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Abstract

Vibrio parahaemolyticus is an important food-borne human pathogen and presents immunogenic surface polysaccharides, 
which can be used to distinguish problematic and disease-causing lineages. V. parahaemolyticus is divided in 16 O-serotypes 
(O-antigen) and 71 K-serotypes (K-antigen). Agglutination tests are still the gold standard for serotyping, but many V. para-
haemolyticus isolates are not typable by agglutination. An alternative for agglutination tests is genotyping using whole-genome 
sequencing data, by which K- and O- genotypes have been curated and identified previously for other clinically relevant organ-
isms with the software tool Kaptive. In this study, V. parahaemolyticus isolates were serotyped and sequenced, and all known 
and several novel O- and K-loci were identified. We developed Kaptive databases for all O- and K-loci after manual curation of 
the loci. In our study, we could genotype the O- and K-loci of 98 and 93 % of the genomes, respectively, with a Kaptive confidence 
score higher than ‘none’. The newly developed Kaptive databases with the identified V. parahaemolyticus O- and K-loci can be 
used to identify the O- and K-genotypes of V. parahaemolyticus isolates from genome sequences.

Data Summary
The sequence data of the Vibrio parahaemolyticus isolates have been deposited at the European Nucleotide Archive (ENA) under 
projects PRJEB39490 and PRJNA483379, and the accession numbers are listed in the (Table S1, available with the online version 
of this article).

Introduction
Vibrio parahaemolyticus is an important food-borne human pathogen that naturally inhabits marine environments worldwide, 
and can cause acute gastroenteritis and septicaemia in humans [1, 2]. V. parahaemolyticus is typically serotyped on the basis of its 
heat-stable O-antigenic polysaccharide (O antigen) and its capsular polysaccharide (K antigen), which are found on the bacterial 
surface, and is classified into 16 O-serotypes and 71 K-serotypes.

Serotyping of V. parahaemolyticus is important for pathogen detection and epidemiological surveillance. Many V. parahaemo-
lyticus serotypes have been identified as pandemic clones, and certain serotypes, for example O3:K6, O1:KUT and O4:K68, are 
generally considered to be more virulent than others [3, 4]. Agglutination tests are the gold standard for V. parahaemolyticus 
serotyping, but frequently V. parahaemolyticus strains are not agglutinated by any diagnostic antisera against known serotypes 
and are, therefore, not typable [3, 5–7]. For several pathogenic bacterial species, e.g. several pathogenic E. coli serogroups [8] 
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and Vibrio cholerae serogroup O1 and O139 [9, 10], PCR methods have been developed to detect the specific serogroups, but no 
PCR methods are available for V. parahaemolyticus genotyping.

The software tool Kaptive was developed for rapid O- and K-loci typing of Klebsiella strains from whole-genome sequences based 
on blast analysis of assemblies [11]. This tool includes an option to use other, self-created databases. The genomic regions associ-
ated with the somatic synthesis locus (O-locus) and capsule synthesis locus (K-locus) for V. parahaemolyticus are both generally 
flanked with known core genes (the O-locus between genes dgkA and gmhD, and the K-locus between genes gmhD and rjg) 
[2, 12, 13], which makes it possible to locate and extract the O- and K-loci nucleotide sequences from whole-genome sequencing 
(WGS) data of V. parahaemolyticus strains. Recently, the algorithm VPsero was developed, which identified serogroup-specific 
genes as markers in silico, but only marker genes for 12 O- and 43 K-serotypes were covered [14].

The aim of this study was to identify all 16 O- and 71 K-loci of V. parahaemolyticus by serotyping, sequencing and analysing 
in-house isolates, and investigating public data of serotyped strains, and manually curate reference databases for O- and K-loci, 
which can be used to determine the O- and K-genotypes of V. parahaemolyticus strains from WGS data.

