c+08] 1008407
GN=VP0853 PE=3 SV=1
GeTRE7 [Sicciyt-CoA liase [ADP—forming] subunitaloha OS=Vibrioparahacmoltiousserfype 03K (irain RIMD 2210633) GN-POB50 -~ o T e e e~
P g;c:ﬁinv\-CoA ligase [ADP~forming] subunit beta OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210638) GN=sucC PE=3 08 a5l 220507  640m07|  as0m07| 500807  s80me07| 4508407
Dihy T of 2-oxogl dehydrogenase complex OS=Vibrio parahaemolyticus
QBTRES | o 531 03] vy 0038 P S 332 437|  210E+07|  370E+07|  260E+07|  BG0E+07|  870E407|  3:20E+07
Q87RFO é;/t:(]oglubarate , E1 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP0847 PE=4 19.0 106.0 1.20E+07 1.50E+07 1.30E+07 1.70E+07 1.30E+07 1.30E+07
e protein subunit OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP0845 PE=3 126 o2l as0m0s| 130807  720806|  s90m+08|  110me07] 1108407
Q87RF5__[Gitrate synthase OS=Vibrio parahaemolytious serotype O3K® (strain RIMD 2210633) GN=VP0842 PE=3 SV. 415 82| G40E+07[  5.10E+07|  470E*07|  5.10E+07]  650E+07|  5.00E+07
Qs7RFE__ [P 0S=Vibrio icus serotype O8KB (strain RIMD 2210633) GN=VP0839 PE=3 SV=1 266 592  8.10E+06|  1.80E+07|  180E*07|  16OEY07| _ 210E+07| _ 1.80E+07
Q87RG4 | Glutamine~—tRNA ligase OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=gnS PE=3 SV=1 12 639]  440EV06|  620E+06|  B.10E*06|  120E+07|  1.20E+07|  1.10E+07
Q87RGE [N ine repressor OS=Vibrio parshaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0828 PE=4 SV=1 52 438 1.50E+06 200E+06] _ 3.00E+06| _ 1.70E+06
Qe7RHo |AsParagine sythetase B, gutamine-hydralyzing OS=Virio parahacmalytious serotype 03K (srain RIMD 2210633) GN-VP0820 229 23| 510208  930508|  760m08|  960mr08| 1208407 1508407
QB7RH5 | Chaperone protein HtpG OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=htpG PE=3 SV=1 211 721]  450E+06]  64OE+06|  BOOE+06|  BOOE+06|  1.20E+07|  1.00E+07
Q87RJT__|Oysteine synthase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=VP0787 PE=3 SV=1 723 341]  440E+07(  60E+07| _ 760E+07]  7J0E+07]  0.10E+07|  9.60E+07
o ’ o ~
GeTRK [hosphocnayruate-proein shospho 0S=Vibrio icus serotype O3KG (strain RIMD 2210633) GN=VP0794 226 a2l asom0sl  ssoeecs] s oo
Qe7Rct  |TS svstem lucose-specii A component OS=Virio serotype O3K6 (strain RIMD 2210633) GN=VP0793 PE=4 225 70| 220me08|  o40me0s|  s20me0sl  110ms07]  130me0d|  130E07
QB7RL6 | Glutamate——tRNA ligase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=gltX PE=3 SV=1 365 534  750E+06]  1.10E+07| _ 1.10E+07  1.10E+07]  150E+07|  1.30E+07
Q87RL8 Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 16.1 40.8 1.30E+07,
Q87RM3 N,N'-diacet; 0S=Vibrio p: yticus serotype O3:K6 (strain RIMD 2210633) GN=VP0755 PE=4 SV=1 26 97.6 2.50E+06
Q87RNS by inase OS=Vibrio par serotype O3KB (strain RIMD 2210633) GN=prs PE=3 SV=1 313 339]  540EV06|  0.30E+06|  B50EX0|  130EF07|  160EY07|  1.20E+07
Q87RQ0 Leucme——tRNA ligase OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=leuS PE=3 SV=1 207 966]  TOOEY07|  1.80E+07|  120E+07|  160E+07|  1.20E+07|  1.80E+07
QB7RRZ__[Serine hyd 1 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=glyAl PE=3 SV=1 500 455 8.10E+07|  5.70E+07| 520107  7.40E+07 7306407
Q87RS3__|Lipoprotein OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 37 29,1 3506406
Q87RTE i 7 small subunit OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=xseB PE=3 SV=1 88 89 3.40E+06
Q87RU4__|6.7-dimethyl-B-ribityllumazine synthase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210638) GN=ribH PE=3 SV=1 160 164 340E+06| _ 3.10E+06] _ 3.10E+06] _ 260E+06
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GeTRUS  [2{8rons—2-butanone 4-phosphate synthase OS=Vibio parahaemoltius sartype 03K (tran RIMD 2210633) GN-rbB PE=3 0 w01l 100E08] 210508  240808]  330+08]  730c+08] 3805406
Q87RU9 | Gamma-glutamy| 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=proA PE=3 SV=1 142 447]  1.70E+06] _ 510E+06|  280E+06|  560E+06] _ 6.00E<06|  570E+06,
Q87RVS inoacyl-histidine dipeptidase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0671 PE=4 SV=1 47 536 4.90E+06| _ 530E+06] _ 6.70E+06| _ 4.10E+06
Q87RV7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0669 PE=4 SV=1 264 390] _ 360E06]  730E¥06|  900E*06| _ 880E+06] _ 130E%07|  130E+07
Q8TRWO [ Phosphoribosylformylglycinamidine synthase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=purL. PE=3 SV=1 200 1416  630E+06|  100E+07|  130E+07|  130E:07|  170E+07|  1.30E+07
Q87RX2__|Ghaperone protein DnaJ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=dnaJ PE=3 SV=1 31 410 2.30E+06
Q87RX3__|Chaperone protein DnaK OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=dnaK PE=3 SV=1 570 690]  130E+07]  250E%07| _ 230E+07| _ 280E+07] _ 320E%07| _ 330E+07
Q87RZ5___|Homooysteine synthase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0629 PE=3 SV=1 28 457 140E+06 3.10E+06,
Q87S07__|GMP synthase [glutamine-hydrolyzing] OS=Vibrio p yticus serotype O3:K (strain RIMD 2210633) GN=guaA PE=3 SV=1 104 576]  440E+06]  B6OE+06|  580E+06|  1.30E+07]  150E%07|  1.10E+07,
Q87508 |Inosine-5" genase OS=Vibrio pa ious serotype O3:K6 (strain RIMD 2210633) GN=guaB PE=3 SV=1 322 519]  6.60E06]  970E¥06|  860E*06|  1.00E+07] _ 160EX07|  890E+06
Q87512___|GTPase Der OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=der PE=3 SV=1 16 5.8 260E+06
Q87S15___|Histidine——tRNA ligase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=hisS PE=3 SV=1 26 471
Q87521 __|Peptidase B OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=pepB PE=3 SV=1 102 466]  240E+06]  BAOE+06|  360E06| _ 680E+06] _ 930E+06|  7.20E+06
Q87528 |Cysteine desulfurase IsoS OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=iscS PE=3 SV=1 5 450 2.40E+06
Q87544 i ‘AnpG/Tsa family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 433 222]  140E+07] _ 400E+07| _ 370E+07|  420E+07] _ 490E%07] _ 410E+07
Q87563 |Ghaperone protein ClpB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=clpB PE=3 SV=1 288 958]  6.90E+06]  B6OE+06|  890E+06|  140E+07]  180E+07|  130E+07
Q87568 |Putative sigma-54 modulation protein OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP0556 PE=4 SV=1 83 124 5.90E+06)|
Gersgy |Chorimate mutase/prep 0S=Vibrio parahacmolyticus serotype O3K8 (strain RIMD 2210633) GN-VP0555 PE=4 o win Pp——
Q87573 ___|ABC transporter, ATP—binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0551 PE=3 SV=1 146 622|  330E06|  580E+06]  370E+06|  5.10E+06|  520E+06]  5.80E+06
N yheptonate aldolase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0546 o7 207 p—— p— p——
Q87590 |isol tRNA ligase OS=Vibrio parahaemolytious serotype O3KB (strain RIMD 2210633) GN=ileS PE=3 SV=1 58 1052|  470E+06]  430E+06]  470E+06|  820E+06|  660E06]  530E+08|
G875A8 |Qrdoredctase Tas, aldo ket reductase family OS=Vibrio parahacmalytious serotype 03K (srain RIMD 2210633) GN=VP0515 _— 207 g IR reom | pm—— e —— R ———
Q87SB1___|Lysine—tRNA ligase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=lysS PE=3 SV=1 349 575]  270E+07 _ 180E¥07| _ 370E+07| _ 5.10E+07] _ 570E%07]  450E+07
Q87SC7 glyoyl radical cofactor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=groA PE=3 SV=1 384 139 _ 590E+06] _ 850E+06 140E+07] __ 1.80E+07] __ 1.10E407,
Q87SC8__|Threonine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0496 PE=4 SV=1 434 465]  7.60E+06]  940E+06|  T10EX07|  150E+07] _ 190E%07|  160E+07
Q87SC9__|Homoserine kinase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=thrB PE=3 SV=1 53 344 4.20E406
partokinase I/homoserin . threonine-sensitive 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633)
Qg7spo  [Aspartorinase |/ homose 322 834  160E+07|  190E+07|  170E+07|  210E+07|  250Es07|  2.10E+07
Q87SD5__|Aerobic respiration control protein FexA OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0489 PE=4 SV=1 6 269 570E+06] _ 500E06] _ 5.30E%06 7.70E+06,
QB7SE0__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0484 PE=4 SV=1 163 1752]  580E706|  740E+06| _ 870E+06] _ 140E%07| _ 110E+07] _ 1.20E%07
Q87SET lutamate synthase, small subunit OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP0483 PE=4 SV=1 104 533 110E+06] _ 6.20E%06] _ 440E+06| _ 2.70E+06
Q87SE2__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP0482 PE=4 SV=1 104 1629]  790E+06] _ GOOE+06| _ 750E+06] _ B50E*06| _ 4B0E+06] _ 4.80E%06
Q87SF3__|Carbamoy! synthase large chain OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=carB PE=3 SV= 322 1178]  100E+07| _ 140E+07] _ 150E%07] _ 190E+07| _ 190E+07] _ 1.80E%07
Q87SF4__|Carbamoy! synthase small chain 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=carA PE=3 SV=1 166 410] _ 290E+06]  6.30E+06|  660E*06|  7.60E+06]  B50EX06|  6.70E+06
Q87SF5  |4-hydroxy i 08=Vibrio p icus serotype O3KB (strain RIMD 2210633) GN=dapB PE=3 SV=1 86 286|  490E+06|  730E+06|  6.20E+06|  7.20E+06|  1.10E407|  9.20E+06
Q87SF7__|Protein translocase subunit SecA OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=secA PE=3 SV=1 87 103.1]  250E+06]  6OOE+06|  450E706]  570E+06|  200E+06] _ 430E+06
Q87SGO__|Cell division protein FtsZ 0S=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=ftsZ PE=3 SV=1 225 425] _ 790E+06] _ 120E%07| _ 1.10E*07]  150E+07] _ 180E¥07|  150E+07
Q87SH9__[Stringent starvation protein A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0444 PE=3 SV=1 308 243] _ 580E+06] _ 130E+07|  140E+07|  130E+07] _ 550E%07|  170E+07
Q87S14___|30S ribosomal protein 9 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 492 126  980E+06]  210E+07|  280E+07]  320E%07| _ 320E+07] _ 3.10E%07
Q87S15___|50S ribosomal protein L13 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=rplM PE=3 SV=1 542 160 740E+06]  7.30E+06] _ 1.60E+07]  240E%07| _ 120E+07] _ 290E%07
Q875J0__|Protease DO OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0433 PE=4 SV=1 176 431 280F+06]  900E¥06|  6.10E+06| _ 120E+07]  960E+06|  120E+07
Q875J3___|DNA topoisomerase 4 subunit B OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=parE PE=3 SV=1 19 695 6.50E+06
GesKo|Gltamate-ammonia-iga vly 0S=Vibrio p icus serotype O3K6 (strain RIMD 2210633) GN=ginE PE=3 - i
Q87SL8___|RNA polymerase sigma factor RpoD OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoD PE=3 SV=1 110 707| _ 820E+06]  1O0E+07]  9.60E+06|  1.80E+07]  130E+07]  1.40E+07
> TEmOYEES SRS -

Q87SR3 , fructose R ¢] OS=Vibrio icus serotype O3KG (strain RIMD 2210633) 316 668  250E+06|  100E+07|  1.10E+07|  1.80E+07|  1.10E+07|  200E+07,

GN=ghm$ PE=3 SV=2
Q87SR6__|Pyruvate kinase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN-VP0356 PE=3 SV=1 345 499]  970E+06]  120E+07|  1O0E*07|  220E+07]  250E%07| _ 250E+07
Q87550 lactate synthase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP0352 PE=3 SV=1 35 630] _ 3.90E+06 590E+06
Q875S7__|2-isopropylmalate synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=leuA PE=3 SV=1 223 56.1|  340E+06|  BOOE+06|  300E*06|  9.90E+06]  900E+08| _ 7.70E+06
Q87558 isop genase OS=Vibrio p cus serotype O3:K6 (strain RIMD 2210633) GN=leuB PE=3 SV=1 39.1 393]  500E+06]  150E%07|  130E+07|  150E+07] _ 180E%07|  1.50E+07,
Q87589 [3-isopropylmalate dehydratase large subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=leuC PE=3 SV=1 68 506 1.206+07, 200E+06
Q87SU3__|50S ribosomal protein L27 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpmA PE=3 SV=1 424 92 580E+06] _ 9.90E*06| _ 1.00E+07| _ 460E+06] _ 1.30E+07
Q87SU4__|50S ribosomal protein L21 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplU PE=3 SV=1 602 15| 430E%06]  120E+07] _ 160E+07]  190E%07| _ 130E+07] _ 1.80E%07
Q87SU7__|Malate 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 752 322]  280E+07]  580E+07|  460E+07| _ 580E+07]  570E%07|  480E+07
Q875V0 ic protein OS=Vibrio p icus serotype O3:K8 (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 463 345]  280E+07]  500E%07]  490E+07|  470E07|  560E+07]  5.60E+07
Q87SWO__|Fructose~1,6-bisphosphatase class 1 OS=Vibrio p icus serotype O3:KB (strain RIMD 2210633) GN=fop PE=3 SV=1 290 373]  650E06]  1.90E%07|  120E+07|  1.20E+07]  140E%07|  7.90E+06|
Q87SX0__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0302 PE=4 SV=1 38 233] _ 640E+06] _ 1.20E%07 130607 1.80E%07] _ 130E+07
Q87SX9__|Sulfate adenylyltransferase subunit 1 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=cysN PE=3 SV=1 271 526]  650E106]  9.80E¥06|  930EX06|  160E+07]  170E%07| _ 1.20E+07
Q87SYO__|Sulfate adenylyltransferase subunit 2 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=cysD PE=3 SV=1 89 350 650E-06] _ 7.10E+06] _ B.00E+06
agsyz [ZEove ide 2-phosphodiesterase OS=Vibrio p ious serotype O3:KG (strain RIMD 2210633) GN=VP0290 PE=3 .9 o1 P—— wa0me08| 1208007 390806
Q87SY9___|50S ribosomal protein L17 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rplQ PE=3 SV=1 444 142 130E+07] _ 1.60E+07] _ 1.70E+07] _ 200E+07| _ 1.30E+07,
Q87520 |DNAdirected RNA polymerase subunit aloha OS=Vibrio arahaemalytious serotype 03K (srain RIMD 2210633) GN-poA PE=3 o~ s e e e
Q87SZ1__|30S ribosomal protein S4 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 500 233]  180E+07]  GO0E+07]  350E+07|  440E+07|  420E+07]  480E+07
Q87572 |30S ribosomal protein S13 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsM PE=3 SV=1 56.8 133 780E%06]  170E+07] _ 260E+07]  270E%07| _ 230E+07] _ 290E%07
Q87574___|50S ribosomal protein L15 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplO PE=3 SV=1 340 149 690E+06|  830E+06| _ 1.00E+07]  200E%07| _ 170E+07] _ 150E%07
Q875Z5___|50S ribosomal protein L30 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpmD PE=3 SV=1 24.1 66 6.40E+06
Q87576 |30S ribosomal protein S5 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=rpsE PE=3 SV=1 695 176] _ 930E+06| _ 240E+07| _ 340E+07]  370E%07| _ 360E07] _ 3.90E%07
Q87527 |50S ribosomal protein L18 OS=Vibrio parahaemolytious serotype O3KB (strain RIMD 2210633) GN=rpR PE=3 SV=1 56.4 126]  620E%06]  120E+07]  150E+07]  130E%07| _ 200E+07] _ 230E%07
Q87578 __|50S ribosomal protein L6 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplF PE=3 SV=1 723 188 670E%06]  170E+07|  220E+07]  270E%07| _ 190E+07] _ 3.00E%07
Q87579 |30S ribosomal protein S8 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsH PE=3 SV=1 238 140] _ 720E+06] _ 190E+07|  270E+07|  190E+07]  240E+07| _ 250E+07)
Q87700 __|30S ribosomal protein $14 OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=rpsN PE=3 SV=1 69 114 6.10E+06] __ 6.30E+06, 9.00E+06
Q87T01___[50S ribosomal protein L5 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=rplE PE=3 SV=1 760 201 120E07] _ 230E%07| _ G.10E+07] _ 390E+07] _ 410E%07| _ 360E+07
Q87T02___|50S ribosomal protein L24 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpIX PE=3 SV=1 200 12|  740E+06]  500E+06|  7.10E+06] _ 1.90E+07 1.00E+07,
Q87T03___|50S ribosomal protein L14 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpIN PE=3 SV=1 333 136  550E+06]  110EF07| _ 1.30E+07] _ 160E+07| _ 140E+07] _ 1.80E%07
Q87T04__|30S ribosomal protein 17 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsQ PE=3 SV=1 167 96 330E+06] _7.70E+06, 4.40E+06
Q87T06___|50S ribosomal protein L16 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplP PE=3 SV=1 404 55|  670E+06]  130EF07|  160E+07]  180E%07| _ 150E07] _ 170E%07
Q87T07___|30S ribosomal protein 3 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsC PE=3 SV=1 478 256]  1.10E+07] _ 240E+07| _ 330E+07| _ 410E+07] _ 470E%07| _ 430E+07
Q87T08___|50S ribosomal protein L22 OS=Vibrio parahaemolytious serotype O3B (strain RIMD 2210633) GN=rplV PE=3 SV=1 318 2.1 450606 _ 6.70E+06] _ 84OE*06| _ 6.50E+06 _ 1.20E+07
Q87T09___|30S ribosomal protein §19 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsS PE=3 SV=1 87 104]  510E%06] _ 870E+06| _ 1.20E+07] _ 1.10E%07 1.70E+07,
Q87T10___|50S ribosomal protein L2 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplB PE=3 SV=1 248 299 920E+06] _ 8.30E+06] _ 4.80E+06|
Q87TI1__|50S ribosomal protein L23 OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=rpIW PE=3 SV=1 220 T 1.10E+07, 200E+07
Q87T12___|50S ribosomal protein L4 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=rplD PE=3 SV=1 390 219] _ 100E07] _ 220E707| _ 350E+07| _ 400E+07] _ 330E%07| _ 400E+07
Q87T13___|50S ribosomal protein L3 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=rpIC PE=3 SV=1 53.1 224]  940E+06] _ GO0E+07]  350E+07|  450E+07|  450E+07]  450E+07
Qe7Tat |ATP-dependent potease ATPase suburit Hel OS=Vibrio parahacmalytious seotype 03K (strain RIMD 2210633) Gl PE=3 121 98 2505408 4c0e08] 430406 ——
Q87731 [T i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=tpiA PE=3 SV=1 164 269]  700E+06] _ 100E¥07| _ 130E+07| _ 520E+06] _ 160E¥07| _ 660E+06
Q87734 |Nucleotide sugar dehydrogenase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0236 PE=3 SV=1 302 431 460E+06]  950E+06|  890E+06|  140E+07]  160E%07|  140E+07
Q87T36___|Pilin glycosylation protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0234 PE=3 SV=1 402 434]  130E+07] _ 200E+07]  1.90E+07| _ 260E+07|  330E+07] _ 280E+07

Putative carbamoylphosphate synthase large subunit, short form OS=Vibrio parahacmolyticus serotype O3K8 (strain RIMD 2210633)
gras  [Putative carbamoyipbos 22 364 520E+06
qorrar |JT0P4 3 5-epi 0S=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=VP0229 PE=4 59 12 2305408 310806 60E108|  3.90E+06
Ge7Tas  |Futative GTOP—4-dehyrorhamnose reductase OS=Viri parahaemolticus seotype 0316 (tran RIMD 221063) GN=VP0224 PE=4 - 24 e T~
Q87T47 ;v:1 il i 0S=Vibrio p: i serotype 03:K6 (strain RIMD 2210633) GN=VP0223 PE=3 113 323 2.70E+06. 3.50E+06! 6.20E+06. 3.60E+06.
Q87748 |dTDP—glucose 4, 0S=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP0222 PE=3 SV=1 169 409 540E+06] _ 9.80E*06| _ 1.10E+07| _ 120E+07] _ 1.60E+07
Gerras |AOP-Loshcers-D-mamnohept i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=IdD PE=3 - 52 o p——
Qeres  |Putative oxi (Flagellin ion) OS=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP0207 o 274 I ———

PE=4 SV=1

Putative gl 1 21-ami 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633)
agrTes  [Putatie eutamate | 164 489|  290E+06|  440E+06|  450E+06|  640E+06|  820E+06|  7.00E+06

Putative 3 34 dyhy related protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD
A A 87 385 700E+06|  670E+06|  9.60E+06
Q87T85___|50S ribosomal protein L28 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpmB PE=3 SV=1 333 90| 340E+06] _ 120E+07| _ 130E+07] _ 130E%07] _ 190E+07| _ 130E+07
Q87768 |Putative binding protein component of ABC transporter OS=Vibrio parahacmolytious serotype 03K (strain RIMD 2210633) 18 696 S60E+06|  420E406|  570E+08| 730508 7108406