Methods
Culturing and serotyping of V. parahaemolyticus isolates
In this study, 86 V. parahaemolyticus isolates were obtained from the Shanghai Diarrhea Comprehensive Surveillance System 
(SDCS). Isolates were retrieved from −72 °C and incubated on tryptone soya agar (TSA) with 3 % sodium chloride at 35 °C for 
24 h. Serotyping was performed by slide agglutination (Denka Seiken), according to the manufacturer’s instructions. The Denka 
Seiken kit used has sera for 11 O-serotypes and 65 K-serotypes (https://www.denka.co.jp/eng/pdf/product/medical/detail/00325/​
bacterial-handbook4th.pdf, page 22). There are 16 O- and 71 K-serotypes known for V. parahaemolyticus and sera for multiple 
O-serotypes (O12–O16) and multiple K-serotypes (K2, K14, K16, K27, K35, K62) are not commercially available and, therefore, 
were not tested.

Genomic datasets of V. parahaemolyticus
For WGS of the 86 V. parahaemolyticus isolates, DNA was extracted with the TIANamp Bacteria DNA kit (Tiagen Biotech) 
according to the manufacturer’s recommendations, and DNA quality control was performed using agarose gel electrophoresis 
and the Qubit dsDNA HS assay kit. DNA libraries and DNA nanoballs (DNB) were constructed on the BGISP-100 platform 
(WuHan MGI Tech) with input of 150 ng DNA. Single-end reads of 50 bp were generated with a BGISEQ-50 sequencer (WuHan 
MGI Tech) and assembled with SPAdes v3.12 [15]. Contigs smaller than 200 bp and with a coverage lower than 10 were removed, 
and genome quality was assessed using CheckM v1.1.2 [16] for completeness (>95 %) and contamination (<5 %). All sequence 
reads of strains sequenced in this study are available under projects PRJEB39490 and PRJNA483379 of the European Nucleotide 
Archive (ENA) short-read archive.

Two datasets of publicly available V. parahaemolyticus genomes were included, consisting of 775 genomes from the National 
Center for Biotechnology Information (NCBI) GenBank (access date: 14 December 2017) and 1498 genomes from the PATRIC 
database [17] (access date: 23 July 2020). Taxonomic classification of all genomes was performed by in silico 16S DNA analysis 
with spingo v1.3 [18] and genomes with ambiguous 16S results were classified as V. parahaemolyticus using KmerFinder v3.2 [19].

Development of Kaptive databases
Identification of O-loci
The O-locus of V. parahaemolyticus has been defined as being located between dgkA and gmhD genes, which encode a diacylg-
lycerol kinase and an epimerase, respectively [2]. With blastn (minimum coverage of 80 % and minimum identity of 80 %), the 
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Serotyping is one of the most used methods for identification and epidemiology of pathogens. Agglutination tests are still the 
gold standard for serotyping Vibrio parahaemolyticus isolates; however, these tests are costly and time consuming. An alterna-
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genome sequencing data. In our study, we manually curated genotyping databases for V. parahaemolyticus for all known and 
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genome sequences.

https://www.denka.co.jp/eng/pdf/product/medical/detail/00325/bacterial-handbook4th.pdf
https://www.denka.co.jp/eng/pdf/product/medical/detail/00325/bacterial-handbook4th.pdf


3

van der Graaf-van Bloois et al., Microbial Genomics 2023;9:001007

flanking genes of the O-region, dgkA (accession no. AOG18133) and gmhD (accession no. AOG18159), were searched in all the 
genome sequences. The O-loci sequences were extracted from these sequences manually.

Identification of K-loci
The K-locus of V. parahaemolyticus has been defined as being located between gene gmhD on one side, which encodes an epime-
rase, and at the other side gene rjg, encoding a metallo-hydrolase [13]. With blastn (minimum coverage of 80 % and minimum 
identity of 80%), the flanking genes of the K-region, gmhD (accession no. AOG18159) and rjg (accession no. QEQ70639), were 
located in all 1622 genome sequences. In some cases where the rjg gene was not found, gene ugd (accession no. WP_069500066) 
or gene gtaB (accession no. EHK2853238) was selected as the flanking gene. The K-loci sequences were extracted from these 
sequences manually.