GN=VP0172 PE=4 SV=1
Q87TA8___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0162 PE=4 SV=1 27 455 5.60E+06)|
Q87TA9 | Guanylate kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gmk PE=3 SV=1 68 234
Q87TCO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPO150 PE=4 SV=1 13 85.1 6.60E+05,
Q87TEl [P uvate carboxykinase [ATP] OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=pokA PE=3 SV=1 614 00|  660E+07|  880E+07|  6.00E+07| N IG0ER08|  8.30E+07| _ 9.70E+07
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Q87TE8 0S=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP0121 PE=3 SV=1 54.4 51.5 6.40E+07 9.20E+07 8.80E+07
Q87TG2 DNA pol; 1 OS=Vibrio parah: | serotype O3:K6 (strain RIMD 2210633) GN=VP0107 PE=3 SV=1 30 103.1 3.20E+06 2.10E+06 2.20E+06
Q87TG5 Delta- i linic acid deh 0S=Vibrio paraF lyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0104 PE=3 SV=1 12.2 39.2 3.40E+06 7.30E+06 7.40E+06 1.00E+07 1.00E+07 9.10E+06
Q87TJ9 Oligopeptidase A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0070 PE=3 SV=1 203 76.9 9.60E+06' 3.70E+07 3.90E+07 5.00E+07 6.70E+07 5.40E+07
Q87TKO §$:foma| RNA large subunit h: J OS=Vibrio parah: | serotype O3:K6 (strain RIMD 2210633) GN=rimJ PE=3 72 322
Q87TK1 0S=Vibrio i serotype O3:K6 (strain RIMD 2210633) GN=VP0068 PE=3 SV=1 13.2 49.2 6.30E+06 1.80E+07 9.60E+06 1.10E+07 3.00E+07 2.10E+07
Q87TM1 Z:‘D:ty;’)/;“ﬁscss::spsﬁl:?h periplasmic peptide-binding protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) 499 574 4.10E+07 7.40E+07 6.40E+07 7.80E+07 7.70E+07 7.30E+07
Q87TN4 Ketol-acid i 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=ilvC PE=3 SV=1 51.0; 54.7 3.20E+07 5.30E+07 4.60E+07 5.80E+07 9.00E+07 6.50E+07
Q87TP7 Glycine——tRNA ligase alpha subunit OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=glyQ PE=3 SV=1 85 349 5.10E+06 5.00E+06 5.20E+06
Q87TP8 Glycine——tRNA ligase beta subunit OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=glyS PE=3 SV=1 283 76.2 6.00E+06' 9.20E+06 8.90E+06 1.10E+07 1.50E+07 1.10E+07
QIALYS Cyclic AMP receptor protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 51.0 237 1.30E+07 2.60E+07 3.20E+07 3.60E+07 4.30E+07 3.20E+07
QIL5X8 BipA 0S=Vibrio parahaemolyticus GN=bipA PE=1 SV=1 212 66.9 5.80E+06 8.10E+06 4.80E+06 1.30E+07 1.10E+07 7.50E+06
QIL7PS 60 kDa Pt in 1 OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=groL1 PE=3 SV=2 446 575 1.80E+07 4.10E+07 4.20E+07 5.00E+07 6.70E+07 5.50E+07
1st Experiment (Insoluble Fraction)
Accession | Description Coverags |MW [kDa] |Control GlcNAG GlcN (GIcNAc)2 _|(GleN)2 GIcNAG—GIcN
050286 Dihy ip g 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 4.84210526 50.956 1.00E+06 3.40E+06 2.40E+06 8.30E+05
P59494 porin 0S=Vibrio i serotype O3:K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 30.5555556 46.933 5.00E+07 5.90E+07 3.90E+07 4.30E+07 3.50E+07
Q877T5 factor Tu OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=tufA PE=3 SV=1 4.06091371 43.125 3.70E+06
Q87FM2 Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 10.1769912 74.942 5.00E+06 8.10E+06 7.90E+06 4.40E+06 1.00E+07
Q87FM3 Ferric vibrioferrin receptor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 5.05617978 78.834 2.50E+06 5.30E+06 3.40E+06 4.50E+06 4.80E+06
Q87G18 L-lactate dehydrogenase OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=IIdD PE=3 SV=1 9.2348285 41.373 5.60E+06 3.90E+06 2.20E+06 3.70E+06
Q87GK7 Uncharacterized protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 17.3684211 42312 7.60E+06 1.40E+07 1.20E+07 7.60E+06 1.30E+07
Q87GW2 Uncharacterized protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1203 PE=4 SV=1 12.173913 13.13 2.60E+06
Q87HI4 Ferric aerobactin receptor 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0979 PE=3 SV=1 1.65517241 79.175 2.60E+06
Q87HP1 gA?(P) transhydrogenase subunit alpha OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0922 PE=3 444015444, 54772 2.70E+06 3.30E+06
Q87HS4 Heme transport protein HutA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0882 PE=3 SV=1 2.88600289 77.294 5.20E+06 6.30E+06 4.40E+06 6.90E+06 5.20E+06
Q87JD5 gv.;a]twe outer membrane protein OmpV OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0318 PE=4 465116279 28131 3.70E+06 3.80E+06 2.10E+06 4.70E+06
Q87JT2 Putative outer protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0166 PE=4 SV=1 11.4613181 37.95 1.80E+07 1.50E+07 1.20E+07 1.70E+07 1.50E+07
Q87K02 Outer protein OmpW OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0096 PE=4 SV=1 6.54205607 23.453 3.40E+06 1.90E+06 2.50E+06 3.10E+06|
Putative LysR—family transcriptional regulatory protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
Q87K33 GN=VPA0065 PE=4 SV=1 3.38983051 33.123
Q87KA6 ATP synthase subunit alpha 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=atpA PE=3 SV=1 6. 56.601 1.80E+06 2.90E+06
Q87KA8 ATP synthase subunit beta OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 3.21199143 50.664 1.70E+06
Q87KQ1 50S ribosomal protein L1 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplA PE=3 SV=1 10.7296137 24676 1.80E+06 2.60E+06
Q87L75 508S ribosomal protein L9 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpll PE=3 SV=1 7.33333333 15.699 1.40E+06 2.80E+06
Q87LB4 Putative V10 pilin OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 25.4545455 16.796 1.10E+07 1.20E+07, 3.80E+06 1.10E+07
Q87LH6 P 1Ic P 0S=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 4.25055928 48.725 1.20E+07, 8.90E+06|
Q87LR7 g\);a:]oacetzte decarboxylase, alpha subunit OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2544 PE=4 537815126 64.235 3.70E+06
Q87LU2 Pyruvate deh: g E1 08S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 | 1.24013529 99.601 2.60E+06 1.70E+06 2.90E+06 1.90E+06
Acetyltransfera of pyruvate g complex OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD
Q87LU3 2210633) GN=VP2518 PE 3 SvV=1 1.75438596 64.93 3.50E+06 3.10E+06
Q87LZ1 Outer protein U OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=ompU PE=3 SV=1 13.0563798 36.263 1.50E+07, 1.30E+07 1.40E+07 1.00E+07 1.20E+07
Q87LZ5 ATP: zinc. p! FtsH OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=ftsH PE=3 SV=1 1.66163142 72.936 3.00E+06
Oligopeptide ABC ol ide-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
Q87MYS5S 2210633) GN=VP2091 F'E 4 SV 1 807899461 62.342 2.00E+06 3.80E+06 2.90E+06 6.20E+06 4.00E+06
Q87N29 ng]system‘ glu pecific IBC 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP2046 PE=4 525210084 49.407 1.00E+07 1.10E+07 6.80E+06 5.00E+06 7.90E+06
Q87N45 30S ribosomal prote\n S1 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 5.57553957 60.905 2.60E+06
Q87QT8 Peptidoglycan: lipop! in 0S=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP1061 PE=3 SV=1 6.89655172 18.701 3.30E+06 5.70E+06
Q87R04 Formate 0S=Vibrio serotype 03:K6 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 1.71503958 84.466 5.80E+05
Q87R36 Uncharacterized proteln 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 3.10880829 43.935 1.40E+07 2.70E+07 1.20E+07
Di J:{ complex OS=Vibrio parahaemolyticus
Q87RE9 semtype 03:K6 (strain RIMD 2210633) GN=VP0848 PE 3 SV 1 9.72568579 43.675 2.60E+06 2.40E+06 1.70E+06 2.10E+06 2.90E+06
PTS system, N-acetylgl i pecific IABC P 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633)
Q87RG5 GN=VP0831 PE=4 SV=1 3.25047801 54.543 3.00E+06| 3.40E+06| 5.30E+06|
Q87RL8 Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 9.91957105 40.764. 1.50E+07,
Q87RS3 Lipop in 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 14.4981413 29.052 5.20E+06' 4.00E+06' 4.20E+06' 4.30E+06' 8.90E+06
Q87S84 Putative carbon starvation protein A 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 4.8582996 53.283 3.30E+06 3.00E+06
Q87SZ1 308 ribosomal protein S4 OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 4.36893204 23.319 2.40E+06
Q87SZ8 508S ribosomal protein L6 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplF PE=3 SV=1 12.9943503 18.767 1.70E+06 2.20E+06 1.90E+06 1.60E+06
Q87T01 50S ribosomal protein L5 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplE PE=3 SV=1 4.46927374 20.118] 1.80E+06
Q87707 308 ribosomal protein S3 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=rpsC PE=3 SV=1 6.03448276 25.565 1.50E+06
Q87T13 50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplC PE=3 SV=1 4.784689 22.36 3.70E+06 2.50E+06
Q87TA4 Putative TolR OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 2.20750552 49.324 1.60E+06
Q87TE8 synthetase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0121 PE=3 SV=1 3.41151386 51.451 4.50E+06' 2.10E+06 3.00E+06
Q87TM2 F;\a/;;t]wde ABC transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP0047 PE=3 | , o 0aoco 6365 6.60E405 1 10E405
QIL7PS 60 kDa chaperonin 1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=groL 1 PE=3 SV=2 3.10786106 57.537 7.80E+05
2nd Experiment (Supernatant Fraction)
Accession | Desoription Coverags _|MW [kDa] |Control GloNAc GloN (GIcNAc)2 _|(GleN)2 GloNAG—GIcN
ATUEM1 Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 322 165 5.90E+06 1.10E+07 9.90E+06 6.40E+06 9.60E+06 1.10E+07
ATUEQ6 Dihydro-orotase (Fragment) OS=Vibrio parahaemolyticus GN=pyrC PE=3 SV=1 9.8 17.8 3.80E+06' 6.40E+06 7.90E+06 8.70E+06
ATUET7 Protein RecA (Fragment) OS=Vibrio parahaemolyticus GN=recA PE=3 SV=1 4.5 26.0 1.70E+06 2.30E+06 9.60E+05
A9Q6J2 Protein RecA (Fragment) OS=Vibrio parahaemolyticus GN=recA PE=3 SV=1 52 224 1.70E+06 2.30E+06 9.60E+05
HEBAH9 Thermolabile in (Fragment) OS=Vibrio parahaemolyticus GN=t| PE=4 SV=1 10.8 13.6 4.80E+07
050286 Dihy ipe 0S=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 575 51.0 4.10E+07 4.40E+07 3.60E+07 2.20E+07 4.90E+07 4.90E+07
087081 Polar flagellin F OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=flaF PE=3 SV=2 5.6 40.5 4.70E+07 8.40E+07 7.70E+07 7.60E+07 7.20E+07
POA2W2 Acyl carrier protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=acpP PE=3 SV=2 18.2 8.5 2.40E+07 2.40E+07 2.40E+07
POA308 ATP synthase subunit ¢ 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=atpE PE=3 SV=1 214 8.6 7.30E+07 3.60E+07 3.60E+07 4.60E+07 5.60E+07 5.40E+07
POA481 50S ribosomal protein L20 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpIT PE=3 SV=1 23.1 13.4 1.70E+07 1.20E+07 1.60E+07. 8.70E+06 1.40E+07, 2.10E+07
P19249 Thermostable direct ibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tdh1 PE=1 SV=2 243 213 8.70E+06' 1.30E+07, 1.80E+07. 1.40E+07. 1.50E+07, 2.60E+07
P19250 Thermostable direct ibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tdh2 PE=1 SV=2 41.3 215 6.40E+07 6.10E+07 8.10E+07 3.90E+07 7.40E+07 9.90E+07
P22099 synthase P 1 0S=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=trpE PE=3 SV=2 39 59.7 2.80E+06 4.20E+06 3.60E+06 3.50E+06
P22848 5" i 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=nutA PE=3 SV=2 2.1 62.1 1.50E+07 1.50E+07 1.20E+07 1.10E+07 1.30E+07 2.00E+07
P40605 Protein HfIK 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=hflK PE=3 SV=1 4.0 442 2.70E+06
P59494 Maltoporin OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 70.6 46.9
P59562 UPF0234 protein VP1617 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1617 PE=3 SV=1 5.6 18.1 2.60E+06 4.30E+06 5.60E+06 5.20E+06
P59570 Outer protein OmpK OS=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=ompK PE=3 SV=1 256 29.9 6.70E+07 7.60E+07 5.90E+07 5.70E+07 6.10E+07 5.80E+07
P59605 i synthase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=argG PE=3 SV=1 329 445 3.50E+07 2.50E+07 3.70E+07 2.00E+07 3.70E+07 4.40E+07
P66346 30S ribosomal protein S10 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpsJ PE=3 SV=1 233 1.7 9.90E+06 1.10E+07,
P66478 308 ribosomal protein $18 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=rpsR PE=3 SV=1 26.7 88 1.30E+07. 1.50E+07, 1.40E+07 7.30E+06 1.20E+07, 1.00E+07.
Q56702 Polar flagellin B/D 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=flaB PE=3 SV=2 81.2 40.1 4.00E+07 9.00E+07 7.60E+07 8.50E+07 6.90E+07
Q56703 Polar flagellin A 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=flaA PE=3 SV=1 56.9 39.8 3.00E+07 8.00E+07 6.20E+07 8.00E+07 6.10E+07 6.40E+07
Q56712 Polar flagellin C OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=flaC PE=3 SV=2 54.4 408 4.40E+07 7.70E+07 6.70E+07 6.80E+07 7.00E+07 9.80E+07
Q79YX1 Chemotaxis protein CheY OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP2231 PE=4 SV=1 8.7 14.3 5.30E+06 7.60E+06
Q79YX4 Chemotaxis protein CheW OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2225 PE=4 SV=1 20.7 184 5.70E+06 6.70E+06 1.20E+07 1.00E+07 9.00E+06 9.10E+06
Q79YY5 i protein type 3 FlgL OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0786 PE=4 SV=1 116 45.0 8.90E+06 6.60E+06 1.50E+07 6.60E+06 1.70E+07 1.40E+07
Q79YY8 Polar flagellar FlgE OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0778 PE=4 SV=1 35.5 413 4.20E+07 6.50E+07 4.60E+07 4.40E+07 4.60E+07 6.20E+07
Q87775 Elongation factor Tu OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=tufA PE=3 SV= 53.3 6.90E+07
O g'Er:S:é:/L:e{m glucose-specific IBC component OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1667 2 st By
Q87FL7 Egiegwé%g:aminopwmelate decarboxylase protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1662 128 453 8.70E+06 5.50E+406 1.10E+07 3.10E+06 2 50E+06 8.30E+06
Q87FMO Uncharacterized protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 53.0 68.7 6.60E+07 5.50E+07 9.40E+07 4.80E+07
Q87FM1 Uncharacterized protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1658 PE=4 SV=1 15.6 44.2 1.60E+07 1.50E+07 1.70E+07 5.60E+06 1.30E+07 1.40E+07
Q87FM2__|Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 58.4 74.9
Q87FM3 Ferric vibrioferrin receptor 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 444 788
P g\u/t:]t\ve Zinc protease, insulinase family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1650 PE=3 o M = P e
Q87FN1 Uncharacterized protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1648 PE=4 SV=1 2.8 62.7 5.10E+06 3.40E+06 5.00E+06 3.50E+06
Q87FNS zs/t:alt\ve maltose operon periplasmic protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1643 PE=4 457 201 3.00E+07 2.80E+07 2.30E+07 1.80E+07 2.90E+07 2.50E+07
Q87FN6 Putative CymC protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1642 PE=4 SV=1 19.0 186 1.60E+07 9.80E+06 9.10E+06 7.00E+06 1.80E+07, 1.10E+07,
Q87FN7 Putative amylase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1641 PE=4 SV=1 58 58.6 4.20E+06' 5.40E+06
Q87FPO Putative 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1638 PE=4 SV=1 435 144.5 5.90E+07 5.20E+07 3.20E+07 4.00E+07 4.30E+07 3.40E+07
Q87FQ8 Alpha-1,4 glucan phosphorylase 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1620 PE=3 SV=1 25.7 923 1.60E+07 1.40E+07 2.60E+07 1.20E+07 3.90E+07 2.90E+07
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Q87FQ9__[4-alpha-glucanotransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1619 PE=3 SV=1 282 8] 200e:07] _ 170E%07] 2. T00E+07] _ 2.90E%07
Q87FT0___|GloNAc-binding protein A OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=gbpA PE=3 SV=1 610
Q87G07 _|ScrA (Aminotransferase) OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1513 PE=3 SV=1 453
087G09__|2-amino-3 A ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=kbl PE=3 SV=1 28 431 390E+06] _ 4.30E+06
Q87G18__|L-lactate dehydrogenase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=IldD PE=3 SV=1 198 414]  170E07]  140E%07| _ 130E07|  420E+06] _ 920E%06|  7.50E+06,
087G21__|Prolyl 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPA1496 PE=4 SV=1 230 760] 120107 _ 150E%07| _ 1.10E+07| _ 9.20E+06] _ 1.10E¥07| _ 1.70E+07
Q87G30__|Putative 0S=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=VPA1487 PE=4 SV=1 72 185 1.80E+06,
G704z |Furine nucleside phosphonyiase DeoD—type 2 OS=Vibrio parahacmlytious srotype O3K® sirai RIMD 2210633) GN-deoD2 PE=3 16 N e e o N
Q87648 |Outer lipoprotein 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 571 87| 340E+07] _ 480E+07] _ 320E+07|  230E+07] _ 360E+07] _ 310E%07
Q87G50 __|Protease Il 05=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1467 PE=4 SV=1 222 51| 80E06|  660E+06]  1.50E*07|  9.90E+06|  150E+07]  4.10E+07
Q87G52 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1465 PE=4 SV=1 259 845]  130E+07]  150E%07]  1.80E+07|  1.80E+07|  220E+07] _ 250E+07
Q87G53__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1464 PE=4 SV=1 50 522 2.70E+06,
Q87G54___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1463 PE=4 SV=1 186 208 130E+07] __ 1.10E+07
Q87G82__|Putative iron(Ilh receptor OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA1435 PE=3 SV=1 23 770] _ 290E06] _ 450E%06
Q87G89___|Azurin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1428 PE=4 SV=1 66.7 158 960E707
Qg7Gas |Maltose ABG transporter, periplasmic maltose-binding protein OS=Vibrio parahaemolytious serotype 03K (strain RIMD 2210633) _— .
GN=VPA1401 PE=4 SV=1 - y
08700 | AeH oA thioester hydrlase-relatd protin OS=Vibioparahacmoltics sertype 03K (irain RIMD 2210633) GN-VPAI3S7 - I Sp—
Q87GE0__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1376 PE=4 SV=1 18 1658]  520E+06] _ 250E+06 410E706] __ 570E706
Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 295 423] _ 660E+07]  600E¥07| _ 520E+07] _ 370E+07] _ 580E%07| _ 500E+07
Q87GL7__|Putative i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1298 PE=4 SV=1 25 322
Q87GN7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1278 PE=4 SV=1 54 130 180E%07| _ 130E+07| _ 820E+06] _ 830E%06
Q87GS2__|Putative cytosine 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1243 PE=4 SV=1 26 480 2.90E+06 1.80E+06,
Q87GWI__|Acety-CoA 0S=Vibrio p ious serotype O3KB (strain RIMD 2210633) GN=VPA1204 PE=3 SV=1 214 415]  100E+07]  800E+06| _ 1.10E*07| _ 5.10E+06] _ B8OE<06| _ 740E+06
Q87GW2__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1203 PE=4 SV=1 252 13.1]  820E%06] _ 370E+06| _ 3.20E+06,
Q87GW6__|Periplasmic nitrate 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=napA PE=3 SV=1 17 929 350E406,
Q87GX9__|Outer membrane protein OmpA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAT 186 PE=3 SV=1 237 360]  470E107]  440E%07|  450E+07|  300E+07] _ 730E+06|  8.00E+06,
Q87GY0 SEgngs/*}]*dehydrc*ﬂ*deoxyheptonate aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1185 - M ozal o=
qs7aY4 [T 2 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tkt2 PE=3 SV=1 57 20| 170E+07] _ 130E%07] _ 1.0E%07 760E+06] __ 130E+07
Q87GYs__|T 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=tal PE=3 SV=1 693 348]  480E+07]  440E+07|  570E+07]  410E+07] _ 680E%07| _ 7.20E+07
Q87GY8 __|Putative chitinase A OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPAI 177 PE=3 SV=1 47 479 530E+06]___7.00E+06,
Ge7H0p |Qridoreductase. ldo ket reductase 2 famiy OS=Vibioparahaemolticus serotype 03K (tran RIMD 2210633) GN-VPA 163 PE=4 - ol T e
Q87H16___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1149 PE=4 SV=1 27 453 350E706] _ 220E+06
Qe7HF |Futative succinate dehydrogenase subunit Sch OS=Virio parahacmalytious serotype 03K (irain RIMD 2210630 GN=VPATOIS a6 w2 azom0s| 3208406
Q87HF4___|L-allo—threonine aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1011 PE=4 SV=1 296 361] 2106407  200E+07| _ 200E+07] _ 200E+07] _ 340E+07| _ 330E+07
Q87HGO__|D-lactate dehydrogenase OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1005 PE=4 SV=1 99 643] _ 9.00E+06]  620E+06| _ 640E+06|  3.90E+06] _ 6.30E+06
Q87HG6 | Alpha-amylase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPA0999 PE=4 SV=1 36.1 584]  520E+07]  540E+07]  200E+07|  7.20E07|  430E+07] _ 6.50E+07
Q87HI4___|Ferric aerobactin receptor OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VPA0979 PE=3 SV=1 401 792]  680E107]  680E+07|  680EX07|  460E+07]  720E%07| _ 6.00E+07,
Q87HLO g;;;:]twe biofilm-associated surface protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0953 PE=4 ~ 2471 Py | Iy pp— | — T T
Q87HM1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ942 PE=4 SV=1 48 330 3.90E+06 500E+06| __ 5.10E+06
Q87HM7 A\’;"”f acid biosynthesi 0S=Vibrio p ious serotype O3KG (strain RIMD 2210633) GN=VPA0936 PE=4 329 437|  2108+07|  160E+07|  170E+07|  120E+07|  220E+07] 230807
Q87HM8__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ935 PE=4 SV=1 1.1 257] _ 3.10E+06]  460E+06|  260E+06| _ 270E+06] _ 3.10E+06|  3.30E+06,
Q87HMI__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0934 PE=4 SV=1 39 226] _ 6.10E706] _ 7.80E%06 5.50E+06,
GeTHp1 | NAD(P) transhydrogenase subunit apha OS=Vioro parahacmalytous serotype 36 (strain RIMD 2210633) GN-VPAD922 PE=3 207 sisl  1o0m0r| 200800 2108001 1s0me0r 110807 1some0r
Q87HP2___|NAD(P) transhydrogenase subunit beta OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN-VPA0921 PE=3 SV=1 127 486]  180E+07|  190E+07|  130E+07|  1.10E+07]  120E+07|  200E+07
Q87HS4__|Heme transport protein HutA OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN-VPA882 PE=3 SV=1 720 773
Q87HV6 __|UPF0312 protein VPAQ850 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPAO850 PE=3 SV=1 349 203|  530E+07|  490E+07]  440E+07|  330E+07|  330E+07]  470E+07
Q87HX4 Chitodextrinase 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0832 PE=4 SV=1 51.6 111.8 3.70E+06 6.80E+06 6.80E+07 2.60E+07
Armino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
QBTHYG [ e eyt 62 306 570E+06|  860E+06|  1.60E+07|  130E+07
QB7HZ6__|Uncharasterized protein OS=Vibrio parshamolyticus serotype OZK (train RIMD 2210633) GN=VPAUB10 PE=4 SV=1 246 21.1]__ 6.80E+06] _ 1.10E%07, BOOE+06] _ B20E+06] _ 3.30E+06
Q87101 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ805 PE=3 SV=1 116 403]_ 1.10E+07]  840E+06| _ T10EX07| _ 620E+06] _ 120E%07|  7.30E+06
Q87105 |Glycine decarboxylating) OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=govP PE=3 SV=1 62 1041 930E+06] _ 1.20E+07 130407 1.10E%07
Acetyl carboxyl subunit beta 2 0S=Vibrio parahaemolytious serotype O3:K8 (strain RIMD
(CTTT RN A S A 24 321 860E+06|  660E+06|  440E+06|  5.80E+06|  650E+06
Q87103 synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=mgsA PE=3 SV=1 152 170] _ 850E706] _ 730E+06| _ 1.40E+07 9.70E+06,
Q87IE2___|Putaive Fe-regulated protein B OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=VPAQ664 PE=3 SV=1 30.1 742] 210107 _ 240E%07|  2.10E+07] _ 180E+07]  220E%07] _ 220E+07
iron(ll) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD
T R e ety s el 536 335  360E+07|  380E+07|  480E+07|  340E+07|  390Ex07|  560E+07
Qe71Gs |Areinine ABG transporter, periplasic arginine-binding protein OS=Vibrio parahaemolytious serotype O3KS (strain RIMD 2210633) o i e e T
GN=VPA0637 PE=3 SV=1
Q87105 __|Acetate kinase 2 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ackA2 PE=3 SV=1 312 426] _ 340E+07]  350E+07|  360E*07|  220E+07]  430E%07| _ 450E+07
Q87P0___|Aloohol genase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ566 PE=4 SV=1 55 402 _ 480E+06] _ 280E%06
Q87P4__|Putative i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPA0562 PE=4 SV=1 34 739 760E+05
G814 [0 shock DNA-Binding omai protein OS=Viri parahaemolytcus serotype O3S (stran RIND 2210633) GN-VPADS52 PE=4 . 75| 7402008 8608406
Q87IST___|Putative 0S=Vibrio p ious serotype O3KB (strain RIMD 2210633) GN=VPAQ535 PE=3 SV=1 472 616]  300E+07]  350E%07| _ 410E+07| _ 280E+07] _ 470E%07| _ 470E+07
Ge1s9 |Quter membrane protei N.non-specificpoin OS=Vibioparahaemolticus serotype 0316 (stran RIMD 2210633) GN-VPAS21 - 78 pram—
Q871X8___|Putative oxidoreductase OS=Vibrio p ytious serotype O3:K6 (strain RIMD 2210633) GN=VPAO478 PE=4 SV=1 47 510
Q87Iv2 permidine ni-acety 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ474 PE=4 SV=1 68 211 3.00E+06
Q87V8___|Prolyl 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VPAO468 PE=4 SV=1 6.1 842]  260E06]  150E%06] _ 390E+06 470E%06] __ 390E+06
Q87024 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA429 PE=4 SV=1 68 202] _ 490E+06] _ 620E+06|  730E+06| _ 330E+06] _ 700E+06| _ 100E+07
Q87025 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ428 PE=4 SV=1 64 191 9.60E+06
Hemin ABG transporter, periplasmic hemin-binding protein HutB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
Qgrus0  [Hemin ABC trarsporter. § 100 303 240E+06|  3.60E+06
Q87046 [Dihyroorotase OS=Vibio parshaemlytious serotype 3K (strain FIMD 2210633) GN=pyrC PE=3 SV=1 47 378] _ 380E+06] _ 6.40E+06, 790E+06] __ 8.70E+06
087078 |Adenyl te synthetase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=purA PE=3 SV=1 19 456 510E706 1.00E+07,
Q87J81 uvate synthase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA0372 PE=3 SV=1 483 831]  650E107  570E+07|  540E+07|  280E+07]  640EX07|  440E+07
Q87J86___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0367 PE=3 SV=1 503 337] _ 800E07]  770E+07| _ 900E+07] _ 630E+07] _ 950E+07
G875 |Futative outer membrane protein OV OS=Viri paraheemolyticus seotype O3S (tran RIMD 2210633) GN=VPAD31 PE=4 03 61l asom07|  asom0r|  as0m07|  3someor|  es0me0r|  4s0me0r
Q87JG6__ |60 KDa chaperonin 2 0S=Vibrio p cus serotype O3KG (strain RIMD 2210633) GN=groL2 PE=3 SV=1 23 563
Q7K1 |Futative outer membrane protein OmpA OS=Viri parahscmolytcus seotype 036 (tran RIMD 2210630) GN=VPAD248 PE=3 T 5 —— S——
Q87JK3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0246 PE=4 SV=1 30 456 220E%06] __ 580E+06 3.70E+06
Q87JM2__|Alkaline serine protease OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0227 PE=4 SV=1 238 710]_ 5.10E+07] _ 730E%07] _ 590E+07] _ 530E+07] _ 530E%07] _ 6.10E+07
Q87JR8___|Phospho-beta idase B OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPAO180 PE=3 SV=1 162 530] 120407  120E%07|  100E+07| _ 260E+06] _ 100E%07| _ 9.30E+06
Q87J59 | Agmatinase OS=Vibrio p: icus serotype O3KB (strain RIMD 2210633) GN=VPAQ169 PE=3 SV=1 49 334] _ 130E+07| _ 140E+07] _ 180E+07 7.30E+06,
Q87JT1__|Putative protease OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPAQ167 PE=4 SV=1 14 821 7.20E406,
Q87JT2__|Putative outer membrane protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ166 PE=4 SV=1 344 380  0.20E+08|  B60E+08|  7.10E*08|  6.30E+08]  750E+08|  6.60E+08|
Q87006 g?f;'é?i{ transport protein ExbB-related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0152 o M o=
Q87JV9___|Putative PmbArelated protein OS=Vibrio parahaemolytious serotype O3KB (strain RIMD 2210633) GN=VPAO139 PE=4 SV=1 29 477]__ 250E+06 450E406] 330406
Q87JW6__|Putative transcriptional activator OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0132 PE=4 SV=1 68 249 820E+06]  9.20E%06|  170E+07]  640E+06]  1.40E%07|  9.60E%06|
Q87K02__|Outer protein OmpW OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA096 PE=4 SV=1 364 235 760E707] _ 9.00E+07 _ 3:80E%07 7.80E+07
Q87K06___|Spindolin-related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ092 PE=4 SV=1 372 435]  940E+06]  200E%07]  1.60E+07| _ 1.80E+07|  690E+07
Q87K09___|Putative siderophore utilization protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ089 PE=4 SV=1 51 290 110E+07] _ 1.20E+07
Q87K43 Chitinase 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0055 PE=3 SV=1 67.3 90.0) 8.20E+06 7.90E+06 8.20E+07 7.90E+07
Q87K60 phospl inase OS=Vibrio p ous serotype 03K (strain RIMD 2210633) GN=nagB PE=3 SV=1 496 296 4.80E707 550EX07| _ 220E+07] _ 450E+07
Probable transoriptional regulatory protein VPAGOT1 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633)
g7ker  [Prebable transeriptional r 42 261 1.80E+06
Q87KA3___|ATP synthase subunit a OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpB PE=3 SV=1 30 301] _ 430E+06
Q87KA4___|ATP synthase subunit b OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpF PE=3 SV=1 494 175] _ 210E%07] _ 220E+07] _ 170E+07] _ 960E+06| _ 150E+07] _ 1.40E%07
Q87KAS __|ATP synthase subunit delta OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=atpH PE=3 SV=1 85 194 2.10E%06
Q87KA6___|ATP synthase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=atpA PE=3 SV=1 556 566]  520E+07]  520E+07]  440E+07|  380E+07|  380E+07|  410E+07
Q8TKA7 _|ATP synthase gamma chain OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=atpG PE=3 SV= 139 318]  9.00E+06]  6.00E+06|  120E+07|  6.30E+06]  170E%07|  400E+06,
Q87KAS___|ATP synthase subunit beta OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 507 507] _ 370E07]  400E+07|  340E+07|  240E+07]  220E%07|  280E+07,
Putative cyclohexadienyl dehydratase signal peptide protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
gy [Putative oyclohexadieny 43 200  2.00E+06, 270E+06 3.30E406
Q87KB6__|Dihydroxy-acid dehydratase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=ilvD PE=3 SV=1 396 656] 210407  210Ev07| _ 200E+07] _ 170E+07] _ 250E%07| _ 240E+07
GeKer [Branchedhain amino acd am 08=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP3060 PE=3 -~ i e e e e
Q87KC1__|Putative periplasmio protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP3056 PE=4 SV=1 35 355]  3.00E06] _ 3.20E%06 3.00E+06,
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Q87KC3__[Thiokdisulfide interchange protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN-VP3054 PE=3 SV=1 235 228]  130E+07] _ 130E%07]  180E+07]  6.40E+06]  140E+07]  1.50E+07
QBTKDA__ | Methiony -RNA for 0S=Vibrio parah serotype O3:K6 (strain RIMD 2210633) GN=fmt PE=3 SV=1 38 34.1
Qrker  (NoTeard ib ide mutase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=purE PE=3 - 166 s | p—— | p—
aeries | Qoveende proporphyrinogen-Iil oxidase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=hemF 26 254 pp——
Q87KFO imidine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=thiC PE=3 SV=1 45 724] _ 1.70E+06 240E+06, 410E+06] __ 360E+06,
Q87KF6 dase P OS=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP3021 PE=4 SV=1 139 655]  120E+07|  B6OE+06]  O.60E+06|  6.20E06|  970E+08]  1.20E+07
Q87KG4__|DNA helicase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP3013 PE=4 SV=1 08 824]  200E+06 240E+06,
Gy |Futative wosorpyrinll O 0S=Vibrio p icus serotype O3KB (strain RIMD 2210633) GN=VP2990 PE=4 T o I e T py——
Q87KI9 phobilinog inase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=hemC PE=3 SV=1 35 341 4.00E+06,
Q87KJ3___|Diaminopi decarboxylase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=lysA PE=3 SV=1 211 459]  1.10E+07|  120E%07]  9.50E+06|  9.50E+06|  960E+06|  1.40E+07
asTir Qb 3 dehydrogenase 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2970 PE=3 > 04
Q87KN9__|Vitamin B12 transporter BtuB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=btuB PE=3 SV=1 14 693 1.90E+06
Q87KQO__[50S ribosomal protein L11 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplK PE=3 SV=1 366 47| 180E%07]  1.70E+07| _ 200E+07] _ 1.10E%07 8.30E+06,
Q87KQ1__|50S ribosomal protein L1 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=rplA PE=3 SV=1 262 247]  160E+07]  180E+07]  1.90E+07| _ 1.10E+07|  160E+07| _ 1.50E+07
Q87KQ2__|50S ribosomal protein L10 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=rplJ PE=3 SV=1 136 173 560E+06] _ 3.40E+06
Q7kaa |DVA-drected RNA polymerase subunitbeta OS=Vibio parahacmolytcus serotype O3KG straim RIMD 2210633) GN-rpoB PE=3 py 1195]  700E+06|  940E+06|  880E+06|  a90E08| 1202407 1208407
qe7Kas | PNA-direoted RNA polymerase subunit beta' OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpoC PE=3 _— O I N = T el e
Q87KRS___|DNA-binding protein HU-2 OS=Vibrio parahasmolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 637 96| 280E+07]  8.10E+07| _ 3.10E+07|  2.10E+07]  440E+07| _ 5.10E+07
Q87KS8__|Phosphoribosylamine—glycine ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purD PE=3 SV= 68 4538 7.80E+06, 8.40E+06,
Q7icro [ Biunctonal purine biosynthess protein Pur OS=Virio parahaemolyious serotype 031G (irain RIMD 2210630) GN-purH PE=3 253 s73|  740m08|  680m08|  990m+06|  4somr0s] 1508407 1508407
Q8TKU7 __|Acetyl A synthetase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=acsA PE=3 SV=1 72 717]  160E+07]  950E%06]  1.10E*07|  6.60E06|  120E+07]  1.30E+07
Q87KVZ2__|Fumarate hydratase class Il 05=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=fumG PE=3 SV=1 384 487]  540E+07]  500E%07]  680E+07|  280E+07|  660E+07]  6.80E+07
QB7KW2__|Aspartate ammonia-lyase 0S=Vibrio parahaemolytious serotype O3KG (strin RIMD 2210633) GN=VP2663 PE=3 SV=1 273 527)  200E+07]  150E%07]  200E+07|  850E+06|  260E+07]  1.60E+07
Q87KWS i 0S=Vibrio p cus serotype O3:K6 (strain RIMD 2210633) GN-VP2860 PE=3 SV=1 371 230]  440E+07|  330E+07]  400E+07|  260E+07|  480E+07|  6.20E+07
87kx0__|ATP phosphofructokinase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=pfkA PE=3 SV=1 172 346]  B30E+06|  8.10E+06]  880E+06|  1.20E+07|  170E+07]  8.30E+06
Q87KX4___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2850 PE=4 SV=1 110 202]  B40E+06|  940E+06]  BOOE+06|  560E+06|  890E+06]  6.00E+06
Q87KX9 ion factor P 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=efp PE=3 SV=1 64 206] __ 3.60E+06 6.90E+06] _ 140E+07
Q87KZ3___|Protein-export protein SecB OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=secB PE=3 SV=1 156 172 120E+07] _ 9.00E+06
I mutase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) 161 51| s10m08| 100207  o30m08|  os0me0s| 17007 1408407
GN—gme PE=3 SV=1
Q87L07 __|RNA-binding protein Hfa OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=hfa PE=3 SV=1 39.1 98] 150E+07]  220E+07|  200E+07|  120E+07]  300E+07| _ 2.70E+07
Q87LI3___|Tryptophan-—tRNA ligase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=trpS PE=3 SV=1 65 376]  430E+06|  570E+06]  5.90E+06|  3.00E+06|  7.30E+06]  6.80E+06
Q87L18__|Extracellular nuclease-related protein OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP2799 PE=4 SV=1 92 1059]  760E+06]  1.40E+07| _ 1.10E+07| _ 1.10E+07|  8.30E+06| _ 9.90E+06
Q87L20__|Acetylornithine aminotransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=argD PE=3 SV=1 337 433] 210E+07]  240E+07]  210E+07|  1.80E+07]  240E+07] _ 250E+07
Q87L23__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2794 PE=4 SV=1 376 292]  210E+07] _ 280E+07]  1.50E+07| _ 1.70E07|  110E+07] _ 2.00E+07
Q87024 __|Phosphoribulokinase 0S=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP2792 PE=4 SV=1 45 327 500E+06,
Q87L38___|Peptidyl-prolyl cis—trans i 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 250 283]  100E07|  790E+06]  1.00E+07|  540E+06]  500E+06] _ 3.40E+06
Q87L43___|30S ribosomal protein 12 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsL PE=3 SV=1 89 137]_ 510E+06] _ 3.70E+06
Q87L44___|30S ribosomal protein 7 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsG PE=3 SV=1 513 177]_ 280E%07] _ 240E+07| _ 300E+07|  180E+07]  400E+07| _ 400E+07
Q87La5 longation factor G 1 OS=Vibrio p icus serotype O3KB (strain RIMD 2210633) GN=fusA1 PE=3 SV=1 89 775]  340E+06]  680E+06]  1.10E*07|  9.10E+06|  120E+07]  1.40E+07
Q87L48___|Putative malate oxi 0s: serotype O3:K6 (strain RIMD 2210633) GN=VP2767 PE=3 SV=1 151 46.1]  160E+07]  120E%07]  1.10E+07|  560E+06]  9.00E+06]  1.10E+07
Q87L50___|Cystathionine g v 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN-VP2765 PE=3 SV=1 142 418]  190E+07|  110E#07]  1.70E+07| 1206407  240E+07] _ 2.10E+07
Qg7Lss [N 2qetimsemmarglutamy! 08=Vibrio p ious serotype O3KG (strain RIMD 2210633) GN=argC PE=3 305 362|  150E+07|  140E+07|  160E+07|  780E+06|  120E+07|  1.60E+07
Q87L72___|30S ribosomal protein S6 OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 171 50| 690E+06]  7.70E+06] _ 1.00E+07 4.60E+06
Q87175 __[505 rbosomal protein L9 0S=Vibrio parahsemalytious serotype O3KS (stain RIMD 2210633) GN=rpll PE=3 SV=1 153 157]  850E+06]  650E+06]  1.10E+07 1.90E+06
Q87L81__|Gluco 0S=Vibrio p yticus serotype O3K8 (strain RIMD 2210633) GN=pgi PE=3 SV=1 407 609]  700E+07]  630E%07]  6.70E+07|  440E+07|  830E+07| _ 8.80E+07
Q8190 gﬂgzisrjd;;gsg&gqmpH] flavoprotein alpha 0S=Vibrio p cus serotype O3:K6 (strain RIMD 2210633) - a7 I e e e
Q87191 (S;:JE:/SI duct SV[:I\:ADPH] P 0S=Vibrio p icus serotype O3KS (strain RIMD 2210633) - 648 e Yy RN R ——
Q87L98 | Aminotransferase, class V OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2714 PE=3 SV=1 24 08| 750E+06
Q87LA3__|Single-stranded DNA-binding protein OS=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=ssb PE=3 SV=1 80 196]  910E+06]  100E#07| _ 8.00E+06
Q87LB4___|Putative V10 pilin OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 315 168]  350E%07]  260E+07|  270E07|  200E+07]  200E+07| _ 2.10E+07)
Q87LC0___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2692 PE=4 SV=1 0.7 159.5
Q8TLF6___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2656 PE=4 SV=1 124 138]  970E+06]  O.10E+06| _ 8.70E+06] _ 570E+06 9.00E+06,
Q8TLF8__|Aspartate 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pyrB PE=3 SV=1 100 345] _ 4.80E+06
Q87LF9__|Ormithine 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=argF PE=3 SV=1 455 373] 470E+07]  400E+07]  370E+07| _ 350E+07|  510E+07] _ 490E+07
Q87LG8___|Probable cytosol 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pepA PE=3 SV=1 104 544 4.80E+06,
Q87LH4___|Deacetylase DAT OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP2638 PE=4 SV=1 368 470[__550E07] 510407,
Q87LHG__|Permease IIC component OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 92 487 170E+07] __ 1.10E+07
Q87LK6 fonine synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=metK PE=3 SV=1 29 420 2.80E+06,
Q87LKs [T 1 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tkt1 PE=3 SV=1 72 720]_ 170E+07] _ 120E%07] _ 120E%07 760E+06] __ 840E+06
QB7LLI__[Phosphoslycerate kinsse OS=Vibrio parahaemolyticus serotype O3KO (strain RIMD 2210633) GN=pg PE=3 SV=1 451 407]  310E+07]  310E%07]  360E+07|  240E+07| _ 330E+07]  3.50E+07
Q87LL2 Fructose- aldolase, class Il OS=Vibrio parahaemolyti serotype 03:K6 (strain RIMD 2210633) GN=VP2599 PE=4 SV=1 68.4 38.9
Q87LL3 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2598 PE=4 SV=1 28 310]  220E+06]  2.20E+06:
Q87LLs__ |p- v 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VP2593 PE=3 SV=1 280 447] 140E+07]  150E%07]  180E+07|  140E+07|  270E+07] _ 270E+07
Q87LLY__|Rib A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpiA PE=3 SV=1 280 232]  1.10E+07] _ 1.10E#07]  1.20E+07|  580E+06|  870E+06]  7.30E+06
Q87LM8___[tRNA-modifying protein YgfZ OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2583 PE=3 SV=1 37 355
Q87LP2___|Pyridoxine 5- synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pdxJ PE=3 SV=1 144 267|  770E+06| _ 7.30E%06] _ 8.10E+06| _ 1.00E07|  990E+08| _ 1.10E+07
Q87LQ0__|Enolase OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=eno PE=3 SV=1 56.6 455]  70E+07]  670E%07]  7.60E+07|  570E07|  7.00E+07] _ 9.30E+07
Q8TLRI___|Protein RecA OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=recA PE=3 SV=1 32 374 170E+06] _ 2.30E+06| __ 9.60E+05,
Q87LR3__|Alanine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ala$ PE=3 SV=1 21 939 360E+06] _ 7.00E+06
Q87LR5 __|Carbon storage regulator homolog OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=csrA PE=3 SV=1 185 71| 170E%07]  240E+07| _ 170E+07|  480E+08| _ 1.30E+07| _ 250E+07
Ge7LR7 |Qraoacetate decarboniase, aha subunit OS=Vibrio parahacmalytious serotype O3K® (strai RIMD 2210633) GN=VP2544 PE=4 5 e e e e T
Q87LS1__|Protease, insulinase family OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=YP2540 PE=3 SV=1 73 1057]  570E+06]  8.10E+06|  580E+06|  6.10E+06] _ 1.50E+07| _ 1.20E+07)
Qs7Ls2 teine ligase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=gshA PE=3 SV=1 84 59.0 270E+06 220406, 7.80E+06
Q87LS3___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2538 PE=4 SV=1 49 233 6.20E+06] __ 230E+06
Q87LS8___|30S ribosomal protein 16 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsP PE=3 SV=1 85 X
Q87LT1___|50S ribosomal protein L19 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplS PE=3 SV=2 103 132]  660E+06] _ 6.10E*06|  7.90E+06|  330E+08]  400E+06| _ 530E+06
Q87LT9__|NadG OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2522 PE=3 SV=1 64 320 4.10E+06] __ 520E+06, 6.20E+06] __ 820E+06
Q87LU2__|Pyruvate genase E 0S=Vibrio p icus serotype O3KB (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 339 996]  430E+07|  400E+07]  480E+07| _ 3.10E07|  440E+07] _ 4.10E+07
QBTLUI [ e g b S\‘}F;V’“"“E dehydrog complex 0S=Vibrio parahaemolytious seratype O3KB (strain RIMD 263 649  150E+07|  150E+07|  1.80E+07|  760E+06|  1.30E+07|  1.60E+07
Q87LU4 __|Carbonic 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2514 PE=3 SV=1 108 252 9.00E+06 750E+06] __ 180E+07
Q87LV1 hetase OS=Vibrio p: ious serotype O3K6 (strain RIMD 2210633) GN=panC PE=3 SV=1 30 334 3.90E+06
Q87LW3__|Aconitate hydratase B OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP2495 PE=3 SV= 238 940[  280E+07]  170E%07]  250E+07|  560E+06|  240E+07]  2.30E+07
Qgrws |lronl) ABC transporter. periplasmic ron—compound-binding protein OS=Vibrio parahasmolytious serotype 03K (strain RIMD — a7
2210633) GN=VP2491 PE=4 SV=1
Q87L%0 Z:lt:a\%;tss sphogcor phosp! 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) - 523 p——— B——
Q87LX1__|NN—diacet phosphorylase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2487 PE=4 SV=1 276 900 730E+06] _ 280E%07| _ 6.70E+07
as7Lxs |7eptide AB transparte, perlasmi peptid-binding protsin OS=Vibric parahaemolticus serotype 3G (train RIMD 2210833 o w20l as0m08|  200m08|  650m08| 270507
Q87LZ1__|Outer membrane protein U OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ompU PE=3 SV=1 318 363
Q87Lz5___|ATP zinc metalloprotease FtsH OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ftsH PE=3 SV=1 12 729 4.60E+06
QB7M05__[30S ribosomal protein S15 OS=Vibrio parahaemolytcus serotype O3KG (strain RIMD 2210833) GN=rps0 PE=3 SV=1 135 1041 2506407
Q87M06 ide nuoleotidyltransferase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=pnp PE=3 SV=1 271 767]  140E+07]  140E+07]  150E+07|  7.90E+06|  180E+07] _ 1.90E+07
Q87M22__|Deoxyribose-phosphate aldolase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=deoC PE=3 SV=1 128 277 130E+07] _ 100E+07]  1.30E+07| _ 9.50E+06| _ 1O0E+07]  3.60E+06
Q8725 |Furine rucleoids phasphoryiase DeaDtype 1 OS=ibrio parshasmolytious serotype OBKS (srain RIMD 2210633) GN=deoDI PE=3 188 S O e I P
Qs7M27__|P ne pl 0S=Vibrio p yticus serotype O3K8 (strain RIMD 2210633) GN=VP2431 PE=4 SV=1 107 358]  480E+06|  400E+06]  4.20E+06| _ 340E+06, 6.00E+06,
Q87M30 ion factor G 2 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=fusA2 PE=3 SV=1 264 763]  390E+07|  G90E+07]  7.00E+07|  4.10E+07|  740E+07] _ 8.90E+07
Q8TMA3__|Putative lipoprotein OS=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=VP2354 PE=4 SV=1 63 207| _ 350E+06] _ 590E+06, 440E+06,
Q87MBB__|Chitinase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP2338 PE=3 SV=1 126 89.1|  120E+07| _ 140E+07]  270E+07| _ 160E+07| _ 870E+07] _ 9.70E+07
Q87MDS__|30S ribosomal protein 2 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsB PE=3 SV=1 35.1 268]  260E+06] _ 160E+07]  1.70E+07| _ 150E+07]  200E+07
Q87MDY ion factor Ts OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=tsf PE=3 SV=1 263 298] 160E+07]  160E+07]  210E+07| _ 7.70E+06] _ 200E+07] _ 2.00E+07
Q8TMEO__|Uridylate kinase OS=Vibrio ius serotype O3:K6 (strain RIMD 2210633) GN=pyrH PE=3 SV=1 45 261 420E+06|  530E+06]  6.50E+06|  5.70E+06]  7.60E+06
Q8TME6___|Chaperone protein skp OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP2309 PE=3 SV=1 253 185 750E+06] _ B.50E+06| _ 5.80E+06| _ 1.40E+07] _ 1.00E+07
GeTmes [ hrdronvees-laos-carir-proten FabZ 0S=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=fabZ — M ool e -l e
Q87MGT__|P 0S=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=gmhA PE=3 SV=1 408 208] _ 140E+07|  140E+07]  1.00E+07|  9.00E+06|  120E+07]  9.80E+06
Q87MH3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2282 PE=4 SV=1 25 434] 4206406 5.10E+06,
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Q8TMI2___|4-hydroxy—tetrahydrodi synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=dapA PE=3 SV=1 243 312]  570E+06]  7.80E+06]  7.90E+06 490E+06] _ 0.50E+06
QeI gcie‘r membrane protein assembly factor BamC OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=bamC PE=3 e wiE T e —
Q87ML9__|Long~chain fatty acid transport protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2212 PE=4 SV=1 240 457]  240E+07]  200E+07|  210E+07|  140E+07]  160E+07]  1.70E+07
Q87MNT g:/o:xracy\—[acyl—carrier-pmtein] synthase | 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2194 PE=3 - 426 Bp——
Acetyl A carboxylase carboxyl subunit beta 1 0S=Vibrio parahaemolytious serotype 03:K6 (strain RIMD
QBTMP2 | N eacen ! PLos Svot 97 340|  640E+06|  860E+06|  630E+06|  490E+06|  590E+06|  7.10E+06
Q87MSO___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2161 PE=4 SV=1 308 352]  170E+07]  200E+07(  140E+07]  130E+07]  1.50E+07]  1.60E+07
agmse |Gles " 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP2157 PE=3 . 352
Q8TMV7__|Aspartate-semi dehydrog 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 64.7 402|  660E+07]  7.20E+07|  7.90E+07|  6.00E+07
QB8TMWO__|Aldehyde-alcohol dehy. 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 33 971|  590E+06]  590E+06|  550E+06]  390E+06]  400E+06]  340E+06
Q87TMW3 peroxide di 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2118 PE=3 SV=1 10.1 222]  130E+07|  120E+07]  120E+07]  190E+07]  1.20E+07]  1.50E+07
Oligopeptide ABC transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD
QBTMYS | o NEVP208 1 Pead S\t 241 623|  150E+07|  170E+07|  130E+07|  7.80E+06|  850E+06|  8.90E+06
Q87MZ3__|Phosphate acetyltransferase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2083 PE=3 SV=1 22 766 4.20E+06 3.10E+06
Q87MZ6 Q\EjS]transporter substrate-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2080 PE=4 . M ool ol aamall el sl coma
QBTNO7___|Methionine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=metG PE=3 SV=2 39 779]  380E+06]  430E+06]  540E+06]  270E+06]  480E+06]  640E+06
Q8N I;Icl:]nyl CoA-acyl carrier protein lase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2055 PE=3 na 23 i B P
Q8729 gcgfystem‘ pecific IBC 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP2046 PE=4 — i T | ojoe0sl  7soeeos
Q87N36___|Pyruvate kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2039 PE=3 SV=1 25 517 2.90E+06
Q87N45___|30S ribosomal protein ST OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 14.2 609]  150E+07|  130E+07|  160E+07|  080E+06]  860E+06]  7.60E+06
Q87N50___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2025 PE=4 SV=1 78 766]  9.10E+06]  1.30E+07 330E+06]  1.20E+07|  1.10E+07)
5 p i h methylt 0S=Vibrio p vticus serotype O3:K6 (strain RIMD
QB7NBA | VP01 Pocd SVt 58 385|  4.30E+06 470E+06|  7.10E+06
peroyltri 0S=Vibrio par icus serotype O3:K6 (strain RIMD
QBTNAT | ) et PE~3 Vet 206 847|  310E+07|  240E+07|  280E+07|  1.70E+07|  250E+07|  240E+07
Q8INGT Z\u/t:a:we permi 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP1941 PE=4 o6 165 B —
c permidine/ viase OS=Vibrio p; icus serotype O3:K6 (strain RIMD 2210633)
QBINGE | NVt 040 pems Svet 66 420|  480E+06|  380E+06|  6.00E+06|  340E+06|  560E+06|  5.70E+06
Q87ND3 P'E:4 icleo ide—di , beta subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1935 o 437 —— p——
QBTNFO___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1918 PE=4 SV=1 38 385 7.40E+06]  360E+06|  290E+06]  5.10E+06]  5.40E+06
Q8INET ngt:r?cellular solute-binding protein, family 7 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP1911 PE=3 -~ & oo T
QBING8__|Aspartate ami 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 630 454
QBINH5 | Asparagine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=asnS PE=3 SV=1 225 526]  120E+07]  8.10E+06|  950E+07|  9.60E+06
QBTNM9__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1839 PE=4 SV=1 34 200
Q8TNU7__|4-aminobutyrate aminotransferase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1771 PE=3 SV=1 28 451 3.10E+06
Q87P08___|Gluco: 1-dehydrog: 0S=Vibrio parat ious serotype O3:K6 (strain RIMD 2210633) GN=zwf PE=3 SV=1 66 57.6]  6.60E+06|  640E+06]  440E+06|  3.50E+06|  6.50E+06] 5.30E+06|
Q87P09 | DevB protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1709 PE=4 SV=1 130 260]  160E+07|  140E+07(  160E+07|  860E+06]  160E+07|  2.00E+07
Q87P10 e Sumt g ing OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP1708 297 525 3.80E+07 4.50E+07 4.60E+07 3.50E+07 5.10E+07 5.10E+07
Q87P62 __|Putative protein PopD OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1656 PE=4 SV=1 93 353]  2.40E+06 1.20E+07
Q87P63 ic protein OS=Vibrio paraha icus serotype O3:K6 (strain RIMD 2210633) GN=VP1655 PE=4 SV=1 28 349]  920E+07]  980E+07 7.30E+07
Q87P76___|Putative trypsin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1642 PE=4 SV=1 1.7 540 6.40E+06 _5.50E+06;
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
QBTPOB | 5700 NV 160 PESd SV 64 367|  5.10E+06 460E+06
Q87PB1___|Tail-specific protease OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1606 PE=4 SV=1 2.7 756]  2.20E+06]  2.70E+06
Q87PB3 i idase N OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP1604 PE=4 SV=1 5.1 984|  490E+06|  380E+06|  460E+06|  260E+06]  7.30E+06]  590E+06
Q87PB5 __|Putative NAD—glutamate g 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP1602 PE=4 SV=1 12 1834
Q87PB7___|Dihydroorotate dehydrogenase (quinone) OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=pyrD PE=3 SV=1 33 369 6.50E+06
Q87PC3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1594 PE=4 SV=1 482 646] 260E+07|  360E+07|  300E+07|  260E+07|  330E+07]  410E+07
Q87PCS g—Eh:ysdrSo\Xfecanoyl{acy\—ceme»pme\n] 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=fabA — M ol comall comwl camwll cazgll  coma
Q87PF9___|Cytochrome c oxidase, subunit CcoQ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1543 PE=4 SV=1 49 236]  270E+06]  3.30E+06
f— (S)\t;l:]l‘type cytochrome ¢ oxidase subunit OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1541 PE=3 31 354 2 90E+06]
Q87PH6 __|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=VP1526 PE=3 SV=1 290 397]  470E+07]  410E+07]  500E+07|  290E+07]  480E+07]  520E+07
Q87PH7___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1525 PE=3 SV=1 154 390]  1.10E+07|  120E+07]  140E+07|  070E+06]  510E+06]  1.10E+07
Q87PK2___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1501 PE=1 SV=1 320 301]  130E+07]  120E+07]  990E+06]  100E+07]  150E+07]  2.20E+07
Q87PP6___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1455 PE=4 SV=1 16.4 180[  2090E+07]  390E+07]  1.90E+07]  1.90E+07|  1.70E+07|  2.00E+07]
Oligopeptide ABC transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD
QB7Q03 | R O V1347 Pead S\t 17 603|  100E+07|  1.20E+07 9.00E+06|  6.60E+06|  9.00E+06;
Q87Q24 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1326 PE=4 SV=1 18.8 577]  200E+07|  230E+07|  180E+07|  960E+06]  1.90E+07]  1.70E+07
Q87Q40 i i 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=astE PE=1 SV=1 96 388 2.70E+06 410E+06] _ 7.30E+06]  7.50E+06
Q87Q42___|Putative 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP1308 PE=4 SV=1 53 680]  7.30E+05]  190E+06 2.70E+06| __3.20E+06;
Q87Q56 __|Integration host factor subunit alpha OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=ihfA PE=3 SV=1 9.2 1.2 2.60E+07
Q87Q59 __|Phenylalanine—tRNA ligase beta subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pheT PE=3 SV=1 1.2 87.0 5.20E+06 5.90E+06
Q87Q80 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1270 PE=4 SV=1 21 1128 210E+07 1.80E+07]  2.80E+07
Q87Q83 __|Putative lipoprotein OS=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP1267 PE=3 SV=1 54 237 1.80E+06
o — — o
087087 osp sylamin synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) - ol e Ty S | e p—————n  I—_—
GN=purC PE=3 SV=1
Q87Q99 | Thioredoxin reductase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP1251 PE=3 SV=1 213 345]  170E+07|  180E+07|  140E+07|  1.20E+07]  190E+07]  1.90E+07
Q87QA3 in 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=serC PE=3 SV=1 255 402|  360E+07|  330E+07|  340E+07]  210E+07]  350E+07]  400E+07
Q87QA7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1243 PE=4 SV=1 293 198]  1.60E+07|  1.80E+07|  6.10E+06]  1.50E+07|  1.70E+07|  1.10E+07]
Q87QB7 in 1 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP1233 PE=4 SV=1 125 10.0 4.90E+06
Q87QBY__|Putative reductase VP1231 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1231 PE=3 SV=1 465 439]  440E+07|  410E+07|  430E+07]  330E+07]  530E+07]  520E+07
Q87QE2___|UDP-sugar hydrolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1207 PE=3 SV=1 9.0 613]  170E+07|  180E+07(  180E+07]  1.30E+07]  1.00E+07|  2.50E+07
QB7QE6 __|Heat shock protein HslJ OS=Vibrio parahaemolyticus serotype O3S (strain RIMD 2210633) GN=VP1203 PE=4 SV=1 264 166]  420E+07]  250E+07|  380E+07|  240E+07|  340E+07|  3.50E+07)
Q87QF3 Putft\ve ABC trisnspozter, periplasmic substrate-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) 26 426 6.20E+06 5.50E+06. 6.80E+06 7.90E+06 7.70E+06
GN=VP1196 PE=4 SV=1
Q87QG7__|Cystathionine beta-lyase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1182 PE=3 SV=1 32 446 500E+06|  8.30E+06! 120E407]  1.10E+07
Q87QJ9___|Cysteine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=cysS PE=3 SV=1 37 520
1=(5-phosphoribosy!)-5-[(5-phosphori ] imidazole-4-carboxamide i 0S=Vibrio p iou
QBTQKT | TG (ot RIMD 2210633) GNonoA PES3 Vot 208 264|  100E+07|  750E+06|  O30E+06|  430E+06|  7.50E+06|  820E+06
Q87QK9 gs:]dine biosynthesis bifunctional protein HisB OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=hisB PE=3 6.2 398 4.30E+06 5.30E+06 4.90E+06 3.40E+06 3.90E+06 6.00E+06
Q87QLO__|Histidinol i 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=hisC PE=3 SV=1 101 382]  3.30E+06 4.40E+06 6.50E+06 5.10E+06;
Q87QL1__|Histidinol dehydrogenase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=hisD PE=3 SV=1 135 461]  7.80E+06]  6.50E+06]  1.70E+07|  0.70E+06]  1.80E+07]  1.30E+07
Q87QL2___|ATP phosphoril 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=hisG PE=3 SV=1 292 328]  130E+07]  130E+07]  180E+07]  120E+07]  210E+07]  270E+07
Q87QM1__|Adenylosuccinate lyase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP1128 PE=3 SV=1 309 514]  170E+07|  220E+07|  260E+07]  150E+07]  240E+07]  2.20E+07
Q87QP1__|Serine—RNA ligase OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=serS PE=3 SV=1 136 488  620E+06]  180E+07]  1.20E+07 200E+07|  1.40E+07,
Q87QP6 __|Alanine 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 476 309]  460E+07]  6.10E+07(  3.20E+07]  360E+07]  320E+07|  400E+07
Q87QS7__|Putative helicase OS=Vibrio parahaemolytious serotype 03:K6 (strain RIMD 2210633) GN=VP1072 PE=4 SV=1 6.1 68.7 6.10E+06|  5.20E+06;
Q87QT7___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1062 PE=4 SV=1 56 283 9.00E+06| _5.10E+06! 7.00E+06
Q87QT8__|Peptidoglycan iated lipoprotein OS=Vibrio p: ious serotype O3:K6 (strain RIMD 2210633) GN=VP1061 PE=3 SV=1 126 187 330E+07|  4.20E+07]  350E+07]  290E+07]  270E+07|  2.70E+07]
Q87QTY__|Protein TolB OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=tolB PE=3 SV=1 284 498]  160E+07]  160E+07|  130E+07]  1.20E+07]  1.00E+07]  1.00E+07
Q87QV2__|Aspartate—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=asp$ PE=3 SV=1 20 657]  1.00E+06
Q87QV7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1043 PE=4 SV=1 7.3 281|  490E+06]  580E+06]  490E+06]  3.70E+06]  550E+06
Q87QW2__|Chromosome partition protein MukB OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=mukB PE=3 SV=1 06 169.6 550E+06]  3.10E+06,
asraxe  [Sueese! 1 08=Vibrio p serotype O3K8 (strain RIMD 2210633) GN=glgC1 PE=3 328 455 110E+07|  950E+06|  140E+07|  420E+06|  170E:07|  160E+07
Q87QY7__|Isocitrate dehydrogenase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP1011 PE=4 SV=1 607 805]  7.20E+07]  650E+07|  7.00E+07|  380E+07]  820E+07]  7.70E+07
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
Q87079 |3 e VP0S66 PSS SVe] 725 284|  360E+07|  630E+07|  680E+07|  520E+07|  740E+07|  830E+07
Q87RO Egi;a;\ét:/ ff kDa polar flagellar sheath protein A OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0996 518 N ool ommell  cemedll samwll owmmel | oo
Q87R04__|Formate 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 384 845]  330E+07|  380E+07|  450E+07|  3.10E+07]  650E+07|  7.00E+07
Q87R31___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0967 PE=4 SV=1 87 218]  2.10E+07]  2.10E+07|  1.80E+07|  1.40E+07 1.60E+07
Q87R32 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0966 PE=4 SV=1 7.1 147]  550E+06]  5.60E+06]  4.60E+06]  2.60E+06
Q87R36___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 225 439]  210E+07]  1.10E+07]  130E+07]  1.20E+07]  1.20E+07]  1.30E+07
Q87R38___|Uridine phosphorylase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP0960 PE=3 SV=1 210 269]  130E+07|  960E+06|  080E+06|  540E+06|  8.30E+06]  8.30E+06
Q87R48___|Lipoprotein-related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0950 PE=4 SV=1 285 158  860E+06]  880E+06]  1.20E+07|  9.50E+06|  1.10E+07,
Q87R77___|Peptidylprolyl isomerase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0921 PE=4 SV=1 1.3 6838 3.50E+06
Q87R78 | DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 289 94|  260E+07]  320E+07]  360E+07]  1.60E+07]  3.20E+07]  4.30E+07




Table S1 (13/31)

Q87R80 IS\JS;dependent Clp protease proteolytic subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=clpP PE=3 -~ 220 T pin] U | R, | R Ry ——

Q87R87 gc:.czrbaxylate—bindmg periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0910 PE=4 - M amal amall comral saEall  comall  eoma

QB7RC1__|Putative lytic murein lase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0876 PE=4 SV=1 34 367 3.90E+06

Q87RD3__|Formy deformylase OS=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=purU PE=3 SV=1 218 316]  490E+06]  870E+06|  390E+06|  7.60E+06]  1.70E+07]  7.30E+06

Q87RD6 | Arginine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argS PE=3 SV=1 201 638]  930E+06]  790E+06]  1.10E+07|  7.20E+06]  140E+07]  1.40E+07

Q87RE4 | Zinc ABC transporter, periplasmic zino-binding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) I~ i s —— —
GN=VP0853 PE=3 SV=1

Q87RET g;igirgj\\/;(io/l ligase [ADP-forming] subunit alpha OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0850 521 300 610407 5.60E+07) 5406407 3206407 5006407 5206407

Q87RES guc:cinv\fCoA ligase [ADP~forming] subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=sucC PE=3 - 1.5 Ty PRV | NI AU | R,  p——
Dihydroli ine-residue succiny P of dehydrog complex OS=Vibrio parahaemolyticus

QETRES | POk (otrain RIMD 2210633) GN-VP0845 PES3 SV=1 314 437|  240E+07|  240E+07|  210E+07|  360E+06|  140E+07|  1.80E+07

Q87RFO g/o;]oglubarate  El 05S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0847 PE=4 o0 1060 Sp— y——

Q87RF5___|[Citrate synthase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0842 PE=3 SV=1 54 482]  120E+07]  120E+07]  1.10E+07

Q87RG2__|Flavodoxin OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0835 PE=3 SV=1 10.7 19.8 3.30E+06

Q87RG4 ine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gnS PE=3 SV=1 12.9 639  140E+07]  1.70E+07]  1.50E+07]  1.10E+07|  190E+07|  2.20E+07

Q87RH4 | Adenylate kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=adk PE=3 SV= 252 233]  190E+07|  120E+07(  140E+07]  6.10E+06]  1.20E+07]  1.30E+07

QB7RI9__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0805 PE=4 SV=1 138 334]  1.10E+07]  160E+07|  690E+06]  1.10E+07]  210E+07]  2.10E+07

Q87RJ2___|Putative exported protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0802 PE=4 SV=1 21 517 4.20E+06] _ 7.00E+06

Q87RJ7___|Cysteine synthase OS=Vibrio parahaemolyticus serotype O3:6 (strain RIMD 2210633) GN=VP0797 PE=3 SV=1 848 341

Q87RKI gcgsystem‘ glu pecific lIA comp 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP0793 PE=4 - o T -

Q87RKS g;\; fsw::/g:e:lar hook associated protein type 1 Flgk OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0785 . T T Pespes | Ry | Ip—p—

Q87RL4 _[Outer membrane protein OmpA OS=Vibrio parahaemolyticus serotype O3S (strain RIMD 2210633) GN=VP0764 PE=3 SV=1 85 341]  370E+06]  5.10E+06|  2.90E+06

Q87RL6 | Glutamate-—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gltX PE=3 SV=1 344 534]  300E+07|  290E+07|  300E+07|  1.70E+07]  340E+07|  3.20E+07

QB7RL8 __|Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 338 408 200E+07|  6.20E+07]

Q87RM2___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0756 PE=4 SV=1 65 251 2.00E+06

Q87RM3__|N.N—diacetylchitobiase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0755 PE=4 SV=1 13.7 976 9.60E+06 2.20E+07]

Q87RNO g;:;hydro—s—deoxyphosphoocconaxe aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=kdsA PE=3 - N el emmedl  caman csccimEE

Q87RN8 ib py inase OS=Vibrio par icus serotype O3:K6 (strain RIMD 2210633) GN=prs PE=3 SV=1 217 339]  590E+06]  7.80E+06]  990E+06]  690E+06]  520E+06]  1.00E+07

6)-dimetl synthase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633)

Q87RP4 [ et 46 537 4.40E+06

Q87RQ0__|Leucine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=leuS PE=3 SV= 17.0 966]  830E+06]  7.30E+06]  1.20E+07|  810E+06]  1.50E+07]  1.60E+07

Q87RQ1___|LPS-assembly lipoprotein LptE OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=IptE PE=3 SV=1 1.7 205]  470E+06]  6.50E+06 310E+06|  570E+06]  3.60E+06

Q87RR2__|Serine hyd 1 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=glyAl PE=3 SV=1 1.1 455]  120E+07|  160E+07|  150E+07|  560E+06]  1.10E+07

Q87RS3___|Lipoprotein OS=Vibrio serotype 03:K6 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 480 20.1]  250E+07]  250E+07]  2.00E+07|  1.60E+07|  1.50E+07|  2.00E+07

Q87RU4 __[6.7-di i ine synthase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=ribH PE=3 SV=1 378 164 790E+06]  7.50E+06|  7.50E+06|  6.10E+06|  9.70E+06| 8.10E+06;

Q87RUS g,\t};(]iihydmxy*Z*butanone 4-phosphate synthase 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=ribB PE=3 a4 401 2 80E+06] 2408406 3206406 210E406 3806406 3506406

QB7RVS i histidine dipeptidase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0671 PE=4 SV=1 7.1 536]  7.30E+06]  6.00E+06|  490E+06|  420E+06]  6.40E+06]  530E+06

QB7RV7___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0669 PE=4 SV=1 1.0 390 470E+06]  260E+06]  810E+06]  550E+06

Q87RWO  |Phosphoribosyiformylglycinamidine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purL. PE=3 SV=1 10 1416 480E+06|  6.10E+06|  3.70E+06

Q87RW7___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0659 PE=4 SV=1 25 474 7.90E+06| _ 9.60E+06;

Q87RX3 | Chaperone protein DnaK OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=dnaK PE=3 SV=1 487 690]  3.10E+07|  3.10E+07|  290E+07|  1.70E+07]  260E+07|  3.30E+07

Q87RX8 __|DNA repair protein RecN OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0648 PE=3 SV=1 5.1 614

Q87S05___|Putative chitinase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0619 PE=4 SV=1 439 635 2.10E+07]  220E+07]  460E+07]  2.80E+07

Q87507 |GMP synthase [glutamine—hydrolyzing] OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=guaA PE=3 SV=1 91 576]  7.80E+06]  8.10E+06|  000E+06|  580E+06]  1.10E+07]  1.40E+07

Q87508 |Inosine-5" 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=guaB PE=3 SV=1 29 519 2.00E+06

Q87513 g\;;c:e{ membrane protein assembly factor BamB OS=Vibrio parahaemolyticus serotype O3S (strain RIMD 2210633) GN=bamB PE=3 - 45 — e ——

Q87531 |Inositol family protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0593 PE=4 SV=1 94 29.1|  250E+06]  2.50E+06|  5.40E+06 6.00E+06| _5.70E+06;

Q87535 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0589 PE=4 SV=1 1.9 18] 1.20E+07]  1.20E+07 7.90E+06 1.10E+07

Q87540 __|[Isocitrate lyase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0584 PE=4 SV=1 138 480]  150E+07]  9.50E+06 430E+06]  500E+06]  1.40E+07

Q87544 i AhpC/Tsa family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 517 222 7.80E+07

Q87563 | Chaperone protein ClpB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=clpB PE=3 SV=1 09 958 3.10E+06

Q87584 |Putative carbon starvation protein A OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 24 533]  6.70E+06]  7.40E+06]  6.00E+06|  330E+06]  380E+06]  4.10E+06

Q87599 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0525 PE=4 SV=1 13.2 439]  7.90E+06 9.40E+06]  560E+06|  1.10E+07|  8.00E+06]

Q875A8 Séi:d:rseg:z]:'.ase Tas, aldo/keto reductase family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0516 - M el amall omal aEal aamwll  aama

Q87SB4 | Thioldisulfide interchange protein DsbC OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0510 PE=4 SV=1 42 286 5.50E+06 4.90E+06

Q87SC7 glycy! radical cofactor 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=grcA PE=3 SV=1 72 139]  480E+06 7.00E+06]  2.00E+06!

Q87SC8 | Threonine synthase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0496 PE=4 SV=1 6.1 465]  880E+06]  7.70E+06]  100E+07|  490E+06]  860E+06]  7.80E+06

Q87SCY9___|Homoserine kinase OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=thrB PE=3 SV=1 28 344]  800E+06|  7.70E+06]  160E+07|  080E+06]  210E+07]  1.90E+07
Putative 4-hydroxy—4-methyl-2-oxoglutarate aldolase OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210633)

Q87SD2 |\ P049s pEos SV-1 63 17.7|  5.00E+06

Q87SD6___|Putative DNA polymerase Ill, beta chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0488 PE=4 SV=1 84 17.3] 6.30E+07]  8.40E+07 3.10E+07

Q87SE0___|Glutamate synthase, large subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0484 PE=4 SV=1 52 1752 850E+06]  6.70E+06]  7.60E+06]  9.70E+06]  1.20E+07

Q87SE2___|Glutamate synthase, large subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0482 PE=4 SV= 93 1629]  110E+07|  850E+06]  9.90E+06]  570E+06]  9.00E+06]  9.80E+06

Q87SE3 lutamate synthase, small subunit OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0481 PE=4 SV=1 72 525]  5.10E+06]  2.80E+06 5.70E+06

Q87SF3___|Carbamoyt synthase large chain OS=Vibrio parahaemolyticus serotype O3KK6 (strain RIMD 2210633) GN=carB PE=3 SV=1 21 117.8] _ 430E+06]  540E+06]  580E+06| _ 280E+06|  440E+06] _ 1.10E+07

Q87SF5  |4-hydroxy—tetrahydh 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=dapB PE=3 SV=1 264 286|  240E+07|  200E+07|  170E+07|  160E+07|  1.70E+07|  2.20E+07

Q87SGO___|Cell division protein FtsZ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ftsZ PE=3 SV=1 29 425 4.90E+06

Q87SH4 __|Penicillin-binding protein activator LpoA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=IpoA PE=3 SV=1 25 675 6.00E+06

Q87SHY __[Stringent starvation protein A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0444 PE=3 SV=1 12.3 243]  7.70E+06]  850E+06]  6.30E+06]  4.10E+06]  6.90E+06]  7.80E+06

Q87SM4___|30S ribosomal protein S9 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 400 146]  140E+07]  1.30E+07|  1.40E+07|  8.40E+06|  1.20E+07|  1.10E+07]

Q87SI5___|50S ribosomal protein L13 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplM PE=3 SV=1 12.7 160 810E+06]  9.10E+06]  1.00E+07|  6.80E+06|  7.60E+06]  6.90E+06;

Q87SI9___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0434 PE=4 SV=1 136 16.5 850E+06 4.90E+06

Q87SJ0___|Protease DO OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0433 PE=4 SV=1 145 481|  7.80E+06]  130E+07|  120E+07|  830E+06]  510E+06]  1.10E+07

Q8758 |Outer protein TolC OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0425 PE=4 SV=1 362 480]  190E+07|  180E+07|  150E+07|  0.70E+06]  140E+07]  1.20E+07

Q87SK3 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0420 PE=4 SV=1 7.0 502|  250E+06 2.90E+06 390E+06|  2.60E+06;

Q87SL6__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0406 PE=4 SV=1 75 16.1

Q87SR6___|Pyruvate kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0356 PE=3 SV=1 102 499]  920E+06]  1.10E+07]  9.80E+06]  840E+06]  1.10E+07|  1.10E+07

Q87sS8 isop & 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=leuB PE=3 SV=1 449 303]  430E+07]  390E+07(  370E+07]  270E+07]  470E+07]  490E+07

Q87ST3 | LPS-assembly protein LptD OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=lptD PE=3 SV=1 18 892]  3.10E+06|  400E+06|  3.70E+06 3.10E+06

Q87ST4 __|Chaperone SurA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=surA PE=3 SV=1 44 474 7.70E+06

Q87SU4 __|50S ribosomal protein L21 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplU PE=3 SV=1 416 11.5]  940E+06]  1.20E+07]  1.50E+07|  7.50E+06]  1.00E+07|  1.10E+07]

Q87SU7___|Malate g 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 617 322]  370E+07]  380E+07|  390E+07|  250E+07]  340E+07]  4.20E+07

Q87SV0 ic protein OS=Vibrio paraha icus serotype O3:K6 (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 708 345

Q875ve | Thiamin ABC transporter, periplasmic thiamin-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) e 365l 27008 780e+00 MR | R—— E106
GN=VP0316 PE=4 SV=1

Q87SWO___|Fructose=1,6-bisphosphatase class 1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=fbp PE=3 SV=1 33 373]  580E+06]  6.50E+06

QB7SX0___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0302 PE=4 SV=1 38 233]  560E+07|  580E+07|  630E+07|  390E+07|  480E+07|  6.00E+07

Q87SX9___|Sulfate adenylyltransferase subunit 1 OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=cysN PE=3 SV=1 25 526 250E+06]  3.90E+06

Q87sY2 g §/3:1 voli ide 2-phosphodiesterase 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP0290 PE=3 g T el g el ama

Q87SY9 _|50S ribosomal protein L17 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplQ PE=3 SV=1 14.3 142]  1.10E+07]  1.40E+07]  1.40E+07|  6.10E+06|  1.40E+07,

Q87520 gvg—dwected RNA polymerase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoA PE=3 —~ sl sl el e

Q87SZ1___|30S ribosomal protein S4 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 359 233]  230E+07|  240E+07|  240E+07|  9.90E+06]  360E+07]  3.90E+07

Q87572 __|30S ribosomal protein S13 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsM PE=3 SV=1 508 133]  210E+07]  1.90E+07|  200E+07|  1.60E+07|  1.80E+07|  2.00E+07]

Q87SZ4 __|50S ribosomal protein L15 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplO PE=3 SV=1 63 149]  680E+06]  8.20E+06]  7.80E+06

Q87SZ6___|30S ribosomal protein S5 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=rpsE PE=3 SV=1 156 17.6]  790E+06]  1.20E+07]  1.30E+07 8.80E+06]

Q87SZ7___|50S ribosomal protein L18 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpIR PE=3 SV=1 299 126]  7.0E+06]  6.30E+06]  7.50E+06|  6.20E+06]  6.30E+06|  5.60E+06)

Q87528 __|50S ribosomal protein L6 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpIF PE=3 SV=1 220 188 1.10E+07|  1.10E+07|  1.00E+07|  460E+06|  6.20E+06|  7.20E+06]

Q87579 |30S ribosomal protein S8 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsH PE=3 SV=1 62 140[ 1.10E+07]  1.10E+07|  750E+06]  7.10E+06|  9.70E+06]  1.10E+07]

Q87TO1___|50S ribosomal protein L5 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplE PE=3 SV=1 268 20.1]  160E+07]  1.40E+07]  1.40E+07|  1.30E+07]  1.50E+07|  2.40E+07

Q87T02 __[50S ribosomal protein L24 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplX PE=3 SV=1 95 11.2]  1.60E+07 1.80E+07]  1.10E+07]  1.00E+07

Q87T03 __[50S ribosomal protein L14 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpIN PE=3 SV=1 12.2 136]  1.00E+07|  8.90E+06]  1.20E+07

Q87T04 __|30S ribosomal protein S17 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsQ PE=3 SV=1 95 96

Q87T07 __|30S ribosomal protein S3 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=rpsC PE=3 SV=1 17.7 256  1.20E+07]  1.10E+07]  1.40E+07|  7.90E+06!