Development of the Kaptive databases
The extracted O- and K-loci sequences were annotated using Prokka v1.13 [20]. For annotating the loci, a custom database was 
used that was built with the annotations of the previously described loci of V. parahaemolyticus [1, 2]. Genes of the O- and K-loci 
were clustered using Roary v3.12.0 with a 97 and 90% cut-off, respectively, on amino acid identity [21]. The Roary gene pres-
ence–absence table was used to create gene presence–absence clusters of the O- and K-loci, and the unique gene presence–absence 
loci were linked to the known serotypes of the genomes.

To identify insertion sequence (IS) elements in the sequences, ISEScan v1.7.2.3 [22] was used with default parameters. The 
annotations of identified IS elements with an E value <1×10−15 were removed from the GenBank files of the Kaptive databases.

For the identified O- and K-loci, the nomenclature of the Klebsiella capsule synthesis loci [11] was used; each distinct O- and K-locus 
was designated as OL (O-locus) and KL (K-locus), followed by an unique number. The O- and K-loci of known serotypes were assigned 
with the same number as the corresponding O- and K-serotypes, e.g. O-serotype 1 is encoded by the OL1 locus, etc. Variants of loci 
were assigned if they contained a maximum of two genes different by insertion or deletion, and were given the suffix −1. The O- and 
K-loci with unknown serotypes and more than two genes different from known loci were assigned as new loci with numbers starting 
from 101 (e.g. OL101 and KL101). Eight gene patterns of K-untypable (KUT) strains were found and these patterns are assigned in 
the K-loci database as KLUT (K-locus untypable) followed by subsequent numbers 1–8.

For each locus, one genome was selected as a reference and the nucleotide sequences of the O- and K-loci of the selected genomes 
were added to the Kaptive database file and curated manually. The newly developed Kaptive databases contain a total of 18 
O-loci and 133 K-loci. The V. parahaemolyticus O-locus and K-locus Kaptive databases are available on the following GitHub 
page – https://github.com/aldertzomer/vibrio_parahaemolyticus_genomoserotyping – and have been added to Kaptive Web –

https://kaptive-web.erc.monash.edu/

Genome phylogeny of genotypes
The reference genomes of the identified O- and K-loci were aligned using Parsnp v1.2 [23], recombination regions were filtered 
using Gubbins v2.3.4 [24] and the tree was built with FastTree v2.1.8 [25]. The tree was visualized with iTOL v6.5.4 [26] and 
multilocus sequence typing (MLST) was performed in silico with the MLST tool mlst v2.10 (https://github.com/tseemann/mlst) 
using PubMLST typing schemes [27]. Gene cluster comparisons of the O- and K-loci were made with Clinker v0.0.37 [28].

Performance of Kaptive databases compared to VPsero
Of the total set of 852 selected genomes from GenBank (n=766) and in-house sequenced genomes (n=86), 446 genomes had a 
known O-serotype and 301 genomes had a known K-serotype, whereas the PATRIC genomes had all unknown O- and K-loci 
serotypes. The genomes with known serotypes were used as a reference to test the performances of the newly developed Kaptive 
databases and VPsero [14].

Performance of the Kaptive databases was tested and compared with VPsero by using the VPsero sequence data collection containing 
418 sequences, deposited into CNGB (China National GeneBank) Sequence Archive under project CNP0000343, as described by 
Bian et al. [14]. The performance of the Kaptive databases was tested by using the Kaptive tool v2.0.4 with the commandline (https://​
github.com/katholt/Kaptive/), using default parameters. The performance of VPsero was tested by using VPsero (https://github.com/​
shengzheBian/VPsero) with default parameters.

Results and discussion
Development of Kaptive databases for V. parahaemolyticus O- and K-loci
The study started with a set of 2330 V. parahaemolyticus genomes, consisting of 86 genomes sequenced in this study, 776 genomes 
downloaded from NCBI GenBank and 1498 from the PATRIC database. The genomes that were in silico identified as V. parahaemo-
lyticus with 16S and KmerFinder analysis, and with CheckM results of >95 % completeness and <5 % contamination, were included. 

https://github.com/aldertzomer/vibrio_parahaemolyticus_genomoserotyping
https://kaptive-web.erc.monash.edu/
https://github.com/tseemann/mlst
https://github.com/katholt/Kaptive/
https://github.com/katholt/Kaptive/
https://github.com/shengzheBian/VPsero
https://github.com/shengzheBian/VPsero
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Fig. 1. Phylogenetic tree based on core-genome analysis of O- and K-loci reference genomes, including the O- and K-loci, and MLST sequence types. 
The scale bar represents recombination-filtered point mutations.