QB7T08 __|50S ribosomal protein L22 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplV PE=3 SV=1 218 121]  590E+06]  6.50E+06]  8.50E+06

QB7T09 __|30S ribosomal protein $19 OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=rpsS PE=3 SV=1 283 104 1.00E+07 200E+07|  8.70E+06|  1.80E+07|  1.50E+07,

Q87T11___|50S ribosomal protein L23 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplW PE=3 SV=1 7.0 1.1 7.60E+06| _ 7.50E+06;

Q87T12___|50S ribosomal protein L4 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplD PE=3 SV=1 135 219 130E+07]  1.10E+07]  130E+07]  740E+06]  820E+06]  830E+06




Table S1 (14/31)
Q87T13___|50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rplC PE=3 SV=1 134 224 180E+07]  150E+07]  1.80E+07]  B.GOE+06] _ 8.30E+06
Q87723 ___|Regulator of ribonuclease activity A OS=Vibrio parahaemolyticus serotype O3KB (strain RIMD 2210633) GN=rraA PE=3 SV=1 65 184]  8.30E+06
Q87131 [T 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=tpiA PE=3 SV=1 230 269 320E+07|  350E+07]  B00E+07|  210E+07|  1.80E+07| _ 3.90E+07
Q87T36___|Pilin glycosylation protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0234 PE=3 SV=1 432 434]  440E+07|  460E+07|  440E+07|  320E+07]  540E+07]  530E+07
agrrar (S0P 35-epi 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP0229 PE=4 385 212|  760E+06|  1.10E+07|  9.60E+06|  8.40E+06|  960E+06|  7.30E+06
Q87T51 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0219 PE=4 SV=1 80 206 760E+06|  8.10E+06]  6.20E+06
Q87756 IS\\E/JE';L*glycerofD hept i 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=hldD PE=3 a 252 T
Q87T64___|Putative ami 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP0206 PE=4 SV=1 74 307]  620E+06]  460E+06]  850E+06 4.30E+06
Putative 3 3.4-d dyhy related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
QBTTBE |y 1o aREvP0s04 PEcd SV~ 1.1 385  6.90E+06; 8.20E+06|  9.30E+06
Q87T85___|50S ribosomal protein L28 OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=rpmB PE=3 SV=1 128 90 1.00E+07| _ 1.0E+07| _ 1.70E+07 140E+07] _ 1.10E+07
Q87T94___|Putative alpha helix protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VPO176 PE=4 SV=1 2.1 332
Putative binding protein of ABC transporter OS=Vibrio p serotype O3:K6 (strain RIMD 2210633)
Q87T98  |on g 179 e vt 48 69.6|  3.30E+06, 1.40E+07, 1.50E+07
Q87TA4___|Putative TolR OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 55 493]  890E+06|  8.10E+06]  5.30E+06]  4.10E+06
QB7TBY___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0151 PE=4 SV=1 34 704 390E+06|  6.10E+06, 6.30E+06| __ 6.30E+06
QBTTE! uvate carboxykinase [ATP] OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pckA PE=3 SV=1 72.1 60.0 9.60E+07
Q87TES 0S=Vibrio p vticus serotype O3:K6 (strain RIMD 2210633) GN=VP0121 PE=3 SV=1 544 515
Q87TG5__|Delta-ami inic acid 0S=Vibrio p icus serotype O3KB (strain RIMD 2210633) GN=VP0104 PE=3 SV=1 170 302  130E+07|  140E+07]  1.50E+07|  8.70E+06|  1.60E+07|  1.40E+07
Q87TJ9__|Oligopeptidase A OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0070 PE=3 SV=1 17.1 769 240E+07, 360E+07| _ 9.40E+07
Q87TK1 i d 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0068 PE=3 SV=1 286 492|  500E+07|  480E+07]  450E+07|  340E+07|  570E+07|  5.80E+07
Q87TM1 | Peptide ABC transporter, periplasic peptide-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) — 574
GN=VP0048 PE=4 SV=1 -
Q87TM2 gzzt]wde ABC transporter, ATP-binding protein 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0047 PE=3 Iy 637
Q87TN4 __|Ketol-acid i 0S=Vibrio p icus serotype 03K (strain RIMD 2210633) GN=ilvC PE=3 SV=1 57.5 547]_ 9.10E+07, 9.30E+07| __ 7.00E+07
Amino acid ABC transporter, periplasmic amino acid-binding portion OS=Vibrio parahaemolyticus serotype 03K (strain RIMD
QBTTRO [ e e PO00s s 464 275  150E+07|  140E+07|  200E+07|  1.00E+07|  1.80E+07|  2.60E+07
Q99289 [T in OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA0226 PE=1 SV=2 103 474 480E+07, 1.10E+07]
QYALY5 _[Cyclic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 36.2 237  150E+07]  200E+07]  240E+07]  7.90E+06]  2.50E+07]  2.00E+07)
QOL7P5 |60 kDa chaperonin 1 OS=Vibrio parahaemolyticus serotype OB:K6 (strain RIMD 2210633) GN=groL 1 PE=3 SV=2 464 575]  550E+07|  5.0E+07]  540E+07|  380E+07|  6.20E+07|  7.30E+07
Q9ZBA2__|Polar flagellin E OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=flaE PE=3 SV=2 16 407 680E+06]  150E+07]  1.40E+07 140E+07  1.70E+07
2nd Experiment (Soulble Fraction)
Accession _|Description Coverage (MW [kDal |Control GleNAG GleN (GleNAc)2  |(GleN)2 GlcNAc—GIcN
ATUEM1__|Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 70 155
ATUET7 __|Protein RecA (Fragment) OS=Vibrio parahaemolyticus GN=recA PE=3 SV=1 391 260 9.30E+06|  380E+06|  1.80E+07|  1.20E+07|  1.70E+07]  1.30E+07)
ATUEX3 DNA gyrase i ) 0S=Vibrio p: i GN=gyrB PE=4 SV=1 5.1 21.7 5.70E+06
A9Q6J2__|Protein RecA (Fragment) OS=Vibrio parahaemolyticus GN=recA PE=3 SV=1 336 224 930E+06|  480E+06]  1.80E+07|  1.20E+07| _ 1.70E+07| _ 1.30E+07,
A9Q6M1___|DNA gyrase B subunit (Fragment) OS=Vibrio parahaemolyticus GN=gyrB PE=4 SV=1 59 186] _ 5.70E+06
A9Q6Q3 (Fragment) OS=Vibrio parahaemolyticus GN=pgm PE=3 SV=1 189 212 820E+06]  1.00E+07|  8.20E+06]  120E+07]  1.10E+07
H6BAG3 __|Protein RecA (Fragment) OS=Vibrio ious GN=recA PE=3 SV=1 35.1 180  790E+06]  4.30E+06|  1.10E+07|  1.80E+07|  140E+07]  1.10E+07
050286 __|Dihydrolip 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 482 510]  160E+07|  240E+07]  220E+07|  220E+07| _ 3.10E+07| _ 250E+07,
051859 |DNA gyrase subunit B OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=gyrB PE=3 SV=2 40 894  570E+06]  5.70E+06, 5.10E+06| __ 3.70E+06
POA2W2__|Acyl carrier protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acpP PE=3 SV=2 182 85|  370E+06]  490E+06]  560E+06|  280E+07|  3.10E+07|  220E+07,
P22095___|Tryptophan synthase alpha chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=trpA PE=3 SV=2 7.1 286 6.50E+06| __ 6.80E+06
P22097 __|Tryptophan synthase beta chain | OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=trpB1 PE=3 SV=2 23 430 6.40E+06] _6.10E+06,
P22099 ilate synthase comp: 1 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=trpE PE=3 SV=2 18 50.7 2.70E+06
P40607 | Adenylosuccinate synthetase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purA PE=3 SV=3 31.3 47| B90E+06|  160E*07]  1.80E+07| _ 1.20E+07| _ 1.80E+07| _ 1.60E+07,
P46235___|Probable lyase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gloA PE=3 SV=2 196 150 9.10E+05
P50494 | Maltoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 322 469 200E+07|  220E+07]  290E+07|  240E+07| _ 450E+07|  3.60E+07,
P59570 _ |Outer protein OmpK OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=ompK PE=3 SV=1 86 209 3.10E+06: 4.60E+06] __4.60E+06
P59605 rgini inate synthase OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=argG PE=3 SV=1 483 445 310E+07|  360E+07]  3.70E+07| _ 470E+07| _ 6.10E+07| _ 480E+07
P59620 protein ArgH OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=argH PE=3 SV=1 229 69.3|  420E+06]  6.70E+06]  640E+06|  B.GOE+06|  8.50E+06]  8.50E+06
P66478___|30S ribosomal protein $18 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsR PE=3 SV=1 400 88|  110E+07]  110E+07]  1.70E+07|  210E+07| _ 2.10E+07| _ 1.70E+07,
P74956___|Lon protease OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=lon PE=3 SV=2 112 878|  380E+06|  550E+06|  700E+06|  520E+06]  8.70E+06|  7.10E+06|
Q79YV4__|OpaR OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2516 PE=4 SV= 59 236 4.80E+06
Q79YX4 | Chemotaxis protein CheW OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2225 PE=4 SV=1 20.3 184]  440E+06]  6.00E+06|  4.70E+07|  2.70E+07|  8.10E+06]  7.80E+06
Q79YY3 _|BfdA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1393 PE=4 SV=1 174 194 5.80E+06 5.80E+06
Q79YZ2___|Chemotaxis CheV 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0773 PE=4 SV=1 26 34.1 2.80E+06 2.80E+06
Q877T5 factor Tu OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tufA PE=3 SV=1 64.2 431
QB7FC8__|ParB family protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1751 PE=4 SV=1 37 357 1.30E+06]  1.80E+06]  1.70E+06] _ 1.30E+06
J— ';:/a:r\‘scriptional regulator, AraC/XyIS family OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VPA1727 PE=4 - 203 e ——
Q87FF4 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1725 PE=4 SV=1 5.1 255 2.80E+06
J— EE{:;\S/ :i]amincp\melate decarboxylase protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1662 - T T T e sy ey | R ——
QB7FL8___|Putative AcsD OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1661 PE=4 SV=1 118 694  820E+06]  120E+07]  1.20E+07|  9.10E+06| _ 1.40E+07|  1.10E+07,
QBTFMO___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 485 687  520E+07|  790E+07]  750E+07| _ 6.J0E+07|  9.20E+07| _ 7.60E+07
QBTFM1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1658 PE=4 SV=1 362 442|  370E+07|  570E+07]  650E+07|  5.70E+07|  7.20E+07|  6.40E+07
Q87FM2__|Ferric siderophore receptor homolog OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 106 749 540E+06|  6.70E+06|  590E+06]  740E+06|  8.90E+06
Q87FM3__|Ferric vibrioferrin receptor OS=Vibrio parahaemolytious serotype O3KB (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 96 788 450E+06]  530E+06|  5.80E+06]  7.20E+06]  9.20E+06
Q87FN1___|Uncharaterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1648 PE=4 SV=1 63 627 200E+06]  280E+06]  3.10E+06]  360E+06]  3.00E+06
Q87FQ8__|Alpha-1,4 glucan phosphorylase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPA1620 PE=3 SV=1 230 923 150E+07|  1.70E+07]  200E+07|  1.20E+07|  2.80E+07]  1.30E+07)
Q87FQY__|4-alpha—g 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1619 PE=3 SV=1 20.7 818  760E+06|  890E+06]  840E+06|  7.50E+06| _ 1.00E+07|  6.00E+06
QB7FRO___|1.4-alpha-glucan branching enzyme GlgB OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=glgB PE=3 SV=1 13 874 5.80E+06
QBTFV6___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1572 PE=4 SV=1 198 418 320E+06|  240E+06]  380E+06|  6.40E+06|  7.40E+06|  7.50E+06,
Q87G18___|L-lactate dehydrogenase OS=Vibrio 29 414 340E+06| __ 1.90E+06
Q87G21__|Prolyl 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA1496 PE=4 SV=1 145 760 2.10E+06|  420E+06]  590E+06|  450E+06|  9.80E+06|  7.10E+06,
Q87642 z:ge nucleoside phosphorylase DeoD-type 2 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=deoD2 PE=3 - 957 soccciie —
Q87G48___|Outer ipoprotein OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 16.7 8.7 220E+06]  2.70E+06|  3.40E+06]  4.20E+06
Q87G89 | Azurin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1428 PE=4 SV=1 240 158 1.80E+07]  B00E+07|  220E+07|  6.00E+07|  320E+07]  8.30E+07
Q87GA0 Pu';at\v?/:g\utathione S-transferase family protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VPA1417 . 236 Ny ppry——| RN ——
Qs7GEs  |Maltose ABC transporter, periplasmic maltose-binding protein OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) — 2t T e peepee| ey | R ——— Rp———
GN=VPA1401 PE=4 SV=1
287600 Séi‘;i"v’l fhloester hydrolase-related protein OS=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=VPA1397 P M mddl wemd smdl omsl el eoEw
Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 105 423 3.60E+06] _ 5.80E+06 100E+07] _ 1.20E+07
Putative 3-oxoacyl-(Acyl carrier protein) 0S=Vibrio serotype O3:K6 (strain RIMD 2210633)
QB7GLT | on Vi 1 3on P Syt 75 252  430E+06|  570E+06|  6.10E+06|  5.30E+06|  1.00E+07|  9.50E+06
Q87GL7__|Putative i 0S=Vibrio p viicus serotype O8:K6 (strain RIMD 2210633) GN=VPA1298 PE=4 SV=1 98 322 4.60E+06]  4.30E+06]  5.80E+06 3.80E+06
Q87aTs  [ov; & 08=Vibrio ious serotype O3KE (strain RIMD 2210633) GN=VPA1230 PE=3 224 523 9.00E+06 1.40E+07 5.20E+06 250E+07 6.40E+06 5.80E+06
Q87GU2__|UPFO502 protein VPA1223 OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPA1223 PE=3 SV=1 42 239 1.80E+06,
Q87GW0 oA reductase 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VPA1205 PE=3 SV=1 163 262 9.60E+06| __ 6.50E+06
QB7GWI__|Acetyl-CoA 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA1204 PE=3 SV=1 194 415 240E+06| _ 9.20E+06] _0.60E+06
Q87GX9__|Outer protein OmpA OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA1186 PE=3 SV=1 43 360 250E+06
Q87GY0 sEgng?/;%*dehydm*ﬁ*deoxyhep(onate aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1185 - M ol wmwl amdl wEdl esdl eEs
Q87GY4__|Tr 2 0S=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=tkt2 PE=3 SV=1 247 720 7.20E+06]  860E*06]  BOOE+06|  1.20E+07|  1.80E+07|  1.10E+07,
Q87GY5__[Tr 0S=Vibrio p yticus serotype O3:KG (strain RIMD 2210633) GN=tal PE=3 SV=1 61.7 348 2.10E+07|  250E+07]  240E+07|  3.30E+07| _ 3.20E+07|  2.90E+07
QgrHoy |Qidoreductase aldo/keto reductase 2 family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1163 PE=4| oG 240 S
Q87H16___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1149 PE=4 SV=1 104 453  530E+06|  1.10E+07]  8.30E+06|  9.10E+06|  6.80E+06|  9.00E+06,
Q87HD1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1034 PE=4 SV=1 58 553 7.90E+06] __ 4.50E+06,
Q87HD8__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1027 PE=4 SV=1 195 17.7 1.00E+07|  5.60E+06
Q87HF4___|L-allo~threonine aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1011 PE=4 SV=1 222 361 460E+06|  7.10E+06]  6.60E+06|  7.40E+06| _ 1.10E+07|  5.60E+06,
Q87HGO __|D-lactate genase 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=VPA1005 PE=4 SV=1 25 643 430E+06] __ 5.60E+06 4.30E+06
Q87HI4___|Ferric aerobactin receptor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ979 PE=3 SV=1 18 79.2 2.90E+06
Qa7HM7  [Amino acid biosynthesis ami 0OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VPA0936 PE=4 25.1 437|  500E+06|  760E+06|  640E+06|  8.10E+06|  9.00E+08|  7.50E+06
Q87HP1 gA:mp) transhydrogenase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0922 PE=3 ad a8 R
Q87HP4__|Transcriptional regulator OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ919 PE=4 SV=1 127 249 5.60E+06| _ G.00E+06|  5.70E+06
QB7HS4 __|Heme transport protein HutA OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA0882 PE=3 SV=1 88 713 490E+06]  570E+06|  350E+06]  5.40E+06]  5.10E+06
Q87HV6 __|UPFO312 protein VPA0B50 OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPA0850 PE=3 SV=1 27.0 203|  BOOE+06|  870E+06]  0.90E+06|  1.10E+07| _ 1.20E+07|  9.80E+06
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
Q87HYE  |5510633) GN=VPA0820 PE=4 SV=1 = 308 Bl
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Q87101 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ805 PE=3 SV=1 75 403] _ 170E+06] _ 320E+06] _ 340E+06] _ 450E+06] _ 500E+06] _ 370E+06
Acetyl A carboxylase carboxyl subunit beta 2 0S=Vibrio parahaemolytious serotype O3:K8 (strain RIMD
(eCTTT N A S 48 321|  230E+06|  3.60E+06 380E+06|  5.00E+06
Q87198 |Putative 0S=Vibrio par serotype O3K6 (strain RIMD 2210633) GN=VPA0708 PE=4 SV=1 55 209 300E+06] _ G.00E+06|  6.50E+06
Iron(Ill) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
I P v 255 335  290E+06|  1.10E+07|  130E+07|  140E+07|  200E:07|  160E+07
Q871G4___|Putative i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ642 PE=4 SV=1 102 243 360E+06
Ge7Gs|Futatve transeriptional rgultor Lys family OS=Vibio parahasmolytiousseroype OJK (iran RIMD 2210633) GN-VPAOG41 29 207 P
Arginine ABC transporter, periplasmic arginine-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
aemGe  [ArEinine ABG transporter 150 273|  2.10E+06, 360E+06|  B6OE+06|  6.90E+06|  500E+06
Q871J5___|Acetate kinase 2 0S=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=ackA2 PE=3 SV=1 327 426] _ 1.10E07] _ 160E%07| _ 160E*07| _ 130E+07] _ 270E+07| _ 200E+07
ATP-binding component of molybdate transport system OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633)
QeriLi (AP ndng component 39 554  230E+06|  240E+06
Q87P0__|Aloohol genase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN-VPA0566 PE=4 SV=1 249 02| 140E+07]  170E%07|  700E06| _ 850E+06] _ 130E%07|  9.50E+06,
Qs710e g\:;\g]shcck DNA-binding domain protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0552 PE=4 — 25l szoeros R T e e | ey
Q87IST___|Putative 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VPA0535 PE=3 SV=1 296 616]  140E+07]  170E+07|  150E+07|  220E+07] _ 210E%07| _ 170E+07
Q87IW3___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA493 PE=4 SV=1 38 290 200E+06
Q87Y8___|Prolyl idase OS=Vibrio p serotype O3KG6 (strain RIMD 2210633) GN-VPA0468 PE=4 SV=1 27 842 410E706] __ 490E+06 970E+06] __ 6.30E+06
Q87170 __|Universal stress protein OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA0466 PE=3 SV=1 85 163 2.90E%06 860706
Q87024 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA429 PE=4 SV=1 68 202 820E+06]  140E+07| _ 190E+07| _ 120E+07
Q87425 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0428 PE=4 SV=1 64 19.1 770E+06] __560E+06,
8726 | Coproporehyrinogen oxidase homolog Phul 0S=Vibrio parahacmolytious serotype 03K (strain RIMD 2210633) GN=VPA0427 PE=4 - 04 - o ——
Hemin ABC transporter, periplasmic hemin-binding protein HutB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
Qg7ug0  [Homin ABS trarcperter. ! 45 303 240E+06
Q87033 |LuxT OS-Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA0420 PE=1 SV=1 150 175 220E+06] __ 490E+06
Q87J34__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0419 PE=1 SV=1 152 109 390E+06 60006 3.60E+06,
Q87041 __|NH(3)-dep: NAD(+) 0S=Vibrio p yticus serotype O3:K (strain RIMD 2210633) GN=nadE PE=3 SV=1 62 302 1.90E+06
Q87J81 uvate synthase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ372 PE=3 SV=1 511 831]  640E107]  900E¥07| _ 640E*07|  720E+07] _ B30EX07| _ 530E+07
Q87J86___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0367 PE=3 SV=1 206 387]  570E06]  8.10E+06|  790E+06| _ 1.10E+07] _ 100E%07|  130E+07
Qo745 |FUtatve ovter membrane protein OmaV O8=Viri parahacmolytcus srotype 03K (stran RIMD 2210630) GN-VPAO31S PE=4 “ . 400E+08|  620E+08|  340E+08|  1208%07] 750806
Q87JF1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ302 PE=4 SV=1 70 147 230E+06
Q87JK3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA246 PE=4 SV=1 30 456 170E+06
Q87JR8__|Phospl B 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VPAO180 PE=3 SV=1 37 530 250E706] __ 150E+06 540E+06] __ 240E+06
Q87J58 __|Biosynthetic arginine decarboxylase OS=Vibrio p. serotype O3K6 (strain RIMD 2210633) GN=spoA PE=3 SV=1 30 720 1.90E+06] __1.40E%06
Q87JT2__|Putative outer protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPAO166 PE=4 SV=1 115 380] _ 1.10E07] _ 120E%07| _ 150E+07| _ 120E%07] _ 200E%07| _ 150E+07
Q87V9__|Putative PmbArelated protein OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPAO139 PE=4 SV=1 29 477 230E+06] __ 2.30E+06
Putative ABC transporter substrate-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
Qgraws  [Putative ABO transporter 44 347 260E+06
Q87JW7__|Hydroxyethylthiazole kinase OS=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=thiM PE=3 SV=1 76 277 220E+06 300E+06
Q8771 Putative transcriptional regulator OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0107 PE=4 SV=1 38 356
Q87K02 Outer membrane protein OmpW OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0096 PE=4 SV=1 6.5 23.5 7.20E+06 3.40E+06 4.60E+06 5.10E+06
Q87K43 Ch\tmase 08S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0055 PE=3 SV=1 3.1 90.0 3.50E+06
Q87K60 phosp inase OS=Vibrio pa ous serotype 03K (strain RIMD 2210633) GN=nagB PE=3 SV=1 237 296 8.60E706 T40E+07| __ 6.70E+06| __ 1.10E+07]
Q87KA4___|ATP synthase subunit b OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpF PE=3 SV=1 90 175 2.00E+06 1.30E+06, 270E+06
Q87KAS __|ATP synthase subunit delta OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=atpH PE=3 SV=1 85 194 550E+06
Q87KAG___|ATP synthase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpA PE=3 SV= 614 566]  500E07  720E+07|  670EX07| _ 700E+07] _ 960E%07| _ 7.10E+07
Q87KA7__|ATP synthase gamma chain OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=atpG PE=3 SV=1 229 318]  820E+06]  100E+07| _ 1.10E+07| _ 120E+07] _ 160E%07| _ 100E+07
Q87KAS___|ATP synthase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 565 507] _ 420E+07]  590E+07| _ 5.10E+07] _ 580E+07] _ B50EX07| _ 6.20E+07
Q87KB5__|L-threonine dehydratase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ilvA PE=3 SV=1 54 566  420E+06]  6.10E%06|  500E+06|  7.10E+06]  7.40E+06|  8.00E=06|
Q87KB6___|Dihydroxy-acid dehydratase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=ilvD PE=3 SV=1 385 656]  140E+07]  190E+07]  1.60E+07|  220E+07]  230E+07] _ 1.90E+07
Geer  [Branched-chain aminoacid 0S=Vibrio p serotype O3:KB (strain RIMD 2210633) GN=VP3060 PE=3 128 o I e T e e
Q87KC3__|Thiokdisulfide interchange protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP3054 PE=3 SV=1 45 228 260E+06] __ B00E+06] _ 4.50E+06 4.90E+06
Q87KFO imidine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=thiC PE=3 SV=1 20 724 1.90E+06,
Q87KF6 idase P 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP3021 PE=4 SV=1 99 655]  300E+06] _ 7.10E¥06|  500E*06| _ 6A4OE+06] _ 630E+06| _ 570E+06
QBTKHT__[Transoription termination fastor Rho OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rho PE=3 V=1 26 468 2.10E+06
Q87kJ3__|D boxylase OS=Vibrio parahacmolytious serotype O3K6 (strain RIMD 2210633) GN=lysA PE=3 SV= 247 459]  360E+06] _ 450E+06|  450E+06|  460E+06]  6AOE*06| _ 7.10E+06
Ge7Kpy | [ranserption terminationaniermination protein NusG OS=Vibrio parahacmlytous serotype 36 (strain RIMD 2210633) GN=nusG T 207 T T~
Q87KQO__|50S ribosomal protein L11 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplK PE=3 SV=1 408 147  250E%06]  530E+06| _ 6.90E+06] _ 230E%07| _ 160E07] _ 1.20E%07
Q87KQ1__|50S ribosomal protein L1 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplA PE=3 SV=1 438 247] 1506407 _ 210E%07| _ 250E+07] _ 390E+07] _ 430E%07| _ 350E+07
Q87KQ3__|50S ribosomal protein L7/L12 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplL PE=3 SV=1 295 122]  940E+06]  18OEX07|  140E+07]  470E%07| _ 390E+07] _ 290E%07
G87Kqe | DNA=Gected RNA polymerase suburit bsta OS=Viri parahaemolticus seotype O3S (tran RIMD 2210630) GN=rpoB PE=3 . 1105 120Ee07|  140E+01|  160E+07| 1502407 200Ee07|  1408+07
Geqs | DNArested RNA polymerase subunit beta’ OS=Vibro parahacmolytous serotype 36 (strain RIMD 2210633) GN=oC PE=3 - i e T T s | pe——
Q87KQ6__|Regulator of sigma D OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2920 PE=3 SV=1 98 186 440E+06 T00E+07| _ 7.30E+06
Q87KRS __|DNA-binding protein HU-2 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 637 96|  290E+07]  290E+07| _ 350E07|  680E+07]  650E+07| _ 580E+07
Ge7KTo|Bifnctional purine iosythesisprtein Put OS=Vibrio arahaemalytious serotype O3K (srain RIMD.2210633) GN=purt PE=3 209 573l 440508 670208  570m06|  60me08| 1408407 7405406
T vlase, biotin 0S=Vibrio p yticus serotype O3K8 (strain RIMD 2210633) GN=VP2881 PE=4 - v weoiE T
Q87KUT__|Acetyt A 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acsA PE=3 SV=1 280 717]_ 180E+07] _ 230E+07| _ 2.10E+07] _ 130E+07] _ 160E%07| _ 200E+07
Q87KV2__|Fumarate hydratase class Il 05=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=fumG PE=3 SV=1 328 487]  420E+07]  590E+07| _ 620E+07| _ 630E+07] _ BAOEX07| _ 660E+07
QUTKW2 | Aspartate ammeria-lyase OS=Vibrio parahaemolytious serotype O3S (train RIMD 2210633) GN-VP2863 PE=3 SV-=1 39 527]  1.70E+06]  380E+06|  330E+06| _ 3.90E+06] _ 4.10E*06
Q87KWS o 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2860 PE=3 SV=1 342 230] _ 140E+07] _ 190E+07| _ 220E+07] _ 270E+07] _ 460E%07| _ 280E+07
Q87KX0___|ATP dent 6-phospf inase OS=Vibrio parat icus serotype O3:K6 (strain RIMD 2210633) GN=pfkA PE=3 SV=1 172 346]  820E+06]  1.10E¥07| _ 1.10E*07| _ 9.30E+06] _ 170E%07| _ 9.10E+06
Q87KX9__|Elongation factor P OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=efp PE=3 SV=1 64 206 1406407 1.70E+07] _ 120E407,
Q87KZ3__|Protein-export protein SecB OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=secB PE=3 SV=1 234 172 350E+06 570E+06] _ 1.20E+07] _ 9.60E+06
qskzs |23 hoglyce mutase OS=Vibrio parshasmolyticus serotype 03:K6 (strain RIMD 2210633) 25 551|  740E+06|  110E+07|  130E+07|  150E+07|  190E+07|  1.60E+07
GN=goml PE=3 SV=1
Q87L07 __|RNA-binding protein Hfq OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=hfq PE=3 SV=1 253 98] 600E+06]  B10E+06|  960E+06| _ 160E+07]  160E<07|  150E+07
Q87L13___|Tryptophan—tRNA ligase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=trpS PE=3 SV=1 36 376 190E+06] _ 240E%06] _ 270E+06| _ 2.60E+06
Q87020 __|Acetylornithine aminotransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=argD PE=3 SV=1 268 33| 600E+06]  120E%07| _ 840E+06| _ 1.10E+07] _ 100E¥07| _ 9.70E+06
T 5-semialdehyde dehydrogenase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=astD - 520 P T py—
Q87L23__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2794 PE=4 SV=1 327 292]  260E06] _ 960E¥06|  6O0E*06| _ 210E+07] _ 120E707|  120E+07
Q87L33___|Peptidyl-prolyl cis-trans i 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP2783 PE=4 SV=1 197 204 130E+07] _ 1.30E%07] _ B.60E*06
Q87L44___|30S ribosomal protein S7 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsG PE=3 SV=1 449 177 960E+06]  440E+06| _ 140E+07]  160E%07| _ 130E+07] _ 1.10E%07
Q87La5 factor G 1 0S=Vibrio paraha serotype O3K6 (strain RIMD 2210633) GN=fusAl PE=3 SV=1 124 775] _ 430E+06] _ 4.10E¥06|  440E+06|  6.00E+06] _ B6OE*06|  390E+06
Q87148 __|Putative malate oxi 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2767 PE=3 SV=1 85 461 270E+06]  370E+06|  370E+06|  420E+06]  670E%06|  540E+06
Q87L50 __|Gystathionine gamma-synthase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP2765 PE=3 SV= 96 418 6.10E+06] _ 6.30E+06] _ 6.90E+06| _ B90E+06] _ 5.40E+06
partokinase Il ine dehydrogenase, nsitive 0S=Vibrio icus serotype O3:K6 (strain RIMD
CETETIN W oAl ol 77 878  160E+06|  1.70E%06 280E+06|  290E+06|  260E+06
Q87152 ydrofola 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP2763 PE=3 SV=1 27 333] _ 600E06]  790E+06|  88OE*06|  830E+06] _ 160EX07|  130E+07
Q87154 uvate carboxylase OS=Vibrio par serotype O3:K6 (strain RIMD 2210633) GN=ppc PE=3 SV=2 223 992|  6.20E+06]  980E+06]  1.00E+07|  9.10E+06| _ 130E+07]  1.00E+07
GerLss  |N-eceti-gammargutamy’ 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=argC PE=3 o w02l a00m+06|  630Er0s|  520e+08|  560mvs| 7408408 650E406
Q87L68___|3-dehydroguinate synthase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=aroB PE=3 SV=1 123 400 340E+06] _ 3.20E%06|  6.90E+06]  350E+06|
Q87L72___|30S ribosomal protein S6 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 233 150]  680E+06] _ 680E*06|  1.80E07| _ 2.10E+07]  200E+07| _ 1.70E+07
Q87175 __[505 ribosomal protein L9 0S=Vibrio parshaemalytious serotype O3KG (strain RIMD 2210633) GN=rpll PE=3 SV=1 460 157 570E%06]  120E+07]  1.40E+07]  240E%07| _ 230E+07] _ 200E%07
Q87L81__|Glu 0S=Vibrio p ytious serotype O3:K6 (strain RIMD 2210633) GN=pgi PE=3 SV=1 349 609] _ 180E07]  230E%07|  250E+07|  230E+07] _ 300E%07| _ 290E+07
Sulfite [NADPH] P! il pl 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633)
a7Loo  [gae reduetase I 30 687 390E+06
Q7L01 |Sulfte reductase [NADPH] hemoprotein beta 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) 2 48 a50E408| 2708406 260E108| 370406
GN=cysl PE=3 V=1
Q87196 |Aspartokinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2715 PE=3 SV=1 247 438  470E+06]  100E+07|  880E+06|  120E+07]  120E%07|  1.10E+07,
Q8TLAT gg:sffsg\ll\;c]cse*n Vly 0S=Vibrio icus serotype O3K6 (strain RIMD 2210633) GN=VP2711 . 223 P — s IYeewen | ——
Q87LA3__|Single-stranded DNA-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ssb PE=3 SV=1 136 196 TO0E+07] _ 860E+06] _ 120E+07| _ 120E+07
Q87LB4___|Putative V10 pilin OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 315 168]  580E+06]  660EX06| _ 9.20E+06]  100E¥07| _ 1.10E+07]  9.10E+06
Q87LF6___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2656 PE=4 SV=1 124 138 370E+06
Q87LF8__|Aspartate carb 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pyrB PE=3 SV=1 42 345 4.10E%06 550E+06
Q87LF9__|Ornithine 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=argF PE=3 SV=1 359 373| 220E+07] _ 280E+07]  1.80E+07| _ 260E+07|  340E+07] _ 2.70E+07
Q87.G8__|Probable oytosol idase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN-pepA PE=3 SV=1 80 544 140E+06] __ 3.50E%06 5.30E+06,
Q87LH4 Deacetylase DA1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2638 PE=4 SV=1 8.9 47.0 1.80E+07|
Q87LH6__|Permease IIC component OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 43 487 9.40E+06] __ 460E+06
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as7LH7 TS system, callbiosespecic A companent OS=ibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP2635 i o Ts0m00l 210007 100me07
Q87LH8__|6-phospho-beta-glucosidase OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN-VP2634 PE=3 SV=1 557 483 670E+06] _ 7.60E+07| _ 340E+07
Q87LH9 C: e d 1 0S=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP2633 PE=3 SV=1 5.2 28.0 1.10E+07
Q87LKI i 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=gshB PE=3 SV=1 82 352  320E06|  G50E+06]  440E+06|  7.00E+06|  9.10E+06|  7.40E+06
Ge7Lkz |Rbosemal RNA smal subunit E 0S=Vibrio p ious serotype 03K (strain RIMD 2210633) GN=VP2610 o 212 P—
Q87LK6 ine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=metK PE=3 SV=1 7 420] _ 500E+06] _ GOOE¥06| _ 750E+06| _ 600E+06] _ B50E<06|  7.40E+06
Q87LKs [T 1 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=tkt1 PE=3 SV=1 239 720]_ 1.20E+07] _ 150E%07| _ 150E+07] _ 150E%07] _ 180E%07| _ 160E+07
QB7LLI__[Phosphoslycerate kinsse OS=Vibrio parahaemolytous serotype 03K (strain RIMD 2210633) GN=pgk PE=3 V=1 438 407] _ 150E+07]  240E+07] _ 3.10E+07|  390E+07|  540E+07]  420E+07
Q87LL2 aldolase, class Il OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2599 PE=4 SV=1 670 389] 470107  6.90E%07|  750E+07]  7.80E+07 9.40E+07
Q87Lis _ |p- v 0S=Vibrio p ious serotype O3 (strain RIMD 2210633) GN=VP2593 PE=3 SV=1 424 447]_ 150E107] _ 210E%07| _ 180E*07]  230E+07]  300E:07] _ 2.10E+07
Q87LM8___[tRNA-modifying protein YgfZ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2583 PE=3 SV=1 34 355 280E+06] _ 220E+06] _3.30E+06 370E+06
QSTLNT__|L-aspartate oxidase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2580 PE=3 SV=1 87 609] _ 470E06] _ 3.10E¥06| _ 200E+06| _ 3.90E+06] _ 510E<06
Q87LN5 __|Sigma-E factor regulatory protein RseB OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP2576 PE=4 SV=1 28 36.0 1.30E+06,
Q87LP2__|Pyridoxine 5- synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pdxJ PE=3 SV=1 62 267 3.10E+07 330406
Q87LPY___|CTP synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pyrG PE=3 SV=1 108 60.1] _ 360E+06]  550E+06|  280E*06| _ 570E+06] _ 760E+06| _ 650E+06
Q87LQ0__|Enolase OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=eno PE=3 SV=1 545 455]  280E+07]  380E+07| _ 410E+07] _ 660E+07] _ 870E%07| _ 7.10E+07
Q87LQ8__|RNA polymerase sigma factor RpoS OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoS PE=3 SV=1 248 365]  1.00E+06]  360E+06|  360E*06|  6.20E+06]  7.70E%06|  1.20E+07
Q8TLRI___|Protein RecA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=recA PE=3 SV=1 349 374]  930E+06]  570E+06]  1.00E+07| _ 1.80E+07|  (70E+07]  1.30E+07
Q87LR3 Alanine——tRNA ligase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=alaS PE=3 SV=1 6.2 93.9 4.10E+06 3.60E+06 4.30E+06 4.00E+06 4.40E+06
Q87LR5 | Carbon storage regulator homolog OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=csrA PE=3 SV=1 185 71| 300E%06 400E+06] _ 960E+06] _ 8.90E+06| _ 1.40E+07
Q87Ls4 . ine lyase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=IuxS PE=3 SV=1 122 190 470E706] _ 430E706| _ 3.30E+06,
Q87LT1___|50S ribosomal protein L19 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=rplS PE=3 SV=2 402 132 370E%06]  440E+06| _ 180E+07]  200E%07| _ 160E+07] _ 1.10E%07
Q87LU2__|Pyruvate dehydrogenase E1 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 364 996] _ 460E07]  360Ex07|  420E+07]  330E+07] _ 440E%07| _ 350E+07
Acetyltransferase component of pyruvate genase complex OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
QB7LUS [ e 263 649  130E+07|  140E+07|  210E+07|  170E+07|  210E+07|  180E+07
Q87LW2__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2496 PE=4 SV=1 17 86.2
Q87LW3__|Aconitate hydratase B OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2495 PE=3 SV=1 290 940[ 2506107  190E%07| _ 170E+07| _ 1.30E+07] _ 200E%07| _ 120E+07,
Iron(lll) ABG transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
QBTLWT [ A e, perip e 401 377|  270E+07|  380E:07|  290E+07|  490E+07|  520E:07|  440E+07
Putative /phosphomar 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633)
Qgrxo  [Putative phosphoglucon 53 523 4.90E+06
Q87LX1 N,N'-diacet; pl pl 0S=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=VP2487 PE=4 SV=1 20.0 90.0) 3.70E+06) 8.10E+06) 1.70E+07|
Peptide ABC transporter, periplasmic peptide-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633)
Qg7Lxe  [Peptide ARG trancporte 213 629 380E+06|  240E+07| 460407
Q87.Z1__|Outer protein U 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=ompU PE=3 SV=1 193 363]  300E+06]  550E+06|  870E*06| _ 9.20E+06] _ 120E%07|  9.10E+06
Q87Lz2 _|Transoription on factor GreA 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=greA PE=3 SV= 70 175 300E+06
Q87Lz5__|ATP zinc o FtsH OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ftsH PE=3 SV=1 27 729 3.10E406,
Ge7Mo1 |[ranserstion terminationantiermination proten NusA OS=Vibrio parahaemalytious seratype 03K (srain RIMD 2210633) G=nusA I M ool oomdl ol el oredl o
Q87M02__[Translation initiation factor [F~2 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=infB PE=3 SV=1 105 993] _ 350E06]  6.10E¥06|  540E06|  7.20E+06] _ 9.00EX06| _ 7.00E+06
QB7MOS__[30S ribosomal protein S15 OS=Vierio parahaemolytcus serotype O3KG (strain RIMD 2210833) GN=rps0 PE=3 SV=1 67 10| 920E+06]  880E+06| _ 1.80E+07] _ 140E+07
Q87M06 ide nuoleotidyltransferase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=pnp PE=3 SV=1 359 767] _ 6.10E+06] _ 1O0E+07]  1.00E+07|  1.10E07|  140E+07] _ 1.20E+07
Q87M22__|Deoxyribose-phosphate aldolase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=deoC PE=3 SV=1 43 277] _ 340E+06] _ 580E+06|  320E+06|  9.50E+06] _ 660E+06|  570E+06
Q8725 |Furine rucleoids phasphoryiase DeaDtype 1 OS=ibrio parshasmlytious serotype OJK® (srain RIMD 2210633) GN=deoDI PE=3 o 259 S—— 0705008 9.00E+08|  5.80E+06
Qs7M27__|P ne pl 0S=Vibrio p yticus serotype O3:K8 (strain RIMD 2210633) GN=VP2431 PE=4 SV=1 46 358 2.20E+06
Q87M30 on factor G 2 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=fusA2 PE=3 SV=1 483 63| 350E07]  540E+07|  550E+07|  630E+07] _ 780E%07| _ 6.10E+07,
Q87M55__|Beta idase OS=Vibrio parahacmolytious serotype O3K6 (strain FIMD 2010633) GN-VP2403 PE=3 SV=T 16 T189] _ 320E+06
0S=Vibrio p icus serotype O3KG (strain RIMD
QBTMTE [ s et 210 356  530E+06|  1.10Ex07|  7.70E+06|  1.10E+07|  180Ex07|  150E+07
Q87MC3__|Proline—tRNA ligase OS=Vibrio p ious serotype O3:K8 (strain RIMD 2210633) GN=proS PE=3 SV=1 165 632  300E+06]  470E+06|  450E06|  590E+06] _ 650E+06|  410E+06
Q87MD8__|30S ribosomal protein 2 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsB PE=3 SV=1 70 268 620E+06
Q87MDY__|Elongation factor Ts OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=tsf PE=3 SV=1 665 298] 300E+07] _ 450E%07| _ 480E+07| _ 560E+07] _ 750E%07| _ 650E+07
O8TMES _|Chaperone protein s OS=Vibioparahacmelytious seroype 03K (iran RIMD 2210633) GN-VPZ300 PE=3 SV-1 211 185]  330E+06]  350E+06|  6.10E+06|  640E+06] _ 6.00E+06|  530E+06
qenmes[Shudronyac-faoy-carier-protin FabZ OS=Vibrio parahacmolyticus serotype O3:K6 (strain RIMD 2210633) GN~fabZ o 108 2700008 2600406 ——
Q87MG7 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=gmhA PE=3 SV=1 115 208 120E+06] _ 330E+06] _ 430E+06| _ 430E+06
Qg7 |hosshorbosy formyycinamidine clo-lgese OS=Vibrio parahaemolytious seotype O3S (tran RIMD 2210633) GN=purll PE=3 o5 268 p——
Q8TMI2__|4-hydroxy i synthase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=dapA PE=3 SV=1 404 312]  960E+06]  150E%07]  140E+07| _ 180E+07|  280E+07| _ 2.10E+07
Q87MI6 i liami 0S=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=dapE PE=3 SV=1 3.4 41.0 2.80E+06
S g(észarigt:/s;mal protein L3 glutamine methyltransferase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=prmB o 352
Q87MMY__|Chorismate synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=aroC PE=3 SV=1 75 390 270E+06] _ 270E+06] _ 480E%06] _ 480E*06
GeTN7 |2 oses-lacu-carier-proein] synthase | OS=Vibrio parshasmlytious serotype O3K6 strain RIMD 2210633) GN=VP2194 PE=3 196 w26l ooom0s| 210207 55006l  830m+06] 110407 9005406
Q8TMN9__|Aspar i genase OS=Vibrio p cus serotype O3:K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 45 372 470E+06
Acetyl A carboxyl subunit beta | OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD
Q87MP2 2510859 hseed) P2 SV 75 340|  250E+06|  3.60E+06 410E+06|  590E+06|  500E+06
Q87MPS 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=purF PE=3 SV=1 69 560] _ 230E+06 250E+06] __ 2.40E+06,
Q87MR4__|Uncharaoterized protein OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210633) GN-VP2167 PE=3 SV=1 117 111 350E+06
aemwsa |G 3 dehydrogenase 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2157 PE=3 -~ s
Q8TMV7__|Asparta i genase OS=Vibrio p ous serotype O3KG (strain RIMD 2210633) GN=asd PE=3 SV=1 56.1 02| 210107 _ 300E%07|  270E+07|  3.10E+07]  370E+07|  340E+07
Q87TMWO__|Aldehyde-alcohol dehydrogenase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 263 971 140E+07]  190E%07| _ 190E*07] _ 190E+07] _ 270E%07] _ 220E+07
Q87MW3 peroxide di 05=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2118 PE=3 SV=1 65 222 330E+06
ide ABC transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
BIMYS | 00T Pt S s 623 s
Q87MZ3__|Phosphate acetyltransferase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2083 PE=3 SV=1 343 766]  680E+06|  930E+06]  1.00E*07|  9.80E+06|  130E+07|  1.20E+07
Q87MZ4__|Acetate kinase 1 OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=ackAl PE=3 SV=1 264 430[  760E+06] _ 120E%07]  1.20E+07| _ 1.40E+07]  190E+07] _ 1.60E+07
GeMzs |1 transportr substrate-bindingprotein OS=\ibrio parahasmoltcus serotype O3K (izain D 2210633) GN-VP2080 PE=4 I 232 3005008  5900008|  4g0m08|  6808:08| 8505408 790E+06
GBTNOT__|Methionine~tRNA ligase OS=Vibrio parshaemolytcus serotype OFK (strain RIMD 2210633) GN=rmetG PE=3 SV=2 80 779] _ 340E+06] _ 510E+06|  460E06|  520E+06] _ 600E+06|  490E+06
Q87N14 E 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rne PE=3 SV=1 21 1141 3.00E+06
Qo5 |Rbosomallase subunit pseudouridine oythase G OS=Vibio parahasmolyticussertype OGKG (siran RIMD 2210633) GN-ruC PE=D 2 w1l 2608406
Gena1|Melor OoA-acy carrier protin transacylase OS=Vbrio parahaemolytcus serotype O3K (izain FIMD 2210633) GN-VP2085 PE=3 o5 23 — 100er07| 1s0mr0l 100es07
S ggf]system‘ glucose-specific IBC 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2046 PE=4 5 04 w90E+08| 4408408 730806 ——
. short—chain dehy / family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633)
Qennay [ Qridoreductase short¢ 40 270 330E+06|  2.10E+06
Q87N45___|30S ribosomal protein S1 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 462 609] _ 380E07]  530E%07| _ 780E+07| _ 700E+07] _ 930E%07| _ 690E+07
Q87N50___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2025 PE=4 SV=1 62 766]  1.80E+06]  530E+06|  400E+06| _ 450E+06]  590E+06|  560E+06
Q87N83___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1992 PE=4 SV=1 145 376 520E+06] _ 6.50E+06|  3.10E+06| _ 940E+06] _ 6.20E+06
Q8NSE_|Uncharacterized protein OS=Vibrio parshacmolytious serotype 0K (strain RIMD 2210633) GN-VP1987 PE=4 SV=T 60 200 2.40E+06] _ 3.70E+06] _ 3.80E+06
5 0S=Vibrio p ious serotype O3:K8 (strain RIMD
QBTNAT | ooy e 614 847|  9.00E+07
qenga |Putative metal hose! YaiV 0S=Vibrio p icus serotype 03K (strain RIMD 2210633) GN=VP1954 7 a1
PE=4 SV=1
Q87NB5__|Putative translation factor OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1953 PE=4 SV=1 49 229 1.90E+07,
Q87NCO ion factor P—like protein OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP1948 PE=3 SV=1 138 207 4.30E+06 580E+06] _ 9.70E+06] __ B50E+06
Diaminobutyrate-pyruvate & L=2.4~dliami vlase OS=Vibrio p ious serotype O3:K6 (strain
QBTNCE | RIMD 2210633) GN=VP1942 PE=1 SV=1 i 1043
qomey  [Puative permi 0S=Vibrio p icus serotype O3K6 (strain RIMD 2210633) GN=VP1941 PE=4 a2 165 p—— w50er08| 5102406
Q87ND6___|DNA gyrase subunit A OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=gyrA PE=3 SV= 90 970] _ 200E+06] _ 360E+06|  340E+06| _ 270E+06] _ 630E+06| _ 330E+06
Q87NE7__|GTP 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=ribA PE=3 SV=1 56 223 310E+06 2.80E+06
Q87NG8__|Aspartate ami 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 628 454] _ 7.00E+07 9.60E+07
Q87NH5___|Asparagine—tRNA ligase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=asnS PE=3 SV=1 436 526] 260107  300E+07|  300E+07| _ 330E+07]  400E+07| _ 360E+07
Q87NUS__|Putative Pox1 05=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1770 PE=4 SV=1 25 345 820E+06
Q87P08___|Glucose 1 genase OS=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=zwf PE=3 SV=1 20 576
Q87P09 | DevB protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1709 PE=4 SV=1 42 260 690E+06| __ 8.60E+06,
Q87P10 gszs Sv=1 " 0§=Vibrio p ous serotype O3B (strain RIMD 2210633) GN=VP1708 18.7 525  7.0E+06|  870E+06|  880E+06|  9.90E+06|  1.20E+07|  1.10E+07
Q87P15__|Aldehyde genase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP1703 PE=3 SV=1 95 5.7 4.30E+06 770E+06
Q87P20__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1698 PE=4 SV=1 21 385 390E+06 4.40E+06
S protein VopS 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=vopS _— e g | —
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Ge7Pa7  [Futative tranlocation protein i ype Il secrtion OS=Virio prahaemolyteus serotype O3S (strain RIND 221063%) GN=VP 1671 o 04 Py
Q87P59__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1659 PE=4 SV=1 17.0 670 _ 400E+06|  1.00E+07|  9.20E+06|  330E+06|  0.20E+06|  5.30E+06
Q87P60__[Low calcium response locus protein H 0S=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1658 PE=4 SV=1 259 181 4.30E+06 3.10E+06] _ 6.00E+06|  4.10E+05
Q87P61__|Putative protein PopB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1657 PE=4 SV=1 38 413 2.10E+06] _ 290E+06 1.70E+06
Q8762 |Putative protein PopD OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1656 PE=4 SV=1 5.1 353 460E06|  5.30E+06|  7.30E+06]  460E06|  6.60E¥06|  4.90E+06
087P63 ic protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP1655 PE=4 SV=1 28 349 3.10E407 290E+07] _ 400E+07] _ 3.00E%07
QB7PBO0__[RNA chaperone ProQ OS=Vibrio parahaemolytius serotype OK6 (strain RIMD 2210633) GN=pro PE=3 SV=1 48 232 670E106] _ 9.40E+06|  7.60E+06  7.20E+06
Q87PB3 idase N OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1604 PE=4 SV=1 13 984 1.50E%06
Q87PB5__|Putative NAD ¢l 0S=Vibrio p: serotype O3K8 (strain RIMD 2210633) GN=VP1602 PE=4 SV=1 04 1834 1.00E%06
Q87PBS__|Cell division protein ZapG 0S=Vibrio icus serotype O3:K® (strain RIMD 2210633) GN=zapC PE=3 SV=1 44 208] _ 2.20E+06 3106406
Ge7Pos |2 ydrondecanoyi-aoyi-caierprotein] dhycratase OS=Vibrio parahacmalytious serotype O3K® (strai RIMD 2210633) GN-fabA - il I e e
QBTPE6 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1564 PE=4 SV=1 139 564]  G60E06|  7.60E+06|  5.10E+06|  5.10E+08|  7.40Ev06|  5.60E+06
Qs7pas |Fumarate an niate reducton roglatory protein OS=Vibrio parahacmalytious seotype 03K (strain RIMD 2210633) GN=VP 1036 y 78 200E+08|  1302408|  3.00E+06
Q87PG7__|Putative stress protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1535 PE=4 SV=1 137 353 250E+06 360E06] _ 460E¥06| _ 210E+06
Q87PH6__|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP 1526 PE=3 SV=1 39 397 810E+06|  840E+06] _ 1.10E%07|  8.60E<06
Q87PK8 ine kinase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=nagk PE=3 SV=1 89 328 9.20E+05 4.40E+06] __ 3.50E+06
Q87PUS__[Uncharasterized protein OS=Vibrio parahaemolytius serotype O3K6 (strain RIMD 2210633) GN-VP1403 PE=4 SV=1 90 555  490E+06]  280E+06|  3.30E+06 290E+06
087040 inylase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=astE PE=1 SV=1 44 388 2.70E+06,
as70d5 | donoeylcobinamide-GOP ribazoltransferase OS=Virio parahasmalytious sorotype 03K (srai RIND 2210633) GN=cobS PE3 26 202 —— p——
P ide f 2 0S=Vibrio p cus serotype 03K (strain RIMD 2210633) GN=purT PE=3 - 29 ——
087056 |Integration host factor subunit alpha 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=ihfA PE=3 SV=1 194 2] 6.20E%06 7.90E+06] _ 800E+07] _ 2.206+07
087059 |Phenylalanine——tRNA ligase beta subunit 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=pheT PE=3 SV=1 47 870]  300E+06]  570E+06|  620E06|  7.00E+06]  9.80E+06]  520E+06,
087060 __|Phenylalanine—tRNA ligase alpha subunit OS=Vibrio parahacmolytius serotype O3KG (strain RIMD 2210633) GN=pheS PE=3 SV=1 64 369 290106 _ 3.50E+06|  440E¥06|  5.40E+06]  4.10E+06
Q87Q70__|Threonine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=thrS PE=3 SV=1 89 737]  440E+06|  9.50E+06|  500E+06|  1.10E07]  7.60Ev06|  7.60E+06
Q87080 |Uncharacterized protsin OS=Virio parshacmolytious serotype 0K (strain RIMD 2210633) GN=VP1270 PE=4 SV=T 21 1128 1.90E+07 2706707 250E+07
Q81087 o sylamin boxamide synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) o a0l 240508 540508  570m06|  7508+08] 1008407 6505406
GN=purC PE=3 SV=1
Q87Q92 NAD: malic enzyme OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=maeA PE=3 SV=1 1.6 62.3 4.10E+06' 5.00E+06
087099 | Thioredoxin reductase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1251 PE=3 SV=1 103 325  200E+06|  5.10E+06|  2.10E+06]  530E+06] _ 1.00E¥07|  5.80E+06
0870A3 in 0S=Vibrio par icus serotype O3:K6 (strain RIMD 2210633) GN=serC PE=3 SV=1 280 402 030E+06|  1.20E%07]  1.10E+07]  150E+07]  1.60E%07]  1.40E+07
Q87QBO0__|Uncharacterized protein 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1240 PE=4 SV=1 49 344]  640E06]  B.OO0E+06|  550E+06|  6.10E+06, 6.20E+06
Q87QB9__|Putative reductase VP1231 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP1231 PE=3 SV=1 383 439]  140E+07]  1.80E%07]  2.10Ev07]  200E+07]  270Ev07] _ 2.10E+07
Q87QG7__|Gystathionine beta-lyase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP1182 PE=3 SV=1 32 446] _ 3.60E+06 500E106] _ 5.50E%06|  6.90E+06]  7.00E+06
087QJ9 | Gysteine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=cysS PE=3 SV=1 113 520 180E+06|  430E+06|  260E06|  350E+08]  3.00E¥06|  3.10E+06
G87aKs |Hitidine bosynthesi bifunotinal protei HiIE OS=Vibrio parahasmalytiousseraype OIK (sran RIMD 2210633) G=tis! PE=3 152 232 ——
Q870K6 gnEiS;z;lz%chem\ phosphate synthase subunit HisF OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=hisF - 284 Py
1=(5-phosphoribosyl)-5-[(5-phosph ino] imidazole-4-carboxamide 0S=Vibrio p vtiou
Q87QKT | . type O3KG (strain RIMD 2210633) GN=hisA PE=3 SV=1 i 264 GO st Cdist
Ge7aks [ Imdazole dycerol phosphate syrthase ubuni HeH OS=Virio parahasmoltics sootype O3K6 srain RMD 2210633) GN-HiH oo 223 I——
as7aKs |Hetidne bosynthesis bifunctiona protai HisB 0S=Virio parahacmalytious srotype 03K (srain RIND 2210633) GN~1isB PE=3 o2 298 S—— 1500008 350406
Q87QL0__|Histidinol i 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=hisC PE=3 SV=1 101 382  570E106]  60E¥06|  560E*05|  770E+08]  870E¥06|  9.00E+06
Q87QL1__|Histidinol dehydrogenase OS=Vibrio parat cus serotype 03K (strain RIMD 2210633) GN=hisD PE=3 SV=1 58 461 320E+06] _ 400E+06|  5.80E+06]  450E+06
Q87QL2 | ATP phosphoribosy 0S=Vibrio p: ious serotype O3:K6 (strain RIMD 2210633) GN=hisG PE=3 SV=1 258 328]  410E06]  690E+06|  480E+06|  880E+06]  120E%07|  9.00E+06
Q87QL6 DNA-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1133 PE=3 SV=1 9.6 15.1
Q87GM1__|Adenylosuccinate lyase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1128 PE=3 SV=1 26.1 514]  520E06]  870E+06|  9.20E+05]  9.30E+06|  1.30E¥07|  8.40E+06
Q87QP1__|Serine~—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=serS PE=3 SV=1 3.1 488 780E+06]  1.10E%07|  1.10E+07  980E+06|  1.50E%07|  1.40E+07
087QP5__|Leucine-responsive regulatory protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP1104 PE=4 SV=1 311 188]  570E+06]  7.00E+06|  4.70E+06]  7.40E+06|  1.00E07|  480E+06
Q87QP6__|Alanine 05=Vibrio p: ious serotype 03K (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 422 399  170E+07]  30E%07]  2.10Ev07]  3.10E+07]  220Ev07]  200E+07
Q87QP8__|Cys regulon transcriptional ativator OS=Vibrio ous serotype O3:K (strain RIMD 2210633) GN=VP1101 PE=4 SV=1 37 36.1
Q870S7__|Putative helicase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1072 PE=4 SV=1 160 687]  430E+06|  580E+06|  460E*06|  460E08|  7.80E¥06|  580E+06
Q87QT9__|Protein TolB OS=Vibrio parahasmolytious serotype O3K8 (strain RIMD 2210633) GN=tolB PE=3 SV=1 73 498]  900E+05|  5.10E¥06|  500E+05]  550E08]  640E¥06|  3.50E+06
Q87QV2__|Aspartate—tRNA ligase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=aspS PE=3 SV=1 356 657  1.10E07]  1.70E%07]  160E+07]  150E07]  220E%07]  1.60E%07
Q87QW9___|HTH-type transcriptional repressor PurR OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purR PE=3 SV=1 42 317 1.90E+06
agraxs  |Suoese! 1 08=Vibrio p serotype O3KS (strain RIMD 2210633) GN=glgC1 PE=3 262 455|  160E+07|  190E+07|  190E+07|  1.70E+07|  250E407|  1.90E+07
[ ikimate 1-carboxyvi 0S=Vibrio par cus serotype O3:K (strain RIMD 2210633) GN=aroA PE=3 “ w1l 2208406 p—— 500E+08| 5205406
ATP—dependent Clp protease, ATP-binding subunit ClpA OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633)
asrays (AP dependent O pro 42 833 220E+06 530E+06|  290E+06
Q87QY7__|Isocitrate dehydrogenase OS=Vibrio ious serotype O8:K (strain RIMD 2210633) GN=VP1011 PE=4 SV=1 489 805  2.10E+07|  270Ev07|  260E+07]  250E+07]  350E%07]  280E+07
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
aB7az0 [ e R bt Bl 574 284  700E+08|  120Es07|  1.10E+07|  150E+07|  220Ev07|  1.60E+07
Putative 54 kDa polar flagellar sheath protein A OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210633) GN=VP0996
asTRoz  [Putative S 21 523
Q87R04__|Formate 05=Vibrio icus serotype O3:KG (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 474 845  G50E+07|  300E+07|  420E+07]  510E+07]  7.00E%07|  6.20E+07
Q87R36___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 212 439 490E+06] _ 120E+07|  6.50E+06|  8.40E+065|  8.80E+06
Q87R38__|Uridine phosphorylase OS=Vibrio p ytious serotype O3:K (strain RIMID 2210633) GN=VP0960 PE=3 SV=1 115 269]  150E06|  740E%06|  7.70E+06]  7.00E+06]  7.50E¥06|  6.50E+06
Q87R78___|DNA-binding protein HU-beta OS=Vibrio parahaemolytius serotype O3 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 289 94| 470E+07]  430E%07]  5.10E+07]  9.10E+07]  7.70Ev07]  6.60E+07
GeTRg0 | ATPdependent G protease proteotic subunit OS=Vibio parahaemolticus sartype 03K (tran RIMD 2210633) G-l PE=3 o 20l 1a0m0r| 2206007 150ev01l  200mv0r|  az20mv0r 2508407
Q8TR81 | Trigger factor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tig PE=3 SV=1 535 482  150E07]  190E+07|  230E+07|  360E+07]  480E%07|  340E+07
Germey |G dcarbonlate-bindingperilasmic proein OS=Vibrio parahasmolytcus serotype O3K (train FMD 2210633) GN-VPOS10 PE=4 a7 a1l 120e007|  asomeos|  7a0er0s] 2008007  1some0r|  150Es07
Q87RD3 __|Formy| ylase OS=Vibrio p icus serotype OB (strain RIMD 2210633) GN=purl PE=3 SV=1 32 316  530E06|  6.90E+06|  7.30E+06]  440E+08|  7.60E%06
Q87RD6 | Arginine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argS PE=3 SV=1 106 638 460E706] _ 330E+06| _ 5.20E+06] _ 660E+06| _580E+06
Qe7REe  |Zin ABC transporter, periplasmio zino-binding protein OS=Vibrio parahasmolyticus serotype O3KG (strain RIMD 2210633) s a1 a40m08|  400e08|  470m06|  6002+08|  5700408] 3905406
GN=VP0853 PE=3 SV=1
GeTRE7 [Sicciyt-CoA liase [ADP—forming]subunitaloha OS=Vibrioparahacmoltiousserfype 03K (irain RIMD 2210633) GN-POB50 166 w0 ol
o g;c:ﬁinv\-CoA ligase [ADP—forming] subunit beta OS=Vibrio parahaemolyticus serotype O8:K (strain RIMD 2210633) GN=sucC PE=3 05 w5l 2so0m07|  asom0r|  as0m0r|  3s0m07|  si0me07| 3508407
Dihy \ of 2-oxogl dehydrogenase complex OS=Vibrio parahasmolytius
T A A A AN AVl 332 437 190E+07|  280E+07|  260E+07|  300E+07|  3.10E+07|  260E+07
Q87RFO é;/o:x]oglubarate , E1 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0847 PE=4 130 106.0 6.90E+06 8.90E+06 7.20E+06 7.70E+06 6.20E+06 5.40E+06
B protein subunit OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0845 PE=3 o2 a2l asom0s| 110207  4someos|  s40+08|  1208407 9408406
QB7RF5__|Gitrate synthase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0842 PE=3 SV=1 415 482 G60E+07|  450E+07|  430E+07]  370E+07|  530E+07|  400E+07
Q87RFE__|P 05=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0839 PE=3 SV=1 2.1 592  GGOE06|  8.90E+06|  1.10E+07]  100E+07]  1.50E%07|  1.30E+07
Q87RG4 | Glutamine—tRNA ligase OS=Vibrio parahasmolyticus serotype O3 (strain RIMD 2210633) GN=gnS PE=3 SV= 83 639  420E+06]  6.10E+06|  480E06|  6.70E+06]  9.00E+06|  520E+06
Q87RGE [N ine repressor OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0828 PE=4 SV=1 25 438 2.60E+06
Qe7RHo |AsParagine sythetase B, gutamine-hydrayzing OS=Virio parahacmalytious serotype 03K (srain RIMD 2210633) GN-VP0820 195 23| 280m08|  290508|  540206| 690408 8308408 7308406
QBTRH4__|Adenylate kinase 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=adk PE=3 SV=1 206 233  G.10E+06|  6550E+06|  490E+05|  6O0E08|  650E%06|  580E+06
Q8TRH5__|Ghaperone protein HtpG 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=htpG PE=3 SV=1 60 721 250E06]  240E+06|  6.20E+06|  420E+06]  540E+06|  8.00E+06
Q87RJ7__|Cysteine synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0787 PE=3 SV=1 724 341]  590E+07|  640E+07|  7.80E+07]  7.30E+07 9.20E+07
Q87RJI__|Phosphocarrier protein HPr OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0795 PE=4 SV=1 94 0.1 1.20E+07
agRko  [Phosshoen protein phosphot; 08S=Vibrio icus serotype O3K6 (strain RIMD 2210633) GN=VP0794 — a2 caoerosl sacrslE
GeTRK1|ETS vstem: gcose-specific A componert. OS=Viri icus serotype O3:K6 (strain RIMD 2210633) GN=VP0793 PE=4 208 7ol 700me0s|  soomeos|  soomeosl 2808507 2608507 180E+07
Q87RLG ligase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=gltX PE=3 SV=1 27.0 534  GGOE+06|  0.00E+06|  9.20E+06|  990E+06|  1.20E+07|  B.00E+06
Q87RL8 Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 11.8 40.8 1.40E+07|
Q87RNE__|Rib oy inase OS=Vibrio p icus serotype O3 (strain RIMD 2210633) GN=prs PE=3 SV=1 385 339]  650E+06]  100E+07|  1O0E*07|  1.20E+07]  160E+07|  1.10E+07
Q87RPO__|Ribosome-binding ATPase YchF OS=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=ychF PE=3 SV=1 31 418 4.10E+06] 3306406
Q87RQ0__|Leucine——tRNA ligase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=leuS PE=3 SV=1 102 966  430E06|  560E¥06|  560E*05|  660E108|  7.60E¥06|  6.40E+06
Q87RR2__[Serine hyd 1 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=glyAT PE=3 SV=1 462 455]  a50E+07|  620E%07|  560E+07]  650E+07]  880Ev07| 630707
Q87RS3__|Lipoprotein 0S=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 197 201 3.50E+06 560E106] _5.70E%06
Q87RU4__[6.7-dimethyl-8 ribityl synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ribH PE=3 SV=1 365 164]  270E%06|  390E+06|  4.10E+06]  840E+08|  7.70E%06|  560E+06
GeTRUS |17 8Grony—2-butanone 4-phosphate synthase OS=Vibioparahaemoltius serotype 03K (irain RIMD 2210633) GN-roB PE=3 T o e e e T
Q87RUI | Gamma-glutamyl 0S=Vibrio par ious serotype O3:K6 (strain RIMD 2210633) GN=proA PE=3 SV=1 7.1 447 2.00E+06]  480E+06|  3.70E*06|  4.10E+06]  6.20E+06]  5.10E+06
Q87RVS i i i 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0671 PE=4 SV=1 31 536 26006 2.00E+06