For the genomes downloaded from NCBI GenBank and the PATRIC database, only genomes that contained the complete loci of either 
the O- or K-locus on one contig were included. This selection resulted with a total set of 1622 genomes, consisting of 86 in-house 
sequenced strains, 766 from GenBank and 770 genomes from PATRIC database. No isolate nor genome was available for K-serotypes 
26 and 71 and, therefore, these serotypes were not included in the database.

For each O-serotype, unique loci were identified, except for serotype O3 and O13 genomes, since the loci of these serotypes contained 
the same genes [1]. Therefore, loci of serotype O3 and O13 could not be distinguished based on gene presence and are assigned in the 
Kaptive O-database as ‘O3_or_O13’. It is possible that a second cluster modifies the O-antigen, similar to what has been described for 
Shigella [29]; however, an O-modifying locus has not been described in the literature for V. parahaemolyticus O3 or O13. Eight gene 
patterns of KUT strains previously described were found and these patterns were assigned in the Kaptive database as KLUT, followed 
by subsequent numbers 1–8 (Table S1).

For both O- and K-loci, not all gene patterns could be assigned to specific serotypes, because these gene patterns were found in 
genomes with unknown serotypes from NCBI and PATRIC databases. These unknown gene patterns were assigned for O-loci as 
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Fig. 2. Performance of the Kaptive database and VPsero on genomes with known (a) O- and (b) K-serotypes. In green are the percentages of genomes 
correctly genotyped with Kaptive databases, in orange the percentages of genomes incorrectly genotyped with Kaptive databases, in blue the 
percentages of genomes correctly genotyped with VPsero, in red the percentages of genomes incorrectly genotyped with VPsero, and in grey the 
percentages of VPsero not-typable genomes. The numbers in the bars represent the numbers of genomes.
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OL101 and for K-loci as KL101–KL157 (Table S1). For some O- and K-serotypes, variants in the loci gene patterns by insertion or 
deletion of a maximum of two genes were found and, therefore, these serotypes have two gene patterns included in the database, 
distinguished with the addition of ‘−1’ to the locus name (OL1, OL4, OL7, KL20, KL30, KL68, KLUT4) (Figs S1 and S2).

The newly developed Kaptive databases contain a total of 18 O-loci and 133 K-loci. The selected genomes that were used as 
references for each O- and K-loci are shown in Table S1. Examination of the phylogenetic tree of the reference isolates showed 
the O- and K-loci are not associated with MLST sequence types, e.g. six different K-loci and four different O-loci are found in 
ST3 reference isolates (Fig. 1).

Performance of Kaptive databases
Genome collection of this study
Of the total set of 852 selected genomes from GenBank (n=766) and in-house sequenced genomes (n=86), 446 genomes had a known 
O-serotype and 301 genomes had a known K-serotype, whereas the PATRIC genomes had all unknown O- and K-loci serotypes. 
Of the 446 known O-serotypes, 406 (91 %) O-genotypes were correctly identified with the Kaptive databases with a confidence score 
higher than ‘none’ (Table S1) and 272 (90 %) of the 301 known K-serotypes were correctly identified with the Kaptive databases with 
a confidence score higher than none (Table S1).

The tool VPsero was developed for 46 K- and 12 O-serotypes [14], and covers part of the known 71 K-serotypes and 16 O-serotypes. 
The performance of VPsero was tested with a set of 427 genomes for O-genotyping and 279 genomes for K-genotyping from our 
genome collection, consisting of genomes with known serotypes of the 12 and 46 O- and K-serotypes, respectively, which are included 
in VPsero. Of this set, 354 (83 %) out of 427 genomes with known O-serotypes were correctly identified with VPsero (Fig. 2a, Table S1) 
and 188 (67 %) out of 279 genomes with known K-serotypes (Fig. 2b, Table S1). The newly developed Kaptive databases outcompete 
VPsero with 402/427 (94 %) correctly identified O-genotype genomes and 251/279 (90 %) correctly identified K-genotype genomes 
(Fig. 2a, b, Table S1).