Table S1 (18/31)
QB7RV__[Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP0669 PE=4 SV=1 205 390 270E+06]  780E¥06]  770E+06]  690E+08]  570E¥06] _ 9.30E+06
QB7RWO  |Phosphoribosylformylglycinamidine synthase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=purl. PE=3 SV=1 13.4 1416  360E+06|  580E+06|  G4OE+06|  6.80E+06|  1.10E+07|  6.10E+06
QB7RX2Z__|Chaperone protein DnaJ OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=dnaJ PE=3 SV=1 X 410 300E+06] _ 2.60E+06
QB7RX3__|Chaperone protein Dnak OS=Vibrio parahaemolytious serotype O8:KE (strain RIMD 2210633) GN=dnak PE=3 SV=1 523 690[  B70E06|  160E+07|  170E%07|  240E%07]  840E+07]  270E+07
Q87RZ5 synthase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=VP0629 PE=3 SV=1 28 457]  4.50E+05 1.60E+06
87507 [ GMP syrthase [gutamine-hydrolyzing] OS=\Vbrio parshasmolytious serotype OBK (stran RIMD 2210633) GN=gush PES3 SV=T 66 57.6]  5.10E06]  6.00E+06|  380E+05|  B.10E08|  8.00Ev06|  530E+06
087508 |Inosine-5' 0S=Vibrio serotype O3K6 (strain RIMD 2210633) GN=guaB PE=3 SV=1 265 519  450E+06|  800E+06|  750E+06|  8.60E08|  1.20E%07|  8.10E+06
QUTS15__Hisidine —tRNA lgase OS=Viri parahasmolytcus serotype OIKG (atrain FIMD 2210633) GN-HisS PE=3 SV-1 55 411 2.00E+06| __7.00E+06 2306406
087520 |Nucleosid kinase OS=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=ndk PE=3 SV=1 64 159 1.50E%06
Q87521 __|Peptidase B OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=pepB PE=3 SV=1 83 466 GO0E+06| _ 440E+06]  7.50E+06] _ 7.70E+06
Q87540 |Isocitrate lyase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP0584 PE=4 SV=1 25 480 4.00E+06
Q87S44 AhpC/Tsa family OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 58.1 222 3.40E+07 5.00E+07 5.20E+07 9.30E+07 9.40E+07 8.10E+07
Q87563 | Chaperone protein ClpB OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=clpB PE=3 SV=1 145 958]  280E+06]  480E+06|  550E+06|  640E+06|  7.10E+06]  6.90E+06
Q87569 gv:1 mutase/prepl 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=VP0555 PE=4 31 442 1.40E+06 1.50E+06 1.30E+06
Q87S73___|ABC transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0551 PE=3 SV=1 52 622 7.20E+05 3206406
Q87S77__|T-protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0547 PE=4 SV=1 21 420 2.10E+06
Q87578 |hospho-2-dehydro-3-deoxyheptonate aldlase OS=Vibrio parahacmoltics sertype OGKG (iran RIMD 2210633) GN-POSdo - 297 p—— | e—
Q87584 |Putative carbon starvation protein A OS=Vibrio icus serotype OBKG (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 24 533 1.70E+06 1.70E+06
Q87590 tRNA ligase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=ileS PE=3 SV=1 20 1052]  200E+06| _ 270E+06]  2.10E+06|  8.30E+06 3.50E+06
087593 [30S ribosomal protein 520 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210638) GN=rpsT PE=3 SV=1 116 05 7.20E+06
087599 |Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0525 PE=4 SV=1 X 439 2.80E+06
G875A8 |Qrdoredctase Tas, aldoketo reductase famly OS=Vibrio parshacmlytious serotype OJKG (srain RIMD 2210633) GN=VP0518 142 207l a20e08|  670206|  580206|  660+06]  6502+08] 7502406
Ge75B0 | SEma-54 dependent ranscriptona egator OS=Vibioparahaemoytious serotype O3KS (stran RIMD 2210633) GN-VPOS 14 PE=4 o 105 ——
Q87SB1__|Lysine—tRNA ligase OS=Vibrio parahacmolytious serotype O3:K6 (strain RIMD 2210638) GN=lysS PE=3 SV=1 30,1 575  120E+07|  380Ev07]  140E+07]  160E07]  130Ev07|  1.50E+07
0875C7 elyoyl radical cofactor OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=grcA PE=3 SV=1 736 139]  790Ev06|  1.10E+07]  920E+06]  3.30E+07]  380Ev07|  3.10E%07
Q87SC8__|Threonine synthase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0496 PE=4 SV=1 385 465 000E+06|  1.20E%07]  1.10E+07]  130E+07]  1.70E%07|  1.60E%07
Q87SC9__|Homoserine kinase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210638) GN=thrB PE=3 SV=1 28 3a4]  340E06]  3.60E+06 480E+06] _ 6.20E+06] _ 490E¥06
Q87500 partokinase /homoserin , threonine-sensitive 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) — wi ool e R
GN=VP0494 PE=4 SV=
Putative 4-hydroxy-4-methyl-2-oxoglutarate aldolase OS=Vibrio parahaemolytius serotype O3:KG (strain RIMD 2210633)
grspy  [Putative bhydroxy - 63 177 4.90E+06
Q87SD5__| Aerobio respiration control protein FexA OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0489 PE=4 SV=1 92 269 7.10E+06] _ 6.90E¥06|  970E+06]  6.80E+08| _ 1.00E%07
Q87SE0__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0484 PE=4 SV=1 6.1 1752 320E+06] _ 310E+06] _ 330E+06| _ 6OOE+06|  780E+06|  520E%06
QB7SET__|Glutamate synthase, small subunit OS=Vibrio icus serotype O3:KG (strain RIMD 2210633) GN=VP0483 PE=4 SV=1 90 533 500E706| _ 6.60E+06
Q87SE2 synthase, large subunit OS=Vibrio paraha serotype O3K6 (strain RIMD 2210633) GN=VP0482 PE=4 SV=1 35 1620  300E+06|  430E+06]  5.10E+06]  440E+06 450E+06
Q87SE3 synthase, small subunit 0S=Vibrio parah icus serotype O3:KG (strain RIMD 2210633) GN=VP0481 PE=4 SV=1 40 525 1.80E+06
Q87SF3__|Carbamoyl synthase large chain OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=carB PE=3 S 114 1178]  120E:07]  600E+06]  6.70E+06|  B50E+06| _ 120E%07| _ 800E06
Q87SF4__[Carbamoyl synthase small chain OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=carA PE=3 SV=1 158 410 260E+06|  5.90E+06|  550Er06|  7.J0E+06|  1.20E+07|  8.80E+06
Q87SF5  |4-hydroxy~tetrahydrodi 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=dapB PE=3 SV=1 182 286|  470E+08|  7.30Es06|  820E+06|  120E+07|  120Ev07|  1.00E+07
QB7SF7__|Protein translocase subunit SecA OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=secA PE=3 SV=1 48 1031 230E+06] _ 230E+06] _ 6.90E%06 390E+06
Q87SH9__[Stringent starvation protein A OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0444 PE=3 SV=1 431 243 120E+07|  1.80E+07|  180E+07]  180E+07|  240E+07|  1.90E+07
Q87514 ___[30S ribosomal protein 59 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 92 146 2506406
Q87515 [50S ribosomal protein L13 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplM PE=3 SV=1 33,1 16.0 1.60E+06] _ 7.40E+06]  9.30E+06] _ 150E+07
Q87500 |Protease DO OS=Vibrio parahaemolyticus serotype OS:KE (strain RIMD 2210633) GN=VP0433 PE=4 SV=1 264 481 B10E+06|  7.0E+06|  670E+06|  870E+06|  1.50E+07]  8.60E+06
Q87SL6[RNA polymerase sigms factor RooD 0S=Vierio parshsemolyticus serotype O3KG (irain FIMD 2210633) GN-rpoD PE=3 SV=1 82 707]  450E+06|  430E+06|  G.AOE*06|  BS0E'0G|  0.00EY06|  6.60E+06
-
Q87SR3 , fructose L ing] OS=Vibrio ious serotype O3KS (strain RIMD 2210633) 246 668  390E+06|  880E+06|  670E+06|  1.10E+07|  490E+06|  1.50E+07
GN=gimS PE=3 SV=2
QB7SR6__|Pyruvate kinase OS=Vibrio parahacmolytious serotype O3KG (strain RIMD 2210633) GN=VP0356 PE=3 SV=1 15.7 499]  400E+06|  380E+06|  490E+05|  590E+08|  130E¥07|  9.40E+06
Q87557 __|2-isopropylmalate synthase 0S=Vibrio parshaemoytious serotype O3KG (strain RIMD 2210633) GN-leuA PE=3 SV=1 87 56.1]  340E+06|  420E+06|  350E+06]  540E+06]  480E¥06|  5.90E+06
Q87558 [3-isop genase OS=Vibrio p serotype O3K8 (strain RIMD 2210633) GN=leuB PE=3 SV=1 408 393 100E+07[  1.40E+07|  130E+07]  180E+07|  210E+07| _ 1.70E+07
Q87589 |3-isopropylmalate dehydratase large subunit OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=leuC PE=3 SV=1 21 506 2.30E+06 640E+05  1.40E+06
Q875T4__|Chaperone SurA OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=surA PE=3 SV=1 23 474 4706406
Q87SU4__[50S ribosomal protein L21 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplU PE=3 SV=1 602 15[ 110E%07|  120E+07]  180E+07]  230E+07|  260E%07]  2.10E%07
Q87SUS__|Octaprenyl-diphosphate synthase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0327 PE=3 SV=1 33 364 1.20E%06
Q87SU7__|Malate 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 61.7 322  280E+07|  360Ev07|  250E+07]  370E+07]  6.10Ev07]  270E%07
Q875v0 ic protein 0S=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 537 3a5] 43007  510E+07|  530E%07|  520E%07]  7.00E+07]  6.10E%07
Q87SWO__|Fructose~1,6-bisphosphatase class 1 OS=Vibrio p serotype O3K8 (strain RIMD 2210633) GN=fbp PE=3 SV=1 299 37.3|  BOOE+06|  200E+07|  9.90E+06|  130E+07|  7.30E+06|  7.20E+06
Q87SWI__|Inorganic pyropl 0S=Vibrio p yticus serotype O3KG (strain RIMD 2210633) GN=ppa PE=3 SV=1 19.3 196 270E+06| _ 1.10E+07]  860E+06] _ 7.00E+06
I :::/;it;de methionine sulfoxide reductase MsrA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=msrA PE=3 - 236 ——
Q875X0__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0302 PE=4 SV=1 38 233  350E+06|  450E%06|  6.50E+06 150E+07] _ 8.40E+06
Q875X9__|Sulfate adenylyltransferase subunit T OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=cysN PE=3 SV=1 225 526  570E+06|  7.10E¥06|  7.20E+06]  100E07|  140Ev07|  1.60E%07
Q87SY0 __|Sulfate adenylyltransferase subunit 2 0S=Vibrio icus serotype O3:KG (strain RIMD 2210633) GN=cysD PE=3 SV=1 36 350 490106 5.10E06] _ 460E¥06|  7.10E+06]  6.40E+06
Q87SYT__|Uroporphyrin-lil G 0S=Vibrio p: serotype O3KE (strain RIMD 2210633) GN=VP0291 PE=3 SV=1 36 330 5.30E+06
Gersv2  [E3oveliomnucleotide Z-phospho 0S=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP0290 PE=3 m ot Bp—
QB7SY7__|Peptidyl-prolyl cis-trans i 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP0285 PE=4 SV=1 63 218 520E+06] _ 7.30E+06] _ 4.20E+06
G87SY9__[50S ribosomal protein L17 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplQ PE=3 SV=1 389 142]  T00EX07]  180E+07]  180E+07]  1.70E+07] _ 230E+07]  1.60E+07
s770  |DNVATdrectsd RNA polymerase euburi alsha OS=Virio parahaemalytious serotype OZKS (srsin RMD 2210630) GN=rooA PE=) po w05l 1a0m07|  170ee0] 1708001 280me0rl  ssomeor 260407
Q87SZ1__|30S ribosomal protein 54 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 393 233 230E+07|  210E+07|  350E+07  4.10E+07|  420E+07|  3.40E+07
Q87522 [308 ribosomal protein 13 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsM PE=3 SV=1 568 133 100E+07| _ 6.10E+06| _ 1.70E+07] _ 220E+07[ _ 200E+07| _ 150E+07
Q87524__[50S ribosomal protein L15 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplO PE=3 SV=1 313 149 620E+06|  060E+06|  0.30E+06]  1.60E+07|  1.70E+07|  1.40E+07
Q87526 |30S ribosomal protein S5 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpsE PE=3 SV=1 515 176]  1.70E%07|  170E+07| _ 270E+07]  280E+07|  880E+07|  2.40E+07
Q87527__[50S ribosomal protein L18 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplR PE=3 SV=1 154 126 320E+06| _ 0.40E+06]  650E+06] _6.80E+06
Q87528 __[50S ribosomal protein L6 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplF PE=3 SV=1 723 188]  120E%07|  100E+07]  170E+07]  280E+07]  230Ev07] 1.40E+07
Q87529 |30S ribosomal protein S8 OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=rpsH PE=3 SV=1 238 140]  190E%07|  200E+07]  260E+07]  340E+07]  380Ev07]  260E+07
QB7T01__[50S ribosomal protein L5 OS=Vibrio parahaemolyticus serotype O3:KB (strain RIMD 2210633) GN=rplE PE=3 SV=1 520 201]  160E+07|  220E%07|  280E+07]  360E+07]  390Ev07|  320E+07
Q87702 [50S ribosomal protein L24 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rpX PE=3 SV=1 200 2] 100E%07|  1.10Ex07]  110E+07]  260E+07]  1.10E%07|  7.20E+06
Q87T07__|30S ribosomal protein 53 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsC PE=3 SV=1 362 256] 120107  150E+07|  2.00E%07| _ 240E%07]  260E+07]  220E+07
QB7T08__[50S ribosomal protein L2 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplV PE=3 38.2 12.0]  1.10E%07|  1.20E+07| _ 1.10E+07]  200E+07]  1.70E+07|  1.40E+07
Q87709 [30S ribosomal protein §19 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsS PE=3 SV=1 87 104] 400406 1.10E+07]  1.20E+07]  1506+07]  7.60E+06
QB7T11__[50S ribosomal protein L23 OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=rplW PE=3 SV=1 150 I 1.206+07
QB7T12__[50S ribosomal protein L4 OS=Vibrio parahaemolyticus serotype OS:KE (strain RIMD 2210633) GN=rpID PE=3 SV=1 255 219 9.50E+06] _ 650E+06] _ 6.60E+06
QB7T13__[50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=rplC PE=3 SV=1 139 224 200E+06] __6.80E+06 6.20E+06
Qe7Ta1 |ATP-dependent protease ATPase suburit Hell OS=Vibrio parahacmalytious seotype 03K (strain RIMD 2210633) Gl PE3 o8 w08l 2708406 py——
Q87723 |Regulator of ribonuclease activity A OS=Vibrio parahacmolytious serotype O3:KG (strain RIMD 2210633) GN=rra PE=3 SV=1 112 184 3206706
T i 0S=Vibrio p serotype O3K8 (strain RIMD 2210633) GN=tpiA PE=3 SV=1 230 269]  GOOE+06|  740E+06|  B6OE+06|  130E+07|  140E+07|  1.50E+07
Q87734 sugar genase 0S=Vibrio icus serotype O3B (strain RIMD 2210633) GN=VP0236 PE=3 SV=1 216 431 5.10E+06] _ 740E+06| _ 580E+06| _ 840E+06|  1.20E+07]  6.50E+06
Q87736 [Pilin glycosylation protein OS=Vibrio parahaemolytious serotype OFKE (strain RIMD 2210633) GN=VP0234 PE=3 SV=1 368 434]  170E+07]  230E+07|  230E+07|  280E+07  800E+07]  240E+07
Q87738 Putft\ve carbamﬁoylnhisphate synthase large subunit, short form OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) 121 36.4 6.60E+06 1.10E+07 4.10E+06 1.20E+07
GN=VP0232 PE=4 SV=1
agrrar S0P 35-epi 05=Vibrio p serotype O3KE (strain RIMD 2210633) GN=VP0229 PE=4 160 212|  410E+06|  680E+06|  520E+06|  100E+07|  7.90E:06|  6.50E+06
GerTas |7uative STOP—t-dehydrorhamnose reductase OS=Vibrio parahasmolyticus sertype O3K (iran RIMD 221063%) GN-VP0224 PE=4 g 24 w20e08| 3708008 6505408 500E406
qgrTar  |Sueesen thymi 0S=Vibrio p serotype O3KS (strain RIMD 2210633) GN=VP0223 PE=3 165 323|  400E+06|  G90E+06|  5O00E+06|  430E+06|  7.90E+06|  7.60E+06
Q87T48__|dTDP-glucose 46 0S=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0222 PE=3 SV=1 122 09| 590E06|  100E+07|  110E%07|  140E%07]  1.80E+07]  1:50E+07
qorres[Puative o (Flagellin modification) OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP0207 2 74 105408 4302406 560408 300E406
Q87764 |Putative amidohydrolase OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP0206 PE=4 SV=1 33 307 2206406
Putative i 2.1=ami 0S=Vibrio p icus serotype O3KG (strain RIMD 2210633)
grTes  [Putative elutamate | o 82 49|  240E+08|  470Es06|  250E+06|  440E+08|  7.20E+06|  3.30E+06
Putative 3 i v related protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
Q8776 [ et e 108 385 380E+06 490E+06|  6.00E+06
Q87785 [50S ribosomal protein L28 OS=Vibrio parahaemolytious serotype O8KE (strain RIMD 2210633) GN=rpmB PE=3 SV=1 128 90 7.70E+06
Q87768 |Putative binding protein component of ABC transporter OS=Vibrio parahacmolytious serotype 03K (strain RIMD 2210633) 18 06 w00E+08|  4002+08|  4700008|  5905v08| 4802406
GN=VP0172 PE=4 SV=1
QB7TAB | Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP0162 PE=4 SV=1 27 455] 190E+07| _ 180E%07 2306707 6.60E+06
QB7TE0__ |33 kDa chaperonin 0S=Vibrio parahaemolytious serotype O3:XK6 (strain RIMD 2210633) GN=hslO PE=3 SV=1 31 323 2906706
Q87TE! TATP] OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=pckA PE=3 SV=1 629 600 550E+07|  7.10E+07| _ 500E+07]  820E+07]  6.30E+07|  6.80E+07
QB7TES [Glutamine synthetase OS=Vibrio parshaemoytious serotype O3KG (strsin RIMD 2210633) GN=VPO121 PE=3 SV-=1 450 515] 50007 _ 6.10E+07| _ 670E+07| _ 7.00E+07] _ 840E+07] _ 7.40E+07
Q87TG5__[Delta inic acid 0S=Vibrio p ious serotype O3K6 (strain RIMID 2210633) GN=VP0104 PE=3 SV=1 142 392[  460E+06]  7.20E+06]  7.10E+06|  660E+06]  7.40E+06]  6.40E+06




Table S1 (19/31)
Q87TJ9__[Oligopeptidase A OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0070 PE=3 SV=1 11 769]  210E+07]  330E+07]  930E+06]  420E+07]  620E+07] _ 1.70E+07
QB7TKI__|Glutathione reductase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0068 PE=3 SV=1 224 492]  1.10E07]  140E+07|  150E+07|  1.60E+07]  2.10E%07| _ 1.90E+07
Qs7TM1 | Peptide ABG transporter, periplasmio peptid-binding protein OS=Vibrio parahasmolyticus serotype O3KS (strain RIMD 2210633) - 2 e e e T
GN=VP0048 PE=4 SV=1
QB7TN4__|Ketol-acid redustoisomerase OS=Vibrio p icus serotype OBKG (strain RIMD 2210633) GN=ilvC PE=3 SV=1 57.3 547]  290E+07[  400E+07|  370E*07|  430E+07| _ 690EY07|  5.10E+07
Q87TP7__|Glycine—tRNA ligase alpha subunit OS=Vibrio parahaemolyticus serotype O3:K® (strain RIMD 2210633) GN=glyQ PE=3 SV=1 85 349 270E+06]  420E+06]  240E+06|  3.90E+06]  490E+06|  5.50E+06,
QB7TPS__|Glycine~—tRNA ligase beta subunit OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=glyS PE=3 SV=1 201 762  200E+06]  430E+06|  380E*06|  460E+06]  G.00E+06|  3.90E+06
Amino acid ABC transporter, periplasmic amino acid-binding portion OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
O87TRO 15510633) GN=VP0008 PE=3 SV=1 & 2% A
QB8GRF5__|Ribosomerecycling factor OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=frr PE=1 SV=1 54 206]  640E+06]  7.90E+06|  110E*07|  150E+07]  2.10E+07|  1.70E+07
Q9ALYS _|Oyolic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 548 237]  280E+07]  320E+07|  820E+07|  270E+07]  440E+07|  8.20E+07
Q9L5X8__|BipA OS=Vibrio parahaemolyticus GN=bipA PE=1 SV=1 89 669]  260EV06|  440E+06|  470E*06|  GOOE+0G|  580EY06|  4.70E+0B
QILTP5 |60 kDa chaperonin 1 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=groL1 PE=3 SV=2 459 575 220E+07]  270E+07|  360E*07|  4.10E07]  600EY07|  4.70E+07
2nd Experiment (Insoluble Fraction)
Accession_|D, Coverage |MW [kDa] [Control __|GicNAc __[GloN (GIcNAG2_[(GIcN)2___ | GIcNAG=GIcN
[ATUEM1__[Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 7.0 155  180E+06|  500Ef06|  280E+06]  400E+06|  290E+06|  4.30E+06
050286 | Dihydrolipoy! 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 15.4 510  2.10E+06]  600E+06|  260E+06|  330E+06]  420E+06|  2.90E+06
POA308___|ATP synthase subunit c OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=atpE PE=3 SV=1 214 86 4.70E+06 280E+07| 2506407
P59494 porin OS=Vibrio icus serotype O3:KG (strain RIMD 2210633) GN=lamB PE=3 SV=1 412 69| 7.80E+07 700E+07[ _ BOOEY07|  850E+07  680E+07
P59570 | Outer membrane protein OmpK OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=ompK PE=3 SV=1 207 209]  620EV06|  1.40E+07|  G.OEY06|  9.60E+06|  8.10E+06|  7.00E+06
P66346___|30S ribosomal protein S10 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpsJ PE=3 SV= 97 117
P66478 __|30S ribosomal protein S18 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsR PE=3 SV=1 107 88 2.30E+06 T50E+06
Q87775 |Elongation factor Tu OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=tufA PE=3 SV=1 180 31| 5.10E06] _ 8:60E%06 710E+06] _ 7.90E+06] _ 4.30E+06
Qs7FLy TS eystem gicose-specic IBC camponent OS=Vibrio parshaemolyticus caratype O3KS (train RIMD 2210633) GN=VPAI667 58 i1 S—— 4105008 5.60E406
QB7FM2__|Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 186 749  0.20E+06] _ 2.10E+07|  120E+07|  1.60E+07]  140E+07|  150E+07
Q87FM3__|Ferrio vibrioferrin receptor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 167 788  1.00E+07  200E+07|  100E*07|  1.10E+07]  150E+07|  1.60E+07
Ge7eNs |Futative maltose aperon perilasmic protin OS=Vibrioparahacmolticusserofype 03K (irain FIMD 2210633) GN-VPAIG43 PE=4 e 01 p—— Pp——
Q87FPO__|Putative 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA1638 PE=4 SV=1 T 1445 8.50E+05
Q87G18__|L-lactate dehydrogenase OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=IIdD PE=3 SV=1 321 414]  1.10E07]  190E+07|  880E+06|  1.20E+07]  1.00E%07|  830E+06
087G48__|Outer lipoprotein OS=Vibrio icus serotype O3KG (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 16.7 87| 390E+06|  140E%07|  BOOE+06|  040E+06|  8.80E+06
087G82__|Putative iron(l) d receptor 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1435 PE=3 SV=1 1.6 770 8.10E+05,
Maltose ABG transporter, periplasmic maltose-binding protein 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633)
Q87GBS  [erioes 480 ansparter 26 421|  150E+06, 2.10E+06
Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 205 423]  180E+07]  270E+07|  130E+07|  230E+07]  200E+07|  200E+07
G87GW2__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA1203 PE=4 SV=1 322 13.1]  740E+06]  130E+07|  470E+06]  7.10E+06|  830E06|  1.10E%07
Q87GW3__|Polyhydroxyalkanoic acid synthase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA1202 PE=4 SV=1 15 67.2 550E+06 290E+06] 5206406
Q87GX9__|Outer protein OmpA OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210638) GN=VPA1186 PE=3 SV=1 52 360 340E+06]  520E+06|  250E06|  4.30E+06]  370E+06|  2.90E+06
Q87HGO__|D-lactate dehydrogenase OS=Vibrio p icus serotype O3:KG (strain RIMD 2210633) GN=VPA1005 PE=4 SV=1 25 643 4.00E+06
Q87HI4___|Ferric acrobactin receptor 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPAOS79 PE=3 SV=1 59 792  2.10E+06]  470E+06|  3.40E+06| _ 390E+06| _ 3.00E+06|  4.30E+06
Ge7Hp1 | NAD(P) transhycrogenase subunit apha OS=Vibrio parahacmolytous serotype O3S (strain RIND 2210633) GN=VPAD922 PE=3 - i T e e e e~
Q87HP2___|NAD(P) transhydrogenase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0921 PE=3 SV=1 26 486] _ 3.50E+06
Q87HS4__|Heme transport protein HutA OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=VPAQBB2 PE=3 SV=1 201 773] 6.30E06]  170E+07|  110E*07|  1.30E+07]  120E+07|  1.00E+07
087081 uvate synthase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=VPAQ372 PE=3 SV=1 23 8.1 250E+06 1.80E+06,
G875 |Futative outer membrane protein OV OS=Viri paraheemolyticus seotype O3S (tran RIMD 2210630) GN=VPAD31 PE=4 “ 61l 6o0m0s| 1205007  850m06|  9200+08]  8508+08] 9005406
Q87JT2__|Putative outer membrane protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA0166 PE=4 SV=1 140 380 380E+07]  400E+07|  280E+07|  400E+07]  300E+07|  2.70E+07
Qo705 |Bepolymer transport rotein ExbB-—elsted proten OS=Vibio parahacmolticus seotype 03K (stran RIMD 221063) GN=VPAOTS2 0 w2 200me08|  380E406 220008 a40m08]  350E406
Q87K02__[Outer protein OmpW OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=VPAQD96 PE=4 SV=1 65 235]  1.00E+07]  140E+07|  7.60E+06|  0.00E+06|  110E%07|  7.20E+06
QB7KA3 | ATP synthase subunit a OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=atpB PE=3 SV=1 30 30.1 2.10E+06 1.90E+06,
QB7KA4__|ATP synthase subunit b OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=atpF PE=3 SV= 436 175]  980E+06|  170EX07|  760E+06]  7.70E+06|  7.10E+06|  7.30E+06
QB7KAG | ATP synthase subunit alpha OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=atpA PE=3 SV=1 170 566]  570E+06]  7.00E+06|  3.80E+06|  580E+06|  6.30E+06|  7.00E+06
QB7KAS | ATP synthase subunit beta OS=Vibrio parahaemolyticus serotype O3K® (strain RIMD 2210633) GN=atpD PE=3 SV=1 236 507| _ 270E+06]  650E+06|  240E+06| _ 260E+06] _ 460E+06|  3.70E+06
Gy |Futative wosorpyrinll O 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2990 PE=4 - 51 pp—
GB7KN9__|Vitamin B12 transporter BtuB OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=btuB PE=3 SV=1 18 693 260E+06] _1.70E+06
G87KQO__[50S ribosomal protein L11 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplK PE=3 SV=1 211 147 8.40E+06 6.00E+06| _ 680E+06]  6.00E%06
Q87KQ1__[50S ribosomal protein L1 OS=Vibrio parahaemolyticus serotype O3:G (strain RIMD 2210638) GN=rplA PE=3 SV=1 215 247]  490E+06]  130E+07|  640E+06|  750E+06]  9.90E+06|  9.50E+06
Q87KQ2__[50S ribosomal protein L10 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplJ PE=3 SV=1 13,6 173 4.00E+06 300E+06] __ 2.30E+06
Q87KV2__|Fumarate hydratase class Il 05=Vibrio icus serotype O3:KG (strain RIMD 2210633) GN=fumC PE=3 SV=1 39 487 1.30E+06 1.20E+06 9.40E+05
Q87KX4__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP2850 PE=4 SV=1 136 202 1.30E+06, 2.70E+06
Q87138 |Peptidyl-prolyl cis-trans i 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 327 283  5.30E+06]  7.20E+06]  520E+06|  7.00E+06]  BAOE+06|  530E+06
Q87L72___|30S ribosomal protein S6 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 85 15.0[ _ 3.20E+06] _ 5.90E+06
QB7L75___|50S ribosomal protein L9 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpll PE=3 SV=1 307 15.7[  830E+06|  4.80E+06|  380EF0S|  5.10E+06|  880EY06|  250E+06
Q87LB4__|Putative V10 pilin 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 32,1 168 220E%07|  380E*07|  220E+07]  200E+07|  240E+07]  2.10E%07
QB7LHG__|Permease IIC component OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 74 487 2006107 1.50E407
QB7LL3 | Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2598 PE=4 SV=1 66 310 3.00E+06
Q87LQ0__|Enolase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=eno PE=3 SV= 83 455 2.60E+06 220E+06
Ge7LR7 |Qraoacetate decarboiase, ah subunit OS=Vibrio arahacmalytious serotype O3K® strai RIMD 2210633) GN=VP2544 PE=4 - M ol oo g | v | pa——
QB7LT1__[50S ribosomal protein L19 OS=Vibrio parahaemolyticus serotype O3:G (strain RIMD 2210633) GN=rplS PE=3 SV=2 205 132 1.00E+07 820E+06] __ 8.90E+06
Q87LU2__|Pyruvate dehydrogenase E1 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 24 996]  G20EV06|  480E+06|  380E*06|  270EV06|  5.00EY06|  450E+06
Acetyltransferase component of pyruvate genase complex OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
QB7LUS [ 53 649  330E+06|  7.00E+06|  480E+06|  460E+06|  560E+06|  420E+06
Q87LZ1__[Outer protein U OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210638) GN=ompU PE=3 SV=1 205 363]  200E07]  440E+07|  190EX07|  330E+07]  240E+07|  230E+07
Q8715 | ATP-dependent zinc metalloprotease FtsH OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=ftsH PE=3 SV=1 48 729 4.60E+06 480E+06] __5.30E+06
Q87M06__|Polyril i 05=Vibrio serotype O3K6 (strain RIMD 2210633) GN=pnp PE=3 SV=1 638 767 1.10E+06] _ 1.00E+06 1.30E+06] __ 200E+06] _ 1.60E+06
Ge7MAG |Net-ranslcating NADH-aunone subunit A 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=narA| I M ool amdl aoed emdl eoedl | erEd
GBIMS0__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2161 PE=4 SV=1 51 352 1.50E+06
asTiss  |She 3 dehydrogenase OS=Vibrio ious serotype O3KG (strain RIMD 2210633) GN=VP2157 PE=3 o5 52 4405108 720406
QB7MWO__|Aldehyde-alcohol dehydrogenase OS=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 14 o7.1 1.40E+06
Oligopeptide ABG transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype 03K (strain RIMD
LTI A o AR O 17.1 623|  570E+06|  1.60E+07|  9.50E+06|  1.10E+07|  1.20E407|  1.10E+07
Qe7zg [7TS svstom ducase-specfc 180 0S=Vibrio icus serotype OSKG (strain RIMID 2210633) GN=VP2046 PE=4 -~ w0 120007 180m07|  140m07| 120807 1308407 1308407
Q87N45__|30S ribosomal protein 1 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 94 09|  G.10E+06|  5.30E+06|  1.60E+06|  350E+06|  430E+06|  3.50E+06
5 . i i 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD
QBTNAT [ e 38 847 230E+06|  430E+06|  3.40E+06|  290E+06
Q8TNG8__|Aspartate ami 0S=Vibrio serotype O3KE (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 29 454]  BGOEV05|  1.80E+06|  1.20E+06] _ 260E+06
Q7PHg | SPermidine/putrescine import ATP-binding protein PotA OS=Vibrio parahaemolytious serotype O3KS (strain RIMD 2210633) ~ 27 Py—
GN=potA PE=3 SV=1
Oligopeptide ABC transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD
Q87003 | A ey e Gt 17 603 9.80E+06 810E+06|  7.10E+06
Q87QA7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1243 PE=4 SV=1 7 198 290E+06] __1.40E+06
Q87GP6__|Alanine 0S=Vibrio p: serotype O3K6 (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 40 399 2.00E+06, 8.40E+05 8.50E+05
Q87QT8 _|Peptidoglycan-associated lipoprotein OS=Vibrio p ious serotype O3KG (strain RIMD 2210633) GN=VP1061 PE=3 SV=1 126 187]  BOOE+06]  120E+07|  0.00E+06, 120E:07] _ 1.00E%07
e7qup |Cytochrome d ubiauinl oxidase, subunit | 0S=Vibrio parahaemolytious serotype O3KG (strain FIMD 2210833) GN=VP 1053 PE=4 IS 03l 2008406 2205008 2708406
Q87R04__|Formate 0S=Vibrio serotype O3K6 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 17 845 1.10E+06, 1.90E+06,
Q87R31___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0967 PE=4 SV=1 87 218]  300E+06]  530E+06
QB7R36__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 31 439 9.30E+06
Q87R77__|Peptidylprolyl i 0S=Vibrio ious serotype OBKG (strain RIMD 2210633) GN=VP0921 PE=4 SV=1 23 688 1.40E+06
Q87R78___|DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 289 04 3206406, 3.10E+06
QB7R81__|Trigger factor OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=tig PE=3 SV=1 30 482 1.30E+06,
Qs7REg | Succinvi-OoA ligase [ADP-forming] suburit bets OS=Vibrio parshaemolticus caroype O3KS (train RIMD 2210633) GN=sucG PE=2 28 s pp—— 9.30E+05
Dihydrolipoylysine-residue succiny ponent of dehydrogenase complex OS=Vibrio parahaemolyticus
QTRES | e (e i, 3310833) GNwPORHD PEs Sy 197 437|  450E+06|  B6OE+06|  360E*06|  5.20E+06|  G90E+06|  540E+06
I e El 0S=Vibrio icus serotype O8:K (strain RIMD 2210633) GN=VP0847 PE=4 26 1060 Sp——
QB7RF5__|Gitrate synthase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0842 PE=3 SV=1 26 482 4.20E+06
PTS system, N-acetyl pecific IABG component OS=Vibrio p Iyticus serotype O3:KG (strain RIMD 2210633)
Qg7Ras [l S ystem. asee 71 545 820E+06|  970E+06|  9.20E+08|  130E+07
QB7RI9___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0805 PE=4 SV=1 148 334 500E06| _ 5.90E+06 310E+06| _ 880EY06|  7.40E+05
Q87RJT__|Oysteine synthase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=VP0787 PE=3 SV=1 7.1 341 1.70E+06] _1.00E+06
QB7RL4__|Outer protein OmpA OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210638) GN=VP0764 PE=3 SV=1 4 341 1.60E+06| __ 8.50E+05
QB7RLE__|Putative chitoporin OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 10,0 408 500E+06] 2406407




Table S1 (20/31)
Q87RS1 lé/l\?g;ionine import ATP-binding protein MetN OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=metN PE=1 41 375 1.00E+06
Q87RS3 Lipoprotein OS=Vibrio i serotype 03:K6 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 34.9 29.1 1.30E+07 2.30E+07 1.60E+07 1.80E+07 1.80E+07, 1.80E+07
Q87RV4 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0672 PE=4 SV=1 28 448 1.40E+06
Q87508 Inosine-5" g 08=Vibrio serotype 03:K6 (strain RIMD 2210633) GN=guaB PE=3 SV=1 22 51.9 9.90E+05
Q87835 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0589 PE=4 SV=1 119 118 5.40E+06 9.10E+06 4.80E+06 6.00E+06 5.40E+06
Q87584 Putative carbon starvation protein A 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 49 53.3 3.10E+06 7.00E+06 3.00E+06 4.80E+06 3.40E+06 3.80E+06
Q87S14 308 ribosomal protein §9 OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 9.2 146 2.40E+06 4.40E+06 1.70E+06 2.70E+06 4.20E+06 2.80E+06
Q87SI5 50S ribosomal protein L13 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpIM PE=3 SV=1 56 16.0 8.60E+06' 8.50E+06
Q87SJ8 Outer protein TolC 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP0425 PE=4 SV=1 6.8 48.0' 2.30E+06' 4.20E+06 2.90E+06 2.00E+06 2.50E+06
Q87SU4 50S ribosomal protein L21 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplU PE=3 SV=1 19.4 115 5.30E+06 8.00E+06 3.30E+06 4.10E+06 5.50E+06 3.40E+06
Q87sU7 Malate 2 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 39 322 2.00E+06
Q87SV0 ic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 34 345 2.10E+06' 1.70E+06 2.30E+06
Q87SZ1 30S ribosomal protein S4 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 20.4 233 3.00E+06' 4.90E+06' 1.20E+06 2.30E+06 3.10E+06 3.30E+06
Q87SZ6 30S ribosomal protein S5 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpsE PE=3 SV=1 108 176 4.00E+06' 4.10E+06
Q878Z7 508 ribosomal protein L18 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpIR PE=3 SV=1 145 126 1.60E+06 4.00E+06 1.60E+06 3.60E+06
Q87578 508 ribosomal protein L6 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplF PE=3 SV=1 26.0 188 3.90E+06 5.80E+06 5.40E+06 4.50E+06 7.60E+06 4.60E+06
Q87701 508 ribosomal protein L5 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplE PE=3 SV=1 25.1 20.1 1.90E+06 5.40E+06 2.40E+06 7.00E+06 7.50E+06 3.60E+06
Q87T12 50S ribosomal protein L4 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpID PE=3 SV=1 11.0 219 5.50E+06 3.50E+06 8.20E+06
Q87T13 50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rpIC PE=3 SV=1 134 224 5.30E+06 1.20E+07, 7.50E+06 3.50E+06
Q87787 Methyl-accepting is protein OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP0183 PE=1 SV=1 22 60.5 1.00E+06
Q87TA4 Putative TolR OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 17.4 49.3 6.40E+06 2.00E+06 3.40E+06 3.60E+06 4.80E+06
Q87TE8 Glutamine synthetase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0121 PE=3 SV=1 102 515 5.70E+06 9.80E+06 5.00E+06 4.20E+06 6.50E+06 6.90E+06
Q87TH1 g\elc:*]independent protein translocase protein TatA OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=tatA PE=3 136 88 4.90E+06
Q87TMO g\e/p;t;de ABC transporter, permease protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0049 PE=3 35 379 4.80E+05 3.00E+06 1.90E+06
Q8ITMI Z;;;ty;gﬁ:asc ;;.zs;%:?r, periplasmic peptide-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) i 574 —— B—— B—— By
Q87TM2 gsp:t]\de ABC transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0047 PE=3 39 63.7 1.00E+07 1.80E+06 9.30E+05 1.20E+06 5.60E+06 1.00E+06
Q87TN4 Ketol-acid i 08=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=ilvC PE=3 SV=1 115 54.7 1.70E+06 3.50E+06 1.80E+06 2.90E+06 2.70E+06
QYALYS Cyclic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 105 237 2.10E+06' 3.50E+06
QIL7PS 60 kDa P in 1 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=groL1 PE=3 SV=2 37 575 2.20E+06 4.10E+06' 3.10E+06
Q9LCJ0 g;(: ) sv:zl ing NADH-quinone subunit F OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=nqrF 20 51 AR
3rd Experiment (Supemnatant Fraction)
Accession | Description Coverage |MW [kDa] |Control GloNAc GioN (GIcNAG)2__|(GleN)2 GloNAG—GIcN
ATUEM1 Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 6.99300699 1.55E+01 7.90E+06 7.80E+06 9.40E+06 1.00E+07, 8.20E+06
ATUEQ6 Dihydro-orotase (Fragment) OS=Vibrio parahaemolyticus GN=pyrC PE=3 SV=1 9.75609756 17.809 6.50E+06 6.10E+06
HEBAH9 Thermolabile hemolysin (Fragment) OS=Vibrio parahaemolyticus GN=t| PE=4 SV=1 15 1.36E+01 4.70E+06' 4.30E+06' 1.50E+07 1.40E+07 4.50E+06
050286 Dihydrolipoyl 8 0S=Vibrio par serotype 03:K6 (strain RIMD 2210633) GN=lpd PE=3 SV=2 55.3684211 5.10E+01 4.00E+07 5.00E+07 5.00E+07 4.30E+07 6.10E+07 4.90E+07
087081 Polar flagellin F OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=flaF PE=3 SV=2 557029178 4.05E+01 4.60E+07 6.80E+07 5.40E+07 5.80E+07 4.20E+07 5.90E+07
POA2W2 Acyl carrier protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acpP PE=3 SV=2 18.1818182 8.526 1.30E+07 1.60E+07 7.30E+06
POA308 ATP synthase subunit ¢ 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=atpE PE=3 SV=1 8.33333333 8.63E+00 5.90E+07 3.50E+07 7.10E+07 5.80E+07
POA481 50S ribosomal protein L20 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplT PE=3 SV=1 15.3846154 1.34E+01 1.80E+07 1.70E+07 3.30E+07 1.30E+07 2.20E+07 3.40E+07
P19249 T direct I I 1 OS=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=tdh1 PE=1 SV=2 29.6296296 2.13E+01 1.40E+07 2.10E+07 1.20E+07 1.30E+07 2.30E+07 2.10E+07
P19250 T direct I I 2 0S=Vibrio p: yticus serotype 03:K6 (strain RIMD 2210633) GN=tdh2 PE=1 §' 41.2698413 2.15E+01 9.90E+07 8.30E+07 7.30E+07 6.70E+07
P22099 synthase P 1 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=trpE PE=3 SV=2 2.03327172 59.733 5.50E+06 4.00E+06' 2.90E+06 3.10E+06 3.90E+06
P22848 5" i 08=Vibrio serotype 03:K6 (strain RIMD 2210633) GN=nutA PE=3 SV=2 2.14285714 6.21E+01 1.20E+07 1.40E+07 1.20E+07 9.60E+06 1.20E+07 1.30E+07
P40611 R OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=rnr PE=3 SV=2 2. 9.50E+01 4.70E+07 5.60E+07
P59494 Maltoporin OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 71.7777778 4.69E+01
P59562 UPF0234 protein VP1617 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1617 PE=3 SV=1 16.25 1.81E+01 1.30E+06. 7.00E+06 5.00E+06 6.10E+06
P59570 Outer protein OmpK OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=ompK PE=3 SV=1 25.5639098 29.857 5.70E+07 7.80E+07 6.30E+07 6.40E+07 6.50E+07 4.60E+07
P59605 rginit i synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argG PE=3 SV=1 37.3762376 4.45E+01 3.30E+07 4.30E+07 3.80E+07 2.30E+07 4.60E+07 3.80E+07
P59620 protein ArgH 0S=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=argH PE=3 SV=1 2.72435897 6.93E+01 5.60E+06 6.00E+06 5.60E+06 4.50E+06 7.30E+06 8.30E+06
P66478 30S ribosomal protein S18 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsR PE=3 SV=1 26.6666667 8.84E+00 9.50E+06 1.00E+07 8.60E+06 1.10E+07 2.10E+07 1.40E+07
Q56702 Polar flagellin B/D OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=flaB PE=3 SV=2 75.9259259 4.01E+01 5.90E+07 6.60E+07 9.40E+07 6.30E+07 6.70E+07
Q56703 Polar flagellin A 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=flaA PE=3 SV=1 59.3085106 3.98E+01 6.50E+07 7.50E+07 9.80E+07 6.60E+07 7.00E+07
Q56712 |Polar flagellin G OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=flaC PE=3 SV=2 50.78125|  4.08E+01 3.80E+07|  66OE+07|  490E+07|  590E+07|  3.90E+07|  520E+07
Q79YX4 Chemotaxis protein CheW OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VP2225 PE=4 SV=1 47.5609756 1.84E+01 1.60E+07 5.00E+07 1.10E+07 6.40E+06 1.40E+07 1.00E+07
Q79YYS Hook- i protein type 3 Flgl OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0786 PE=4 SV=1 8.31234257 4.50E+01 2.80E+06' 1.10E+07
Q79YY8 Polar flagellar FIgE OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0778 PE=4 SV=1 33.6384439 4.73E+01 2.70E+07 5.20E+07 2.70E+07 3.70E+07 1.70E+07 2.80E+07
Q877T5 factor Tu OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tufA PE=3 SV=1 43.1472081 4.31E+01 7.50E+07 6.10E+07 4.30E+07 8.70E+07 6.70E+07
Q87FL7 z;t:aat\ée\elgzaminommelate decarboxylase protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1662 205 4.53E+01 1.30E+07 7.00E+06 1.10E+07 6.00E+06 1.50E+07 8.60E+06
Q87FMO Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 34.9180328 68.729 4.40E+07 4.00E+07 3.50E+07 1.70E+07 4.80E+07 3.80E+07
Q87FM1 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1658 PE=4 SV=1 22.5806452 44.22 1.60E+07 1.40E+07 1.60E+07 7.30E+06 2.50E+07 1.80E+07.
Q87FM2 Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 61.79941 74.942
Q87FM3 Ferric vibrioferrin receptor OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 55.8988764 78.834
Q87FM9 gv.:]t\ve zinc protease, insulinase family OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1650 PE=3 5.24590164. 102.163 3.40E+06 5.00E+06 3.60E+06 5.50E+06 4.10E+06
Q87FN1 Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1648 PE=4 SV=1 5.91304348 62.733 6.60E+06 4.50E+06 3.90E+06 3.50E+06
Q87ENS z:;t;twe maltose operon periplasmic protein OS=Vibrio parahaemolytious serotype 03K (strain RIMD 2210633) GN=VPA1643 PE=4 | 4, 001000| 5 01ps0f P I T sy pe—m—| ——
Q87FN6 Putative CymC protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1642 PE=4 SV=1 19.047619 18.564 1.40E+07 9.90E+06 8.50E+06 7.10E+06 1.20E+07 1.10E+07
Q87FN7 Putative amylase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1641 PE=4 SV=1 5.59701493 5.86E+01 5.20E+06
Q87FPO Putative 08=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1638 PE=4 SV=1 34.4620015 1.44E+02 5.10E+07 4.80E+07 2.80E+07 3.30E+07 2.70E+07 1.80E+07,
Q87FQ8 Alpha-1,4 glucan phosphoryl 08=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1620 PE=3 SV=1 35.9853121 9.23E+01 4.00E+07 2.90E+07 4.00E+07 2.20E+07 4.80E+07 3.10E+07
Q87FQ9 4-alpha—glucanotransferase OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VPA1619 PE=3 SV=1 32.6446281 8.18E+01 2.80E+07 2.10E+07 3.20E+07 1.50E+07 3.10E+07 2.30E+07
Q87FRO 1,4-alpha—glucan branching enzyme GlgB OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=glgB PE=3 SV=1 1.32450331 8.74E+01 6.00E+06 9.50E+06
Q87FTO GlcNAc-binding protein A 0S=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=gbpA PE=3 SV=1 56.0574949 5.36E+01
Q87FU4 UPF0319 protein VPA1584 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1584 PE=3 SV=1 8.52017937 2.43E+01 1.40E+07
Q87FX3 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1547 PE=4 SV=1 7.16981132 30.964
Q87G07 ScrA (Aminots ) OS=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=VPA1513 PE=3 SV=1 45.2991453 52.781
Q87G18 L-lactate deh g 08=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=IldD PE=3 SV=1 19.7889182 4.14E+01 5.70E+06' 2.50E+06 1.20E+07 5.80E+06
Q87G19 Putative L-lactate permease OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1498 PE=4 SV=1 1.59857904 5.89E+01 8.10E+06' 9.50E+06
Q87G21 Prolyl 08-=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=VPA1496 PE=4 SV=1 27.7695716 7.60E+01 1.60E+07 1.90E+07 1.60E+07. 1.50E+07. 2.00E+07 1.80E+07.
Q87G42 gb‘:‘;e nucleoside phosphorylase DeoD-type 2 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=deoD2 PE=3 32.6271186 2.57E+01 3.20E+07 3.80E+07 3.80E+07 250E+07 3.00E+07 3.10E+07
Q87G48 Outer lipoprotein OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 57.1428571 8.67E+00 2.20E+07 2.50E+07 1.80E+07. 1.50E+07, 2.30E+07 2.70E+07
Q87G50 Protease Il 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1467 PE=4 SV=1 19.5195195 7.51E+01 1.00E+07. 4.80E+07 5.90E+07 4.90E+07 4.50E+07 6.00E+07
Q87G52 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1465 PE=4 SV=1 17.578125 8.45E+01 1.00E+07 1.70E+07 2.10E+07 2.10E+07 1.00E+07 1.10E+07
Q87G54 Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1463 PE=4 SV=1 4.25531915 2.08E+01 1.30E+07 8.80E+06 1.00E+07
Q87G82 Putative iron(lll) receptor 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1435 PE=3 SV=1 3.01724138 7.70E+01 1.60E+06 1.70E+06 5.10E+06 1.80E+06
Q87G89 Azurin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1428 PE=4 SV=1 43.3333333 1.58E+01

Maltose ABC transporter, periplasmic maltose-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633
QB7GB6 | orVioata0! PEod val | &P P v VP! ¢ )| 760204082 421
Q87GCO );E);\;(;(\:IA::hloester hydrolase-related protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1397 9.9378882 1.77E+01 5.20E+06
Q87GEO Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1376 PE=4 SV=1 0.80160321 1.66E+02 3.20E+06
Q87GK7 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 34.4736842 4.23E+01 9.40E+07 9.50E+07 8.20E+07 8.20E+07 7.00E+07
Q87GM2 Putative antioxi 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1293 PE=4 SV=1 9.55414013 16.468 7.60E+06
Q87GN7 Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1278 PE=4 SV=1 5.42635659 12.992 1.30E+07 2.00E+07 1.40E+07 1.00E+07
Q87GS2 Putative cytosine 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1243 PE=4 SV=1 2.58823529 4.80E+01 3.20E+06 2.50E+06 4.00E+06
Q87GT9 UPF0265 protein VPA1226 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1226 PE=3 SV=1 11.5384615 1.24E+01 4.20E+06
Q87GW1 Acetyl-CoA acetyltransferase 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=VPA1204 PE=3 SV=1 12.9353234 4.15E+01 1.10E+07. 8.20E+06' 7.40E+06 7.10E+06 4.90E+06
Q87GW6 Peripl ic nitrate 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=napA PE=3 SV=1 1.68878166 9.29E+01 2.60E+06' 3.60E+06 2.60E+06
Q87GX9 Outer membrane protein OmpA OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1186 PE=3 SV=1 10.6382979 3.60E+01 1.00E+07 1.10E+07 6.00E+06 5.10E+06 6.60E+06 8.70E+06
Q87GY4 Tr 2 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=tkt2 PE=3 SV=1 5.73152338 71.978 1.10E+07 6.60E+06 1.40E+07 1.40E+07
Q87GYS Tr 08S=Vibrio p: yticus serotype O3:K6 (strain RIMD 2210633) GN=tal PE=3 SV=1 61.3924051 3.48E+01 7.10E+07 7.00E+07 7.80E+07 5.70E+07 7.30E+07 7.40E+07
Q87GY8 Putative chitinase A OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1177 PE=3 SV=1 5.34883721 4.79E+01 6.70E+06 7.20E+06
Q87HO2 gci;d;:reductase, aldo/keto reductase 2 family OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1163 PE=4| 7.08476821 3.40E+01 9.10E+06 7.80E+06 1.10E+07 6.30E+06 9.40E+06 8.60E+06
Q87H16 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1149 PE=4 SV=1 1.69082126 45.331 8.30E+06 6.70E+06 6.10E+06 4.80E+06'
Q87H82 Ribokinase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1083 PE=3 SV=1 6.8852459 3.22E+01
Q87HF4 L-allo-threonine aldolase O: brio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA1011 PE=4 SV=1 36.2275449 36.086 4.40E+07 4.80E+07 5.40E+07 3.90E+07 4.40E+07 3.90E+07
Q87HGO D-lactate g 08=Vibrio i serotype 03:K6 (strain RIMD 2210633) GN=VPA1005 PE=4 SV= 1.58450704 64.257 7.00E+06 7.40E+06 7.00E+06
Q87HG6 Alpha—amylase 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0999 PE=4 SV=1 36.6863905 5.84E+01 2.90E+07 5.60E+07 3.20E+07 9.40E+07 2.90E+07 4.70E+07
Q87HI4 Ferric aerobactin receptor OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0979 PE=3 SV=1 44.4137931 79.175 8.10E+07 9.20E+07 9.10E+07, 6.80E+07 7.00E+07, 5.30E+07,
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GeTHLo  [Futative biofim-associsted surface prtein OS=Viri parahaemolteus serotype O3S (tran RIND 2210630) GN-VPAOSSS PE=4 [ 0 spnpoanal pa7escz]  1soEsor]  tooesor]  1s0eor]  toomer| 1soesor|  120ee07
QETHMT__[Uncharacterized protein OS=Vibrio parshaemalyticus serotyps OJKG (strain FIMD 2010633) GN-VPAO042 PE=4 SV-=1 4778157] _3.30E+01] _ 3.30E%06 560E+06| _ 540E+06] _ 6.60E+06] _ 580E+06
Qg7Hm7  [Amino acidbi O8=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VPA936 PE=4 | »5 15691 43653  1.60E+07|  150E+07|  180E+07|  6.90E+06|  250E+07|  180E+07
Q87HMS__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ935 PE=4 SV=1 925110132 2576+01]  280E+06] _ 330E+06|  340E+06]  400E+06]  310E+06| _ 120E+06
Q87HM9__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ934 PE=4 SV=1 392156863] 22577  720E%06] _ 640E*06 450E406
BG transporter, periplasmic molybdenum-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
CE I Wbl 996015936  2.70E+01 1206407 370E+06,
Qs7HP1 gCE;P) transhydrogenase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0922 PE=3 T = 435401 e o5 P | Ry R ——
Q87HP2___|NAD(P) transhydrogenase subunit beta OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN-VPA0921 PE=3 SV=1| 104803493 486E+01| _ 1.00E+07| _ 180E+07| _ 1.10E%07] _ 1.00E+07| _ 200E+07|  150E%07
Q87HP4 | Transoriptional regulator OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPAQ919 PE=4 SV=1 4. 249E01 4506406
Q87HP6__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ917 PE=4 SV=1 241286863] _ 4.11E+01 520706
Q87HS4__|Heme transport protein HutA OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN-VPAO882 PE=3 SV=1 71.1399711]__7.73E+01
Q87HV6 __|UPF0312 protein VPAQ850 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPAO850 PE=3 SV=1 336243386 20283  6.80E+07|  B90E+07|  7.00E+07|  470E+07|  350E+07|  550E+07
Q87HX4 Chitodextrinase 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0832 PE=4 SV=1 51.6129032 1.12E+02| 2.30E+06 1.10E+07| 7.60E+07| 4.20E+07|
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD
QB7HYE [ o ey 586080586 306E+01|  150E+07|  140E+07|  150E+07|  1.10E+07|  130E:07|  160E+07
Q87HZ6 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ810 PE=4 SV=1 246073298] 21082  130E+07] _ 220E+07|  170E+07] _ 150E%07] _ 120E+07] _ 100E+07
Q87103 [Serine hyd 2 0S=Vibrio p: ious serotype O3K6 (strain RIMD 2210633) GN=glyA2 PE=3 SV=1 510440835 46.478] _ 5.80E+06 250E+06
Q87105 |Glycine carboxylating) OS=Vibrio cus serotype 03K (strain RIMD 2210633) GN=govP PE=3 SV=1 | 482180294] _104E+02] __ 6.00E+06 110E%07 9.00E+06] __ 400E+06
Q87110 |Putative L-allo-threonine aldolase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN-VPA0796 PE=4 SV=1 279329609 4.09E+01 4505406
Q87138 |Catalase-peroxidase 2 OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=katG2 PE=3 SV=1 165745856] 80653 2.10E%07| _ 2.00E+07 20007
Q87ID3___|Methylglyoxal synthase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=mgsA PE=3 SV=1 201390728 170E+01|  270E%07|  850E+06|  7.70E+06] _ 6.40E%06
Q8TIE2___|Putaive Fe-regulated protein B OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=VPAQ664 PE=3 SV=1 263473054] _7426+01] _ 300E707]  350E%07| _ G.10E07] _ 290E%07] 250707 _ 220E+07
Iron(lll) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
I P v 390728477 3356+01|  480E+07|  300E+07|  470E+07|  310E+07|  470E:07|  330E+07
Ge7Gs|Futatve transeriptional rogltor, R famiy OS=Vibio parahasmolytiousseroype OJK (sran RIMD 2210633) GN-VPAOG4! 5 a8808664|  a.07Ev01
qa7ice |Areinine ABC transporter. periplasmic arginine-binding protein OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 221063 | g ycros|  273z:01|  as0meor|  seomror]  adoeror] 2708007 a20er0|  ao0evor
GN=VPA0637 PE=3 SV=1
Q87105 |Acetate kinase 2 05=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ackA2 PE=3 SV=1 324937028 _426E+01|  430E+07]  430E+07|  560E+07|  310E+07] _ 500E+07| _ 430E+07
Q87IP0___|Aloohol genase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ566 PE=4 SV=1 235602094 402E+01] _ 3.80E%07
Q87P4___|Putative i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPA0562 PE=4 SV=1 088235204 7.396+01] _ 250E%07 320E+07] 250607 _ 480E%07| _ 360E+07
Q87100 | GGDEF family protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ556 PE=4 SV=1 125 5426401
Q87IST___|Putative 0S=Vibrio p cus serotype O3K6 (strain RIMD 2210633) GN=VPA0535 PE=3 SV=1 491134752 6.16E+01]  470E+07| _ 510E+07|  580E+07]  400E+07| _ 540E+07]  430E%07
. g;(zrénvembrane protein N, non-specific porin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0527 prm— 1765501 | p—
Q8712 ni-acety 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ474 PE=4 SV=1 15.3409091] _ 2.11E+01 380E706| __ 190E+06,
Qe7vs_Jprab 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VPAO468 PE=4 SV=1 424403183 842E+01]  370E%06]  470E+06|  6.10E+06]  320E%06] _ 360E+06
Q87002 |Catalase-peroxidase 1 OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=katG1 PE=3 SV=1 166435506]  80435] _ 2.10E407] _ 2.20E+07 200707
Q87024 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA429 PE=4 SV=1 681818182 202E+01|  440E+06]  770E+06| _ B70E+06] _ 350E+06] _ 970E+06| _ 9.60E+06
Q87025 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ428 PE=4 SV=1 994152047 1.91E+01
Qs7430 |Hemin ABC transporter, periplasmio hemin-binding protein HutB OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210833) | 10 00acoo | a0acs01] 50406 e ev—— p—— | R —
GN=VPA0423 PE=4 SV=1
Q87046 [Dihyroorotase OS=Vibrio parshaemlytious serotype 3K (stran FIMD 2210633) GN=pyrC PE=3 SV=1 467836257 37.805 6.50E+06, 6.10E706
087078 |Adenyl te synthetase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=purA PE=3 SV=1 5.26315789] _ 456E+01 240E707| _ GO0EX07| _ 740E+06] _ 410E%07| _ 230E+07
Q87J81 uvate synthase 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ372 PE=3 SV=1 46163522 881E+01| _ 670E+07]  640E+07|  6O0E+07| _ 390E+07]  700E%07| _ 5.10E+07
Q87J86___|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0367 PE=3 SV=1 | 502906977 38,671 930707 990E+07
G875 |Futative outer membrane protein OV OS=Viri paraheemolyticus seotype O3S (tran RIMD 2210630) GN=VPAD31 PE=4 103100775 28101 490807 6102407 5708407 4505407  4s0ms07| 3708407
Q87JF1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0302 PE=4 SV=1 697674419 14722 390E+06
G87JG6 |60 kDa chaperonin 2 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=groL2 PE=3 SV=1 958646617 563601 140E707]  B6OE-06|  150E07|  810E706]  440E+06| _ 9.80E+06,
Q87JK3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ246 PE=4 SV=1 25] _456E+01 570E+06 570E+06
Q87JM2__|Alkaline serine protease OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0227 PE=4 SV=1 237813885 7.10E+01] _ 750E%07 800E707| _ 780E+07| _ 460E+07 _ 340E%07
Q87JMI__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0219 PE=4 SV=1 6.94444444 15574,
Q87JR8___|Phospho-beta B 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPAO180 PE=3 SV=1 149028078 5296]  160E+07] _ 190E+07|  120E+07] _ 120E%07] _ 770E+06| _ 1.10E+07
Q87059 |A 0S=Vibrio p ious serotype O3K8 (strain RIMD 2210633) GN=VPAQ169 PE=3 SV=1 12745098 334E+01]  110E%07]  1.00E+07|  120E+07|  120E%07] _ 1.50E+07
Q87JT1__|Putative protease OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPAQ167 PE=4 SV=1 152565881] _ 8.21E+01 5 90E+06 650E+06
Q87JT2___|Putative outer membrane protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VPAO166 PE=4 SV=1 232091691 3795
G875 [BoPolmer transport protein ExbB-—elatd protin OS=Vibrio parahaemolticus seotype 031K (tran RIMD 2210639) GN-VPAOTSZ | 3 epane] 4 gzeor p—
Q87JV4__|D-lactate dehydrogenase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ144 PE=3 SV=1 12.3867069] _ 3.67E+01| _ B.10E+06| _ 8.20E+06] _ 9.50E+06 170E+07,
Q870V9___|Putative PmbArelated protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPAO139 PE=4 SV=1 514541387] 477601 _ 600E+06] _ 770E+06| _ 6OOE+06] _ 600E+08] _ 750E+06| _ 540E+06
Q87JW6__|Putative transcriptional activator OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0132 PE=4 SV=1 131818182] 249E+01| _ 210E+07| _ 200E+07] _ 200E+07| _ 1.10E+07] _ 160E+07| _ 1.20E+07
Q87JW7__|Hydroxyethylthiazole kinase OS=Vibrio p ious serotype O3K8 (strain RIMD 2210633) GN=thiM PE=3 SV=1 7.60456274] _ 277E+01] __ 390E+06
Q87JY6__|Putative peptidase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN-VPAO1 12 PE=3 SV=1 227642276] __6.94E+01
Q87072 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPAQ106 PE=1 SV=1 436781609 49.13 520706
Q87K02___|Outer membrane protein OmpW OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA0096 PE=4 SV=1 26.1682243] _ 235E+01 280E+07 460E+07
Q87K06___|Spindolin-related protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPAQ092 PE=4 SV=1 37244898 435E+01|  200E+07|  200E+07|  1.40E+07] _ 210E+07|  540E+07)
Q87K09__|Putative siderophore utiization protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ089 PE=4 SV=1| 10.1167315] _290E+01 6.90E+06
Q87K41___|UPF0345 protein VPAQO57 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA057 PE=1 SV=1 106382979] 10206
Q87K43__|Chitinase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA0055 PE=3 SV=1 594339623 _9.00E+01] _ 180E%07] _ 220E07
07K59 _Uncharscterized orotsi O5=Vibioparshsemobious seroyos 03K (stsin RIMD 2210633) GREVPADDR0 PE=4 SV-=1 102564103 13483] _ 140E+07]  1.10E%07 190E+07] 1506407
Q87K60 phosp 0S=Vibrio par ous serotype O3:K6 (strain RIMD 2210633) GN=nagB PE=3 SV=1 496240602 29639] _ 0.60E+06| _ 6.80E+07|  260E¥07]  8O0E*07| _ 230E+07] _ 440E%07
Q87KA3___|ATP synthase subunit a OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpB PE=3 SV=1 518518519 301E+01| _ 460E%06] _ 360E+06 330E+06] _ 2.90E+06] __ 3.40E+06
Q87KA4___|ATP synthase subunit b OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpF PE=3 SV= 41025641 17549]  1.10E407] _ 140E%07 1406707 1206407
Q87KA6___|ATP synthase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=atpA PE=3 SV=1 49.1395793]  566E+01] _ 3.10E+07|  370E+07|  250E+07]  300E+07| _ 390E+07] _ 350E%07
Q87KA7__|ATP synthase gamma chain OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=atpG PE=3 SV=1 107638889| _ 3.18E+01 1.10E+07]  1.20E%07|  3.60E+06|
Q87KAS__|ATP synthase subunit beta OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=atpD PE=3 SV=1 319057816] 507E+01] _ 260E707]  260E+07|  180E07|  220E%07]  230+07|  2.50E+07,
Q87KB6___|Dihydroxy-acid dehydratase 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=ilvD PE=3 SV=1 319738989 656601  280E707]  310E+07|  210E+07]  120E%07] _ 200E%07|  180E+07
qg7kg7  |Branched-chain amino acid ami 08=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP3060 PE=3 | 7 5435007|  343g+01|  430E+07|  470E+07|  480E+07|  a50E+07|  440E407| 4408407
Q87KG1__|Putative periplasmic protein OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP3056 PE=4 SV=1 100628931] _ 3556401 410E%06] __ 3.10E+06
Q87KG3__|Thioldisulfide interchange protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP3054 PE=3 SV=1 335] 228E+01|  250E%07]  240E+07| _ 270E+07]  180E%07] _ 110E%07] _ 150E+07
QE7KDA__[Methiony{RINA for 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=fmt PE=3 SV=1 380952381]  341E+01] __ 4.10E+06
asker  (Noe mutase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=purE PE=3 | ¢ e rosss|  150m07|  240me01| 260007 1708007 20mv0|  200E407
GeKEs | Quvsen-dependent copraporshyrinogenIil oxidese OS=Vibrio parahacmolytioussertype 03K (irain FIMD 2210633) GN-hemF | 3 angeran| g saeaor|  390Ev0s ——
Q87KE4__|Shikimate dehydrogenase (NADP(+)) OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=arof. PE=3 SV=1 397111913] 297601 _ 6.80E%06 G10E+06| _ 3.10E+06] _ 630E+06] _ 490706
Q87KFO__|Ph imidine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=thiC PE=3 SV=1 119195046] _ 72431]  1.10E¥07| _ 370E+06| _ 7.90E+06] _ 130E+06| _ 9.20E+06] _ 6.80E%06
Q87KF6 inopeptidase P OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP3021 PE=4 SV=1 12.0805369|  655E+01|  180E+07|  1.60E%07]  1.10E%07|  160E+07]  1.10E%07|  9.10E06
Q87KG4 DNA helicase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP3013 PE=4 SV=1 0.82872928 82.398 1.90E+06 2.00E+06 1.90E+06
Q87KHE [ Thioredoxin 0S=Vibrio p icus serotype 03K (strain RIMD 2210633) GN=VP3001 PE=3 SV=1 8 117E+01] _ 9.30E%06] _ 1.10E%07
Q87KIZ___|NAD(P)H-flavin reductase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2995 PE=4 SV=1 379746835 264E+01 3.90E%06
B e 0S=Vibrio par icus serotype O3KG (strain RIMD 2210633) GN=VP2990 PE=4 | , oo I o
Q87KIS __|Porphobili OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=hemG PE=3 SV=1 769230769] _ 341E+01| __ 3.60E+06 480E+06
Q87KJ3__|Diaminopi decarboxylase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=lysA PE=3 SV=1 287769784 459E+01]  1.40E+07| _ 190E+07|  190E+07]  1.00E+07| _ 140E+07]  160E+07
Q87KN9__|Vitamin B12 transporter BtuB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=btuB PE=3 SV=1 448717949] _ 6.93E+01 1.80E+06
Q87KQ0 508 ribosomal protein L11 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=rplK PE=3 SV= 21.1267606 1.47E+01 1.10E+07
Q87KQ1__|50S ribosomal protein L1 OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=rplA PE=3 SV=1 13304721 247€+01| _ 7.70E+06] _ 1.00E+07] _ 530E%06 950E+06] __9.80E+06
Ge7Kqe | 2NAGreotod RNA polymerase subunitbeta OS=Viri parahaemolytcus srotype O3 (tran RIMD 2210630) GN-rpoB PE=3 \s1018182]  14946]  7602408]  900E+06|  160E:07|  sooEe0s| 1708507 1308407
G87K@s | DNAdrected RNA polymerase subuni beta’ OS=Viro parahasoytous serotype 38 (strain RIMD 2210633) GN=oC PE=3 1621428571 1595v02]  100E507| 1208507 160m+07  950E+08|  190Es07| 1408407
Q87KR5 DNA-binding protein HU-2 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 63.7362637 9.56E+00 3.80E+07 5.00E+07 4.90E+07 3.90E+07 6.70E+07 7.40E+07
Q87KTO gcli?ctional purine biosynthesis protein PurH OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purH PE=3 pp— 5732701 vl T ool a0
Q87KUT__|Acetyt A 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acsA PE=3 SV=1 461538462 _7.176+01] _ 6.80E%06 820E+06| __ 7.40E+06
Q87KV2__|Fumarate hydratase class Il 05=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=fumC PE=3 SV= 379609544] _ 48703|  730E+07]  580E+07|  620E07|  380E%07]  740E%07| _ 650E+07
QOTKW2__|Aspartate ammeria-lyase OS=Vibio parahaemolytious seroype O3S (train RIMD 221063%) GN-VP2863 PE=3 SV-=1 262939959]  527E+01]  1.60E+07|  140E+07|  200E+07]  1.40E+07| _ 180E+07]  140E+07
Q87KWS o 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2860 PE=3 SV=1 445504554 230E+01] _ 6.10E+07| _ 650E+07|  370E+07]  340E+07| _ 7.00E+07 _ 380E+07
Q87KX0___|ATP 6-phospl inase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=pfkA PE=3 SV=1 11.5625] 346E+01|  10E+07|  560E+06]  1.10E%07|  1.10E+07]  6.20E%06
Q87KX4__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2850 PE=4 SV=1 109947644] 2026+01|  830E+06|  1.00E%07]  7.70E+06|  890E+06|  1.20E%07]  1.00E%07
Q87KZ3 Proteln-export protein SecB OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=secB PE=3 SV=1 974025974] _1.72E+01 8.90E+06,
Q87Kz5 mutase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) | p, y56a6p7|  551E401|  210E+07|  180E+07|  130E+07|  150E+07|  890E+06|  280E+07
Nl Pers et
Q87L07 __|RNA-binding protein Hfq OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=hfq PE=3 SV=1 39.0804598]  983E+00]  200E+07|  3.10E+07|  250E+07] _ 210E+07| _ 440E+07] _ 300E+07
Q87L13 | Tryptophan—tRNA ligase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=trpS PE=3 SV=1 650887574] _376E+01] _ 8.10E+06] _ B60E+06|  1.10E+07|  6.40E+06] _ 970E+06| _ 1.00E+07




Table S1 (22/31)
Q87118 [Extracellular nuclease—related protein OS=Vibrio ious serotype O3KG (strain RIMD 2210633) GN-VP2799 PE-4 SV=1 | 9.04471545] _106E+02] _ 140E+07] _ 140E+07] _ 120E+07] _ 1.10E%07 6.00E+06
Q87L20 __|Acetylornithine aminotransferase OS=Vibrio fous serotype O3:K6 (strain RIMD 2210633) GN=argD PE=3 SV=1 347394541]  433E+01]  200E+07|  240E+07|  280E+07]  1.90E+07| _ 210E+07]  2.10E%07
Q87123 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2794 PE=4 SV=1 376425856 2926+01| _ 310E+07]  400E+07|  190E+07]  190E+07]  190E%07| _ 2.10E+07
Q8724 |Phospl inase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN-VP2792 PE=4 SV=1 44982699 32737] _ 8.70E+06| _ B.OOE+06, 560E06] _ 1.10E#07| _ 5.00E+06
Q87137 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2779 PE=4 SV=1 640243902 3.65E+01 1.10E+06,
Q87L38___|Peptidyl-prolyl cis-trans i 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 230769231 283E+01] _ 810E706]  640E-06|  350E+06|  530E+06]  B70E<06| _ 1.10E+07
Q87L44___|30S ribosomal protein S7 OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=rpsG PE=3 SV=1 403846154] _1776+01] _ 270E707] _ 280E+07|  340E+07] _ 210E%07] _ 520E%07] _ 4.10E+07
Q87145 factor G 1 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=fusAl PE=3 SV=1 210300429] _7756+01] _ 160E%07] _ 170E+07|  2.10E+07] _ 1.10E%07] _ 200E%07| _ 160E+07
Q8748 |Putative malate oxi 0S=Vibrio p. serotype O3KG (strain RIMD 2210633) GN=VP2767 PE=3 SV=1 216470588] _ 46135]  190E+07]  190E+07|  160E+07]  1.10E%07] _ 150E%07| _ 120E+07
Q87150 |Gystathionine gamma-synthase OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN-VP2765 PE=3 SV=1 189119171]  418E+01|  280E+07|  250E+07]  280E+07| _ 200E+07]  260E+07|  250E+07
Q87L55 sz oot I=gamma-glutamy! 08=Vibrio p serotype O3:KB (strain RIMD 2210633) GN=argC PE=3 | 3¢ 7355769 36.154|  140E+07|  130E+07|  170E+07|  950E+06|  1.20E+07|  1.50E+07
Q87L71 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP2741 PE=3 SV=1 313901345 _244E+01] _ 6.10E%06] _ 720E+06
Q87L72___|30S ribosomal protein S6 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 852713178] __ 14974] _ 410E706] _ 520E+06 460E706] __ B10E¥06| _ 9.40E+06,
Q87L75___|50S ribosomal protein L9 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rpll PE=3 SV=1 7 157E+01 520706
Q87L81__|Glu i 05=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=pgi PE=3 SV=1 501818182 609E+01]  940E707] _ 830EX07 6.80E707
Qs7Ls0  |Sulfite reductase INADPH] flavoprotein alpha 0S=Vibrio p serotype O3KB (strain RIMD 2210633) 15560823 6a7Ee01]  si0mv08l 1402407  0s0E+08|  o10E+0s| 1208507  110E407
GN=cysJ PE=3 SV=1
Q87L91 zﬂﬁz‘i:g‘é‘"j;ssev[:”{mp”] hemoprotein betar 0S=Vibrio p: ious serotype O3KG (strain RIMD 2210633) 605536332 648E+01|  6.70E+06|  7.90E+06|  7.80E+06|  5.10E+06|  9.60E+06|  6.60E+06
Q8798 |Aminotransferase, olass V OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2714 PE=3 SV=1 697050938 _408E+01] _ 7.20E%06 1.20E+07,
Q87LA3__|Single-stranded DNA-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=ssb PE=3 SV=1 795454545] 19551  1.10E%07] _ 130E%07 770E+06 140407
Q87LB4__|Putative V10 pilin OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 363636364] 168601  170E+07] _ 230E+07|  200E+07| _ 180E+07] _ 240E+07| _ 260E+07
Q87LC0__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2692 PE=4 SV=1 089470062 1596+02] _ 260E%06
Q87LET__|Putative sigma=54 ion protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN-VP2671 PE=4 SV=1 _| 136842105 _1.10E+01 180E+07,
Q87LF1___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN-VP2661 PE=4 SV=1 896226415 _241E+01 130407 B.10E+06
Q87LF6 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN-VP2656 PE=4 SV=1 124031008 13.792] _ 860E*06| _ 1.10E+07 6.80E+06
GeLF7 [Asparate cabamoytransierase rogltory chain OS-Viorioparahaemolytcus seratype 03K (srain RIND 2210639) oyt P3| 5 g 174y ——
Q87LF8__|Aspartate 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=pyrB PE=3 SV=1 13592233] 34474 550E+06 2406706
Q87LF9__[Ornithine 0S=Vibrio p serotype O3KB (strain RIMD 2210633) GN=argF PE=3 SV=1 479041916] _373E+01] _ 620E%07] _ 560E+07|  650E07| _ 560E%07]  750E%07] _ 6.20E+07
Q87LG6__|Valine—tRNA ligase OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210633) GN=valS PE=3 SV=1 094537815 1.09E+02
Q87LG8__|Probable oytosol ami 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=pepA PE=3 SV=1 657370518] _544E+01] _ 530E%06] _ 320E+06 360E+06] _ 9.20E+06] _ 5.50E+06
087114 [Deacetase DAY OS-Viio prahasmlvious serotype 3K (stran FIMD 2210635) GN-VP2638 PE—4 SV-1 367681499 470601 420E%07] _ 620E%07] _ 870E+07
Q87LH6 1IC D 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 9.84340045 4.87E+01 1.90E+07| 1.10E+07|
Q87Lks__|T 1 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=tkt! PE=3 SV=1 7.22891566] _ 7.20E+01] __ 1.10E+07 150E+07| _ 6.60E+06] _ 140E+07]  140E+07
Q8L [Phosphoslycerate kinsse OS=Vibro parahaemolytcus serotype 0K (strain RIMD 2210633 GN=pgk PE3 SV=1 220207254]  40707] _ 180E%07]  130E%07|  1.30E+07| _ 1.20E%07]  110E%07| _ 9.10E+06,
Q87LL2__|Fru aldolase, class Il 0S=Vibrio parahaemolyticus serotype O3KB (strain RIMD 2210633) GN=VP2599 PE=4 SV=1 | 684357542] _ 3.89E+01
Q87Lis _ |p- v 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VP2593 PE=3 SV=1_| 207560976 _447E+01| _ 120E+07|  160E+07|  1.90E+07]  180E+07|  240E+07]  240E+07
Q87LLY__ |Ribose5 i A 0S=Vibrio ious serotype O3 (strain RIMD 2210633) GN=rpiA PE=3 SV=1 169724771] 232E+01] _ 140E+07| _ 120E+07] _ 120E%07]  690E+06| _ 3.10E+07 _ 280E%07
Q87LM8__[tRNA-modifying protein YgfZ OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP2583 PE=3 SV=1 372670807 3.55E+01 260E+06] _ 290E+06] __ 190E+06| _ 4.10E+06] __360E+06
Q87LP2__|Pyridoxine &' synthase OS=Vibrio parahacmolytious serotype O3K8 (strain RIMD 2210633) GN=pdxJ PE=3 SV=1 193415638] _ 267E+01| _ 160E+07|  250E%07]  210E+07| _ 190E+07]  130E%07]  1.10E+07
Q87LQ0__|Enolase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=eno PE=3 SV=1 52886836 455E+01]  880E+07|  950E+07|  830E+07]  670E+07|  880E07] _ 8.10E%07
Q87LR3 | Alanine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=alaS PE=3 SV=1 209302326] _9.39E+01 4.80E+06
Q87LR5 | Carbon storage regulator homolog OS=Vibrio parahacmolytious serotype O3K6 (strain RIMD 2210633) GN=csrA PE=3 SV=1 184615385 7108] _ 280E+07] _ 300E+07| _ 190E+07] _ 130E+07] _ 250E%07] _ 250E+07
GerLRy | Qcloaceate decarboxylas,alsha suburit OS-Vibioparahaemoytous serotype OGKS (stran RIMD 2210633) GN-VP2544 PE=4 | g spngy gl  gaoesor|  990Ev00 0500406 580E08| 770808
Q87LST__|Protease, insulinase family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2540 PE=3 SV=1 104540655] _106E+02] _ B10E+06| _ 7.50E+06] _ 650E+06] _ 630E<06| _ 600E+06] _ 480E+06
a87Ls? teine ligase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=gshA PE=3 SV=1 842911877] 590E+01|  390E+06] _ 450E+06|  500E+06]  340E+06] _ 420E+06
Q87LT1___|50S ribosomal protein L19 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplS PE=3 SV=2 102564103] _1.32E+01
Q87LT9 | NadC OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=-VP2522 PE=3 SV=1 159322034]  320E+01| _ 730E+06| _ 530E+06] _ 6.10E+06| _ 6.80E+06] _ 6.70E+06] _ 6.70E+06
Q87LU2__|Pyruvate dehydrogenase E 0S=~Vibrio p. serotype O3K6 (strain RIMD 2210633) GN-VP2519 PE=4 SV=1 | 35.9639233] 996E+01| _ 4.10E+07| _ 430E+07] _ 500E+07| _ 380E+07] _ 570E%07] _ 540E%07
Ace of pyruvate dehydrogenase complex OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
QB7TLUZ [t oo oL 231250968| 649E+01|  130E+07|  140E+07|  190E+07|  170E%07|  290E+07|  260E+07
Q87LV1 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=panC PE=3 SV=1 897009967] 334E+01]  620E%06] _ 730E+06| _ 540E+06
Q87LW3__|Aconitate B 0S=Vibrio p yticus serotype O3:K (strain RIMD 2210633) GN=VP2495 PE=3 SV=1 193063584] _ 94013] _ 220E+07| _ 190E+07| _ 220E%07] _ 6O0E+06|  320E+07] _ 1.70E%07
Iron(ll) ABC transporter. periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD
Q7L o e Perolsr 643916914|  377E+01
Putative /phoset 0S=Vibrio p yticus serotype O3 (strain RIMD 2210633)
Q87LX0 GN=VP2488 PE=4 SV=1 17.8723404, 5.23E+01 7.70E+06 1.60E+07|
Q87LX1__|NN—diacet phosphorylase OS=Vibrio par Serotype O3K6 (strain RIMD 2210633) GN-VP2487 PE=4 Sv=1 | 251870324] _900E+01] _ 2.10E+06 380E706| _ 9.90E+06] _ 250E707] _ 550707
Peptide ABC transporter, periplasmic peptide-binding protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633)
agrLxg  [Peptide ABG transporte 357142857  6.29E+01 1.10E+07]
Q87.21__|Outer protein U OS=Vibrio parahasmolytious serotype O3K6 (strain RIMD 2210633) GN=ompU PE=3 SV=1 317507418] _ 3.63E+01
Q87M02__|Translation initiation factor IF-2 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=inf8 PE=3 SV=1 077348066 9.936+01] _ 6.10E+06 560E+06
Q87M05___|30S ribosomal protein S15 OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=rpsO PE=3 SV=1 674157303 _101E+01| _ 250E+07 320E+07]  250E+07| _ 480E+07| _ 360E+07
Q87M06__|Polyri i 0S=Vibrio icus serotype 03K (strain RIMD 2210633) GN=pnp PE=3 SV=1 | 310829817] _7.67E+01| _ 200E+07| _ 200E+07| _ 260E+07] _ 150E%07| _ 270E+07  240E%07
Q87M18__|Peptide chain release factor 3 0S=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=prfC PE=3 SV=1 245746692 59208 3.60E+06
Q87M22__|Deoxyribose-phosphate aldolase 0S=Vibrio ious serotype 03K (strain RIMD 2210633) GN=deoC PE=3 SV=1 100775194] _277€+01] _ 180E707| _ 170E+07] _ 140E%07] _ 130E707| _ 140E+07] _ 1.70E%07
Qo725 |Furine nucleside phosphonyiase DeoD—type 1 OS=Vibrio parahacmlytious serotype O3K® sirai RIMD 221063%) GN-GeoD! PE3 | 5y peyrnpg] psoewor|  1soEsor|  1soesor]  rooeor| 1a0m|  rooewor|  2ooevor
ag7M27__ [P ; 0S=Vibrio p Vticus serotype O3:K6 (strain RIMD 2210633) GN-VP2431 PE=4 SV=1 6.13496933] _ 3.58E+01 450E%06] _ 420E+06| _ 410E+06 _ 510E+06
Q87M30__[Elongation factor G 2 0S=Vibrio sorotype O3K6 (strain RIMD 2210633) GN=fusA2 PE=3 SV=1 185344828] _ 763£+01] _ B30EX07| _ B6OE07| _ 9.80E+07] _ 500E+07| 950607 _ 8.70E%07
Q87MA3__|Putative lipoprotein OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP2354 PE=4 SV=1 17.989418] 207E+01] _ 350E+06] _ 420E+06 240E+06] _ 8.10E+06] _ 4.00E+06
Q87MB7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2339 PE=4 SV=1 809716599 27.536 1506707 1.80E%07| _ 250E+07] _ 2.30E+07
QB7MBE __[Chitinase OS=Vibio parshaemlytious serotype O3KE (strain RIMD 2210633) GN=VP2336 PE=3 SV=1 126179245] _891E+01| _ 120E+07| _ 200E707] _ 340E+07| 250607 _ 630E+07] _ 750E%07
Q87MD7 0S=Vibrio par cus serotype O3KG (strain RIMD 2210633) GN=map PE=3 SV=1 239726027] _3.23E+01 220E+06
Q87MDS__|30S ribosomal protein 2 OS=Vibrio ious serotype O3 (strain RIMD 2210633) GN=rpsB PE=3 SV=1 16.1157025] _268E+01] _ 130E+07| _ 660E+06] _ 140E%07] _ 170E707|  240E+07]  9.50E%06
Q87MDY factor Ts OS=Vibrio paraha serotype O3K6 (strain RIMD 2210633) GN=tsf PE=3 SV=1 309608541 298E+01]  170E%07] _ 140E+07|  180E+07] _ 100E%07] _ 330E+07| _ 2.70E+07
Q87MEQ | Uridylate kinase OS=Vibrio fous serotype 03K (strain RIMD 2210633) GN=pyrH PE=3 SV=1 452674897 261E+01] _ 4.10E%06
Q87MEG | Chaperone protein skp OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2309 PE=3 SV=1 289156627]  185E+01]  200E+07|  210E+07|  220E+07]  1.50E+07| _ 300E+07]  240E%07
ot : - . y - -
qomes[Shvdronyao-faoy-camierprotein FabZ OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 2210633) GN=fabZ | g oo [T T o w6l s70mv08|  480ee08|  10me07| 1208407
Acetyl A carboxyl subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
QETMFY  [peetyl coenzyme A carboxylas 250783699|  357E+01 550E+06
Q87MG7 0S~Vibrio p. ious serotype O3KG (strain RIMD 2210633) GN=gmhA PE=3 SV=1 37.1727749] 20795 _ 180E%07] _ 180E+07| _ 200E+07] _ 1.10E%07] _ 150E+07| _ 140E+07
Q8TMHS_[Uncharscterized protein OS=Viro parahaemolytious serotype OSKS (trsn FIND 221065%) GN-VP2282 PE4 SV-T 625] 434601  730E+06] _ B70E+06|  6.20E+06]  5.40E+06
Q87MI2___|4-hydroxy—tetral inate synthase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=dapA PE=3 SV=1 | 342465753] _ 3.12E+01] __ 530E+06
Ge7Mis|Quer membrane protein assembly factor BamO OS=Viro arahasmolyticus seotype O3K® srain RIMD 2210630) GN-bamC PE-3 | 4 puggs| saiewor|  os0es0s|  odoeeos]  4ooEsos p——
Q87MLY | Long—chain fatty acid transport protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN-VP2212 PE=4 SV=1 | 199519231 457E+01| _ 220E%07] _ 240E+07| _ 230E+07] _ 170E%07] _ 190E707| _ 130E+07
Q87MNS__|Erythronate—4 dehydrogenase OS=Vibrio p; ious serotype O3:K6 (strain RIMD 2210633) GN=pdxB PE=3 SV=1 | 3.18302387] _4.16E+01] _ 7.70E%06 1406407,
Acetyl A Garboxyl transferase subunit beta 1 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD
Q8TMP2 |55 0633) GN=accD1 PE=3 SV=1 746753247 340E+01|  520E+06|  530E+06|  190E+06|  6.90E+06 4.80E+06
Q87MR4__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2167 PE=4 SV=1 117021277] _1.11E+01] _ 400E+06| _ 7.30E+06] _ 4.90E+06 590E+06
Q87MS0__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2161 PE=4 SV=1 355555556]  35.168]  2.00E+07| _ 280E+07|  280E+07]  190E+07|  150E+07]  160E+07
aomss |G genase OS=Vibrio ious serotype O3K6 (strain RIMD 2210633) GN=VP2157 PE=3 | 1000 7
Q87MV7__|Aspartate—semi genase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 716981132 _4026+01| _ 880E+07| _ 950E+07 8.10E+07 9.80E+07
Q87MWO__|Aldehyde-aloohol dehy 0S=Vibrio . ious serotype O3:K (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 344444444 9.71E+01 340E+06]  560E+06] _ 6.60E+06
Q87MW3 peroxide di 0S=Vibrio p icus serotype O3:K (strain RIMD 2210633) GN=VP2118 PE=3 SV=1 650266332 222E+01]  200E+07|  190E+07| _ 140E+07]  1.00E+07| _ 120E+07]  120E%07
ABC transporter, ic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype 03K (strain RIMD
QBTMYS | e At ey ey 165170557|  623E+01|  GOOE+06|  820E+06|  770E+06|  890E+06|  150E%07|  140E+07
Q87MZ3__|Phosphate acety 0S=Vibrio p yticus serotype O3:K6 (strain RIMD 2210633) GN=VP2083 PE=3 SV=1 112044818 76631 740606 9.30E+06
Q87MZ6 Q\EIEZC]transporter substrate-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2080 PE=4 37.0716511 3.32E401 3.00E+07 3.90E+07 2.80E+07 1.90E+07 2.40E+07 2.40E+07
Q87NO7__|Methionine—tRNA ligase OS~Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=metG PE=3 SV=2 39244186 779E+01]  630E+06|  630E+06| _ 740E+06] _ 400E+06|  700E+06  6.10E+06
gzt |Malons] CoA-acyl carrer protein & Jase OS=Vibrio p ious serotype OFK6 (strain RIMD 2210633) GN=VP2085 PE=3 | 1, oo o 1 evosl 1608207 p——
Goas[F1S svsem ducose-specic 16C 0S=Vibrio serotype OBKE (strain RIMD 2210633) GN=VP2046 PE=4| ¢ [~ o I ewor raer0l 1r0mol 1e0es0r
Q87N45__|305 ribosomal protein 51 0S=Vibrio ious serotype O3 (strain RIMD 2210633) GN-VP2030 PE=3 SV=1 151079137] _6.09E+01| _ 270E+06| _ 300E+06]  1.80E+06|  3.90E+06|  240E+07|  7.80E+06
Q87N50__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2025 PE=4 SV=1 9.15915916] _ 7.66E+01] _ 7.00E+06| _ 1.10E+07| _ 9.20E+06] _ 9.60E+06| _ 120E+07]  120E%07
QE7NT6_[Uncharasterized protein O5=Vibrio prahaemalyticus serotype O3KG (strain RIMD 2210633) GN=VP 1969 PE=4 SV=1 265251989] _ 4.02E+01 1.70E+06,
0S=Vibrio p cus serotype O3KG (strain RIMD
QETNAT [ ettty dropteroy i 269736842 8476+01|  230E+07|  210E+07|  240E+07|  240E+07|  410E:07|  420E+07
Diarminob & L-24-diaminobutyrate ylase 0S=Vibrio p serotype O3K6 (strain
QBTNCE o e e e 135699374|  1.04E+02 4.90E+06
S P\u/tarwe » 0S=Vibrio p. serotype O3KG (strain RIMD 2210638) GN=VP 1041 PE=a| oo [ T
permidine/carboxyspermidine decarboxylase OS=Vibrio parah serotype O3K6 (strain RIMD 2210633)
QenNcs  [Sarbomorspormidine 212201592  420E+01|  8.20E+06 410E+06|  570E+06|  5.90E+06
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B . beta subunit OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP1935 [ oo [ o T = ] 040E+08]  760E408] 1002407 7.60E+06
Q87ND6___|DNA gyrase subunit A OS=Vibrio emolyticus serotype O3K6 (strain RIMD 2210633) GN=gyrA PE=3 SV=1 1 9.70E501 140E+06, 230E+06
Q8TNFO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1918 PE=4 SV=1 376811594] 38455  440E706]  6.10E-06|  G80E+06]  360E706] _ 350E706

Q87NE7 o lar solu inding protein, family 7 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1911 PE=3 27.0718232 40.992 2.10E+07 2.50E+07 1.70E+07 2.00E+07 1.60E+07 1.70E+07
Q87NG8__|Aspartate ami OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 630434783] _ 454E+01

Q87NH3__|Transcriptional regulator, GntR family OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VP 1896 PE=4 SV=1 | 4563563715 _ 523E+01 5506407
Q87NH5___|Asparagine—tRNA ligase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=asnS PE=3 SV=1 115879828] _5.26E+01 140E+07| _ 9.00E+06| _ 350E+06] _ 1.30E+07| _ 8.70E+06,
QBINMY _[Uncharasterized protein 0S=Vibrio parahaemalytious serotype O3KG (strin RIMD 2210633) GN=VP1639 PE=4 SV=1 857142857 20035] _ 4.00E+06 320E406, 4.80E+06

Q87NU7 ate aminot 0S=Vibrio p yticus serotype O3K8 (strain RIMD 2210633) GN=VP 1771 PE=3 SV=1 283687943] _ 451E+01

Q87NX4__[Thermostable idase 1 OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP1744 PE=4 SV=1 216535433 5.73E+01 6.10E706

Q87P08___|Glu I~dehydrogenase OS=Vibrio us serotype O3:K6 (strain RIMD 2210633) GN=zwf PE=3 SV=1 13.1736527] __ 57.604] _ 9.70E+06] _ 8.20E+06 630E706] _ 110E+07 _ 9.30E706
Q87P09___|DevB protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1709 PE=4 SV=1 420168067] _260E+01| _ 210E%07] _ 260E+07|  220E+07] _ 140E%07]  230E%07| _ 200E+07
Qg7Pio |5 Phosehos dehydrogenase, decar 08=Vibrio par fous serotype O3KG (strain RIMD 2210633) GN=VP1708| 7 pq141079| s5p5E+01|  230E+07|  210E+07|  250E+07|  230E+07|  260+07| 1708407
S protein VopS 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=vopS | 1 70ceocal 4 17es01|  o0708s06|  6706408|  9.00E406 e
Q87P59___|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1659 PE=4 SV=1 510708402 67.03] __ 4.30E+06 6.00E706 870E706] _ 8.10E+06
Q87P60___|Low calcium response loous protein H OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1658 PE=4 SV=1 | 5. T181E+01 7.30E+06] __ 480E+06 470E+06
Q87P63 ic protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1655 PE=4 SV=1 278637771 34.901

Q87976 |Putative trypsin 0S=Vibrio parahacmalytious serotype O3K6 (strain RIMD 2210633) GN=VP 1642 PE=4 SV=1 542635659] _5.40E+01 780E+06] __ 4.70E+06
Q87PB3 idase N OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP1604 PE=4 SV=1 724137931 9.84E+01| _ 7.10E+06| _ 390E+06]  7.00E+06|  390E+06]  590E+06] _ 4.90E+06
Q87PC3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1594 PE=4 SV=1 459866221 64624] _ 240E+07]  340E%07| _ 270E+07] _ 270E+07] _ 210E%07] _ 2.10E+07
Ge7Pas |2 ydrondecanoyi-laoyi-camier-protein] dehycratase OS=Vibrio parshacmlytious serotype 36 (strain RIMD 221063%) GNabA | 5y yaaias| 1onesor|  sooesor|  760eso7]  700E07]  ssomn| oroesor|  sooeeor
Ge7pa1 | QoBrpe crtochrome o oxidase subunit OS=Vibrio parahacmalytious seratype O3K® (sirai RIMD 2210633) GN=VP 1541 PE3 208541978 3548501 1400008 300406

ibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1526 PE=3 SV=1 31.5492958 3.97E+01 5.70E+07 6.10E+07 4.90E+07 3.70E+07 4.50E+07 4.10E+07
ibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1525 PE=3 SV=1 12.7536232 3.90E+01 1.50E+07 2.00E+07 1.40E+07 1.30E+07 6.80E+06 1.30E+07

Q8TPH6 __|Putrescine-binding periplasmic protein O

Q8TPH7___|Putrescine-binding periplasmic protein O

Q87PJT7 ABC transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1504 PE=4 SV=1 20754717 5.98E+01 3.10E+06
Q87PK2 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1501 PE=1 SV=1 52.9411765 3.01E+01 3.80E+07 3.50E+07 4.30E+07 2.50E+07 4.10E+07 3.70E+07
Q87PP6 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1455 PE=4 SV=1 16.374269 1.80E+01 3.30E+07 4.10E+07 2.30E+07 1.60E+07 1.70E+07 1.70E+07
Q87PV1 Uncharacterized protelr\ 0S=Vibrio parahaemol\ﬂ.lcus serotype 03:K6 (strain RIMD 2210633) GN=VP1400 PE=4 SV=1 1.89504373 7.72E+01 1.40E+07 1.20E+07
g protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD
Q87Q03 2210633) GN= VP1347 PE 4 S\/ 1 167910448 6.03E+01 8.80E+06 1.60E+07,
Q87Q24 Uncharacterized pmteln 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1326 PE=4 SV=1 16.2878788 57.739 3.10E+07 2.30E+07 1.80E+07 1.50E+07 1.10E+07 1.10E+07
Q87Q40 inyl 08=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=astE PE=1 SV=1 17.5438596 38.813 5.50E+06 8.40E+06 3.30E+06 9.00E+06 1.50E+07
Q87Q42 Putative oligopeptidase OS=Vibrio parat lyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1308 PE=4 SV=1 5.50918197 6.80E+01 3.70E+06' 4.00E+06' 3.60E+06 2.90E+06 4.40E+06 3.40E+06
Q87Q53 ;v:{; i Iglyci id 2 0S=Vibrio parah: serotype O3:K6 (strain RIMD 2210633) GN=purT PE=3 562659847 42,864
Q87Q56 Integration host factor subunit alpha OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=ihfA PE=3 SV=1 10.2040816 1.12E+01 1.10E+07 6.40E+06
Q87Q83 Putative ||poprote\n 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1267 PE=3 SV=1 5.40540541 2.37E+01 2.70E+06 2.60E+06 3.00E+06
Q87Q87 GN:pu,C A boxamide synthase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) 40.8719346 41.031 1.80E+07 2.70E+07 3.00E+07 1.80E+07 2.30E+07 2.10E+07
Q87Q92 NAD malic enzyme OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=maeA PE=3 SV=1 2.66903915 6.23E+01 6.30E+06
Q87Q99 Thic i 0S=Vibrio serotype 03:K6 (strain RIMD 2210633) GN=VP1251 PE=3 SV=1 29.153605 3.45E+01 2.10E+07 2.20E+07 2.40E+07 1.40E+07 2.20E+07 2.00E+07
Q87QA3 Pl in 0S=Vibrio par i serotype 03:K6 (strain RIMD 2210633) GN=serC PE=3 SV=1 25.5494505 4.02E+01 3.60E+07 4.00E+07 4.00E+07 2.80E+07 3.80E+07 3.50E+07
Q87QA7 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1243 PE=4 SV=1 23.2044199 1.98E+01 1.50E+07 3.10E+07 1.70E+07 1.40E+07
Q87QB7 Glutaredoxin 1 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1233 PE=4 SV=1 125 1.00E+01 4.20E+06'
Q87QB9 Putative reductase VP1231 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1231 PE=3 SV=1 45.75 43.941 4.10E+07 3.70E+07 4.40E+07 2.70E+07 4.50E+07 3.90E+07
Q87QE2 UDP-sugar hydrolase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1207 PE=3 SV=1 7.62411348 61.263 1.10E+07 1.40E+07 8.60E+06 1.20E+07 8.20E+06 9.30E+06
Q87QE6 Heat shock protein HslJ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1203 PE=4 SV=1 26.3513514 16.586 3.10E+07 5.60E+07 4.10E+07 3.50E+07 3.60E+07 3.60E+07
Q870F3 Zl,i:.:a&;? g%cpg;:zasger, periplasmic substrate-binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) | ,ganaracel 4 56E401 P e e T even ey p———
Q87QG7 Oy ionine beta—lyase OS=Vibrio p: i serotype 03l K6 (straln RIMD 2210633) GN=VP1182 PE=3 SV=1 3. 4.46E+01 6.60E+06 5.00E+06 8.20E+06 6.70E+06
1=( y1)-5-[(: i 08=Vibrio p yticus|
Q87QK7 serotype 03 K6 (stram RIMD 2210633) GN=hisA PE=3 SV=1 19.5918367 2.64E+01 1.00E+07 1.10E+07 6.10E+06 7.10E+06 8.10E+06
Q87QK9 gs;dme biosynthesis bifunctional protein HisB OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=hisB PE=3 280112045 3.98E+01 4.50E+06 4.50E+06 4.80E+06 4.50E+06
Q87QLO istidi i 0S=Vibrio i serotype 03:K6 (strain RIMD 2210633) GN=hisC PE=3 SV=1 10.1156069 3.82E+01 1.00E+07 8.70E+06 8.10E+06 1.50E+07 9.30E+06
Q87QL1 Histidinol dehydrogenase OS=Vibrio icus serotype 03:K6 (strain RIMD 2210633) GN=hisD PE=3 SV=1 25.2900232 46.07 2.60E+07 1.40E+07 2.70E+07 1.00E+07 2.60E+07 2.20E+07
Q87QL2 ATP phosphoribosy 0S=Vibrio p: i serotype 03:K6 (strain RIMD 2210633) GN=hisG PE=3 SV=1 33.557047 3.28E+01 3.20E+07 3.00E+07 3.20E+07 1.90E+07 3.00E+07 3.00E+07
Q87QL6 DNA-binding protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1133 PE=3 SV=1 9.62962963 1.51E+01 5.80E+06'
Q87QM1 Adenylosuccinate lyase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1128 PE=3 SV=1 24.7807018 5.14E+01 2.10E+07 2.00E+07 2.50E+07 1.70E+07 1.80E+07 1.80E+07
Q87QP1 Serine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=serS PE=3 SV=1 17.7011494 4.88E+01 1.30E+07 1.20E+07 1.20E+07 7.00E+06 1.60E+07 1.40E+07
Q87QP6 Alanine 08-=Vibrio p: i serotype O3:K6 (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 52.1390374 3.99E+01 4.80E+07 7.40E+07 4.80E+07 4.20E+07 3.50E+07 3.90E+07
Q87QT7 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1062 PE=4 SV=1 8.76494024 2.83E+01 7.60E+06 9.70E+06
Q87QT8 Peptidoglycan iated lipoprotein OS=Vibrio parat lyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1061 PE=3 SV=1 12.6436782 1.87E+01 3.20E+07 3.50E+07 2.40E+07 2.90E+07 3.30E+07 3.30E+07
Q87QTY Protein TolB OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=tolB PE=3 SV=1 37.5555556 4.98E+01 2.40E+07 2.80E+07 2.10E+07 2.30E+07 1.90E+07, 1.70E+07,
Q87QV2 Aspartate——tRNA ligase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) Gl pS PE=3 SV=1 1.52027027 6.57E+01 1.80E+06
Q87Qv7 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1043 PE=4 SV=1 3.62903226 2.81E+01 5.60E+06 6.10E+06 5.40E+06 3.60E+06 4.00E+06
Q87QX6 qu 1 0S=Vibrio p i serotype O3:K6 (strain RIMD 2210633) GN=glgC1 PE=3 5.92592593 455E+01 8.60E+06
Q87QX9 o i 1 by i 0S=Vibrio p; i serotype O3:K6 (strain RIMD 2210633) GN=aroA PE=3 469483568 461E+01 8.70E+06
Q87QY7__|Isocitrate dehydrogenase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP1011 PE=4 SV=1 610433198  80.465]  0.50E+07|  9.60E+07. 6.30E+07 [ 1OE#08|  8.20E+07
Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD
Q87QZ9 2210633) GN=VP0999 PE=3 SV=1 64.7286822 2.84E+01 8.40E+07 7.40E+07 8.50E+07 8.90E+07
Q87R02 Egt:a"t\é?/f? kDa polar flagellar sheath protein A OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0996 55.3497942 52.083 5.80E+07 8.80E+07 8.10E+07 7.40E+07 5.70E+07 5.60E+07
Q87R04 Formate 08=Vibrio i serotype 03:K6 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 50.3957784 8.45E+01 5.90E+07 7.70E+07 8.00E+07
Q87R31 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) Gl P0967 PE=4 SV=1 25, 2.18E+01 2.40E+07 2.20E+07 2.00E+07
Q87R32 Uncharacterized protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0966 PE=4 SV=1 33.8461538 14.666 4.30E+06 8.80E+06 5.50E+06 4.00E+06 4.30E+06 3.30E+06
Q87R36 Uncharacterized protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 27.2020725 43.935 1.30E+07 1.70E+07 1.80E+07. 1.40E+07 1.70E+07, 1.70E+07,
Q87R38 Uridine phosphoryl 08S=Vibrio p: yticus serotype O3:K6 (strain RIMD 2210633) GN=VP0960 PE=3 SV=1 28.968254 26.919 1.70E+07 1.30E+07. 1.60E+07 9.40E+06 1.50E+07 1.00E+07
Q87R48 Lipoprotein-related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0950 PE=4 SV=1 11.8055556 1.58E+01 9.50E+06
Q87R78 DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 28.8888889 9.402 1.80E+07 2.80E+07 2.80E+07 1.80E+07 5.40E+07 5.30E+07
Q87R80 IS\JS;dependent Clp protease proteolytic subunit OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=clpP PE=3 16 21.961 3.40E+07 3.50E+07 3.30E+07 1.70E+07 3.00E+07 3.60E+07
Q87Rs7 gc:.carbaxylate—bindmg periplasmic protein 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0910 PE=4 | ¢ oo pnocl oo o viEgl aaEwl  cmEal comdl  esamall ooz
Q87R99 H: ipoprotein OS=Vibrio p: i serotype O3:K6 (strain RIMD 2210633) GN=VP0898 PE=4 SV=1 7.57575758 1.49E+01 1.40E+06
Q87RB8 i i protein FolD OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=folD PE=3 SV=1 3.14685315 3.08E+01 6.30E+06 7.10E+06 3.70E+06
Q87RCY Putative outer lipoprotein Slp OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0868 PE=4 SV=1| 7.56756757 2.08E+01 3.20E+06
Q87RD3 y 08=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=purU PE=3 SV=1 27.7978339 31.6 7.60E+06 9.70E+06 1.80E+07 1.10E+07 1.90E+07 1.60E+07
Q87RD6 Arg\nme**tRNA ligase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=argS PE=3 SV=1 23.3968804 6.38E+01 1.50E+07 1.50E+07 1.90E+07 1.10E+07 1.80E+07 1.50E+07
Qa7RE4  |Zine ABC transporter, periplasmic zino-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) — 521E01 B—— By —— e e
GN=VP0853 PE=3 SV=1
Q87RE7 g;c;msy\\/ ?DA ligase [ADP-forming] subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0850 351724138 3.00E+01 5.40E+07 5.30E407 3.90E+07 2.40E+07 3.80E+07 270E+07
Q87RES Suc:cmy\*CoA ligase [ADP~forming] subunit beta OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=sucC PE=3 | 42 spscanal 4 15401 e e s pesumpes| pp—— R ——
Dihy ine-residue succinyl p of gl g complex OS=Vibrio parahaemolyticus
Q87RE9 serotype O3:K6 (strain RIMD 2210633) GN=VP0848 PE=3 SV=1 24.6882793 4.37E+01 2.00E+07 2.70E+07 2.50E+07 9.80E+06 4.00E+07 3.10E+07
Q87RFO St gl , E1 08=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0847 PE=4 1.06269926 1.06E+02 1.50E+07
Q87RF5 Citrate synthase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0842 PE=3 SV=1 7.92540793 48.188 4.60E+06' 2.60E+06' 2.20E+06
Q87RG2 Flavodoxin OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0835 PE=3 SV=1 10.7344633 1.98E+01 7.80E+06
Q87RG4 Glutamine——tRNA ||gase 08=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=gInS PE=3 SV=1 20.323741 6.39E+01 1.40E+07 1.60E+07 2.20E+07 1.50E+07 2.90E+07 2.20E+07
R 6-phosphate deacetylase OS=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=VP0829 P— | OTE+01 By—— pp—— p——
Q87RH4 Adenylate kinase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=adk PE=3 SV=1 29.4392523 2.33E+01 1.90E+07 1.70E+07 1.40E+07 8.40E+06 1.10E+07 1.50E+07
Q87RI9 Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0805 PE=4 SV=1 7.21311475 3.34E+01 1.60E+07 9.80E+06 1.40E+07 2.00E+07 1.80E+07
Q87RJ7 Cysteine synthase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0797 PE=3 SV=1 76.0869565 3.41E+01
Q87RKO Fp’gggpg?/e:r;o\pyruvate*prc(ein phosphotransferase OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 2210633) GN=VPO784 | » ya00oraol oo o) B ——
Q87RKS Po\:a; fS\i;;:e]IIar hook associated protein type 1 FlgK 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP0785 10.371517 7.12E+01 2.10E+07 2.90E+06 1.40E+07 1.30E+07
Q87RL4 Outer protein OmpA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0764 PE=3 SV=1 4.38871473 34.052 2.70E+06'
Q87RL6 Glutamate——tRNA ligase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=gltX PE=3 SV=1 34.1772152 5.34E+01 3.90E+07 4.10E+07 4.10E+07 3.30E+07 3.20E+07 3.30E+07
Q87RL8 Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 27.3458445 4.08E+01 1.70E+07, 6.90E+07|