Sequence collection of VPsero
In VPsero, intact LPS (lipopolysaccharide) and CPS (capsular polysaccharide) gene clusters (LPS/CPSgcs) were identified and extracted, 
and deposited in the CNGB Sequence Archive under project accession number CNP0000343. These gene clusters did not contain the 
full O-loci of the newly developed O-genotype Kaptive database and, therefore, this sequence data collection could not be used to test 
the performance of the O-genotype Kaptive database; the K-serotype loci were available however. The LPS/CPSgcs were tested with 
both Kaptive K-database and VPsero, and results are listed in Table S1. One K58 gene cluster was identified as K6 by both tested tools, 
possibly containing a wrong serotype in the CNGB database. Of the remaining 56 gene clusters with known K-serotypes, 7 were not 
typable by VPsero and 2 were mis-identified by Kaptive databases.

The mis-identified O- and K-genotypes from our collection were all genomes downloaded from NCBI. Since we only have the genomes 
and not the strains, we cannot check whether these strains were serotyped correctly. For the O-genotype, out of 446 known O-serotypes, 
25 genomes (5.6 %) were genotyped incorrectly, of which 1 genome (0.2 %) had a confidence score of none. Of all genomes, 15 out of 
852 genomes (1.8 %) had a O-locus confidence score of none. For the K-genotype, out of 301 known K-serotypes, 29 genomes (9.6 %) 
were incorrectly genotyped. Of these, 20 genomes (6.6 %) have a ‘good/very high’ confidence score in Kaptive, with near 100 % ID and 
coverage, and 7 genomes have a score of none (2.3 %). Of all genomes, 60 out of 852 (7.0 %) genomes had a K-locus confidence score 
of none. The confidence score of none suggests that the locus is not complete, or that the cluster is not present in the Kaptive database, 
and may also be due to false positive agglutination results.

O-serotype O14 has been recently described [2] and only one genome with this O-genotype is available. In our dataset of 852 
genomes, 13 NCBI genomes with serotype O5 are identified with the Kaptive database as the new genotype O14. It is very likely 
that these genomes are mis-genotyped, because the serum for serotype O14 was not available when these genomes were serotyped.

For several K-serotypes, only one genome sequence was available and we could not determine whether there was variation in 
the gene content of these K-loci . Furthermore, several of the genomes sequenced in this study were sequenced with a 50 bp 
single-end BGI sequencer, resulting in a higher number of short contigs; therefore, for several of these genomes, the K-locus was 
not assembled on one single contig. For these genomes, the contigs with flanking genes were selected and concatenated manually. 
The contiguity of the loci of the concatenated contigs was checked with Bandage v0.9.0 [30]. If more V. parahaemolyticus genome 
sequences with closed K-loci become available, the Kaptive K-serotype database will be updated with the closed K-locus sequences 
of these K-serotypes.

Conclusion
The Kaptive databases developed in this study with the identified 16 O- and 71 K-loci can be used to identify the O- and 
K-genotypes of V. parahaemolyticus isolates from WGS data. The variation of K-antigen loci is much higher than expected, as 
we identified 57 new K-locus variants.



7

van der Graaf-van Bloois et al., Microbial Genomics 2023;9:001007

References
	1.	 Chen M, Guo D, Wong H-C, Zhang X, Liu F, et al. Development of 

O-serogroup specific PCR assay for detection and identification of 
Vibrio parahaemolyticus. Int J Food Microbiol 2012;159:122–129. 

	2.	 Guo X, Liu B, Chen M, Wang Y, Wang L, et  al. Genetic and sero-
logical identification of three Vibrio parahaemolyticus strains as 
candidates for novel provisional O serotypes. Int J Food Microbiol 
2017;245:53–58. 