Table S1 (24/31)
QB7RM3__|N.N—diacetylchitobiase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0755 PE=4 SV=1 12.707282] _ 9.76E+01 8505106 T70E%07
GeTRND |2 dehvro=3-deonyphosphaoctonate aldlase OS=Vibio parchasmolytiousseroype OJK (sran RIMD 2210633) GN-+isA PE=3 [ 15797015, wni DR I Jcomsosl  s00es08|  s30840
Q87RNE _[Ri by inase OS=Vibrio par serotype O3KB (strain RIMD 2210633) GN=prs PE=3 SV=1 210191083 8.39E+01|  6.90E+06|  BBOE*0S|  110E+07|  8OOE+06|  1.00E*07|  9.50E+06
8700 [Leucine~—tRNA lgsse 0S-Vibri parahasmolytious serolype OBK (strain RID 2210633) GN-leuS PE=3 V=1 17.9696616] 96593 170E+07|  180EY07|  200E+07|  150E+07] _ 180E+07| 2.20Ev07
Q87RQ1__|LPS-assembly lipoprotein LptE OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=IptE PE=3 SV=1 T1.6666667|  20.459|  540E+06]  7.50E+06| _ 6.40E+06|  4.30E+0 4.10E+06
QB7RRZ__[Serine hyd 1 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=glyAl PE=3 SV=1 697115385 45.476 1.00E+06] _ 3.40E+06]  5.40E+06]  3.70E+06
Q87RS3__|Lipoprotein OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 408921033 201E+01| _ 160E+07| _ 210E+07]  1.20E+07|  1.70E+07| _ 260E+07] _ 230E+07
Q87RU4__[6.7-cimethyl-B-ribityllumazine synthase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210638) GN=ribH PE=3 SV=1 _| 44.8717949] 164E+01| _ 100E+07|  140E+07|  280E+07|  1JOE+07| _ 210E+07| _ 1.40E+07
g7RUs | 3A-dhsdroxy-2-butanone 4-phosphate synthase OS=Vibrio parshasmolytous serotype O3K6 (strain RIMD 2210639) GN=rivB PE=3 | g 10100401|  401Ew01|  340E406|  2606405|  .10408 |
Q87RVS yi-histidine dipeptidase OS=Vibrio parahaemolyticus serotype OS:K (strain RIMD 2210638) GN=VPOG71 PE=4 SV=1 551020408 5.36E+01|  54OE+06|  5G0E*06|  540E+06|  870E+06|  B8OE*06|  4.20E+06
QB7RV7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0GE9 PE=4 SV=1 6.46067416] _3.90E+01 7.60E+06 5.70E+06
QB7RX3__|Chaperone protein Dnak OS=Vibrio parahaemolytious serotype OS:KE (strain RIMD 2210633) GN=dnak PE=3 SV=1 356357928] 6.90E+01]  260E+07|  360E+07|  330E+07|  200E%07] _ 270E+07]  1.50E+07
Q87505 |Putative chitinase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0619 PE=4 SV=1 37.630662  6.35E+01 _ 300E+07]  860E+07|  8.10E%07| _ 5.70E+07
Q87507 | GMP synthase [glutamine-hydrolyzing] OS=Vibrio parahaemolytious serotype O3:K (strain RIMD 2210633) GN=guaA PE=3 SV=1 | 6.38207872] 57635  O50E+06|  B.10E+06| _ 120E+07]  4.10E+06|  1.20E+07|  9.20E+06
Q87508 |Inosine=5' 0S=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=guaB PE=3 SV=1 | 7.55102041] _519E+01] _ 6.60E+06] _ 4.10E-06]  5.10E+06] _ 280E+06| _ 1.50E%07
Ge7513 |Quter membrane protei assembly actor BamB OS=Vibio parahaemolticus serotype 0316 (stran RIMD 2210633) GN=bamB PE=3 [ g gaggany| 4 15e+or ——
Q87515 |Histidine~—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210638) GN=hisS PE=3 SV=1 28436018 _ 471E+01 7.40E+06
Q87521 __|Peptidase B OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=pepB PE=3 SV=1 1.85185185] _4.66E+01 4.40E+06
Q87531 |[Inositol family protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0593 PE=4 SV=1__| 898676404 201E+01|  530E06]  430E+06|  5.80E+06|  460E06]  G20E+06| 5.20E+06
Q87540 |Isocitrate lyase OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP0584 PE=4 SV=1 504587156] _ 48.030| _ 4.30E+06
Q87544 AhpC/Tsa family OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 50.7389163] _2.22E+01 8306707
087563 | Chaperone protein ClpB OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=clpB PE=3 SV=1 210035006 0.58E+01|  4.10E+06|  4.00E+06]  240E+06 480E+06] _ 3.40E+06
Q87584 |Putative carbon starvation protein A OS=Vibrio icus serotype O3B (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 24291498 53.283] _ 3.10E+06, 4.20E+06|
Q87599 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0525 PE=4 SV=1 168831169 4.89E+01|  130E+07]  140E+07|  150E+07|  B6OE+06| _ TOOE+07|  850E+06
G875A8 |Qrdoredctase Tas, aldoketo reductase family OS=Vibrio parahacmalytious serotype O3K® (srain RIMD 221063%) GN-VPOS1S | g qsoane| garesor|  1ooEsor|  200msor|  240ms0r]  160mn|  asosor|  odoeeor
Q87SB4__|Thiokdisulfide interchange protein DsbC OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP0510 PE=4 SV=1 | 8.05343511| 286E+01|  0.30E+06| _ 0.00E+06| _ 6.80E+0
Q875C7 elyoyl radical cofactor OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=grcA PE=3 SV=1 56 13.92 2106407
087SC8__|Threonine synthase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0496 PE=4 SV=1 610328638 4.65E+01| _ 6.80E+06|  GAOE+06]  G.30E+06|  3.30E+06|  7.20E+06] _ 560E+06
Q87SCO__|Homoserine kinase OS=Vibrio parahaemolyticus serotype O3:G (strain RIMD 2210638) GN=thrB PE=3 SV=1 817610063 844E+01|  180E+07|  250E+07]  270E+07|  150E+07| _ 3.00E+07] _ 260E+07
Putative 4-hydroxy-4-methyl-2-oxoglutarate aldolase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633)
Qg7sDz - [Futative oo T 625 17607  6.80E+06 5.80E+06 8.50E+06
Q87SD6__|Putative DNA polymerase Il beta chain OS=Vibrio parahaemolytious serotype OZK® (strain RIMD 2210633) GN=VP0488 PE=4 SV=1 | 844155844] 173E+01] _ 80E+07  400E+07]  6.90E+07 1.70E+07
QB7SE0__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0484 PE=4 SV=1 109917877 1.75E+02 _ 130E+07]  110E+07|  1.00E+07|  130E*07| _ 150E07| _ 1.50E+07
QB7SE2__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0482 PE=4 SV=1 860703544] 1.63E:02]  0.80E+06]  9.40E+06|  B.10E+06|  330E+06|  1.10E#07]  ©.50E+06
QB7SE3__|Glutamate synthase, small subunit OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VP0481 PE=4 SV=1 404255310 5.25E+01| _ 4.00E+06| _ 3.90E+06
Q87SF3__|Carbamoyt synthase large chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210638) GN=carB PE=3 SV=1| 2.18556175| _1.18E+02 480E+06] _ 440E+06] _ 490E¥06 8.80E+06
Q87SF5  |4-hydroxy~tetrahydh ductase OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=dapB PE=3 SV=1| 416356877 286E+01|  280E+07|  340E+07|  3.10E+07|  210Es07|  270E+07|  200E+07
Q87SF7__[Protein translocase subunit SecA OS=Vibrio parahaemolytious serotype O3KE (strain RIMD 2210633) GN=secA PE=3 SV=1 143171806] _103E+02] _ 400E+06 3.30E+06
Q87SH4__|Penicilin-binding protein activator LpoA OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=IpoA PE=3 SV=1 _| 248756219] 67514 4.40E+06
QB7SH9__[Stringent starvation protein A OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=VP0444 PE=3 SV=1 16.1187441]  243E+01]  920E+06]  180EY07|  120E+07|  540E+06| _ 170E+07| _ 150E+07
Q87514 |30S ribosomal protein S9 OS=Vibrio ious serotype O3:KE (strain RIMD 2210633) GN=rpsl PE=3 SV=1 338461538] 1.46E+01]  750E+06]  7.10E+06|  B.10E+06|  7.00E+06|  1.20E+07]  1.80E+07
Q87SI5___[50S ribosomal protein L18 OS=Vibrio parahaemolyticus serotype O3:KB (strain RIMD 2210633) GN=rplM PE=3 SV=1 563380262 1.60E+01 470E+06] _ 8.90E+06] _ 1.00E507
087500 |Protease DO OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=VP0433 PE=4 SV=1 162637363 481E+01| _ 140E+07|  160E+07|  150E+07|  9.80E+06| _ 130E+07|  1.20E+07
087508 |Outer protein TolC OS=Vibrio icus serotype O3B (strain RIMD 2210633) GN=VP0425 PE=4 SV=1 339366516 480E+01|  180E+07|  170E+07]  1.10E+07|  1.80E+07|  120E+07] _ 1.10E+07
Q87SK3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0420 PE=4 SV=1 802348337 50202  320E+06]  430E06|  B20E+06|  450E+06|  640E+06]  5.30E+06
Q87SL6 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0406 PE=4 SV=1 74820032 1.61E+01 _ 1.80E+06] _ 2.00E+06
QB75R6__[Pyruvate kinase OS=Vibrio parahasmolytious serotype O3K6 (strain RIMD 2210633) GN=VP0356 PE=3 SV=1 650574468 49.041]  1.00E+07|  530E+06]  G80E+06|  550E+06]  6.60E+06
Q875S8 genase 0S=Vibrio p icus serotype O3:KG (strain RIMD 2210633) GN=leuB PE=3 SV=1 449035813 8.03E+01| _ 450E+07|  490E07]  5OOE+07|  860E+07|  450E+07] 4206407
Q87573 |LPS-sssembly protein LptD OS=Vibri parahaemolytius serotype 03K (stran RIVD 2210633) GN-IptD PE=3 SV 179257362] _ 8.92E+01 2.00E+06
Q87ST4__|Chaperone SurA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=surA PE=3 SV=1 93676815 4.74E+01| _ 670E+06|  940E+06|  64OE+06|  6.60E+06|  1O0EY07|  390E+06
Q87SU4__[50S ribosomal protein L21 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplU PE=3 SV=1 60.1041748] 1.15E+01]  7.40E+06]  750E+06|  700E+06|  820E+06]  2.10E+07]  210E+07
Q87SU7__|Malate genase OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 61.7363344]  3.20E:01]  4.90E+07|  550E+07|  450E+07| _ 200E%07|  410E+07]  3.40E+07
0875v0 ic protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 708074534 3.45€+01
G875v6 |[amin ABC transporter, perilasmic thamin-binding protein OS=Vibrio parahaemalytious serotype OJK (sran RMD 221063%) | 11 51s1sts| gesewor|  taoksor|  1soesor] rooeor] rsoew| tj0esor|  1soeeor
QB7SW5__|Uncharaoterized protein OS=Vibrio parahaemolyticus serotype O8K8 (strain RIMD 2210633) GN=VP0307 PE=4 SV=1 350877193 _6.38E+01
I :::l;it;de methionine sulfoxide reductase MsrA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=msrA PE=3 VT P ol el e I ——
Q875X0__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0302 PE=4 SV=1 38277512 2329]  640E%07|  830E+07|  560E+07  350E+07|  540Ev07|  480Ev07
agrsvz (BT el ide 2-phosphod 08=Vibrio p ious serotype OIKG (strain RIMD 2210633) GN=VPO290 PE=3 | 14 5950339|  721E+01  130E+07|  150E+07|  160E+07|  9.80E+06|  180E+07|  1.00E+07
Q875Y9__[50S ribosomal protein L17 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplQ PE=3 SV=1 142857143 142E+01  140E+07]  210E+07]  260E+07 2506407
Q87520 g\r/l:mrected RNA polymerase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpoA PE=3 R M ol cmal e B oedl| e
Q87SZ1__|30S ribosomal protein S4 OS=Vibrio ious serotype O3B (strain RIMD 2210633) GN=rpsD PE=3 SV=1 359223301 283E+01|  120E+07| _ 370E+07|  8.20E+07|  200E+07|  400E+07|  350E+07
Q87522___[30S ribosomal protein 513 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rpsM PE=3 SV=1 63550322 1.03E+01| _ 180E+07|  250E+07]  180E+07|  1.00E+07|  400E+07|  300E+07
Q87524__[50S ribosomal protein L15 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplO PE=3 SV=1 625] 149E:01]  7.20E:06]  140E+07|  7.60E+06|  660E+06|  1.20E+07]  8.70E+06
Q87527 __|50S ribosomal protein L18 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplR PE=3 SV=1 15.3846154| 1.26E+01|  6.0E+06]  740E+06|  5.10E+06|  G.10E+06]  0.60E+06|  7.70E=06|
Q87528 |50S ribosomal protein L6 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplF PE=3 SV=1 677966102 _1.88E+01 390E+06]__1.30E+07
087529 [30S ribosomal protein S8 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpsH PE=3 SV=1 6.15384615] _1.40E+01 6.20E+06 150E+07] _ 1:60E+07
QB7T01__[50S ribosomal protein L5 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplE PE=3 SV=1 106145251 201E+01|  250E+07]  120E+07| _ 200E+07|  190E+07|  220E+07]  2.00E+07
QB7T02__[50S ribosomal protein L24 OS=Vibrio parahaemolyticus serotype O3KB (strain RIMD 2210633) GN=rpX PE=3 SV=1 952380052 1.12E+01
Q87703 __[50S ribosomal protein L14 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=rpIN PE=3 SV= 203252033 _1.36E+01 640E+06| _ 1.80E+07| _ 3.20E+05
Q87706 [50S ribosomal protein L16 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplP PE=3 SV=1 882352041 1.55E+01 1.20E+07| _ 6.00E+06
Q87707 __|30S ribosomal protein S3 0S=Vibrio fous serotype O3B (strain RIMD 2210633) GN=rpsC PE=3 SV=1 8.62068966] _2.56E+01 8.10E+06
QB7T08__[50S ribosomal protein L22 OS=Vibrio parahaemolyticus serotype O3:KB (strain RIMD 2210633) GN=rplV PE=3 SV=1 127212727 _1.21E%01 5306406
Q87709 [30S ribosomal protein 19 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rpsS PE=3 SV=1 105652174 1.04E+01]  120E+07]  G.10E+07|  S4OE+07|  140E+07]  330E+07| _ 250E+07
Q87T12___[50S ribosomal protein L4 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rplD PE=3 SV=1 14]__2.19E+01 6.30E+06] __6.40E+06|
Q87T13___|50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rpIC PE=3 SV=1 229665072 _2.24E+01 1506407 2.20E+07
Q87120 _|ATP protease subunit HslV OS=Vibrio parahaemolytious serotype O3B (strain RIMD 2210633) GN=hslV PE=3 SV=2 | 9.83606557| _1.96E+01 2.70E+06
Q87731 [Tri 0S=Vibrio p. serotype O3K6 (strain RIMD 2210633) GN=tpiA PE=3 SV=1 25390625 26.916] _ 170E+07|  BOOE+07|  400E+07|  260E+07|  200E+07]  200E+07
QB7T36__|Pilin glycosylation protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210638) GN=VP0234 PE=3 SV=1 386189258 4.34E+01|  44OE+07|  520E+07]  580EY07|  4.10E+07|  560E+07]  490E+07
agrtar |30 3.5-epi 0S=Vibrio par serotype O3KG (strain RIMD 2210633) GN=VP0229 PE=4 | 79074966 21226|  670E+06|  760E+06|  9.20E+06|  640E+06|  880E+06|  7.40E+06
Q87T48__|dTDP-glucose 46 0S=Vibrio icus serotype O3B (strain RIMD 2210633) GN=VP0222 PE=3 SV=1 359116022] _ 4,09E+01 1.20E%07
Q87T51 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0219 PE=4 SV=1 11.7021277] _ 20591]  520E+06] _ 650E+06|  5.60E%06 6.40E+06
Ge7Tss | ADP-Logvcero-D-mamrhept i 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=hIdD PE=3 | 4 aueornat|  as9e401 pmp| =
Q87764 __|Putative amidohydrolase OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP0206 PE=4 SV=1 332103321 307E+01]  020E+06]  9.20E06]  B4OE+06|  390E+06|  80E06
Putative 3-chlor y related protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
AT I R 874635569|  3.85E+01 680E+06|  8.90E+06
QB7T85__[50S ribosomal protein L28 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=rpmB PE=3 SV=1 217948718 9026 140E+07| _ 1.30E+07] _ 140E+07| _ 140E+07|  6.40E+05
Q87794 |Putative alpha helix protein OS=Vibrio p: serotype O3K8 (strain RIMD 2210633) GN=VP0176 PE=4 SV=1 208333333 3.02E+01 7.90E+06 6.10E+06
Q7708 |Putative binding protein component of ABC transporter OS=Vibrio parahaemalyticus serotype O3KS (strain RIMD 2210633) | 06E+01 —— s pp——
GN=VPO172 PE=4 SV=1
Q87TA4__|Putative TolR 0S=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 55187638 49.324 350E+06 440E+06| 5708406
Q87TBY__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VPO151 PE=4 SV=1 511182109 70.404]  6.20E+06]  6.70E+06|  7.60E+06] _ 620E+06| _ 6.80E+06]  6.90E+06
QB7TET wval inase [ATP] 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=pokA PE=3 SV=1 | _70205203| _6.00E+01
QB7TES | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0124 PE=4 SV=1 328638498  2.42E+01| _ 440E+06
Q87TES synthetase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210638) GN=VPO121 PE=3 SV=1 599147122 _5.15E+01
Q87TG2__|DNAp 1 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP0107 PE=3 SV=1 30075188| _1.03E+02 260E+06] _ 4.10E+06| _ 3.30E+06
Q877G5__|D inolevulinic acid 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210638) GN=VP0104 PE=3 SV=1 | 19.8300283| 3.92E+01] _ 180E+07|  1.80E+07]  200E+07|  140E+07| _ 180E+07| _ 1.60E%07
Q87TJ2__|Ferritin OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=VP0077 PE=3 SV=1 571428571  199E+01|  3.90E+06| _ 4.40E+06
QBTTJ9__[Oligopeptidase A OS=Vibrio parahacmolytious serotype O3KO (strain RIMD 2210633) GN=VP0070 PE=3 SV=1 212058824 7.69E+01 500E+07] _ 2.70E+07 380E+07
QB7TK1 0S=Vibrio ious serotype O8:KE (strain RIMD 2210633) GN=VP0O68 PE=3 SV=1 375624176 4.92E+01|  550E+07|  G.10E*07  G50E+07|  5.00E+07|  590E+07|  560E+07
Peptide ABC transporter, periplasmic peptide-binding protein OS=Vibrio parahasmolytious serotype O3KG (strain RIMD 2210633)
Qg7TM1  [Peptide ABO transporte 710535783  5.74E+01
Q87TN4 _|Ketol-acid i 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=IvC PE=3 SV=1 530364372 5466]  840E+07|  1.10E+08|  1.10E+08]  820E+07[  1.20E+08|  1.10E+08
Amino acid ABG transporter, periplasmic amino acid-binding portion OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
QBTTRO [ i aats e et 463700677| 275E+01|  350E+07|  370E+07|  G30E407|  1.60E%07|  210E+07|  290E+07
099289 [ Thermolabile in 0S=Vibrio ious serotype OBKB (strain RIMD 2210633) GN=VPA0226 PE=1 SV=2 145033014 474E+01|  470E+06]  4.30E+06|  260E+07 2206107 450E+06
QIALY5 [ Oyolic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:KB (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 485714286 2365]  3.10E%07|  140E%07]  3.10E+07]  930E+08]  460E+07] _ 380E+07
Q9L7P5 |60 kDa chaperonin 1 OS=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=groL 1 PE=3 SV=2 449725777 6.75E+01]  6.90E+07(  7.70E+07|  900E+07| _ 6.10E+07]  1.00E+08]  8.30E+07
Q9ZBA2__|Polar flagellin E OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=flaE PE=3 SV=2 160427807 4.07E+01 190E707]  140E+07]  180E+07] _ 8.60E%06]  1.50E+07
3rd Experiment. (Soulble Fraction)
Accession |D [Coverage  [MW [kDs] [Control GlcNAc GleN [alcNACY2 [(Glcho2 [GlcNAG-GIcN