	3.	 Jones JL, Lüdeke CHM, Bowers JC, Garrett N, Fischer M, et  al. 
Biochemical, serological, and virulence characterization of clin-
ical and oyster Vibrio parahaemolyticus isolates. J Clin Microbiol 
2012;50:2343–2352. 

	4.	 Nair GB, Ramamurthy T, Bhattacharya SK, Dutta B, Takeda Y, et al. 
Global dissemination of Vibrio parahaemolyticus serotype O3:K6 
and its serovariants. Clin Microbiol Rev 2007;20:39–48. 

	5.	 Gavilan RG, Zamudio ML, Martinez-Urtaza J. Molecular epidemi-
ology and genetic variation of pathogenic Vibrio parahaemolyticus 
in Peru. PLoS Negl Trop Dis 2013;7:e2210. 

	6.	 Gil AI, Miranda H, Lanata CF, Prada A, Hall ER, et al. O3:K6 Serotype 
of Vibrio parahaemolyticus identical to the global pandemic clone 
associated with diarrhea in Peru. Int J Infect Dis 2007;11:324–328. 

	7.	 Hashii N, Kondo S, Iguchi T, Nishibuchi M, Hisatsune K. Chemical 
and serological properties of lipopolysaccharides from Vibrio para-
haemolyticus O-untypeable strains isolated from patients. Micro-
biol Immunol 2000;44:229–234. 

	8.	 Wang Q, Ruan X, Wei D, Hu Z, Wu L, et  al. Development of a 
serogroup-specific multiplex PCR assay to detect a set of Escheri-
chia coli serogroups based on the identification of their O-antigen 
gene clusters. Mol Cell Probes 2010;24:286–290. 

	9.	 Albert MJ, Islam D, Nahar S, Qadri F, Falklind S, et al. Rapid detec-
tion of Vibrio cholerae O139 Bengal from stool specimens by PCR. J 
Clin Microbiol 1997;35:1633–1635. 

	10.	 Hoshino K, Yamasaki S, Mukhopadhyay AK, Chakraborty S, Basu A, 
et  al. Development and evaluation of a multiplex PCR assay for 
rapid detection of toxigenic Vibrio cholerae O1 and O139. FEMS 
Immunol Med Microbiol 1998;20:201–207. 

	11.	 Wyres KL, Wick RR, Gorrie C, Jenney A, Follador R, et al. Identifica-
tion of Klebsiella capsule synthesis loci from whole genome data. 
Microb Genom 2016;2:e000102. 

	12.	 Okura M, Osawa R, Tokunaga A, Morita M, Arakawa E, et al. Genetic 
analyses of the putative O and K antigen gene clusters of pandemic 
Vibrio parahaemolyticus. Microbiol Immunol 2008;52:251–264. 

	13.	 Chen Y, Dai J, Morris JG, Johnson JA. Genetic analysis of the 
capsule polysaccharide (K antigen) and exopolysaccharide 
genes in pandemic Vibrio parahaemolyticus O3:K6. BMC Microbiol 
2010;10:274. 

	14.	 Bian S, Jia Y, Zhan Q, Wong N-K, Hu Q, et al. VPsero: rapid sero-
typing of Vibrio parahaemolyticus using serogroup-specific 
genes based on whole-genome sequencing data. Front Microbiol 
2021;12:620224. 

	15.	 Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, et  al. 
SPAdes: a new genome assembly algorithm and its applications to 
single-cell sequencing. J Comput Biol 2012;19:455–477. 

	16.	 Parks DH, Imelfort M, Skennerton CT, Hugenholtz P, 
Tyson GW. CheckM: assessing the quality of microbial genomes 
recovered from isolates, single cells, and metagenomes. Genome 
Res 2015;25:1043–1055. 

	17.	 Wattam AR, Abraham D, Dalay O, Disz TL, Driscoll T, et al. PATRIC, 
the bacterial bioinformatics database and analysis resource. 
Nucleic Acids Res 2014;42:D581–D591. 

	18.	 Allard G, Ryan FJ, Jeffery IB, Claesson MJ. SPINGO: a rapid species-
classifier for microbial amplicon sequences. BMC Bioinformatics 
2015;16:324. 