Table S1 (25/31)
[ATUEM1__[Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 216783217] __ 15485] _ 6.90E+06 T10E+07] _ 1.00E%07] _ 700E+06] _ 7.50E+08]
[ATUET7_|Protein RecA (Fragment) OS=Vibrio icus GN=recA PE=3 SV=1 423868313 26048 140E%07] _ 250E+07|  240E+07]  120E%07] _ 150E%07] _ 150E+07
ATUEX3 | DNA gyrase beta—subunit (Fragment) OS=Vibrio p ious GN=gyrB PE=4 SV=1 116751269 21.652]  760E+06| _ 570E+06| _ 510E+06] _ 9.10E+06| _ 460E+06] _ 400E+06
A9Q6J2__|Protein Rech (Fragment) OS=Vibrio parahaemolytious GN=recA PE=3 SV=1 42.1800948] 22398  130E%07|  250E+07|  240E+07]  1.20E%07|  150E%07]  1.50E+07
A9Q6M1__|DNA gyrase B subunit (Fragment) OS=Vibrio parahaemolyticus GN=gyrB PE=4 SV=1 135294118 18562 760E+06|  5.70E+06] _ 5.10E+06|  9.10E+06| _ 460E+06] _ 400E<06
A9Q603 (Fragment) OS=Vibrio parahaemolytious GN=pgm PE=3 SV=1 265306122]  21248] _ 160E707] _ 110E¥07|  2.10E+07] _ 220E%07] _ 230E707] _ 250E+07
H6BAGS _|Protein Reoh (Fragment) OS-Vibrio parahaemolytious GN-recA PE=3 SV-1 350877193|  18027]  1.00E+07|  280E+07|  220E+07]  7.00E+06| _ 1.30E+07]  140E+07
050286 |Dihydrolipoy! genase OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 557894737] 50956  500E+07] _ 560E+07|  560E+07| _ 530E%07] _ 600EX07| _ 480E+07
051859 |DNA gyrase subunit B OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=gyrB PE=3 SV=2 559006211 89386]  8OOE+06]  360E+06]  GOOE+06| _ 9.60E+06] _ 290E+06| _ 400E+06
POAZW2 | Acyl carrier protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=acpP PE=3 SV=2 181818182 8526  150E07]  140E+07| _ 140E+07 T00E+07] _ 1.00E%07
POA308___|ATP synthase subunit o OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpE PE=3 SV=1 833333333 863]  390E+07]  270E%07| _ 480E+07 400E%07] __ 400E+07
POA481___|50S ribosomal protein L20 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rplT PE=3 SV=1 209145209] 13376 _ 180E+07]  170E+07|  180E+07] _ 370E%07] _ 280E%07| _ B.10E+07
22095 | Tryptophan synthase alpha chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=trpA PE=3 SV=2 335820896] 28583 250E406 2.90E+06)|
22096 ilate phosphori 0S=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=trpD PE=3 SV=1 301204819] 35393 250E%06
22097 | Tryptophan synthase beta chain 1 0S=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=trpB1 PE=3 SV=2 227272727] 42999 _ 6.70E706] _ 970E+06| _ 7.50E+06] _ 750E+06] _ 100E%07| _ 7.40E+06,
22099 synthase component 1 OS=Vibrio p: serotype O3K8 (strain RIMD 2210633) GN=trpE PE=3 SV=2 203327172] 59733 310E706] _ 3.00E+06] _ 1.50E%06
P40607 __|Ad inat 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purA PE=3 SV=3 37.8095434]  47.663]  300E+07|  380E+07|  320E+07|  340E+07|  3.20E+07]  240E+07
P40 11 R 0S=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=rnr PE=3 SV=2 275449102] 94978  1.60E%06 330E+06] _ 2.10E+06,
P46234___|Uncharacterized protein VP2110 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2110 PE=4 SV=2 833333333 1637 170E+06,
P59494___|Maltoporin OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=lamB PE=3 SV=1 41.2037037] 46,933 6.50E+07
P59562 __|UPF0234 protein VP1617 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP1617 PE=3 SV=1 5625]  18.142]  190E+06]  270E+06
59570 |Outer protein OmpK OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=ompK PE=3 SV=1 154135338] _ 20857]  980E+06|  6.20E+06| _ 100E%07]  150E+07|  130E+07  6.10E%06
P59605 ; synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=argG PE=3 SV=1 56.1881188  44489]  750E+07|  9.20E+07|  840E+07]  8.90E+07|  9.70E+07] _ 7.00E%07
59620 protein ArgH OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=argH PE=3 SV=1 213141026]  69314]  1.10E%07|  120E+07|  120E+07]  1.10E%07]  130E+07| _ 1.20E+07
P65129 | Translation initiation factor IF~1 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=infA PE=3 SV=1 16.6666667 8217 9.60E%06 7.20E+06] _ 1.00E+07
66346 |30S ribosomal protein $10 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsJ PE=3 SV=1 339805825]  11713|  160E%07]  200E+07|  2.10E+07|  200E%07]  180E<07| _ 220E+07
P66478___|30S ribosomal protein S18 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpsR PE=3 SV= 50.6666667 8838]  400E+07|  400E+07]  460E+07|  6.90E+07|  580E+07| _ 6.20E+07
66533 |30S ribosomal protein 521 OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=rpsU PE=3 SV=1 14084507 8482 230E%06 2.30E406, 360E+06] __ 2.80E+06
74956 |Lon protease OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=lon PE=3 SV=2 24137931 87757] _ 1.80E+07] _ 230E+07| _ 220E+07] _ 210E+07] _ 210E%07| _ 160E+07
Q79YV4__|OpaR 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2516 PE=4 SV=1 588235294 2362 4506406
Q79vV5__|F ribosyl 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=VP2515 PE=4 SV=1 795454545 20048 1.90E+06,
Q79YW1__|Flagellar motor switch protein FIiG OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP2248 PE=3 SV=1 256410256 38,641
Q79YX4___|Chemotaxis protein GheW OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2225 PE=4 SV=1 408536585 18406]  350E+07|  470E+07|  480E+07]  1.30E+07| _ 130E+07] _ 240E%07
Q79YY3___|BfdA OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VP 1393 PE=4 SV=1 203488372 19.412]  250E+06 5 00E+06 320606
Q87775 factor Tu OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=tufA PE=3 S\ 700507614 43.125
Q87FC8__|ParB family protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1751 PE=4 SV=1 37037037 35671]  540E+06]  480E+06|  560E+06]  5.10E+06]  6.20E+06|  440E+06
QBTFE4__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VPA1735 PE=4 SV=1 313971743 72005] _ 2.60E+06 830706
Q87FF3__|Putative proline genase OS=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=VPA1726 PE=3 SV=1 0.86289549] 114,924, 200E+06
Q87FF4__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1725 PE=4 SV=1 510638298 25459]  690E+06] _ GAOE<06|  450E+06] _ 380E+06] _ 480E*06
G8TFLo  [FTS system gcose-speciic IBG camponert OS=Viri parahsemolytious serotype O3S (tran RIMD 2210630) GN-VPAISST [ gocagsgasl 51120 S—— ——
GeTFLy  [Futative damingpimelte decarborylase protein OS=Vibro parahacmolytous serotype O30 (stain RIMD 2210632) GN=VPAT602 w2l i vy Raeyssau| R—— R p——
QB7TFLE __|Putative AcsD OS=Vibrio parahaemolyticus serotype O8:K (strain RIMD 2210633) GN=VPA1661 PE=4 SV=1 362889984] 69443  230E+07]  310E+07|  G00E+07| _ 260E+07]  330E%07| _ 200E+07
Q87FMO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 560655738 68.729
Q87FM1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1658 PE=4 SV=1 404466501 4422 820E+07
Q87FM2__|Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN-VPA1657 PE=3 SV=1 | 21.8289086] _ 74.942] _ 200E+07|  9.50E+06|  230E+07]  230E+07|  250E+07]  220E%07
Q87FM3__|Ferric vibrioferrin receptor OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 179775281 78834] _ 150E+07]  850E+06| _ 170E+07] _ 150E+07] _ 230E%07| _ 130E+07
Q8TFNT__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1648 PE=4 SV=1 626086957 62733] _ 3.90E+06 350E+06] _ 6.10E%06| _ 450E+06] _ 4.30E+06|
Q87FNG__|Putative GymG protein OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=VPA1642 PE=4 SV=1 7.14285714] _ 18564]  550E%06
Q87FQ8__|Alpha-1.4 glucan phosphorylase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1620 PE=3 SV=1 317013464] __ 92342]  400E+07]  400E+07|  460E07]  270E+07|  480E<07| _ 230E+07
Q87FQ9__|4-alpha—g 0S=Vibrio ious serotype O3B (strain RIMD 2210633) GN=VPA1619 PE=3 SV=1 263085399 8179]  180E707]  180E+07|  210E+07] _ 200E%07] _ 220E707] _ 150E+07
Q87FRO___ |1 4-alpha-glucan branching enzyme GlgB OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=glgB PE=3 SV=1 | 3.17880795] _ 87449]  850E+06|  120E+07|  120E+07]  880E+06|  450E+06]  6.70E+06
QB7TFV6__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1572 PE=4 SV=1 355978261 41766] _ 1.00E+07] _ 160E¥07| _ 120E+07] _ 190E+07] _ 150E%07| _ 1.10E<07
Q87FWS__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1559 PE=4 SV=1 9 16427 4.10E+06
Q87G18___|L-lactate dehydrogenase OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=IldD PE=3 SV=1 160949868 41.373] _ T00E+07| _ 380E+06| _ 120E%07] _ 460E+06|  B60E+06] _ 540E+06
Q87G21__|Prolyl 0S=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VPA1496 PE=4 SV=1 155096012 76.045]  650E+06| _ 120E+07]  1.10E%07] _ 110E%07| _ 120E+07] _ 9.50E%06
G874z |Furinenucleoside phosphoryiase DeoD—type 2 OS=Vibrio arshacmlytious serotype O3K® srai RIMD 221063%) GN=0eoD2 PE=2 | g pgiacel  sse]  1soEsor|  1ooksor] 170807  1s0m|  1soesor|  10eeor
087G48__|Outer ipoprotein OS=Vibrio ious serotype O3KG (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 285714286 8665 7.60E%06 800E+06] _ 7.60E+06] _ 7.80E+06
Q87G77__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VPA1440 PE=3 SV=1 564784053 3437 5.60E706
087GB9__|Azurin 0S=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=VPA1428 PE=4 SV=1 706666667] 15819  550E07]  B20E+07|  510E+07| _ 560E%07]  490EX07| _ 380E+07
Qs70A0 [Futaive ghtathione S-ransferase famiy protein OS=Viri parahacmolytious erotype 03K (irain RIMD 2210639) GN-VPAIAIT | g1 p1ag15p  pgses|  110me07]  1s0Eeo7|  150ew0n| 1s0me07|  1soEsor|  1o0esay
G87085 |Matose/mattodextrin import ATP-bindingprotein Malk OS=Vibioparahaemoltius sertype 03K (tran RIMD 2210633) GN-1akk | 5 gagy 704 41 13 ——
Maltose ABC transporter, periplasmi & protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633)
g7GBG  [Maltose ABG transporter 734693878 a21
08700 e CoA thioester hydrlase-related protein OS=Vibrio parahasmolticus sertype OIKG (tran RIMD 2210633) GN=VPAT387 47.626087 R P S U
Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 13.9473684] _ 42312| _ 150E+07| _ 6.80E+06] _ 170E+07|  200E+07|  230E+07| _ 140E%07
Putative 3-oxoacyl-(Acyl carrier protein) 0S=Vibrio p serotype O3KB (strain RIMD 2210633)
graL1  [Putative 8 oxoacyr (ol 112970711 25224 140E+07 1408407, 220E+07
Q87GL7__|Putative i 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN-VPA1208 PE=4 SV=1 | 189473684] __ 32.188| _ 120E+07] _ 8.00E*06 BOOE+06| _ 7.60E+06] _ 1.10E%07
Q87GM2__|Putative antioxidant OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1293 PE=4 SV=1 955414013 16468  500E%06] _ 820E+06
asraTs [ 3 dehydrogenase OS=Vibrio ious serotype O3KS (strain RIMD 2210633) GN=VPAI230 PE=3 | g g3sa16 50271  250E+07|  270E+07|  970E+08|  190E+07|  150E%07|  1.30E+07
QB7GT9___|UPF0265 protein VPA1226 0S=Vibrio parahaemolyticus serotype O8:K (strain RIMD 2210633) GN=VPA1226 PE=3 SV=1 115384615 12401 460E+06
Q87GW0 oA reductase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1205 PE=3 SV=1 13.0081301 26215] 170107 _ 110E¥07| _ 2.10E+07] _ 130E+07] _ 170E%07] _ 120E+07
Q87GWI__|Acetyl-CoA acet 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA1204 PE=3 SV=1 241293532 41.487]  1.10E+07| _ 120E%07] _ 140E+07 210E%07| __ 8.80E+06
Q87GX9__|Outer protein OmpA OS=Vibrio parahaemolyticus serotype O3KB (strain RIMD 2210633) GN=VPA1 186 PE=3 SV=1 158054711 35991 710E+06] _ 460E+06] _ 7.80E+06] _ 440E+06
G876Y0 |hospho--dehycro-3-deoxyheptonate aldlase OS=Vibio parahasmolticus serfype OOK (tran RIMD 2210633) GN-VPATISS | gy iazel 9007  1soesor|  20Es07] 200807 240807 2z0s0r|  1soeeor
as7Gva [T 2 0S=Vibrio . serotype O3:K6 (strain RIMD 2210633) GN=tkt2 PE=3 SV=1 285067873 71978  140E+07|  200E+07|  170E+07]  160E%07|  170E%07| _ 1.70E+07
Q87GY5__|T 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=tal PE=3 SV=1 613924051 34784]  470E+07]  510E%07|  450E+07| _ 590E+07]  480E%07| _ 490E+07
Ge7H0z |Qrdoreductase, ldoketoreductase 2 famiy OS=Vibio parahaemolyicus serotype 03K (stran RIMD 2210639 GN-VPAI163 PE-4 ¢ pugoiopel  sg06s|  50Esos|  580Es0s| 5508400 0800108 5402406
Q87H16___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1149 PE=4 SV=1 171497585 45331]  140E+07| _ 2.10E+07| _ 120E%07] _ 170E%07| _ 140E+07] _ 1.20E%07
Q87HD1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1034 PE=4 SV=1 885311871 55.347 530E+06 160E+07] _ 6.00E%06
Q87HD8 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1027 PE=4 SV=1 220125786] __ 17.747] _ 400E+06] _ 310E+06| _ 7.50E+06 240E+07] __ 1506+07
Q87HF4__|L-allo—threonine aldolase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1011 PE=4 SV=1 221556886 36.086]  1.90E+07| _ 260E+07|  250E+07]  260E+07| _ 270E+07] _ 200E+07
Q87HGO _|D-lactate genase OS=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=VPA1005 PE=4 SV=1 0.15492058] 64257  7.10E+06]  GOOE+06|  1.00E+07|  7.40E+06]  480E+06|  7.20E+06
Q87HI__[Forric asrobacti receptor OS=Viorio parshacmolytious serotype O3K6 (strsin RIMD 2210639) GN=VPAOS70 PE=3 SV=T 344827586 79175  5.10E%06 530E+06|  540E+06]  8.20E+08] _ 500E+06
Q87HM7 éc";" acid bi 08=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPA0936 PE=4 | »q 395qg49 43653|  200E+07|  280E+07|  250E+07|  200E+07|  250E+07|  1.90E+07
Q87HMS__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ935 PE=4 SV=1 484581498] 25657 250E+05 4.80E+05 350E+05
Ge7Hp1 | NADIP) transhycrogenase subunit apha OS=Virio parahasmolticus serotype O3S (strain RIND 221063%) GN=VPAD922 PE=D isiarisl  sa772| 9708406 160m07l 140m07|  100e07] 8508406
Q87HP2 NAD(P) transhydrogenase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0921 PE=3 SV=1| 1.74672489 48.614 4.40E+07
Q87HP4__|Transoriptional regulator OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ919 PE=4 SV=1 236363636] 24857  6.60E06] _ 950EX06| _ BOOE06| _ 850E+06] _ B1OEX06| _ 2.70E+06,
Q87HS4 __|Heme transport protein HutA OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPAQ8E2 PE=3 SV=1 184704185] 77294 190E%07, 130E+07] _ 160E707] _ 210E%07] _ 1.20E+07
Q87HS7 __|UDP-glucose 4-ep 05=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPAQ879 PE=3 SV=1 236686391 36934 540606
QB7HVE [ UPFO312 protein VPAU50 OS=Vibrio parshaemolyticus serotype OKO (strain RIMD 2210633) GN=VPAJB50 PE=3 SV=1 26984127 20283  190E+07| _ 230E+07| _ 200E+07] _ 180E+07| _ 170E+07] _ 150E%07
Q87101 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ805 PE=3 SV=1 115591398  40297]  980E+06|  8.10E06  1.00E%07 7.90E+06] __580E+06
Q87103 [Serine hyd 2 0S=Vibrio p: serotype O3K6 (strain RIMD 2210633) GN=glyA? PE=3 SV=1 556844548 46.478] _ 4.70E+06
Q87105 |Glycine carboxylating) OS=Vibrio cus serotype 03K (strain RIMD 2210633) GN=govP PE=3 SV=1__| 094339623] __ 104.056] __ 340E+06
Acetyl A carboxylase carboxyl subunit beta 2 0S=Vibrio parahaemolytious serotype O3:K8 (strain RIMD
Q7T [ e e 242214533|  32136|  6.50E%06 690E+06|  8.10E+06|  7.50E+06
Q87138 __|Catalase-peroxidase 2 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) GN=katG2 PE=3 SV=1 165745856] __ 80.653] _ 380EX07
Q87147 __|Putative N-acetyltransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ759 PE=4 SV=1 559006211 18342
Q87198 |Putative 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VPAQ708 PE=4 SV=1 142857143] 20949 6.30E406, 740E+06] __ 9.30E+06,
Q87IE2___|Putaive Fe-regulated protein B OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPAQ664 PE=3 SV=1 179640719] __ 74.159
lron(lll) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD
Q7 [ e e 241721854 3351|  140E+07|  400E+07|  440E+07|  170E+07|  540E+07|  160E+07
Q871G4__|Putative i 0S=Vibrio p yticus serotype O3:KG (strain RIMID 2210633) GN=VPA0642 PE=4 SV=1 | 306976744] __ 24317| _ 8.70E+06| _ 9.20E+06]  9.10E+06| _ 120E+07]  9.00E+06
Q871G Arinine ABC transporter, periplasmic arginine-binding protein S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) T 2 csomros]  ozoescsl  szomcos MR osoceos
GN=VPA0637 PE=3 SV=1
Qa7 |Cytechrome o ubiuinol oxidase, subuni | OS=Virio parahaemoltcus serotype O3K (irain RIMD 2210633) GN-VPAOGZT PE=4 | g pynggags| 32720 120508 5508405
Q87105 __|Acetate kinase 2 OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=ackA2 PE=3 SV=1 18.1360202] 42621  230E+07|  250E%07]  240E+07|  260E+07]  270E%07]  220E%07
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ATP-binding component of molybdate transport system OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633)
QeI [ATP binding component 165289256  55.367 1.60E+07, 1.80E+07,
Q87IMI__|Tryptophan synthase beta chain 2 0S=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=trpB2 PE=3 SV=1 122850123] _ 44222|  990E+06|  100E+07]  780E+06| _ 1.10E07|  8.10E+08] _ 7.00E%06
Q87P0___|Aloohol genase OS=Vibrio icus serotype 03K (strain RIMD 2210633) GN=VPA0566 PE=4 SV=1 293193717] __ 40204] _ 410E707] _ 310E+07| _ 180E+07] _ 130E%07] _ 180EX07| _ 130E+07
Q87P4__|Putative i 0S=Vibrio p yticus serotype O3:K (strain RIMD 2210633) GN=VPAO562 PE=4 SV=1 088235294] 73916  390E+07]  400E+07|  500E+07| _ 530E%07]  620E%07| _ 5.10E+07
G814 |God shock DNA-Binding omai protein OS=Viri parahaemolytcus serotype 036 (stran RIMD 2210633) GN-VPADS52 PE=4 262318841 oal 270007 290m07|  a20m07|  3a0E+07| 3608007 2608%07
Q87151 |Putative 0S=Vibrio . ious serotype O3K6 (strain RIMD 2210633) GN-VPA0535 PE=3 SV=1 407801418] 61622  330E+07] _ 390E+07|  330E+07]  370E+07] _ 290E%07| _ 320E+07
Qg71v2 idine m—acety 0S=Vibrio parahacmolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0474 PE=4 SV=1 852272721] 21118 500E+06
Q871¥8__|Prolyl endopeptidase OS-Vibio parahsemolytious seratyps OZK6 (strain RIMD 2210633) GN-VPAG468 PE=4 SV=1 265251989 84.193 1.10E707]  9.10E706|  100E+07| _ 1.10E07]  5.30E+06
Q87120 |Universal stress protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPA0466 PE=3 SV=1 85106383 16344 620E+06] _ 1.60E07] _ 1.10E%07| _ 140E+07| _ 7.80E+06] _ 1.10E%07
087J02__|Catalase-peroxidase 1 OS=Vibrio icus serotype O3 (strain RIMD 2210633) GN=katGl PE=3 SV=1 166435506] __ 80.435] _ 380EX07
087J24___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA429 PE=4 SV=1 681818182] 20192  150E707] _ 260E+07| _ 250E+07] _ 220E%07] _ 160E707| _ 130E+07
087025 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0428 PE=4 SV=1 16374269]  19.051] _ 840E+06| _ 1.00E+07 4.10E+06
Qs7a25 | Coproperahyinogen oxidase homolog Phull OS=Viri parahacmelytious serotype 03K (srai RIND 2210633) GN-VPAD421 PE=4 | 19504155 sost| 600008l 950m08]  000E+06|  B70E+08|  208+08| 7608405
qg7430 _|Homin ABC transporter, periplasmic hemin-binding protein HutB OS=Vibrio parahacmolytious serotype O3K6 (strain RIMD 2210633) | 10 2e0co o 031 acoe0s|  500E+08|  460me0s|  560m08|  5308+08| 530405
GN=VPA0423 PE=4 SV=1
Q87433 |LuxT OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VPA0420 PE=1 SV=1 241830065] __ 17491]  630E+06] _ 100E+07|  850E06| _ 810E+08] _ 570E706| _ 6.10E+06,
087041 |NH(3)-dep NAD() 05=Vibrio p yticus serotype O3:K (strain RIMD 2210633) GN=nadE PE=3 SV=1 507246377 3021] _ 820E%06 740E+06] _ 7.70E+06] _ 6.90E%06] _ 550E+06
087054 |Putative ami 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VPA399 PE=4 SV=1 183246073 42.13]__ 2.60E+06,
087078 |Adenylosuccinate synthetase OS=Vibrio p icus serotype O3K6 (strain RIMD 2210633) GN=purA PE=3 SV=1 33492823| 45624  590E%06] _ 440E*06 6.90E+06 620E+06
Q87J81 uvate synthase OS=Vibrio icus serotype 03K (strain RIMD 2210633) GN-VPA0372 PE=3 SV=1 542138365 83,088 77007
087086 |Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN-VPAQ367 PE=3 SV1 | 229651163] 38671  250E+07] _ 210E+07|  220E+07|  240E+07]  250E+07|  180E+07
Ge7aps |Fuative outer membrane proten OmsV OS=Virio parahacmalyiousseotype O3IK6 sirain RIMD 2210639 GN-VPAG3I8 PE~4 weot1ors|  28131] 1108407 1102007 teomeor|  160m07 070806
Q87JF1__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0302 PE=4 SV=1 697674419 14722 200E+06
087JG6__ |60 KDa chaperonin 2 OS=Vibrio parahaemolyticus serotype O3K® (strain RIMD 2210633) GN=groL2 PE=3 SV=1 958646617 5631 810E706] _ 650EF06| _ 170E+07]  530E706| _ 420E+06
Q87JN8___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0210 PE=4 SV=1 2727271273 8694
G87JR8__|Phospho-beta B 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN-VPAQ180 PE=3 SV=1 107991361 5296]  470E+06] _ 930E+06|  410E06| _ 870E+06] _ 620E+06| _ 150E+06
087058 |Biosynthetic arginine decarboxylase OS=Vibrio p cus serotype O3 (strain RIMD 2210633) GN=speA PE=3 SV=1 640625 7202] _ 820E+06] _ 580E+06| _ 880E06| _ 100E%07]  570E+06| _ 450E+06
087059 |Agmatinase OS=Vibrio p ous serotype 03K (strain RIMD 2210633) GN=VPA0169 PE=3 SV=1 555555556] 33374 2.00E%06
Q87JT2__|Putative outer membrane protein OS=Vibrio parahacmolytious serotype O3K6 (strain RIMD 2210633) GN=VPA0166 PE=4 SV=1 140401146 3795]  520E+07] _ 330E+07|  440E+07] _ 560E+07] _ 590E%07] _ 340E+07
Ge7aUs[Blopolymer ransport protin ExbB-related protin OS-Vibrio parahasmolytcus serotype O3K (izain RIMD 2210632) GN-VPAOISZ | 5 g7 o7 Py
Q87Jv4__|D-lactate dehydrogenase OS=Vibrio ous serotype O3KG (strain RIMD 2210633) GN=VPAO144 PE=3 SV=1 126888218] __ 36.686]  BOOE<06| _ 580E07| _ 1.00E%07 1506407,
Q87JV9__|Putative PmbA—related protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPAQ139 PE=4 SV=1 29082774] __ 47661] _ 550E%06] _ 6.00E+06 5 60E+06
Q7uw5_|Putative ABC transporter substrate-binding protein OS=Vibrio parahaemolytious serotype OJK (strain RIMD 2210633) agc0r5000| 34726 1100001 s0ev08]  790m408] 7405408 350£406
GN=VPA0133 PE=4 SV=1
Q87JW6__|Putative transcriptional activator OS-Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN-VPAO132 PE=4 SV=1 318181818 24852 9.40E+06,
Q87JW7__|Hydroxyethylthiazole kinase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=thiM PE=3 SV=1 13.3079848] _ 27.713] _ 3.70E+06| _ 1.40E%07] _ 970Ex06| _ 1.10E+07
QB7KGZ__[Outr membrane roten O OS=Vbri prshasrioicus seroyps OE6 eran FIMD Z210633) GN-VPAUSG PE=4 SV-1 654205607] 23453 190E707]  B70E+06|  150E07|  480E+08] _ 220E%07|  130E+07
Q87K60 phosp inase OS=Vibrio pa us serotype O3:K6 (strain RIMD 2210633) GN=nagB PE=3 SV=1 413533835] 29639 280E707] 1506107 _ 530E707] _ 230E707] _ 250E+07]
- ProPable anscriptional regulatory protein VPAODT OS=Vibrio parahaemolytious serotype O3KS (strain RIMD 2210633) 121008130 26431 a70m08] 420208  510E+08|  360E+08|  3508+08| 4102405
GN=VPA0011 PE=3 SV=1
GuKas [Feptide ABD ansporer, ATP-binding potein OS=Vibioparahaemoytous serotype O3KS (tran RIMD 2210633) GR-VPAOOOS | 3 g0g14g . p—— S——
QBTKA4 | ATP synthase subunit b OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=atpF PE=3 S 435897436] 17549  100E707]  380E+06|  110E07| _ 880E+06] _ 990E<06| _ 600E+06,
QBTKAS___|ATP synthase subunit delta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpH PE=3 SV=1 847457621] 19405 420E706] __ 340E+06
Q8TKA6 | ATP synthase subunit alpha OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=atpA PE=3 SV=1 634799235] 56601
Q87KA7 __|ATP synthase gamma chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpG PE=3 SV=1 486111111 31839]  210E+07]  250E+07|  240E+07|  240E+07]  190E+07|  2.10E+07
Q87KAS__|ATP synthase subunit beta OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 565310493 50664]  9.80E%07 950E+07| _ 820E+07] _ 890E+07| _ 870E%07
Q87KB5 | Lthreonine dehydratase OS=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=ilvA PE=3 SV=1 149514563 56568]  870E+06|  120E+07|  6.60E+06] _ 130E%07| _ 9.10E+06] _ 7.10E+06
Q87KB6 | Dihydroxy—acid dehydratase OS=Vibrio ious serotype O3 (strain RIMD 2210633) GN=ilvD PE=3 SV=1 42903752 65605] _ 290E+07]  440E+07|  350E+07| _ 440E+07] _ 370E%07| _ 320E+07
GeKer  [Branched-hain aino acd am 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VP30B0 PE=3 | 5o o[ o I ol avomor]  asoms0r|  sooeor|  320ee07
Q87KBY synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP3058 PE=3 SV=1 273722628 59.194 T40E+07, 180E+07] _ 6.70E%06
Q87KG3_[Triokdisulfds interchangs protein OS=Vibrio parahaemlytious serotype O3KS (strain RIMD 2210633) GN=VP3054 PE3 SV=T 10 22805|  470E+06]  6.00E¥06| _ 66OEX06| _ 520E+06] _ 520E+06] _ 500E+06
O mutase OS=Vibrio parahaemolyticus serotype O3KG (strain RIVD 2210638) GN=purk PE=3 | ¢ oo [ 10 o ——
Q87KFO__|Ph imidine synthase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=thiC PE=3 SV=1 216718266] 72431 _ 1.70E%06] _ 180E*06 180E+06,
Q87KF6 inopeptidase P OS=Vibrio p ious sorotype O3KG (strain RIMD 2210633) GN-VP3021 PE=4 SV=1 402684564] 65515  240E%06]  560E+06 830E+06| __560E+06
Q87KG4___|DNA helicase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP3013 PE=4 SV=1 082872928 82398 300E+06| __1.30E+06,
QB7KH7__[Transoription termination factar Rho OS=Vibrio parahaemalytious serotype O3KG (strain RIMD 2210633) GN=rho PE=3 SV=1 906921241 46789 580E+06 B90EX06| __ 6.10E+06,
Q87KI9 o " inase OS=Vibrio p icus serotype O3B (strain RIMD 2210633) GN=hemG PE=3 SV=1 352564103 34093 _ 750E%06 6.50E706 7.40E+06
Q87KJ3__|Diaminopi decarboxylase OS=Vibrio fcus serotype O3 (strain RIMD 2210633) GN=lysA PE=3 SV=1 275779376] __ 45861]  750E+06] _ 120E%07|  7.80E+06] _ 130E%07] _ 1.10E¥07| _ 7.70E+06,
Qoo |Transeription erminationaniermination protein NusG OS=\Vibrio parahacmalytious serotype O3K® (srai RMD 221063%) GN-nusG | 5 yoggosasl 20690 g
Q87KQO__|50S ribosomal protein L11 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=rplK PE=3 SV=1 408450704] 14693 _ 340E+07] _ B10E<07| _ 760E+07]  870E+07]  790E%07] _ 7.40E+07
Q87KQ1__|50S ribosomal protein L1 OS=Vibrio parahacmolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpIA PE=3 SV=1 626609442] 24676  700E%07|  780E+07|  080E07|  9.30E+07|  940Ex07|  7.70E+07
Q87KQ2__|50S ribosomal protein L10 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=rplJ PE=3 SV=1 364197531 17.333 9.30E+06 570E+06] __9.60E+06,
Q87KQ3__[50S ribosomal protein L7/L12 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rplL PE=3 SV=1 295081967] 12184 _ 270E707] _ 320E+07| _ 370E+07]  330E%07]  390E%07| _ 340E+07
Ge7Kqe | 2NAGreotod RNA polymerase subunitbeta OS=Viri parahaemolytcus srotype O3 (tran RIMD 2210630) GN-rpoB PE=3 123001030 14045|  a00m07|  350Ee07| 3408007  330mv071]  ss0me0r]  aoomsor
GuKas |DNA-drectod RNA poymerase suburitbeta OS=Viorio parahaemolytcus serotype 03K (stran RIND 2210639) GN-1p00 PE3 | gusgpuapel  15as22]  20Es0r|  aooesor]  azowor|  adoesdr|  sooeso]  sooesor
Q87KQ6__|Regulator of sigma D OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2920 PE=3 S 981595092 18603 13007 170E:07] _ 160E%07] _ 150E+07| _ 1.00E+07
Q87KR5__|DNA-binding protein HU—2 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 637362637 9562 8.00E%07
Q87KS6___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2900 PE=4 SV=1 68| 57103 1.70E+06, 270E+06
Q87KS8__|Phosphoribosylamine—glycine ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purD PE=3 SV=1 20979021 45762 390E706
Q7iro [ Biunctonal purine iosynthese protei Pur OS=Virio parahaemolyious serotype 02K (irain RIMD 2210630 GN-puH PES | 14ooneos| 7006  730me00|  1o0Eeo7|  to0esdn| 180E7|  170Ee07] 1 10Eeey
Gorus [Acebi-Con viase, biotin 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN-VP2881 PE=4 | oo o[ oo somor| 1o0m0r] 2008007 1808e07
Q87KUT__|Acetyl A 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=acsA PE=3 SV=1 338461538] _ 71702]  730E+07]  660EX07|  490E+07| _ 550E%07]  480EX07| _ 590E+07
Q87KV2__|Fumarate hydratase class Il 0S=Vibrio ious serotype O3 (strain RIMD 2210633) GN=fumG PE=3 SV=1 496746204] 48703
Q87KW2__|Aspartate ammonia-tyase OS=Vibrio parahaemolytious serotype O3KS (strain RIMD 2210633) GN=VP2863 PE=3 SV=1 130434783 527]  7.10E+06]  840E+06|  6.10E+06|  7.20E+06]  7.30E+06]  530E+06
Q87TKWS p 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN-VP2860 PE=3 SV=1 445544554] 22973 590E%07]  670E+07|  620E07]  540E%07]  680EX07| _ 490E+07
Q87KX0__|ATP phosp inase OS=Vibrio fous serotype O3 (strain RIMD 2210633) GN=pflA PE=3 SV=1 165625 34561 140E+07]  250E+07] _ 260E%07|  160E+07]  160E%07] _ 150E%07
Q87KX9__|Elongation factor P OS=Vibrio parahacmolytious serotype O3K6 (strain RIMD 2210633) GN=efp PE=3 SV=1 170212766] _ 20571]  920E+06| _ 140E+07] _ 150E%07] _ 140E%07| _ 1.10E+07] _ 1.00E%07
Q87KZ3__|Protein-export protein SeoB OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=secB PE=3 SV=1 233766234] __ 17.162] _ 1.10E%07] _ 130E+07|  140E+07] _ 140E%07]  170E+07|  150E+07
CLCER P mutase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) | », Goggog9|  55.083|  230E+07|  240E+07|  260E+07|  320Es07| 320407 2608407
Q87L07 __|RNA-binding protein Hfq OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=hfq PE=3 SV=1 436781609 9833] _ 260E+07] _ 370E+07|  350E+07] _ 370E+07] _ 310Ex07| _ 220E+07
Q8713 |Tryptophan—tRNA ligase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=trpS PE=3 SV=1 650887574] 37624  650E+06]  68OE+06|  7.60E+06|  6.20E+06]  720E+06|  7.40E+06
8720 |Acetylorithine aminotransferase OS=Viria fous serotype O3 (strain RIMD 2210633) GN=argD PE=3 SV=1 317617866] _ 43334] _ 190E+07] _ 100E+07| _ 170E+07] _ 290E%07] _ 110E%07] _ 190E+07
ag7L21 Argmme = 0S=Vibrio p. icus serotype O3KG (strain RIMD 2210633) GN-VP2796 PE=4 SV=1 442477876] 37,689 4.90E+06 520E+06] _ 190E+06] _ 2.20E406
Q87L22 PE:3 St 5-semi de dehydrog 0S=Vibrio p: icus serotype O3KG (strain RIMD 2210633) GN=astD | ¢ os0a01 ) 52020|  380E+06|  8O0E+08|  5.40E+06|  4.30E+06 3.40E+06
Q87123 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2794 PE=4 SV=1 296577947] 29195 _ 220E%07] _ 310E+07|  140E+07] _ 330E%07] _ 190E%07] _ 220E+07
Q87L24 __|Phosphoribulokinase 0S=Vibrio ious serotype 03K (strain RIMD 2210633) GN=VP2792 PE=4 SV=1 44982699 32737 510E706
Q87138 |Peptidyl-prolyl cis—trans i 05=Vibrio p fous serotype O3:K6 (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 192307692 2825 6.20E%06 910E706] _ 120E+07] _ 830E+08] _ 7.30E%06
Q87143 |30S ribosomal protein 512 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsL PE=3 SV=1 241935484 137]  860Ev06|  1.10E+07]  4.10E+06]  6.70E%06|  1.10E%07]  4.80E+00|
Q8744|305 ribosomal protein 57 0S=Vibrio fous serotype O3 (strain RIMD 2210633) GN=rpsG PE=3 SV=1 557692308] 17749  750E%07]  760E+07| _ 880E+07 _ 830E%07 770E+07
Q87145 |Elongation factor G 1 0S=Vibrio p cus serotype 03K (strain RIMD 2210633) GN=fusAl PE=3 SV=1 207439199 7754] _ 140E%07] _ 150E+07| _ 140E+07] _ 160E%07]  160E+07| _ 130E+07
Q8748 |Putative malate 0S=Vibrio p: icus serotype 03K (strain RIMD 2210633) GN-VP2767 PE=3 SV=1 108235294 46.135] _ 760E+06| _ 6.90E+06| _ 740E+06] _ 750E+06| _ 940E+06] _ 6.80E%06
Q87150 |Cystathionine gamma-synthase OS=Vibrio ious serotype O3:K (strain RIMD 2210633) GN-VP2765 PE=3 SV=1 958549223 41835 _ 8.10E+06] _ 150E+07|  120E+07] _ 160E%07] _ 160E%07| _ 1.10E+07
Aspartokinase II/ ine dehydrogenase, methionine—sensitive OS=Vibrio fous serotype O3KG (strain RIMD
QB7Ls1 [ e oo 972568579|  87.764|  470E+08|  730E+06|  740E+06|  470E+06|  6.90E+06|  7.70E+06
Q87152 ydrofola 05=Vibrio . ous serotype O3K6 (strain RIMD 2210633) GN=VP2763 PE=3 SV=1__| 17.6666667] __ 33271] _ 130E+07]  210E¥07| _ 220E+07| _ 220E%07] _ 240E+07| _ 240E+07
Q87154 uva 0S=Vibrio p cus serotype O3KG (strain RIMD 2210633) GN=ppo PE=3 SV=2 2668187] 99211  200E%07]  210E+07|  250E+07] _ 210E%07] _ 220E%07| _ 200E+07
QgrLss [ acetyeammerglutamyt 0S=Vibrio p fous serotype O3KG (strain RIMD 2210633) GN=argC PE=3 | 55 4491018 36.154|  O40E+06|  850E+06|  120E+07|  790E+06|  5.70E+06|  480E+06
Q87156 Kinase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=argB PE=3 SV=1 235741445] 27089  6.90E+06|  150E+07|  130E07|  180E+07|  140E+07|  1.20E+07
Q87168 |3-dehydroquinate synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=aroB PE=3 SV=1 11.2021858]  40.018|  7.0E+06|  9.10E+06]  7.10E+06|  1.10E+07|  880E+06]  8.10E+06
Q87L72___|30S ribosomal protein $6 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 23255814 14974  200E%07|  280E+07|  390E+07]  360Ex07|  420E+07] _ 350E%07
Q87L75___|50S ribosomal protein L9 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rpll PE=3 SV=1 613333333] 15699  370E+07]  390E+07|  460E07|  480E+07]  450E%07| _ 430E+07
Q87L81__|Glu i 0S=Vibrio p yticus serotype O3K (strain RIMD 2210633) GN=pgi PE=3 SV=1 378181818] _ 60874] _ 510E07] _ 700E+07| _ 540E+07] _ 670E+07] _ 790E%07| _ 470E+07
Q87190 g:}ﬁ;ey;jd;ggsgv[g‘@"“] flavoprotein alpha OS=Vibrio p icus serotype O3KG (strain RIMD 2210633) 6.2600321 68714  500E+06|  6.20E+06|  6.10E+06|  6.20E+06|  6.70E+06|  4.00E+06
Qs7Lor | Site reductase INADPH] hemoprotein beta 0S=Vibrio p ious serotype OZKS (strain RIMD 2210633) 155700343| 64834  GOOE+06|  OO0E+06|  7.80E+06|  9.50E+06|  9.80E+06|  9.20E+06
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Q87196 [Aspartokinase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2715 PE=3 SV=1 202220222] _ 48.777] _ B4OE+06] _ 20E+07] _ 1.80E+07]  1.90E+07] _ 120E+07] _ 130E+07
Q87L98 | Aminotransferase, class V OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2714 PE=3 SV=1 115281501 40759  G90E+06| _ 1.20E+07 7.20E+06
Qo1 |UTPsluoose-t uridylyle 0S=Vibrio icus serotype O3B (strain RIMD 2210633) GN=VP2711 —| 32017 pom—— p——
QB7LA3__[Single-stranded DNA-binding protein OS=Vibrio parahaemolytious serotype OSKG (strain RIMD 2210633) GN=ssh PE=3 SV=1 18.6363636] 19551 T20E+07|  0.70E+06] _ 200E+07] _ 1.00E+07
Q87LB4__|Putative V10 pilin OS=Vibrio parahaemolytious serotype OZ:KE (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 315151515 16796  180E+07|  120E+07]  280E+07| _ 240E+07|  200E+07] _ 250E+07
QB7LE1 __|Putative sigma-54 modulation protein OS=Vibrio parshaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2671 PE=4 SV=1 | 136842105] __ 11023] _ 1.JOE+07| _ 250E+07| _ 2.20E+07, T50E+07| _ 1.40E+07
QB7LF6 | Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2656 PE=4 SV=1 124031008] 13792 5.10E+06, 480E+06] _ 440E+06|  5.80E+06| _ 3.50E+06
GeILF7 |Aspetate carbamoyiransferaseresuatory chain OS=Viri prahaemolytious serotype O3S (tran RIMD 2210630) GN=pvr PE=3 [ g sggspng| 17904 405408 7508406
QB7LF8__|Aspartate 0S=Vibrio ious serotype OBKG (strain RIMID 2210633) GN=pyrB PE=3 SV=1 126213592 34474 340E106]  5.50E+06]  430E+06|  4.80E+06
QB7LF9__|Ornithine carbam OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=argF PE=3 SV=1 386227545 87.021]  3B0E*07|  4.10E07|  G80EY07|  490EY07|  260E+07]  320E+07
QB7LGE__|Valine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=val$ PE=3 SV=1 283610445 108553 4.60E+06, 880E106|  580E06|  6.20E+06|  3.80E+06
QB7LG8__|Probable cytosol aminopeptidase OS=Vibrio parahaemolyticus serotype OZ:KE (strain RIMD 2210633) GN=pepA PE=3 SV=1 10227002 54444  10E+07|  16OEY07|  140E+07|  7.20E06] _ 140E+07| 0.20E+08
Q87LH4__|Deacetylase DAT OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2638 PE=4 SV=1 281030445 47.005 T.30E+07| _ 1.80E+07
QB7LHE__|Permease IIC component OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 12.3042506] __ 48.725 2706107 1.40E+07
Qo7 [ETS system collobiose-specific 1A 0S=Vibrio p icus serotype OZKG (strain RIMD 2210633) GN=VP2635 wosa30003| 11024 50ms07| 170807
Q87LH8 __|6-phospho-beta-glucosidase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2634 PE=3 SV=1 540009091| 48304 9.90E+06 [ 1MOEH08|  6.20E+07
QB7LHY__|Carbohydrate deacetylase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2633 PE=3 SV=1 181474108 28013 1.60E+07| _ 6.20E+06
Q87L10 [ Transcriptional regulator, Lacl family OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2632 PE=4 SV=1 _| 8.27380952] 37699 7.80E+06
Q87LJ5__|Pyrroline-5-carboxylate redustase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=proC PE=3 SV=1 441176471 20.086 7.70E+06 GO0E+06| _7.50E+06
GB7LK1__|Glutathione synthetase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=gshB PE=3 SV=1 221518087 85.218]  140E+07|  110E+07]  150E+07|  1.80E+07|  220E+07]  160E+07
Ge7LKy |Ribosomal RNA smal subunit E OS=Vibrio p icus serotype O3KG (strain RIMD 2210633) GN=VP2610 | 1apco [ oo Sp—— Sp——
QB7LK6 | S-adenosylmethionine synthase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=metK PE=3 SV=1 244791667 41964 _ 1.10E+07| _ 140E+07| _ 160E+07| _ 150E#07|  150E#07]  1.20E+07
Q87LKE [T 1 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=tkt1 PE=3 SV=1 31626506 71.085|  220E+07|  260E+07]  2.40E+07|  2.10E+07|  160E+07]  230E+07
QB7LLI__|Phosphoglycerate kinase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=pgk PE=3 SV=1 62.1761658]  40.707| _ 7.40E+07| _ BBOE*OI|  9.70E+07 9.90E+07] _ 0.00E+07
QB7LLZ__[Fructose-bisphosphate aldolase, class Il OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2599 PE=4 SV=1| 684357542 38856
QB7LL3 __|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2598 PE=4 SV=1 659722222 30.956 3.80E+06
QB7LLB __|D-3-phosphoglycerate dehydrogenase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2593 PE=3 SV=1 | 50.0756098] _ 44.656] _ 430E+07|  5OOE+07|  450Et07|  530E+07|  490E+07|  450E+07
QB7LL9 | Ribose-5-phosphate isomerase A OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210638) GN=rpiA PE=3 SV=1 160550450 23200  G80EX06|  7.10E+06|  680E+06]  7.00E+06]  8.00E06]  4.70E+06
Q87LMB__[tRNA-modifying protein YgfZ OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP2583 PE=3 SV=1 7.14285714]  35507]  370E+06]  590E06|  450E+06|  590E+06|  3.80E+06]  5.10E+06
QB7LNT__|L-aspartate oxidase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2580 PE=3 SV=1 588888889  60.018|  6.80E+06|  O.10E+06]  0.00E+06|  1.00E+07|  9.90E+06| _ 100E+07
Q87LP2__|Pyridoxine 5'-phosphate synthase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=pdxJ PE=3 SV=1 823045267 26.655|  4.80E+06|  590E+06]  680E+06|  5.50E+06]  5.80E+06
Q87LPY__[GTP synthase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=pyrG PE=3 SV=1 16.4835165| 60089  790E+06| _ 550E+06| _ 7.70E+06| _ 1.80E+07]  1.00E+07
Q87LG0__|Enolase OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=eno PE=3 SV=1 561986143 45,533
Q87LG8__|RNA polymerase sigma factor RpoS OS=Vibrio parahaemolytious serotype O3K (strain RIMD 2210633) GN=rpoS PE=3 SV=1 300040439 36.485|  120E+07|  2.10E+07]  1.80E+07|  240E+07|  220E+07]  200E+07
QBTLRI__|Protein RecA OS=Vibrio parahaemolyticus serotype OS:KG (strain RIMD 2210633) GN=recA PE=3 SV=1 37.1757025] 87409  190E+07|  280EY07]  260E+07|  170E+07| _ 2.10E+07] _ 200E+07
QB7LR3__ | Alanine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210638) GN=ala$ PE=3 SV=1 11.8604651 9391]  570Ev06|  9.10E+06]  9.00E05]  9.20E+06|  .70Ev06|  5.40E+06
QB7LR5 | Carbon storage regulator homolog OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=csrA PE=3 SV=1 18.4615385 708 150E%07]  190E+07]  1.70E+07] _ 210E+07]  1.80E+07]  150E+07
Ge7LR7 |Qroacetate decarboniass, ah subunit OS=Vibrio arshaemalytious serotype OIK (strain RIMD 2210639) GN-VPZS#4 PE=4 [ gocapias|  sa0s|  60E408 0705408| 5408408 7405+08]  5.60E+06
QB7LS2__|Glutamate~—cysteine ligase OS=Vibrio parahasmolytious serotype O3K6 (strain RIMD 2210633) GN=gshA PE=3 SV=1 172413793 50.048] _ 2.70E+06,
Q87184 |S-ribosylhomocysteine lyase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=luxS PE=3 SV=1 122093023 19021 500E+06| _ 460E+06| _ 6.80E+06] _ 3.10E+06
Q87LS7__[Signal recognition particle protein OS=Vibrio parahaemolytious serotype OBKE (strain RIMD 2210633) GN=ffh PE=3 SV=1 304347626 50248 5.70E+06] __ 4.60E+06 6.20E+06] _8.90E+06
QB7LS8__[30S ribosomal protein 16 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210638) GN=rpsP PE=3 SV=1 109756098 9,058 140E+07
QB7LT1__[50S ribosomal protein L19 OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=rplS PE=3 SV=2 56.4102564]  13.211]  450E+07|  530E+07|  620E+07|  5.20E+07|  620E+07]  650EF07
Q87LU2__|Pyruvate dehydrogenase ET component OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 | 44.6448703| _ 99.601| _ 640E+07| _ 820E+07|  B20Et07|  GS0E+07|  7.80E+07| _ 6.50E+07
of pyruvate genase complex OS=Vibrio parahaemolyticus serotype OSKG (strain RIMD
QB7LUS [ e 277511962 6493  470Es07|  490E+07|  550E+07|  490E+07| 5208407  3.70E+07
Q87LU4 | Garbonic anhydrase 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP2514 PE=3 SV=1 585585586 26.206
QB7LW3__|Aconitate hydratase B OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2495 PE=3 SV=1 313204798] 04013 260E+07|  9.10E+07|  280E+07|  290E+07| _ 350E+07  300E+07
ron(ill) ABC transporter, periplasmic iron-compound-binding protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD
aBTLWT [ e e v 507418308| 37673 9.00E+07
Putative phospl 0S=Vibrio p yticus serotype OZKG (strain RIMD 2210633)
Qa7Lxo  [Putative phosphoglucon 142553191 52254 7.70E+06
Q87LX1 N,N'-diacetylchitobiose phosphorylase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2487 PE=4 SV=1 23.4413965 90.02 9.90E+06| 2.10E+07| 3.50E+07|
Peptide ABC transporter, periplasmic peptide-binding protein 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633)
Qg7Lxe  [Peptide ARG transporte 21.4285714)  62.865 9.80E+06|  6.60EH07[  B.00E+07
Q87LZ1__|Outer membrane protein U 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=ompU PE=3 SV= 278931751 36.263]  B300E+07|  250E+07]  GOOE+07|  460E+07|  240E+07]  250E+07
Q87122 | Transoription elongation faotor GreA OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=greA PE=3 SV=1 700636043 17.487| _ 2.10E+06, 2406406
Q8725 |Futative RNA-Binding protei contalring KH domin OS=Vibio parahasmolytioussertype OJKG (sran RIMD 2210633) GN-VP2465 | g age7asn| 10004 p—— S——
Q8725 ATP dependent zinc metalloprotease FIsH OS=Vibrio pershaemolytius serotype OSKS (strain RIMD 2210633) GN-fisH PE=3 SV=1 | 543806647 72636 2.60E+06
S protein NusA OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=nusA | 1, o 1™ oo 2 2 o el oomor a70m006
Q87M02__|Translation initiation factor IF~2 OS=Vibrio parahacmolytious serotype O3:KG (strain RIMD 2210638) GN=infB PE=3 SV=1 148066208 09.835|  170E07|  200E+07|  210E+07|  200E+07] _ 2.0E+07| _ 1.60E+07
QB7MO5__[30S ribosomal protein 515 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rpsO PE=3 S 134831461 10057  390E+07|  400E+07|  600E+07|  560E+07|  620E+07|  5.20E407
Q87M06__|Polyribonuleotide nucleotidyltransferase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=pnp PE=3 SV=1 _| 37.6933896] __ 76601|  240E+07|  240E+07|  360E+07|  260E+07|  1.90E+07| _ 260E+07
Q87M22__|Deoxyribose-phosphate aldolase OS=Vibrio parahaemolytious serotype O3:K (strain RIMD 2210633) GN=deoC PE=3 SV=1 426356589 27.727| _ 1.10E+07|  940E+06]  1.10E+07|  850E+06|  B.60E+06|  B50E+06
Qo725 |Furine nucleoside phosphonyiase DeoD—type 1 OS=Vibrio arahacmlyious serotype O3K (srain RIMD 2210633) GN=6eaD! PE3 [ 10 gg0p51 | 25478| 1008407 PP p——
Q87M27__|Phosphoserine phosphatase OS=Vibrio parahaemolytious serotype O3:KE (strain RIMD 2210633) GN=VP2431 PE=4 SV=1 103251534 35774]  6.20E+06|  660E+06|  7.00E+06|  7.80E+06] _ 6.60E+06]  7.70E+06
Q87M30 Elongatlon Factor G 2 OS=Vibio parahsemolytcus serotype O3K6 (train RIMD 2210633) GN=fusA? PE=3 SV=1 531600105  76.319| _ B.80EF07
N 0S=Vibrio icus serotype OSKG (strain RIMD
CUUNTIN bbb g 247813411 35618|  200E+07|  280E+07|  G30E+07|  340E+07|  280E+07  240E+07
Q87MA0__|Putative transoriptional astivator ChrR OS=Vibrio parahacmolyticus serotype O3K6 (strain RIMD 2210633) GN=VP2357 PE=4 SV=1 | 821917808| 23985
QB7MC3__|Proline——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=proS PE=3 SV=1 13.3099825 __ 63.216] __ 440E+06] _ 580EY06| _ 6.60E+06| _ G90E0B| _ 9.80EY06| _ 260E+06
Q87MD7__|Methionine aminopeptidase OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 2210633) GN=map PE=3 SV=1 239726027 s2.827 3.60E+06, 340E+06] __ 8.20E+06
QB7MDE__[30S ribosomal protein 52 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rpsB PE=3 SV=1 334710744] 26791  790E+06| _ 160E*0|  2.20E+07|  780E+06| _ 180E*07|  150E+07
GB7MDY__[Elongation factor Ts OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=tsf PE=3 SV=1 690391450  20.755|  740E+07|  770E+07]  BOOE+07| _ 880EY07| _ 950E+07|  7.10E+07
QB7ME6 | Chaperone protein skp OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210638) GN=VP2300 PE=3 SV=1 289156627 18.488]  1.10E+07|  7.20E+06]  1.{0E+07|  1.40E+07| _ 110E+07|  9.80E+06
- - - = - - - -
Germes |2, hrdronyeci-laoy-carer-protein FabZ 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=abZ | g cec ™ o I o | sooeeosl  90m08| 1102007 7508406
Q87MG7__|Phosphoheptose isomerase OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=gmhA PE=3 SV=1 16.2303665| __ 20795] _ 330E+07| _ 520E+06| _ 460E+06| _ 280E+07|  6.80E+06
Q87TMI2__|4-hydroxy~tetrahydrodipicolinate synthase OS=Vibrio parahaemolytious serotype O3:KG (strain RIMD 2210633) GN=dapA PE=3 SV=1 | 345890411| 31200 _ 400E+07|  480E+07|  380EF0I|  440E+07|  430E+07|  340E+07
QB7TMMY__|Chorismate synthase OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=aroC PE=3 SV=1 13.0193906 39.04]  8O0E+06|  7.80E+05| _ 780EY06|  7.90E+06|  7.10E+06|  5.80E+06
QBTMN5__|Uncharacterized protein OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2197 PE=4 SV=1 14.9425287 18.64]  140E:07]  250E+07]  1.30E+07]  220E+07| _ 160E+07| _ 430E+06
ey |3-eroaei-laeyicarrierprotei] synthase 10S=Virioparahacmalytious srotype 03K (srain RIND 2210633) GN-VP2194 PE3 | o1 saggs0s|  ap501]  1.0Es07 N I
QB7MNY__|Aspartate-semialdehyde dehydrogenase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 B01186044]  87.043|  4.10E+06|  7.0E+06]  590E+06|  340E+06|  6.00E+06|  6.30E+06
Acetyl A carboxyl subnit beta 1 OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
QBTMP2 [ o oy e 974025074|  34008|  BOOE+05|  200E+06|  1OOE+07|  9.50E+06|  1.10E+07|  5.60E+06
QBTMP6__ | Amidophosphoribosyltransferase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=purF PE=3 SV=1 694444444 5601|  280E+06|  780E+06|  GO0E0S|  630E+06|  5.40E+06|  4.80E+06
QB7TMR7__|Alkaline phosphatase OS=Vibrio parahaemolytious serotype OZ:KG (strain RIMD 2210638) GN=VP2163 PE=3 SV=1 323800524 57.843
asTuss  |She genase OS=Vibrio icus serotype O3K6 (strain RIMD 2210633) GN=VP2157 PE=3 | goyecre [ o000
QB87MV7__|Aspartate-semialdehyde dehydrogenase 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=asd PE=3 SV=1 568733154  40.185|  5.0E+07|  GAOE+07]  620E+07|  5.60E+07|  6.50E+07]  540E+07
QB7MWO__| Aldehyde=alcohol dehydrogenase OS=Vibrio parahaemolyticus serotype O%KB (strain RIMD 2210633) GN=VP2121 PE=1 SV=1 416666667 07.062 _ 470E+07] _ 550E+07| _ 500E+07| _ 640E+07| _ 500E+07] _ 6.80E+07
Q8TMHS_[Superoride dismtase OS-Virio parahsemoltious serotype O3IG (tran RIMD 221063%) GN-VP2118 PE- SV=1 653266332 22.157 430E+06] _ 340E+06|  7.10E+06|  3.80E+06
Oligopeptide ABC inding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD
QBTMYS | e A oe! e S 215430856 62342  1.10E+07|  7.10E+06|  180E+07|  150E+07|  1.30E+07|  1.40E+07
QBMZ3__|Phosphate acetyltransferase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2083 PE=3 SV=1 334733804 76631  140E+07|  200E+07]  180E+07| _ 210E+07|  2.10E+07]  160E+07
Q87MZ4__|Acetate kinase 1 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=ackA PE=3 SV=1 319095477  42.086]  200E+07|  250E+07]  250E+07|  260E+07|  240E+07]  200E+07
Ge7Mze [ ABC transporter substrate—binding protein OS=Viro parshacmotious serotype 36 (strain RIND 2210633) GN-VP2080 PE=4 | peggsizial  sg17s|  t1oEso7|  tooesor] 100e7] 11087 rooesor|  sooevos
Q87MZ9__|Putative maltodextrin glucosidase OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP2077 PE=4 SV=1 180921053 70.186
QB7NO7__|Methionine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=metG PE=3 SV=2 406976744]  77.045|  BOOE+06| _ 950EF06|  B90E+06|  88O0E+06|  100EY07|  B80EY06
qe7nts |Tbosomal large subuni idine synthase G OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=riuC PE=3| 5 ppooonl 4o o
QB7N18__[50S ribosomal protein L32 OS=Vibrio parahaemolyticus serotype O3KE (strain RIMD 2210633) GN=rpmF PE=3 SV=2 392857143 6.294]  0.40E+06 1506407 1.00E+07
g7nz1  |Melonl GoA-acyl carir proten lase OS=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VP2055 PE=3 | 7o ocoo [ ) R | | y———| Ry e ———
qe7Nzs  |3erowe-laesi-carrierprotoi] oynthase 2 0=Vibrio parahacmlytous sorotype OJK (strain RIMD 2210633) GN-VP2052 PE2 | 13 5p1155s|  ag306|  500Ev08 11050071 100me07|  7.408e08| 1208407
G8TN2s  [ETS evstem hcose-specific IBC camponert OS=Viri parahaemolticus serotypo O3S (stran RIMD 2210630 GN=VP2046 PE=4| (ppegang]  aoaor|  tsoEsor|  tooesor] 1o0e07] taomr| rsoesor|  ooevos
Q87N36 Pyruvate kinase OS=Vibrio p. ious serotype O3B (strain RIMD 2210633) GN=VP2039 PE=3 SV=1 7 5165(]  190E+06|  300E+06|  5.10E*06]  GOOE+0G|  400E+06|  260E+05
. short-chain dehydrog ductase family OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633)
Qennaz [ Qridoreductase short-c 403225806|  26.994 420E+06 230E+06

Q87N45 30S ribosomal protein S1 OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 46.7625899 60.905 8.30E+07




Table S1 (28/31)
Q87N50__[Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2025 PE=4 SV=1 7.95795796]  76.629]  9O0E+06] _ 7.10E+06|  820E+06]  960E*06] _ 7.30E+08] _ 8.60E¥08
Q8783 [Uncharactrized proten OS=Vibri parehsemolytcus seotype O3S (tren RIMD 2210639 GN-VP1952 PE=4 SV-1 17.0839506] 37643  840E+06]  880E+06|  6.10E¥06|  590E06]  100E+07
ine methylt 0S=Vibrio p icus serotype O3 (strain RIMD
QeTNgs |5, met el udontery g e 292307661 38.487 6.10E+06|  7.00E+06 6.10E+06|  3.80E+06
QB7NB8___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1987 PE=4 SV=1 604395604 19965  1.10E%07 T40E%07|  140E+07]  140E+07]  9.30E+06
Q87N91__|Putative sonsor OS=Vibrio parshacmolytious serotype O3K6 (stran FIMD 2010633) GN=VP'1984 PE=4 SV=T 299539171 48549
0S=Vibrio par icus serotype O3:K6 (strain RIMD

O8TNAT  1910633) GN=metE PE=3 SV=1 CEkIED 8466
Q8TNB5__|Putative translation factor OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP1953 PE=4 SV=1 485436893 22012 4306407
Q87NGO__|Elongation factor P—like protein 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP1948 PE=3 SV=1 138207872 20734 450E+06 8.90E+06

Diaminobutyrate—pyruvate w24 decarboxylase OS=Vibrio parahaemolytious serotype O3K6 (strain
QBINGS | et o rase 814196242  10432|  580Es06|  120E+07 820E+06|  7.90E+06
Q87NCT 2{‘/‘_51“"3 arboxynorsp genase OS=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP1941 PE=4| 1 140604 46471  100E+07|  120E+07|  860E+06|  130E+07|  870E+06|  850E+06

b boxyspermidine decarboxylase OS=Vibrio p serotype 03K (strain RIMD 2210633)
agiNcs  [Qarbouymorseermidine 450928382  42003|  3.30E+06 2406406
QBTNGY__[Uncharasterized protein OS=Vibrio parshacmolytius serotype OKb (strain RIMD 2210633) GN-VP1939 PE=4 SV=1 705882353 18444 1.80E+06| _ 3.90E+06
Q87ND4 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP1934 PE=3 SV=1_| 2.10526316] _85.622
Q8TNDE___|DNA gyrase subunit A 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=gyrA PE=3 SV=1 101366743 9704 120E%07|  170E%07] _ 140E+07]  110E+07]  1.80Ev07]  1.00E+07
Q8INE7__[aTP 0S=Vibrio p icus serotype O3:KG (strain RIMD 2210633) GN=ribA PE=3 SV=1 5 22294]  6.20E+06 6.80E+06
QN7 [Execelldar solute-binding protoin. famil 7 OS=Vibioparahaemolticus serotype 036 (stran RIMD 2210609) GN-VP1ST1 PE2 [ cposcal  agen|  710Es00|  190E407]  410E006] 1506007 Sp——
QBINGS | Aspartate ami 05=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=VP1900 PE=3 SV=1 628019324 45449
QBTNH5 | Asparagine~tRNA ligsse OS=Vibrio parahaemolytius serotype OKE (stran RIVD 2210633) GN=snS PE=3 SV=1 474248027 52557|  6.80E+07|  G6OE+07]  GOOE+07|  6.20E+07|  7.30E+07  550E+07
Q8TNWT b o 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=metA PE=3 SV=1 383386581| 36249 9.60E+06
Q87NX4__[Thermostable carb idase 1 OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1744 PE=4 SV=1 216535433 5733 520E06] _ 460E¥06|  450E+06  260E+06
Q87NY3 _[Histidine kinase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP1735 PE=4 SV=1 147058824 54354 3.20E+05
Q87P08___|Glu 1-dehydrogenase 0S=Vibrio ious serotype O3:KG (strain RIMD 2210633) GN=zwf PE=3 SV=1 578842315 57.604 7.80E+06] __8.50E%06 570E+06] _ 460E%06
Q87P09 | DevB protein 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP1709 PE=4 SV=1 420168067] 25077 1.20E%07
Qg7Pio (S PRospho » decarboxylating OS=Vibrio p serotype O3KG (strain RIMD 2210033) GN=VP1708| 4 gga9  52502|  180E#07|  300Es07|  210E+07|  290E+07|  280E+07|  220E+07
Q87P15__|Aldehyde genase OS=Vibrio serotype O3K8 (strain RIMD 2210633) GN=VP1703 PE=3 SV=1 203557312 55,651 2306407 3306407
Q87P20 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1698 PE=4 SV=1 147590361]  38470]  920E+06|  6.10E06|  650E+06]  750E+06|  7.10E+06|  6.90E+06
agipgy [Adenosine protein VopS OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=vopS | e [~ 1 oo o ool 7s0m06] 1002007 430E406
Q87P37__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1682 PE=4 SV=1 276315789 17116 _ 5.10E%06] _ 100E*07
Ge7Pa7  |Futative ranlocation roten i type Il secrtion OS=Viri parahaemolytcus sertype O3S (stran RIMD 2210630 GNVP1ST! | g sopusong|  soaas|  acoesos|  750Ev0s|  410E+06]  asoesos|  s40Eeae
Q87P59___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1659 PE=4 SV=1 2092257 6703 200E%07|  190E+07| _ 190E+07]  130E+07|  220E%07]  1.10E+07
Q87P60__|Low calcium response locus protein H OS=Vibrio parahaemolyticus serotype O3KB (strain RIMD 2210633) GN=VP1658 PE=4 SV=1 | 20.0123457| __ 18.117| _ 1.00E+07|  220E+07| _ 2.0E07|  1.60E%07|  180E+07|  1.40E+07
Q87P61__|Putative protein PopB 0S=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=VP1657 PE=4 SV=1 551378446]  41.014]  6.80E+06|  660E+05]  590E+06|  7.40E+06|  1.10Ev07]  550E+06
Q87P62__|Putative protein PopD OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1656 PE=4 SV=1 25748503 05.286]  180E+07|  240E+07]  240E+07|  1.60E%07|  240E+07]  150E+07
Q87P63 ic protein OS=Vibrio p icus serotype 03K (strain RIMD 2210633) GN=VP1655 PE=4 SV=1 278637771 34901  520E+07]  740E+07]  630E+07|  7.10E%07]  740E+07]  4.10E+07
Q87PBO___|RNA chaperone ProQ 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=proQ PE=3 SV=1 153110048 2323]  340E+07| _ B20E+06| _ 960E06] _ 7.50E+06] _ 340E+07| _ B50E06
Q87PB3 dase N 0S=Vibrio icus serotype 03K (strain RIMD 2210633) GN=VP1604 PE=4 SV=1 413793103]  08.099]  270E+06]  430E+06]  230E+06 300E+06] __2.10E+06)|
Q87PB5__|Putative NAD—gl 05=Vibrio p. serotype O3K6 (strain RIMD 2210633) GN=VP1602 PE=4 SV=1| 0.68195908|  183.379| _ 280E+06] _ 4.70E%06 3.30E+06
Q87PB7__|Dihydroorotate dehydrogenase (quinone) OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=pyrD PE=3 SV=1__| 7.44047619] 36859 450E+06
Q87PBB__|Cell division protein ZapG OS=Vibrio icus serotype O3B (strain RIMD 2210633) GN=zapC PE=3 SV=1 30| 20763  7.00E+06|  1.20E%07|  B90E05|  620E+06|  7.60E¥06|  6.50E+06
7 Vi ¥ -
ag7pos (S e acy protein] dehy 08=Vibrio p vticus serotype O3KG (strain RIMD 2210633) GN=fabA |y 345437, 18985|  220E407|  320E+07|  280E+07|  320E407|  280E+07|  2.50E+07
QBTPE6 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1564 PE=4 SV=1 227459016] 56383  0.10E+06| _ 110E+07]  870E+06|  870E+06|  100E+07]  790E+06
Ge7PGe |Fumarate and nitate reduction reglaory protein OS=Vibrio parahaemalytious serotype OJK (srain RIMD 2210639) GN-VP15%6 |y yagams| 27016  saoksos|  760Es0s|  630Es06]  saoew0e|  csoevos|  sdoevos
Q87PG7__|Putative stress protein OS=Vibrio parahasmolyticus serotype O3KG (strain RIMD 2210633) GN=VP1535 PE=4 SV=1 10.0033333] __ 35.308]  550E+06]  540E+06|  6.10E%06|  1.80E+07 530E+06
Q87PHE__|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1526 PE=3 SV=1 | 18.8732394] 39658 _ 1.00E%07 1.50E%07| _1.50E+07 1.40E+07
QB7PH7__|Putrescine-binding periplasmic protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP1525 PE=3 SV=1 | 405797101| 38974 290E+06
Q87PK2___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP1501 PE=1 SV=1 11.0970588]  30.055|  GODE+06]  6OOE+06|  630E+06|  590E+06]  480E108|  580E%08
Q87PKS | N-acetyl-D ine kinase 0S=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=nagk PE=3 SV=1 110582781 32.755]  180E+06]  160E+06|  500E+06|  170E+06]  7.80E+08]  6.30E¥06
Q87PM2__|Riboflavin synthase, alpha chain OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP 1480 PE=4 SV=1 541871921 22027 2506406
Q87PRS__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1436 PE=4 SV=1 454545455 27.73]__400E%06 5605706 5406706
Q87PT8 | Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1413 PE=4 SV=1 498866213 49098  7.40E%06 1.90E%06
Q87PUS__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1403 PE=4 SV=1 142566191]  55542]  1.20E+07|  6.70E+06]  1.10E+07 1.30E+07
Q87PV5__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP1396 PE=4 SV=1 233463035 20.853]  1.00E%07| _ 9.50E+06, 7.40E+06] _ 640E+06] __ 0.00E+06
Q87PVE__|Putative C\pA/B type protease OS=Vibrio parahaemolytcus serotype O3K6 (irain RIMD 2210633) GN-VP1352 PE=3 SV=1 260662021  07.801]  370E+06|  1.80E+06]  430E+06 350E+06
g protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD

087003 zzmasa) do ABC transporter. perip 167910448  60.287|  750E+06 120E407|  970E+06|  9.30E+06|  8.70E+08
087040 desuccinylase OS=Vibrio ous serotype 03K (strain RIMD 2210633) GN=astE PE=1 SV=1 847953216] 38813 4.60E+06 460E+06
Q87042 |Putative oligopeptidase 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP1308 PE=4 SV=1 217028381 67.96 240E+06
B 2 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=purT PES3 | ¢ oooeo [ oo —— ——
087056 |Integration host factor subunit alpha 0S=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=hfA PE=3 SV=1 193877551  11.201]  190E+07|  180E07|  280E%07]  190E+07|  200E+07]  250E%07
087059 |Phenylalanine—tRNA ligase beta subunit OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=pheT PE=3 SV=1 | 157308371 __ 87.044] _ 1.80E+07]  1.10E+07|  140E+07|  1.20E%07|  1.10E%07|  1.10E+07
Q87Q60__|Phenylalanine——tRNA ligase alpha subunit OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=pheS PE=3 SV=1_| 119266055 3685 6.00E+06|  B00E+06|  6.80E+06]  880E108]  7.00E%08
Q87Q70__|Threonine—tRNA ligase 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=thrS PE=3 SV=1 887850467  73.714]  100E+07]  130E+07]  120E+07|  1.20E%07]  140Ev07]  110E+07
Q87081 _|Uncharacterized protsin OS=Vitrio parshacmolytious serotype 0K (strain RIMD 2210633) GN=VP1269 PE=4 SV=T 973451327 25.269 7.00E+06 6.10E106] _ 3.80E¥06|  6.50E+06
er087 o sylamin boxamide synthase OS=Vibrio parahasmolytious serotype O3KG (strain RIMD 2210638 | pgccnc [, oo 100 oo I oo moll 1oomsor]  1eome0r] 1208407

GN=purG PE-3 SV=1
087092 [NAD malic enzyme OS=Vibrio parahaemolyticus serotype O3B (strain RIMD 2210633) GN=maeA PE=3 SV=1 12.0096441 6226] _ 8.40E%06 920E+06| _ 820E+06| _ 1.20E%07| _ 1.00E+07
087099 | Thioredoxin reductase 0S=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP1251 PE=3 SV=1 103448276]  34467]  2.10E+07|  1.80E+07 6.80E+06 9.10E+06
0870A3 in 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=serC PE=3 SV=1 28021078]  40.175| _ 250E+07]  200E+07]  260E%07|  30E%07]  290E+07] 2708407
Q87QB9__|Putative reductase VP1231 OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP1231 PE=3 SV=1 4625]  43941]  a50E+07|  410E%07|  420E+07  410E07]  400Ev07|  290E+07
Q87QDY__|50S ribosomal protein L25 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=rplY PE=3 SV=1 869565217|  10408]  120E+07|  120E+07]  150E+07|  150E%07]  160E+07]  130E+07
QB87QE6__|Heat shook protein HslJ 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP1203 PE=4 SV=1 608108108]  16.586]  3.80E+06 460E+06
Q87QG7__|Cystathionine beta-lyase OS=Vibrio p serotype 03K (strain RIMD 2210633) GN=VP1182 PE=3 SV=1 7960199 44603]  120E%07|  140E+07]  980E+08|  130E%07|  140E+07]  140E+07
Q87QJ9 | Gysteine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=cysS PE=3 SV=1 11.0869565]  52014]  380E+06]  7.00E+06|  350E+06|  760E+06]  600E+08]  410E¥06
Ge7aks | etidine losynness biunctional protin HilE OS=Vibi parahacmalytiousserotype 036 (strai RIMD 2210639 GN-isl PE3 | 15 g5 v324 p—— ——
Q87aKe gnEi:gzo\e:glvcero\ phosphate synthase subunit HisF OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=hisF | ¢opcceo [ oo

(5 )-5-[(5 ] imidazole~4-carboxamide i 0S=Vibrio p iou
QBTaKT | Dy oo 6s) cnp e 224489796|  26.363|  6.00E+06|  6.90E+06 460E+06|  GIOE+06|  7.00E+06
Q87aKe gs:]dme biosynthesis bifunctional protein HisB OS=Vibrio parahacmolyticus serotype O3KS (strain RIMD 2210633) GN=hisB PE=3 | g0 1o0ac 39802 p——
Q87QL0__|Histidinol i 0S=Vibrio serotype O3K8 (strain RIMD 2210633) GN=hisC PE=3 SV=1 144508671 38.152]  180E+07]  170E%07|  170E%07]  190E+07]  190E+07]  150E%07
QB7L1__|Histdinol dehydrogenase O5=Vibri us serotype 03K (strain RIMD 2210633) GN=hisD PE=3 SV=1 7.65661253 4607  740E+06]  1.00E%07|  650E+06]  1.10E+07]  890E+08]  8.60E%08
Q87QL2__|ATP phospl 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=hisG PE=3 SV=1 268456376]  02824]  170Ex07|  190E+07]  170E%07|  200E%07]  200E+07]  180E+07
Q87QM1__|Adenylosuccinate lyase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1128 PE=3 SV=1 302631579]  51444]  130E%07]  210E+07|  190E07|  210E%07|  240E+07|  1.60E+07
Q87QP1__|Serine——tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=serS PE=3 SV=1 420089655]  48.767|  220E+07|  390E+07]  2.10E+07|  240E+07|  260E+07 _ 200E+07
Q87QP5__|Leucine-responsive regulatory protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1104 PE=4 SV=1 | 524390244| 18793 _ 200E+07] _ 230E+07| _ 260E+07| _ 280E+07]  260E%07| _ 200E+07
Q87QP6__|Alanine 0S=Vibrio par serotype O3K8 (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 505347504]  30.857|  380E+07|  700E+07]  440E+07|  7.20E%07]  280E+07]  390E+07
Q87QP8__|Oys regulon transcriptional activator OS=Vibrio parahasmolytious serotype O3K8 (strain RIMD 2210638) GN=VP1101 PE=4 SV=1 37037037 36075]  460E+06|  460E+06|  4.20E+06]  400E+06|  3.80E+06|  4.90E+06
87057 __[Putative helicase 0S=Viria ious serotype O3:K (strain RIMD 2210633) GN=VP1072 PE=4 SV=1 278418451 68.714]  180E+07|  150E+07]  150E+07|  1.10E%07]  150E+07]  130E+07
087QT8 _|Peptidoglycan ipoprotein 0S=Vibrio p icus serotype OB:K® (strain RIMD 2210633) GN=VP1061 PE=3 SV=1 | 126436782] 18701 370E06] _ 260E+06|  5.40E+06]  3.60E+06
Q87QT9__|Protein TolB OS=Vibrio parahasmolytious serotype O3K8 (strain RIMD 2210633) GN=tolB PE=3 SV=1 166888889  49.755|  B0E+06]  0B0E+06|  8.90E+06|  9.90E+06]  7.80E+08]  8.00E¥0
G87aUs |Qptoshrome dubiauinl xidae. subunit 1 OS=Viro parahasoytous serotype O3S (strai RIMD 2210633) GN=VP1053 PE=4 1 85873608] 60313 ——
Q87QV2__|Aspartate—tRNA ligase 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=aspS PE=3 SV=1 356418910  65.722|  200E+07|  330E+07]  G.0E+07|  200E%07|  360E+07] 3206407
Q87QWS__[HTH-type ransoiptiona repressor PurR OS=Vibrio parahacmlyteus seotype 03K (strain RIMD 2210633) GN-purR PE-3 SV=1_| 688622754 37.65]__2.20E%06 520E+06] _ 3.60E+06] _ 5.20E+06
agraxe | 1 08=Vibrio p fous serotype O3KG (strain RIMD 2210633) GN=glgC1 PE= 52345679|  45454|  430E+07|  420E+07|  460E+07|  440E+07|  510E+07|  3.60E+07
Q870X7__|DNA 1 0S=Vibri parshacmolyious serotype 03K (stran RIMD 2210633 GN=topA PE=3 SV=T 171232877 97.95 250E+06] __ 3.60E%06
QB7GXS Igv=y : 1o 08 Vibrio p serotype O3KG (strain RIMD 2210633) GN=aroA PE=3 | 951596044 45.066|  580E+06|  100E+07|  800E+06|  850E+06|  7.80E+06|  7.70E+06
Q87QY4 éLF:’\’l?:?;)e]nAd;ng:glgvp;?lease, ATP-binding subunit ClpA OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) 6.48148148 83316 1.00E+06 1.60E+06 2.10E+06 2.20E+06 2.40E+06
Q87QY7__|Isocitrate dehydrogenase OS=Vibrio ious serotype O3:K (strain RIMD 2210633) GN=VP1011 PE=4 SV=1 557354926  80465|  550E+07|  540E+07]  480E+07|  470E%07|  570E+07]  440E+07