	19.	 Hasman H, Saputra D, Sicheritz-Ponten T, Lund O, Svendsen CA, 
et al. Rapid whole-genome sequencing for detection and charac-
terization of microorganisms directly from clinical samples. J Clin 
Microbiol 2014;52:139–146. 

	20.	 Seemann T. Prokka: rapid prokaryotic genome annotation. Bioin-
formatics 2014;30:2068–2069. 

	21.	 Page AJ, Cummins CA, Hunt M, Wong VK, Reuter S, et al. Roary: 
rapid large-scale prokaryote pan genome analysis. Bioinformatics 
2015;31:3691–3693. 

	22.	 Xie Z, Tang H. ISEScan: automated identification of insertion 
sequence elements in prokaryotic genomes. Bioinformatics 
2017;33:3340–3347. 

	23.	 Treangen TJ, Ondov BD, Koren S, Phillippy AM. The Harvest suite 
for rapid core-genome alignment and visualization of thousands of 
intraspecific microbial genomes. Genome Biol 2014;15:524. 

	24.	 Croucher NJ, Page AJ, Connor TR, Delaney AJ, Keane JA, et  al. 
Rapid phylogenetic analysis of large samples of recombinant 
bacterial whole genome sequences using Gubbins. Nucleic Acids 
Res 2015;43:e15. 

	25.	 Price MN, Dehal PS, Arkin AP. FastTree 2 – approximately 
maximum-likelihood trees for large alignments. PLoS One 
2010;5:e9490. 

	26.	 Letunic I, Bork P. Interactive Tree Of Life (iTOL): an online tool 
for phylogenetic tree display and annotation. Bioinformatics 
2007;23:127–128. 

	27.	 Jolley KA, Maiden MCJ. BIGSdb: scalable analysis of bacterial 
genome variation at the population level. BMC Bioinformatics 
2010;11:595. 

	28.	 Gilchrist CLM, Chooi Y-H. Clinker & ​clustermap.​js: automatic 
generation of gene cluster comparison figures. Bioinformatics 
2021;37:2473–2475. 

	29.	 Lehane AM, Korres H, Verma NK. Bacteriophage-encoded gluco-
syltransferase GtrII of Shigella flexneri: membrane topology and 
identification of critical residues. Biochem J 2005;389:137–143. 

	30.	 Wick RR, Schultz MB, Zobel J, Holt KE. Bandage: interactive 
visualization of de novo genome assemblies. Bioinformatics 
2015;31:3350–3352. 

Funding information
Sequencing of isolates was supported by the National Science and Technology Major Project of China (no. 2018ZX10305409-003) (H.C.).

Acknowledgements
We thank the Kaptive team (Thomas Stanton, Kelly Wyres, Ryan Wick and Kathryn Holt) for adding the V. parahaemolyticus databases to Kaptive Web.

Author contributions
Designed the study: L.G.B., J.A.W., A.L.Z. Performed the experiments: L.G.B., H.C., A.L.Z. Analysed the data: L.G.B., A.L.Z. Wrote the paper: all authors.

Conflicts of interest
The authors declare that there are no conflicts of interest.


	Development of ﻿Kaptive﻿ databases for ﻿Vibrio parahaemolyticus﻿ ﻿
﻿O- and K-­antigen genotyping
	Abstract
	Data Summary
	Introduction
	Methods
	Culturing and serotyping of ﻿V. parahaemolyticus﻿ isolates
	Genomic datasets of ﻿V. parahaemolyticus﻿
	Development of ﻿Kaptive﻿ databases
	Identification of O-loci
	Identification of K-loci
	Development of the ﻿Kaptive﻿ databases

	Genome phylogeny of genotypes
	Performance of ﻿Kaptive﻿ databases compared to VPsero

	Results and discussion
	Development of ﻿Kaptive﻿ databases for ﻿V. parahaemolyticus﻿ O- and K-loci
	Performance of ﻿Kaptive﻿ databases
	Genome collection of this study
	Sequence collection of VPsero

	Conclusion

	References