Amino acid ABC transporter, periplasmic amino acid-binding protein OS=Vibrio parahaemolyticus serotype O3:G (strain RIMD
Q87029 | e e oy et 472808217 28.354|  270E+07|  320E+07|  280E+07|  290Es07|  270E+07| 2408407
Q87R04__|Formate 05=Vibrio serotype O3K6 (strain RIMD 2210633) GN-VP0994 PE=4 SV=1 53.1662269|  84.466|  580E+07|  780E+07]  7.0E+07|  820E%07|  B70E+07]  8.10E+07
Q87R29 __|UPF0227 protein VP0969 OS=Vibrio parahaemolyticus serotype OZ:K6 (strain RIMD 2210633) GN=VP0969 PE=3 SV=1 446927374 20729 6.10E+06
Q87R36___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0962 PE=4 SV=1 227979275| 43935  180E+07|  110E+07|  120E07|  1.60E%07]  170E+07|  1.30E+07
Q87R38__|Uridine phosphorylase OS=Vibrio p ytious serotype O3:K (strain RIMD 2210633) GN=VP0960 PE=3 SV=1 16.6666667]  26.919]  120E+07  1.10E%07|  1.40E%07]  120E+07]  120E+07]  0.00E%06
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Q87R49__ [Acyl-CoA thi Il 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP0949 PE=4 SV=1 34965035] 32574,
Q87R78___|DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 288888889 9402
GeTR80 | ATPdependent G protease proeolytiosubunit OS=Vibio parahaemolticus sertype 03K (irain RIMD 2210633) GN~olpP PE=3 0 rslB e T T
Q87R81___|Trigger fastor OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=tig PE=3 SV=1 569124424 48225  6500E+07|  6.0E+07|  660E+07|  6.20E+07|  7.20E+07 _ 550E+07
Ge7Re7 |Qt-dearbonlte-binding periplasmi prtein OS=Viri parahaemolytcus seroype 036 (sran RIMD 2210630 GN-VPOSI0PE=4 |y sozsona 7108  110Es07|  tooesor] 200E007]  200e7|  2c0ewor|  2o0evor
Q87RBS protein FolD OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=folD PE=3 SV=1 314685315 30787 350E+06
Q87RD3 ylase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=purU PE=3 SV=1 252707581 316 110E+07
Q87RDS | ArgininetRNA ligase OS=Vibrio parshaemolyticus serotype O3K (train RIMD 2210633) GN-argS PE=3 SV=1 13.6915078 6383 200E+06]  G6OE+06|  660E06|  400E+06|  330E<06|  7.80E+06
Qg7REs|Zino ABC transporter.periplasmic zinc-binding protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) \a1006840|  a2120|  740ev08|  100Ee07|  710mv08|  soomr0s| 1302007  sa0meos
GN=VP0853 PE=3 SV=1
Qe7RE7 |Succiny-CoA ligase (ADP~forming]subunitalpha OS=Viri parahacmelytious serotype 03K (irain RIMD 2210639) GN-VPOB0 | 43 ongner|  p907a|  a70me07|  ofoEeo7|  aroesdn| asoe7]  sooesor|  acoesay
GeTREs [Succivi-CoA liase [ADP—forming] subunit beta OS=Viro parahaemolytous serotype O3S (strain RIND 2210633) GN=0ucC PE=3 [ g5 1010308| 41516 7.905+07- mwes| o | ——— pp——
Diny ine-resi iy ponent of genase complex 0S=Vibrio parahaemolyticus
QBTRED [ e s 35105 Cr v POate e Sucy 443890274|  43675|  700E+07|  7.10E+07|  630E+07|  630E+07|  640E+07|  500E+07
Qs7RFO (2  E1 08=Vibrio fous serotype O3KG (strain RIMD 2210633) GN=VP0847 PE=4 |, g509054|  106.016|  280E+07|  260E+07|  280E+07|  280E+07|  250E+07|  2.10E+07
GeTRF1|Succiate dehydrogenase ron-sulur suburit OS-Viorioparahaemolytus serotype O3KS (stran RIND 2210639) GN-VPO846 PE=3 [ 5 ggnagal 508 ——
O flavoprotein subunit OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=VP0845 PE=3 |, oo [ o I ol o T omwsl 7308+08] 8508406
Q87RF5__|Gitrate synthase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN-VP0842 PE=3 SV=1 438208438 48.188, 980E+07| _ 920E+07] _ 9.00E+07| _ 6.80E+07] _ 740E+07
Q87RF8 0S=Vibrio serotype O3:K6 (strain RIMD 2210633) GN-VP0839 PE=3 SV=1 310218978] 59243  230E+07]  200E+07|  250E07]  260E%07]  280E+07|  260E+07
Q87RG4__|Glutamine—tRNA ligase OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=gin$ PE=3 SV= 104316547 63920 7.50E+06| _ 860E+06]  970E+06| _ 1.10E+07|  1.60E%07]  9.40E<06
PTS system, N-acet pecific TABC comp: 0S=Vibrio p serotype 03:K6 (strain RIMD 2210633)
as7RGs  [B15 evstem. I acetylel 841300191 54543 140E+07|  870E+06|  780E+06|  1.10E+07
Qs7Ra7 |N-2cebigucosamine-6-phosphate deacetyase OS=Vibrio parahacmolytious serotype 03K (srain RIMD 221063 GN=VP082S tooai2iosl 40723 P P P——
Q87RGE [N ine repressor OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN-VP0828 PE=4 SV=1 51980198] 43799 290E+06] _ 340E+06] _ 460E+06|  4.20E+06]  260E+06
GeRHo |Agparaine eynnetase B, utamine-hydralyzing OS=Vibio parahacmalytioussertype 031K (tain R 2210639 GN-POS26 25001760 62273 990Ee08|  890me08|  970m08| 1502007 120007 950Ee06
Q87RH4__|Adenylate kinase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=adk PE=3 SV=1 247663551 2328]  160E+07] _ 130E+07|  940E+06] _ 1.10E+07] _ 960E+06| _ 1.10E+07
Q87RH5___|Chaperone protein HtpG OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=htpG PE=3 SV=1 130914826 _ 72.116] _ 630E+06| _ 830E+06| _ 8.90E+06] _ 120E+07 620E+06
Q87RJ7__|Cysteine synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0797 PE=3 SV=1 748447205 34112
Q87RJ9___|Phosphocarrier protein HPr OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0795 PE=4 SV=1 941176471 9103 260E+07 230E+07
GTRK0 |hosBhocnopyruvate-proein phosphotransferase OS=Vibioparahaemolticus serotype 03K (stran RIMD 2210630) GN-VPOT34 | 50 a00seal o3152|  acoesos|  taoesor| 220807  2a0mn| rsoesor|  1aoeeor
Q@7RK1  [21S system. pecific IIA component OS=Vibrio p: serotype O3KG (strain RIMD 2210633) GN=VP0793 PE=4 | 47 574105 17943|  350E+07|  380E+07|  4.10E+07|  340E+07|  400E+07|  3.80E+07
Q87RL6 | Glutamate—tRNA ligase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=gltX PE=3 SV=1 274261603 5342]  150E407]  220E+07|  150E+07] _ 170E%07] _ 180E+07| _ 130E+07
Q87RLS___|Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 209115282 40.764) 200E+07] __540E+07]
Q87RLY___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0759 PE=4 SV=1 319148936 5569 4.50E+06)|
Q87RM3 N,N'-diacet; 0S=Vibrio p: icus serotype 03:K6 (strain RIMD 2210633) GN=VP0755 PE=4 SV=1 2.49150623 97.595 5.10E+06)
Qe |2 dehydro-3-deonhosphooctonate aldcase OS=Vibio parahacmlytiousserfype O3S (train R 2210699 GN-kdeh PE=3 | 5 gy w070|  ss0mv05|  670ee08|  640mv08| 770008 6502008 5408405
Q87RNS__|Rib oy inase OS=Vibrio p: serotype O3:K6 (strain RIMD 2210633) GN=prs PE=3 SV=1 426751592] _ 33911]  180E+07] _ 280E+07| _ 200E+07|  240E%07] _ 210E+07| _ 170E+07
Q87RPO__|Ribosome-binding ATPase YohF OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=yohF PE=3 SV=1 313315927 41.769 470E%06] __ 540E+06
Q87RQ0__|Leucine—tRNA ligase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=leuS PE=3 SV=1 158693116  96593]  T100E#07| _ 170E+07] _ 150E%07] _ 120E+07| 150607 _ 1.00E%07
Q87RR2__[Serine hyd 1 05=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=glyAl PE=3 SV=1 519230769 45476 _ 7.70E%07 840E+07
Q87RS3__|Lipoprotein OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 446096654]  20052]  1.60E+07|  1.30E+07|  260E+07]  200E+07| _ 190E+07]  160E+07
Q87RU3__|N utilization protein B homolog OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=nusB PE=3 SV=1_| 7.09677419 17559 4.70E+06 4.80E+06 4.80E+06
Q87RU4__[6,7—di i ine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ribH PE=3 SV=1 | 532051282 16422 140E+07] _ 200E+07] _ 200E%07| _ 200E+07| _ 1.90E+07] _ 160E%07
Q87RUS g,\t};(]iihydmxy*Z*butanone 4-phosphate synthase OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=ribB PE=3 | 1, 241402 wuii I I e e
Q87RU9__|Gamma-glutamy! 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=proA PE=3 SV=1 197115385 44665]  GOOE+06| _ 950E+06| _ 740E+06] _ 960E+06| _ 100E+07| _ 6.90E+06
Q87RVS i histidine dipeptidase OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP0671 PE=4 SV=1 979591837] 53592  410E+06]  220E+06|  540E+06| _ 500E+06]  500E+06| _ 440E+06
Q87RV7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0669 PE=4 SV=1 264044944] _ 39042]  160E%07]  190E+07| _ 160E+07] _ 180E%07] _ 160E+07| _ 150E+07
Q87RWO  |Phosphoribosylformylglycinamidine synthase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=purl PE=3 SV=1| 16.0522273| 141597  440E+06|  140E+07|  140E+07|  140E+07|  140E+07|  1.20E+07
Q87RX2__|Chaperone protein DnaJ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=dnaJ PE=3 SV=1 31496063 41 440E706] _ 690E*06| _ 520E+06,
Q87RX3___|Chaperone protein DnaK OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=dnaK PE=3 SV=1 593406593] 69012  450E707]  460EX07|  450E+07|  490E+07]  540Ex07|  480E+07
Q87RZ5 synthase OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0629 PE=3 SV=1 125592417] _ 45.703] _ 560E+06] _6.20E+06, 760E+06] _ 570E+06] _ 4.30E+06
087507 | GMP synthase [gutamie-hydrolyzing] OS-Vibro parahasmolytious serotype O3K6 (stran RIMD 2210633) GN-guah PE=3 SV-1 104448743 57635]  110E%07| _ 130E+07] _ 1.10E%07] _ 210E+07| _ 160E+07] _ 1.20E%07
Q87508 |Inosine-5' 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=guaB PE=3 SV=1 | 342857143 51913 _ 140E+07| _ 170E07| _ 160E+07] _ 1.70E+07| _ 200E+07]  150E%07
Q87515 __|Histidine——tRNA ligase OS~Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=hisS PE=3 SV=1 545023697 47.116
Q87521 __|Peptidase B OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=pepB PE=3 SV=1 159722222 46582]  B50E+06| _ 820E+06| _ 9.30E+06] _ 120E%07| _ 9.60E+06] _ 9.50E%06
Q87524 |Ghaperone protein HseA homolog OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=hscA PE=3 SV=1 210696921 66.054] _ 1.90E+06 200E+06] _ 2.00E+06] _ 2.40E+06
Q87528 |Cysteine desulfurase IscS OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=iscS PE=3 SV=1 866336634] 44967  0.30E+06]  960EX06|  690E06|  740E+06| _ 110EX07| _ 7.00E+06,
Q87535 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0589 PE=4 SV=1 119266055 11.832] _ 730E+06 1.10E+07
Q87540 |Isocitrate lyase OS=Vibrio parahaemolyticus serotype O8:K (strain RIMD 2210633) GN=VP0584 PE=4 SV=1 711009174 48,039 7.00E+06, 670E706 T10E+07
Q87544 AhpC/Tsa family OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 674876847 22223
Q87563 |Chaperone protein ClpB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=clpB PE=3 SV=1 30.6884481 95813  9.40F+06]  160E+07|  130E+07|  130E+07]  140E+07|  130E+07
Q87568 |Putative sigma-54 ion protein OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VPO556 PE=4 SV=1 | 27.7777778] __ 12.378] _ 780E+06] _ 9.00E+06| _ 7.00E06| _ 9.70E+06] _ 8.10E+06| _ 3.30E+06,
Garsey |Chorimate mutase/prep 0S=Vibrio p icus serotype O3K6 (strain RIMD 2210633) GN=VP0555 PE=4 | oo o 1 P——
Q87573 ___|ABC transporter, ATP—binding protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VPOS51 PE=3 SV=1 | 11.1711712| __ 62207 _ 300E+06] _ 430E+06| _ 250E+06| _ 430E+06] _ 420E+06| _ 3.90E+06
Q87577 | T-protein 0S=Vibrio parahaemolyticus serotype O3:KE (strain RIMD 2210633) GN=VP0547 PE=4 SV=1 24] 41976 3.10E%06
agrsrs  [hosmho2 yheptonate aldolase OS=Vibrio parahacmolytious serotype O3K6 (strain RIMD 2210633) GN-VPOB46 | 1 oc oo 29669 B——
Q87584 |Putative carbon starvation protein A OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 24291498] 53283 1.10E+07
Q87590 |Isoleucine——tRNA ligase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=ileS PE=3 SV=1 67940552 105212]  510E+06|  500E+06| _ 430E<06] _ 490E+06 580E+06
Q87593 |30S ribosomal protein 20 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsT PE=3 SV=1 30.2325581 953] _ 430E+06] _ 7.90E+06| _ BOOE+06| _ 1.00E+07] _ B70E+06| _ 130E+07
Q87599 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0525 PE=4 SV=1 311688312 43.946 6.40E+06,
G875A8 |Qrdoredctase Tas, aldoketo reductase family OS=Viorio arahacmlytious serotype O3K® (srain RIMD 221063%) GN-VPOS1S | 11 spgganal  sos0|  7o0Eson|  490Evos|  os0Es0s]  sooewos|  1aoeson|  70Evos
Q87SB1__|Lysine—tRNA ligase OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=lysS PE=3 SV=1 295049505] _ 57521]  220E+07]  68OEX07|  580E07|  300E+07]  590E+07| _ 260E+07
Q87583 |Snlesranded-DNA-specific exonucleass Recu O=Vibio parahaermolticus sarotype 0316 (stran RIMD 2210633) GN-VPOS11 [ g sgapgragl 4204
Q87SCO___|UPF0246 protein VP0504 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN-VP0504 PE=3 SV=1 465116279 20023 360E+06
Q875C7 glycy radical cofactor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=groA PE=3 SV=1 456 1392 200E+07|  140E+07]  170E%07]  160E%07| _ 270E+07]  2.10E%07
Q87SC8__ | Threonine synthase 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0496 PE=4 SV=1 334976526 46484  250E+07|  260E+07|  240E+07|  240E%07]  270E%07| _ 220E+07
Q87SC9__|Homoserine kinase OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=thrB PE=3 SV=1 817610063| _ 34413]  1.00E+07| _ 1.00E+07]  9.80E+06 7.70E+06
qg7spo  |Aspartokinase I/homoserine dehydrog reonin O8=Vibrio ious serotype O3KG (strain RIMD 2210633) | 4 7695308 88447  220E+07|  250E+07|  190E+07|  240E+07|  210E+07|  190E+07
GN=VP0494 PE=4 SV=
Putative 4-hydroxy—4-methyl-2-oxoglutarate aldolase OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633)
Qg7sDy  [Futative hohdron 625 17697|  7.10E+08|  9.70E+06|  9.90E+06 9.00E+06
Q87SD5__|Aerobic respiration control protein FexA OS=Vibrio parahaemolytious serotype O3:K (strain RIMD 2210633) GN=VP0489 PE=4 SV=1| 19.3277311 26919]  9.70E+06] _ 9.10E¥06| _ 920E+06| _ 820E+06] _ 110E¥07| _ 9.10E+06
QB7SE0__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=VP0484 PE=4 SV=1 118130133]  175206]  860E+06| _ 130E+07]  1.00E+07| _ 1.70E+07]  1O0E+07| _ 1.20E+07
Q87SET lutamate synthase, small subunit OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP0483 PE=4 SV=1 159509202 53.348]  570E+06| _ 290E+06| _ 1.60E+06] _ 730E+06| _ 3.90E+06] _ 460E+06
Q87SE2__|Glutamate synthase, large subunit OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=VP0482 PE=4 SV=1 531271015| _ 162924] _ 790E+06] _ 760E+06| _ 7.00E+06] _ 580E+06] _ B30E<06| _ BOOE+06
Q87SE3___|Glutamate synthase, small subunit OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=VP0481 PE=4 SV=1 276595745 52481]  4.60E+06| _ 3.90E+06, 340E+06
Q87SF3__|Carbamoy! synthase large chain OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=oarB PE=3 SV=1 | 278551532 _ 117.789] _ 3.00E+07| _ 270E+07|  440E+07] _ 480E+07|  390E+07]  260E%07
Q87SF4__|Carbamoy! synthase small chain 0S=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=carA PE=3 SV=1| 19525066] __ 41001|  860E+06]  1.50E+07| _ 160E07| _ 180E+07]  1.50E+07|  120E+07
Q87SF5  |4-hydroxy i 08=Vibrio p serotype O3K6 (strain RIMD 2210633) GN=dapB PE=3 SV=1| 293680297  28593|  170E+07|  150E+07|  1.10E%07|  150E+07|  200E+07|  1.20E%07
Q87SF7__|Protein subunit SecA OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=secA PE=3 SV=1 792951542] _ 103.108] _ 6.40E+06|  7.90E+06|  530E+06]  280E+06|  550E+06]  350E+06
Q87SGO__|Cell division protein FtsZ 0S=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=ftsZ PE=3 SV=1 293398533] 42547 130E%07] _ 160E+07| _ 160E+07] _ 180E%07] _ 190Ex07| _ 120E+07
Q87SH9__|Stringent starvation protein A OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0444 PE=3 SV=1 39.3364929 243] _ 280E+07]  360E+07|  330E+07|  380E+07] _ 350E%07|  280E+07
Q8754 ___|30S ribosomal protein 9 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 60| 14605]  620E%07|  630EF07|  600E+07]  730E%07|  7.90E+07] _ 630E%07
Q87S15___|50S ribosomal protein L13 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplM PE=3 SV=1 612676056] 15951  550E%07]  570E+07| _ 6.10E+07]  6.70E%07] _ 660E%07| _ 570E+07
Q875J0___|Protease DO OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP0433 PE=4 SV=1 316483516] 48119  240E+07]  250E+07|  270E+07] _ 300E+07] _ 280E+07| _ 220E+07
Q875J3___|DNA 4 subunit B OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=parE PE=3 SV=1 191693291 69.469 1.20E+07 150E+07
Q875J8__|Outer membrane protein TolG OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0425 PE=4 SV=1 226044344] __ 47.954]  3.30E+06
Q87509 |Bi protein HIJE 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=hldE PE=3 SV=1 25210084 50907 850E706
Q87SK3__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0420 PE=4 SV=1 547945205] 59202  240E%06] _ 3.10E*06| _ 270E+06 9.90E+05,
Q875L6[RNA polymerase sigms factor RooD 0S=Virio parshaemolyticus serotype O3KG (irain RIMD 2210633) GN-rpoD PE=3 SV=1 10483871 70667 1.00E+07| _ 1.70E+07]  850E+06]  1.40E+07| _ 1.10E+07]  6.10E+06
&
Q87SR3 t: fructose [ ing] 0S=Vibrio ious serotype O3KG (strain RIMD 2210633)]  pg g5p45 66799|  830E+06|  230E+07|  190E+07|  240E+07|  820E+06|  200E+07
GN=gm$ PE=3 SV=2
Q87SR6__|Pyruvate kinase OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN-VP0356 PE=3 SV=1 412765957] __ 49941]  170E+07] _ 290E+07| _ 280E+07] _ 310E+07] _ 320E%07] _ B.10E+07
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Q875S0__|Acetolactate synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0352 PE=3 SV=1 226480836 63.006 4,50E+06
Q875S7__|2-isopropylmalate synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=leuA PE=3 SV=1 308737864 56105  1.00E+07| _ 160E+07|  120E+07]  1.80E+07| _ 1.10E+07]  140E%07
Q87558 isopropylmalate deh 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=leuB PE=3 SV=1 429752066 39309]  300E+07| _ 330E+07|  320E+07] _ 390E+07|  320E+07] _ 330E+07
Q87889 [3-isopropylmalate dehydratase large subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=leuC PE=3 SV=1| 3.18471338 50585 3.80E406, 3.70E+06
Q87ST4__|Chaperone SurA OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=surA PE=3 SV=1 234192037 47.406 8.00E+06 6.30E+06,
Q87SU3__|50S ribosomal protein L27 OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=rpmA PE=3 SV=1 423529412 9202]  210E+07|  270E%07]  200E+07| _ 3.10E+07]  280E+07| _ 3.30E+07
Q87SU4__|50S ribosomal protein L21 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplU PE=3 SV=1 60.1941748 T11514]  500E07|  460E+07]  6.90E+07|  590E+07]  640E+07] _ 6.70E+07
Q87SUS5__|Octaprenyl-diphosphate synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0327 PE=3 SV=1 33033033 36.368 2.10E+06,
Q87SU7__|Malate 0S=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=mdh PE=3 SV=1 77.8135048 32.152 9.80E+07, 880E+07| _ 880E+07
Q875V0 ic protein OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP0323 PE=4 SV=1 689440994 34529]  9.60E+07 9.10E507|
Q87SWO__|Fructose~1,6-bisphosphatase class 1 OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=fop PE=3 SV=1 423076923 37276]  350E+07|  360E+07|  140E+07]  3.10E+07|  120E+07]  130E+07
Q87SWI_|Inorganic pyropl 0S=Vibrio p yticus serotype O3:K8 (strain RIMD 2210633) GN=ppa PE=3 SV=1 346590909 19632]  120E+07]  1.80E+07| _ 160E+07|  120E+07|  740E+06|  1.20E+07)
Ge75wWs |Feptide methionin sufoide reductase M OS=Viorio parahacmelytious serotype O3K (srain RIMD 2210033) GN=msrA PE=3 [ 10 1306775 2602|  3300906|  6500+06|  5200408|  as0m08| 380208  380E406
Q87SX0__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0302 PE=4 SV=1 38277512 2329]  170E07| _ 220E+07] _ 200E+07
Q87SX9__|Sulfate adenylyltransferase subunit 1 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=cysN PE=3 SV=1 226890756 52562]  1.50E+07|  160E+07|  160E+07]  170E+07|  240E+07]  140E+07
Q87SYO __|Sulfate adenylyltransferase subunit 2 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=cysD PE=3 SV=1 112582781 34961]  1.00E+07| _ 1.10E+07|  820E+06]  9.70E+06|  140E+07]  150E%07
Q87SY1__|Uroporphyrin-Ill G 0S=Vibrio p icus serotype O3K8 (strain RIMD 2210633) GN=VP0291 PE=3 SV=1 | 361842105 32997 580E+06] _ 740E+06
aorsv2  [E3orl 2-phosp 0S=Vibrio p ious serotype O3K6 (strain RIMD 2210633) GN=VP0290 PE=3 | ¢ ocoonn o wol el vl
Q87SY7__|Peptidyl-prolyl cis-trans i 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP0285 PE=4 SV=1 6.31067961 21.826] _ 8.60E+06 1.10E+07 1206407 9.70E+06
Q87SY9___|50S ribosomal protein L17 0S=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplQ PE=3 SV=1 468253968 14194]  500E07|  510E+07] _ 6.10E+07| _ 6.10E+07|  650E+07]  6.40E+07
Q87520 | DNAGected RNA polymrase subunit aloha OS=Vibio parahasmoltious sertype OJKG (sran RIMD 2210633) GN-1o0A PE=S [ 44 4pep 64| ag0me0r|  as0me0r|  asome0r|  asoms0l|  sioms0r|  atoee0r
Q87571 __|30S ribosomal protein 54 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 650485437 23319] _ 850E+07]  8.90E+07| N TIOOER08|  ©.40E+07| L 120E%08|  9.20E+07
Q87522 |30S ribosomal protein 13 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsM PE=3 SV=1 63569322 13282]  500E+07]  540E+07|  7.80E+07|  820E+07|  8.30E+07| _ 7.60E+07)
Q87574 |50S ribosomal protein L15 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplO PE=3 SV=1 472000022 14944]  370E+07|  G.70E+07]  420E+07|  5.10E+07]  550E+07]  6.20E+07
Q87575 |50S ribosomal protein L30 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpmD PE=3 SV=1 24137931 658]  150E+07]  2.10E+07]  200E+07|  1.90E+07|  250E+07]  1.40E+07
Q87576 |30S ribosomal protein S5 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=rpsE PE=3 SV=1 736526946 17.55|  7.80E+07|  650E+07|  880E+07]  9.10E+07| L 1i00ER0B|  ©.30E+07
Q87577 __|50S ribosomal protein L18 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpIR PE=3 SV=1 57.2649573 12608]  420E+07|  470E+07]  6.20E+07|  540E+07]  620E+07]  4.90E+07
Q87578 |50S ribosomal protein L6 OS=Vibrio parahaemolytious serotype O3:K6 (strain RIMD 2210633) GN=rplF PE=3 SV=1 723163842 18767]  580E07|  650E+07]  750E+07|  7.80E+07]  8OOE+07|  7.80E+07
Q87529 |30S ribosomal protein S8 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsH PE=3 SV=1 40 13999 340E+07|  350E+07]  4.10E+07|  570E+07]  390E+07] _ 4.10E+07
Q87T00___|30S ribosomal protein 14 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsN PE=3 SV=1 6.93069307 11419]  880E+06|  150E%07]  9.90E+06|  120E+07|  160E¥07| _ 1.10E+07
Q87T01 __|50S ribosomal protein L5 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplE PE=3 SV=1 804469274 20.118] _ 7.80E+07| _ 870E+07] _ 9.70E%07 940E+07 950407
Q87T02___|50S ribosomal protein L24 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplX PE=3 SV=1 20 11224]  650E+07]  270E+07| _ 330E+07|  650E+07]  3.60E+07| _ B.00E+07)
Q87703 __|508 ribosomal protein L14 0S=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpIN PE=3 SV=1 43.902439 13564]  210E+07]  350E+07|  400E+07]  370E+07|  4.10E+07|  2:80E+07
Q87T05___|50S ribosomal protein L29 OS=Vibrio parahaemolytious serotype O3KE (strain RIMD 2210633) GN=rpmC PE=3 SV=1 46.031746 7189 120E+07|  180E+07]  1.90E+07|  2.10E+06]  350E+06] _ 1.60E+07
Q87T06___|50S ribosomal protein L16 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplP PE=3 SV=1 30.1470588 15516]  420E+07|  460E+07]  460E+07|  560E+07|  530E+07]  6.70E+07
Q87T07___|30S ribosomal protein 3 OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=rpsC PE=3 SV=1 51.2031034] 25565  6.90E+07|  6.90E+07|  740E+07]  9.10E+07| _ 840E+07] _ 9.00E+07
Q87T08___|50S ribosomal protein L22 OS=Vibrio parahaemolytious serotype O3B (strain RIMD 2210633) GN=rplV PE=3 SV=1 60 12078] _ 350E+07|  450E+07]  6.80E+07|  590E+07]  480E+07]  6.00E+07
Q87T09___|30S ribosomal protein 19 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsS PE=3 SV=1 47826087 10421 240E+07|  190E+07] _ 250E+07|  160E+07]  270E%07] _ 2.70E+07
Q87T10___|50S ribosomal protein L2 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplB PE=3 SV=1 138686131 20,931 540E+06] _ 7.90E+06] _ 8.70E+06| _ 1.0E+07] _ 7.50E+06
Q87T11___|50S ribosomal protein L23 OS=Vibrio parahaemolytious serotype O3B (strain RIMD 2210633) GN=rplW PE=3 SV=1 36 T11121]  360E07| _ G.10E+07]  400E+07|  430E+07|  380E+07|  490E+07
Q87T12___|50S ribosomal protein L4 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplD PE=3 SV=1 53| 21875  660E+07|  740E+07|  7.30E+07]  850E+07|  740E+07]  7.20E%07
Q87T13___|50S ribosomal protein L3 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rplC PE=3 SV=1 497607656 2236]  640E+07|  790E+07| _ 830E+07]  B50E+07| _ 920E+07| _ 680E+07
Q87T18__[Transoriptional repressor, Lal family OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP0252 PE=4 SV=1__| 5.97014925 36.812 270E+06] __ 230E+06
Ge7r21 |ATPdependent rotcase ATPase subunit Hll OS=Viorio parahacmalytious serotype O3K (srain RIMD 2210633) Gl PE3 [ 1 4153400 S I I L L
Q87731 |Tri 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=tpiA PE=3 SV=1 23046875 26916]  200E+07|  320E+07|  240E+07| _ 270E+07| _ 290E+07] _ 210E+07
I N e uridylylt 08=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VP0237 - 53424658 32300 S——
Q87734 ide sugar dehydrogenase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN-VP0236 PE=3 SV=1 255154639 43.139]  140E+07|  280E+07|  220E+07|  200E+07| _ 190E+07] _ 150E+07
Q87T36___|Pilin glycosylation protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0234 PE=3 SV=1 450127877 43373]  3.00E+07|  480E+07|  430E+07|  400E+07|  480E+07] _ 3.70E+07
Qe7Tas  |Putative carbamoylphosphate synthase large subunit, short form OS=Vibrio parahaemalyticus serotype O3KS (strain RIMD 2210633) | 13 soccace swatsl s LR e B T

GN=VP0232 PE=4 SV=1
GeTTa1 |1DP-4dehycrorhamnose 35-cpimerase OS=Vibio parahaemoltius serfype 03K (train RIMD 2210633) GN-POZ29 PE=4 sooaoszs| 21226  480E+08| 6402408  4905+08| 102407 5408406
Ge7Tap  |Futative GTOP—4-dehycrorhamnose reductase OS=Vibri parahsemolytous seotype O3S (stran RIMD 221063) GN=VP0224 PE=4] 5 e e I e e T
QgrTar  |Sueesen i OS=Vibrio p fous serotype O3KG (strain RIMD 2210633) GN=VP0223 PE=3 | »{ 5494845 32254  670E+06|  1.00E+07|  4.60E+06 590E+06|  4.00E+06
Q87748 |dTDP—glucose 46 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0222 PE=3 SV=1 168508287 40888]  140E+07|  200E+07|  270E+07| _ 270E+07| _ 780E+06] _ 2.10E%07
Ge7Tss [ ADP-Logvcero-D-mamrhept 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=hldD PE=3 | 000 o N e e | pe—

- — - - - -

aerres |Zutaive odoreductase (Flagolin 0S=Vibrio p serotype O3:K6 (strain RIMD 2210633) GN=VP0207 Jo0s1as3d| 27,406 Py
Q87T64___|Putative amidohydrolase OS=Vibrio p: icus serotype O3:K6 (strain RIMD 2210633) GN=VP0206 PE=4 SV=1 332103321 30668]  200E+06|  4.10E+06|  420E+06] _ 450E+06| _ 4.10E+06,

Putative gl 1 21-ami 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633)
QBTTEs [ e et 18.6788155 48884|  9.80E+06|  BOOE+06|  120E407|  9.00E+06|  870E+06|  1.10E+07

Putative 3-ch -34-di ydrogenase related protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD
QBTTO6 | oone antmoson meoa v 10787172 3851|  9.80E+06|  150E+07|  1.30E+07|  120E407|  130E+07|  8.60E+06
Q87T84___|50S ribosomal protein L33 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rpmG PE=3 SV=1 267857143 652] _ 210E+06 180E+07 170407
Q87T85___|50S ribosomal protein L28 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpmB PE=3 SV=1 525641026 9026|  370E+07|  340E+07]  200E+07| _ 480E+07]  470E%07] _ 370E+07
Q87793 |Ribonuclease PH OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rph PE=3 SV=1 462184874 26,637 6.60E06] __500E+06
Qo778 |Futative binding protein component of ABC transprter OS=Vibioparahaemolticus serotype 03K (train RIMD 2210639 A — asii e R e e -~
Q87TA4__|Putative TolR OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 264900662 49.324 5.40E+06,
Q87TA8 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0162 PE=4 SV=1 272277228 45497]  1.40E+07 740E+06]  490E+06] _ 6.90E+06| _ 150E+07
Q87T uva inase [ATP] 0S=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=pckA PE=3 SV=1 | 66.0516605 59.974 9.10E+07, 8.90E+07
Q87TE3 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0127 PE=4 SV=1 393442623 3477]  400E+06|  3.70E+06 4.30E+06
Q87TES 0S=Vibrio p yticus serotype O3:K8 (strain RIMD 2210633) GN=VPO121 PE=3 SV=1 64.1791045 51451
Q87TG2__|DNA pol 1 0S=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN=VP0107 PE=3 SV=1 472610097 _ 103.054]  5.00E+06| _ 2.90E+06, 240E+06,
Q87TG5__|Delta-aminolevulinic acid 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP0104 PE=3 SV=1 | 19.8300283 39.158] _ 1.10E+07| _ 150E+07]  140E+07]  1.00E+07| _ 150E+07]  980E+06
Q87TJ2__|Ferritin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0077 PE=3 SV=1 571428571 19.939 2.40E+06,
Q87TJ3___|Universal stress protein OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VP0076 PE=3 SV=1 120567376 15672 3.00E+06,
Q87TJ9__|Oligopeptidase A OS=Vibrio parahaemolytious serotype O3:K (strain RIMD 2210633) GN=VP0070 PE=3 SV=1 20.8823529 76.939]  750E+07|  920E+07|  980E+07|  250E+07|  240E+07] _ 2.10E+07
Q87TKI i 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0068 PE=3 SV=1 235164835 49246]  1.60E+07|  240E+07|  330E+07]  350E+07|  170E+07] _ 300E+07
Qs7TMo  |Feptde ABG transporter, permease protein OS=Vibrio parahasmolytious seotype O3S (tran RIMD 2210633) GN-VPOS PE=3 [ 3 50577165 4792 Sp——

Peptide ABC transporter, periplasmic peptide-binding protein OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633)
QgrTMi  [Peptide ABO transporte 63.6363636 57413
Q87TN4 __|Ketol-acid r isomerase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=ilvC PE=3 SV=1 54048583 5466]  590E+07|  700E+07]  7.80E+07|  860E+07|  9.10E+07[  9.20E+07
Q87TP7__|Glycine——tRNA ligase alpha subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=glyQ PE=3 SV=1 114754098 34938] _ 5.30E+06 980E+06]  7.90E+06] _ 9.80E+06| _ 7.30E+06
Q87TP8___|Glycine—tRNA ligase beta subunit OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=glyS PE=3 SV=1 26.3081395 76.151]  8.00E+06| _ 100E+07|  990E+06] _ 1.00E+07| _ 1.10E+07]  980E+06
Q87TQ6__|DNA polymerase Ill subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0012 PE=4 SV=1 300546448 40,631 280E+06,

Amino acid ABC transporter, periplasmic amino acid-binding portion OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD
QBTTRO [ i poats mey et 6.0483871 27.485|  450E+06|  G.20E+06|  6.60E+06|  4.20E+06|  4.00E+06|  4.00E+06
Q87TR5 | Membrane protein insertase YidG OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=yidC PE=3 SV=1 185185185 60.35] _ 7.50E+05
Q8GRF5__|Ribosome-recycling factor OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=frr PE=1 SV=1 540540541 2059 250E+07, 3206407,
QIALYS _[Cyclic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 614285714 2365]  490E+07|  780E+07]  860E+07| _ G.10E+07|  8.10E+07| _ 650E+07
QL5X8 __|BipA OS=Vibrio parahaemolytious GN=bipA PE=1 SV=1 837438424 66.911]  7.90E+06|  7.10E+06|  6.60E+06]  7.70E+06| _ 7.60E+06] _ 600E+06
QIL7P5 |60 kDa chaperonin 1 OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=groL1 PE=3 SV=2 48.9945155 57507 6.70E+07|  BOOE+07|  850E+07] _ 8.10E+07| _ 970E+07] _ 600E+07
3rd Experiment (Insoluble Fraction)
Accession _|Desoription Coverags (MW [kDa] |Control GlcNAG GleN (GleNAc)2  |(GleN)2 GlcNAc—GIcN
AJUEM!__|Transhydrogenase alpha subunit (Fragment) OS=Vibrio parahaemolyticus GN=pntA PE=4 SV=1 6.99300699] 155401 320E406, 260E+06] __ 240E+06
050286 __|Dihydrolip: ydrogenase OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=Ipd PE=3 SV=2 17.8947368| _ 5.10E+01|  130E+06]  3.00E+06|  1.70E+06|  G.10E+06]  250E+06|  1.70E+06,
POA308___|ATP synthase subunit  OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpE PE=3 SV=1 8 B63E+00]  200E+07|  200E+07| _ 260E+07|  260E+07]  260E+07| _ 260E+07
P40605___|Protein HfIK OS=Vibrio parahaemolyticus serotype O3:K (strain RIMD 2210633) GN=hflK PE=3 SV=1 325 4426401 340E+06]  3.40E+06
P59494 | Maltoporin OS=Vibrio parahaemolytious serotype O3K8 (strain RIMD 2210633) GN=lamB PE=3 SV=1 37.2685185] _ 4.69E+01| __ 9.00E+07 9.80E+07, 8.70E+07
P59570 _ |Outer protein OmpK OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=ompK PE=3 SV=1 12406015 2.99E+01 530E+06]  820E+06| _ 9.20E+06|  6.90E+06] _ B.00E+06
Q87775 ion factor Tu OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tufA PE=3 SV=1 228426396 43.125]  370E+06|  440E+06|  650E+06]  6.40E+06|  760E+06]  820E+06
GeTFLo  [FTS system gcose-specific IBC camponert OS=Viri paraheemolyticus serotype O3S (tran RIMD 2210630 GN=VPATSST [ g cqteams| s 11Esor p——
Q87FMO__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1659 PE=4 SV=1 229508197] _ 687E+01 1.70E+06
Q87FM2__|Ferric siderophore receptor homolog OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1657 PE=3 SV=1 | 28.7610619] _ 749E+01| _ 1.00E+07| _ 1.70E+07| _ 190E+07]  1.00E+07| _ 140E+07]  150E%07
Q87FM3__|Ferric vibrioferrin receptor OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA1656 PE=3 SV=1 154494382]  788E+01|  BOOE+06|  140E+07]  1.40E+07| _ 120E+07]  110E#07| _ 1.10E+07
Qe7FNs |Zutative malioss opron periplasmic protein OS=Vibro parahaemolytious serotype 03K (iran RIMD 2210630 GN=VPAIGA PE=4 | g pegnns| gt 280E408| 2708406
Q87G18__|L-lactate dehydrogenase OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=IldD PE=3 SV=1 253098153 414E+01]  680E+06|  9.70E+06|  6.30E+06]  8.20E+06|  7.00E+06]  590E+06
Q87648 |Outer lipoprotein 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=VPA1469 PE=4 SV=1 285714286]  867E+00] _ 8.30E+06|  BOOE+06| _ 1.10E¥07] _ 1.00E+07| _ 120E+07] _ 970E+06




Table S1 (31/31)

Q87GB6 Maltose ABC transporter, periplasmic maltose—binding protein OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633)

GN=VPA1401 PE=4 SV=1 5.6122449 4.21E+01 2.40E+06 3.20E+06 2.60E+06 2.00E+06 2.80E+06 2.50E+06

Q87GK7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1308 PE=4 SV=1 221052632 42312]  1.70E+07|  190E+07|  220E+07]  1.40E+07| _ 140E+07]  1.70E+07
Q87GW2__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1203 PE=4 SV=1 495652174 131E+01]  1.60E+07| _ 1.80E+07|  200E+07] _ 200E+07| _ 220E+07] _ 1.70E+07
Q87GW3__|Polyhydr ic acid synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA1202 PE=4 SV=1 304568528]  6.72E+01]  4.20E+06| _ 7.30E+06,
Q87GX9__|Outer protein OmpA OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VPA1 186 PE=3 SV=1 182370821] 360E+01] _ 660E+06| _ 9O00E+06| _ 780E+08] _ 780E+06| _ 7.90E+06] _ 7.40E%06
Q87HI4___|Ferric aerobactin receptor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPA0979 PE=3 SV=1 510344828]  792E+01]  250E%06]  440E+06|  360E+06] _ 3.40E+06 340E+06
G87Hp1 | NADIP) transhycrogenase subunit spha OS=Virio parahasmolticus serotype O3S (strain RIMD 2210633) GN=VPAD922 PE=3 12352124 s4772|  s80me0s|  540mv08| 4208408 460E108| 390406
Q87HS4__|Heme transport protein Huth OS=Vibrio parahaemolyticus serotype O3K8 (strain RIMD 2210633) GN-VPAO882 PE=3 SV=1 226551227]  7.73E+01] _ O.00E+06| _ 160E+07|  160E+07]  1.10E+07| _ 140E+07]  130E%07
Q87IE2 Putaive Fe-regulated protein B 0S=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0664 PE=3 SV=1 1.49700599 7.42E+01 5.70E+05
Q87028 |ExbB-like protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPAQ425 PE=3 SV=1 52173913] _ 248E+01 1.10E+06
Q87JD5 :ut:at\ve outer membrane protein OmpV OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VPA0318 PE=4 465116279 2.81E+01 5.60E+06 5.80E+06 8.50E+06 6.40E+06 7.90E+06 6.60E+06
Q87072 |Putative outer protein OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VPAO166 PE=4 SV=1 114613181]  380E+01| _ 270E+07|  400E+07]  360E+07|  350E+07]  360E+07|  280E+07
G875 [BoPolmer transport protein ExbB-—relatd protin OS=Vibio parahaemolticus serotype 03K (stran RIMD 2210633) GN-VPAOISZ | g 1appsi | qgzesor|  1soEsos|  9soesos| 220Es08] 2008006  200Ewos|  odoevos
Q87K02___|Outer membrane protein OmpW OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=VPA0096 PE=4 SV=1 654205607|  235E+01]  1.00E+07|  BOOE+06| _ 14OE+07|  420E+06| _ 1.10E+07]  9.20E+06
Ge7K5 |Feptide ABD ransportr, ATP-binding protein OS=Viorio parahacmalytious serotype O3K (srain RIMD 2210633) GN-VPADOO3 281006774 a49me01
Q87KA3 __|ATP synthase subunit a OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=atpB PE=3 S 296296296 301E+01
Q87KA4___|ATP synthase subunit b OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpF PE=3 SV=1 435697436 1.75E+01]  7.00E+06|  64OE+06| _ 850E+06]  7.70E+06| _ B.OOE+06]  7.90E+06
Q87KA6 __|ATP synthase subunit alpha OS=Vibrio parahaemolyticus serotype O3:K8 (strain RIMD 2210633) GN=atpA PE=3 SV=1 315487572  566E+01]  7.00E+06|  7.70E+06| _ 7.00E+06] _ 8.10E+06| _ 9.90E+06] _ 630E+06
Q87KAS___|ATP synthase subunit beta OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=atpD PE=3 SV=1 235546039 507E+01] _ 560E+06|  740E+06| _ 6.70E+06] _ 9.00E+06| _ 1.00E+07]  500E+06
Gy |Euative wosorpyrinll O 0S=Vibrio p serotype O3KG (strain RIMD 2210633) GN=VP2990 PE=4 | , joaoo [ o T ee0s|  8002+05
Q87KN9__|Vitamin B12 transporter BtuB OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=btuB PE=3 SV=1 320512821] 693E+01]  760E+05|  160E+06| _ 170E+06]  1.50E+06| _ 9.70E+05  190E+06
Q87KQ1__|50S ribosomal protein L1 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplA PE=3 SV=1 167381974]  247E+01| _ 540E+06|  540E+06]  6.00E+06|  540E+06]  7.90E+06]  6.10E+06
Q87KQ2__|50S ribosomal protein L10 OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=rplJ PE=3 SV=1 135802469] _1.73E+01 9.50E+05, 1.70E+06
Q87KQ3__|50S ribosomal protein L7/L12 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplL PE=3 SV=1 901639344] _ 12.184] _ 1.80E+06 1.90E+06, 2.00E+06
Ge7qe | DNAdrected RNA polymerase subunit beta OS=Viri parhaemolytcus seotype O3S (tran RIMD 2210630) GN=rpoB PE=3 m— 1 495402 5008405
Q87KRS __|DNA-binding protein HU-2 0S=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP2911 PE=3 SV=1 16.4835165] _ 9.56E+00] _ 3.20E406,
Q87KVZ__|Fumarate hydratase class Il 0S=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=fumC PE=3 SV=1 9.97830803] _ 487E+01 850E+05 2.10E+06, 1.10E+06
Q87KX4___|Uncharacterized protein OS=Vibrio parahaemolytius serotype O3:K6 (strain RIMD 2210633) GN=VP2850 PE=4 SV=1 136125654 20214 130E+06] _ 3.10E+06| __ 1.70E+06, 1.20E+06
Q87L38___|Peptidyl-prolyl cis—trans i 0S=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP2778 PE=4 SV=1 211508462 283E+01]  490E+06|  6.90E+06| _ 550E+06] _ 4.90E+06|  B.OOE+06] _ 400E+06
Q87L72___|30S ribosomal protein S6 OS=Vibrio cus serotype O3:K6 (strain RIMD 2210633) GN=rpsF PE=3 SV=1 852713178 14974 350E+06
Q87L75___|50S ribosomal protein L9 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpll PE=3 SV=1 246666667 157E+01 190E+06] _ 300E+06| _ 3.70E+06] _ 420E+06] __ 3.90E+06,
Q87LB4___|Putative V10 pilin OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP2698 PE=4 SV=1 315151515  168E+01]  1.80E+07|  250E+07|  240E+07]  3.00E+07| _ 230E+07]  240E+07
Q87LH6 P 11C D 0S=Vibrio p: serotype 03:K6 (strain RIMD 2210633) GN=VP2636 PE=4 SV=1 10.9619687 4.87E+01 2.10E+07 1.30E+07|
Q87LH8 6-phospho-beta—glucosidase OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP2634 PE=3 SV=1 3.63636364 4.83E+01 2.90E+06|
Q87LL3 __|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2598 PE=4 SV=1 6.50722222] _ 3.10E+01 8.70E+05,
Q87LQ0__|Enolase OS=Vibrio parahaemolytious serotype O3:K8 (strain RIMD 2210633) GN=eno PE=3 SV=1 133949192 4.556+01| _ 2.00E+06, 270E+06] _ G.10E+06] _ 2.10E+06
Qe7LRy | Qsloacetate decarbonyiase,apha subunit OS=Viri parahacmolytious erotype 03K (srain RIMD 221069) GN-VPZ544 PE=4 | 551008403| g.azs01| 6708405 700E+06|  670E+08|  450E08| 650406
Q8TLT1___|50S ribosomal protein L19 OS=Vibrio parahaemolytious serotype O3KG (strain RIMD 2210633) GN=rplS PE=3 SV=2 102564103] _1.32E+01 270E+06] __ 2.70E+06] __1.70E+06
Q87LU2 __|Pyruvate dehydrogenase E1 0S=Vibrio p icus serotype O3:KB (strain RIMD 2210633) GN=VP2519 PE=4 SV=1 | _ 2367531 99.601]  260E+06|  380E+06  250E+08] _ 2.40E+06| _ 350E+06,

Acet ponent of pyruvate deh complex OS=Vibrio parahaemolyticus serotype O3 (strain RIMD
QE7LU3  [peessiraneterase component ol 175438596  6.49E+01 4.90E+06 380E+06|  G70E+06|  260E+06
Q87LZ1__|Outer protein U 0S=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=ompU PE=3 SV=1 204747774] _363E+01| _ 220E%07] _ 360E+07|  330E+07| _ 290E%07] _ 180EX07| _ 2.10E+07
Q87Lz5__|ATP zinc o FtsH OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=ftsH PE=3 SV=1 | 6.49546828] _7.29E+01 320E+06] __ 4.70E+06, 4.10E+06] __ 250E+06,
Q87M06___|Polyrib ide nucleotidyltransferase OS=Vibrio icus serotype O3:K6 (strain RIMD 2210633) GN=pnp PE=3 SV=1 | 6.89170183 76691 300E+06] __ 9.90E+05, 1.70E+06
Goras  [Nal )t NADH-quinone reductase subunit A OS=Vibrio parahacmolyticus serotype O3KG (strain RIMD 2210633) GN=narA| , o oco [~ o 17" o a00E+08| 2705408 260E+08| 2908406
Q87MD8__|30S ribosomal protein 52 OS=Vibrio parahaemolytious serotype O3K6 (strain RIMD 2210633) GN=rpsB PE=3 SV=1 12.8099174] _ 268E+01 180E06] _ 1.00E706
QBTMS4 gy © 05=Vibrio ous serotype O3KG (strain RIMD 2210633) GN=VP2157 PE=3 | » 54 1601g| 352E+01|  4.30E+06|  500E+06|  670E+06|  7.00E+06|  5.50E+06|  5.70E+06

0 ide ABC transporter, periplasmic oligopeptide-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD
QBTMYS | e Aot s ) 17.0556553|  6.23E+01|  6.90E+06|  130E+07|  1.00E+07|  1.10E+07|  990E+08|  9.10E+06
G8TN2s  [ETS evstem ucose-specific IBC camponrt OS=Viri parahaemolytcus seotype 036 (tran RIMD 2210639 GN-VP2046 PE~4| 11 spssore] aoaesor|  1o0Esor|  tooesor] 190E7|  taomn| ocovos|  ssoevos
Q87N45___|30S ribosomal protein ST OS=Vibrio ous serotype O3:K6 (strain RIMD 2210633) GN=VP2030 PE=3 SV=1 557553957] _ 6.09E+01 2.80E+06 320E+06] _ 3.10E+06] _ 350E%06
Q87N76___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1999 PE=4 SV=1 265251989] _ 402E+01 1.30E+06 1.30E+06

5 pteroyltri i 0S=Vibrio par ious serotype O3:K6 (strain RIMD
Q87NA1 2210633) GN=metE PE=3 SV=1 3.81578947 8.47E+01 2.70E+06 2.00E+06 2.70E+06 2.90E+06

Q87PF9 Cytochrome ¢ oxidase, subunit CcoO OS=Vibrio parahaemolyticus serotype 03:K6 (strain RIMD 2210633) GN=VP1543 PE=4 SV=1 4.85436893 2.36E+01 1.00E+06

Oligopeptide ABC transporter, peripl ide-binding protein OS=Vibrio parahaemolyticus serotype 036 (strain RIMD
Q87Q03 |5 R VP 1347 Pead S\t 167910448  6.03E+01|  390E+06|  7.90E+06|  6.40E+06|  4.80E+06|  5.40E+06|  5.80E+06
Q87QA7__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1243 PE=4 SV=1 7.73480663]  1.98E+01 360E+06|  3.80E+06! 2.70E+06,
Q87QI5___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1164 PE=4 SV=1 1.73267327 43849 1.80E+06] _ 1.80E+06] _ 1.90E+06,
Q87QP6___|Alanine 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=VP1103 PE=3 SV=1 401069519]  399E+01|  7.40E+05]  1.30E+06
Q87QT8__|Peptidoglycan iated lipoprotein OS=Vibrio p ious serotype O3:K6 (strain RIMD 2210633) GN=VP1061 PE=3 SV=1 12.6436782]  1.87€+01]  1.80E+07]  1.10E+07]  1.90E+07|  1.50E+07|  1.50E+07]  9.80E+06
Q87QUs (S)\);t:]chmme d ubiquinol oxidase, subunit I OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP1053 PE=4 B— ¢ 03c+01 — P uupen I ——
Q87R04__|Formate 0S=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0994 PE=4 SV=1 1.71503958  8.45E+01 1.00E+06
QB7R31___|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0967 PE=4 SV=1 8.67346939]  2.18E+01 4.20E+06
Q87R78___|DNA-binding protein HU-beta OS=Vibrio parahaemolyticus serotype O3 (strain RIMD 2210633) GN=VP0920 PE=3 SV=1 12.2222222[  9.40E+00|  3.00E+06
QB7R81___ | Trigger factor OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=tig PE=3 SV=1 6.4516129]  4.82E+01 1.80E+06
Q87RES g\u/c;iny\—cm ligase [ADP~forming] subunit beta OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=sucC PE=3 | ,oacoc ol 0o o Bp—— Bp——
Dihydrolipoyllysine-residue succiny P of gl dehydrog complex OS=Vibrio parahaemolyticus
QETRES | POk (otrain RIMD 2210633) GN-VP0845 PE=3 SV=1 9.22693267| 437E+01|  360E+06|  590E+06|  250E+06|  3.10E+06|  340E+06
QB7TRI9__|Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0805 PE=4 SV=1 7.21311475]  334E+01|  530E+06]  7.60E+06|  480E+06]  7.00E+06]  6.70E+06]  4.10E+06
Q87RJ7___|Cysteine synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0797 PE=3 SV=1 7.14285714]  3.41E+01 160E+06]  1.40E+06]  7.00E+05|  1.80E+06
QB7RL8 __|Putative chitoporin OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0760 PE=4 SV=1 23.0563003] _ 4.08E+01 240E+06] __ 180E+07| _ 4.10E+07
Q87RR2__|Serine hyd 1 0S=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=glyAl PE=3 SV=1 3.60576923]  455E+01 1.10E+06
Q87RS1 léﬂsg;ionine import ATP-binding protein MetN OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=metN PE=1 Pm— 5755401
Q87RS3__|Lipoprotein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0704 PE=3 SV=1 46.4684015] 291E+01]  150E+07|  1.70E+07|  220E+07|  200E+07|  210E+07|  200E+07
QB7RX3 | Chaperone protein DnaK OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=dnaK PE=3 SV=1 2.35478807]  6.90E+01 4.40E+05
Q87535 |Uncharacterized protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0589 PE=4 SV=1 11.9266055] 1.18E+01]  560E+06]  6.90E+06|  7.80E+06|  8.80E+06|  5.60E+06]  7.10E+06)
Q87544 i AhpC/Tsa family OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0580 PE=4 SV=1 123152700  222E+01]  1.70E+06]  1.60E+06]  1.60E+06|  1.50E+06|  2.60E+06]  2.00E+06
Q87584 ___|Putative carbon starvation protein A OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=VP0540 PE=4 SV=1 48582996 53283 480E+06|  4.70E+06|  530E+06|  3.80E+06| _ 4.40E+06| _ 4.00E+06,
Q87S4___|30S ribosomal protein S9 OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=rpsl PE=3 SV=1 0.23076923] _146E+01 2.40E+06 2.80E+06| __1.40E+06;
Q87SI5___[50S ribosomal protein L13 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpIM PE=3 SV=1 5.63380282]  1.60E+01 4.90E+06
Q87SJ8___|Outer membrane protein TolC OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0425 PE=4 SV=1 9.04977376] _ 480E+01 3.70E+06 1.40E+06
Q87SU4 __|50S ribosomal protein L21 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplU PE=3 SV=1 19.4174757]  1.15E+01 3.40E+06 2.30E+06] _ 4.10E+06;
Q87SV0 ic protein OS=Vibrio parahaemolyticus serotype 03K (strain RIMD 2210633) GN=VP0323 PE=4 SV= 745341615]  345E+01]  1.30E+06]  2.10E+06
Q87SZ1___|30S ribosomal protein S4 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpsD PE=3 SV=1 9.22330097]  2.33E+01 270E+06] _ 1.40E+06 2.20E+06] _ 2.10E+06;
Q87SZ8 __|50S ribosomal protein L6 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rpIF PE=3 SV=1 12.9943503]  1.88E+01|  540E+06]  6.00E+06|  5.20E+06|  5.80E+06|  5.80E+06]  4.50E+06
Q87TO1___|50S ribosomal protein L5 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplE PE=3 SV=1 106145251 201E+01]  8.60E+05 1.60E+06
Q87T07___|30S ribosomal protein S3 OS=Vibrio ious serotype O3:K6 (strain RIMD 2210633) GN=rpsC PE=3 SV=1 6.03448276]  2.56E+01 1.10E+06
Q87T12___|50S ribosomal protein L4 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplD PE=3 SV=1 135 219E+01|  4.00E+06|  5.50E+06 560E+06|  6.50E+06]  5.90E+06
Q87T13___|50S ribosomal protein L3 OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=rplC PE=3 SV=1 133971292 224E+01|  560E+06]  7.20E+06 9.00E+06| __6.70E+06;
Q87T87___|Methyl-accepting is protein OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=VP0183 PE=1 SV=1 | 2.15439856] 6.05E+01 9.60E+05
Q8TTA4 __|Putative TolR OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP0166 PE=3 SV=1 9.05077263] _ 493E+01 2.30E+06|  850E+05|  1.80E+06]  3.20E+06
QB7TE8 __|Glutamine synthetase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VPO121 PE=3 SV=1 7.24946695]  5.15E+01|  2.30E+06]  690E+06|  350E+06]  580E+06]  6.00E+06]  450E+06
Q87TMO g::/;lt]\de ABC transporter, permease protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) GN=VP0049 PE=3 | 5 cooooal ooon o
Qa7TM1 | Peptide ABG transporter, periplasmic peptide-binding protein OS=Vibrio parahaemolyticus serotype O3KG (strain RIMD 2210633) p— s 2aecor T vy py—— R ——
GN=VP0048 PE=4 SV=1
Q87TM2 Fs’\e/;;t;de ABC transporter, ATP-binding protein OS=Vibrio parahaemolyticus serotype O3:KG (strain RIMD 2210633) GN=VP0047 PE=3| , »011coac| ¢ azes0r B T T
QB7TN4 __|Ketol-acid r i 0S=Vibrio parahaemolyticus serotype 036 (strain RIMD 2210633) GN=ilvC PE=3 SV=1 6.47773279]  547E+01 2.30E+06 250E+06]  2.50E+06|  2.50E+06)
Q87TRS protein insertase YidC OS=Vibrio p: molyticus serotype 03K (strain RIMD 2210633) GN=yidC PE=3 SV=1 3 6.04E+01 2.60E+06] 1.00E+06
QIALY5 _|Cyclic AMP receptor protein OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=VP2793 PE=4 SV=1 5.71428571]  237E+01 1.60E+06 2.70E+06]
QIL7P5__ |60 kDa chaperonin T OS=Vibrio p icus serotype O3:K6 (strain RIMD 2210633) GN=groL1 PE=3 SV=2 6.76416819]  5.75E+01 4.00E+06 2.10E+06]
QoLcdo  |Ma€ ing NADH~quinone reductase subunit F OS=Vibrio parahaemolyticus serotype O3K6 (strain RIMD 2210633) GN=narF | » ga,0505 45054

PE=3 SV=2






