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Abstract

The genus Vibrio encompasses globally relevant pathogens, of which Vibrio cholerae is the best known due to its role in cholera. 
Closely related species within the Cholerae clade – Vibrio paracholerae, Vibrio metoecus and Vibrio tarriae – were long misclas-
sified as non-O1/O139 Vibrio cholerae. The objective of this study was to analyse all 13,000+ available V. cholerae genomes in 
GenBank to determine the presence of species from the Cholerae clade. Genome-wide analyses using Mash, whole-genome-
based Average Nucleotide Identity and digital DNA–DNA hybridization reclassified 190 unique genomes as V. paracholerae, while 
V. metoecus and V. tarriae were not detected. Phylogenomic analyses revealed that V. paracholerae forms distinct lineages, span-
ning clinical, environmental and animal sources over a period of more than a century. Virulence profiling revealed the absence 
of cholera toxin and toxin-coregulated pilus; however, most genomes exhibited other virulence factors, including haemolysins, 
RTX toxins, cholix toxin and a conserved type VI secretion system. Resistome analysis revealed multiple antibiotic resistance 
genes, several of which were embedded within superintegron regions, reinforcing the role of V. paracholerae as a reservoir of 
resistance determinants. Importantly, we identified five putative gene markers with high sensitivity and specificity for discrimi-
nating the two species, providing a tool for diagnostic applications and epidemiological surveillance. These findings reveal an 
unsuspected epidemiological scenario for V. paracholerae, which should be considered in clinical monitoring and public health 
strategies involving the Cholerae clade.

Impact Statement

This study provides a comprehensive genomic reassessment of Vibrio paracholerae, the closest sister species of Vibrio chol-
erae, revealing that nearly 2% of genomes previously classified as V. cholerae are in fact V. paracholerae. This misidentification, 
detected in both clinical and environmental isolates, may introduce taxonomic and epidemiological bias, with direct implications 
for disease surveillance, outbreak investigations and treatment strategies. By clarifying species boundaries through genomic 
and phylogenomic approaches, and by identifying highly discriminatory molecular markers, this work delivers practical tools 
for accurate V. paracholerae identification by means of genomic and/or routine diagnosis. Furthermore, the discovery that V. 
paracholerae persists across diverse ecological niches, while acting as a reservoir for antibiotic resistance genes, highlights its 
underestimated role in microbial ecology and public health. These findings advance our understanding of Vibrio evolutionary 
dynamics and provide resources for improving diagnostic accuracy and genomic epidemiology of cholera-related pathogens.
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Introduction
The genus Vibrio encompasses globally relevant species that are common etiological agents of diseases in humans and aquatic 
organisms, with Vibrio cholerae being the most well-known as the causative agent of cholera [1]. The pathogenicity of certain 
V. cholerae lineages is largely attributable to specific virulence determinants, including the cholera toxin (CTX) and the toxin-
coregulated pilus (TCP) [2], which have also been sporadically reported in other Vibrio species [3].

In recent years, some species closely related to V. cholerae have been identified, most of which were initially misclassified as 
non-O1/O139 V. cholerae. These members of the Cholerae clade include Vibrio paracholerae [4], Vibrio metoecus [5] and Vibrio 
tarriae [6]. Although the pathogenic potential of these V. cholerae-related species varies, they have also been associated with 
human infections [7]. These species appear to coexist with both environmental and clinical V. cholerae lineages, some of which 
are linked to epidemics and pandemics and harbour major cholera virulence determinants such as CTX and VPI-1 [8]. This 
ecological overlap provides an ideal context for the exchange of genetic material, including genes encoding virulence factors 
[3, 4, 9], thereby facilitating the emergence of toxigenic Vibrio.

Specifically, V. paracholerae has been described as the closest known sister species to V. cholerae, based on genetic and genomic 
analyses [4], and has historically been associated with human infections, with reports dating back to 1916 [10]. This species has 
been linked to diarrhoea, bacteraemia and sepsis [11]. Consequently, its misidentification may introduce bias into epidemiological 
analyses and hinder appropriate treatment and disease control strategies.

In this study, we conducted a comprehensive genomic and phylogenetic reassessment to clarify the boundaries between V. cholerae 
and other closely related Vibrio species, particularly V. paracholerae. Using phylogenomics, digital DNA–DNA hybridization 
(dDDH) and whole-genome Average Nucleotide Identity (gANI), we established reliable cutoffs for species delineation and 
proposed potential molecular markers.

Methods
Genome collection and initial screening
A total of 13,206 V. cholerae, 69 V. metoecus, 62 V. paracholerae and 30 V. tarriae genomes were retrieved from GenBank (accessed 
April 2025). Since 30 out of 62 V. paracholerae genomes corresponded to redundant assemblies, they were removed, and only 32 
out of 62 genomes were retained for further analysis. To identify potentially misclassified genomes within the 13,206 V. cholerae 
assemblies, we next selected representative reference genomes from closely related species – V. metoecus ZF102, V. paracholerae 
NCTC 30 and V. tarriae 2521-89. Pairwise genomic distances were estimated using Mash v2.3, which applies a MinHash sketching 
approach to approximate average nucleotide identity [12]. Mash distances were calculated between each reference genome and 
the 13,206 V. cholerae assemblies. Genomes presenting higher shared-hash values (i.e. lower Mash distances) with V. metoecus, V. 
paracholerae or V. tarriae references were flagged as candidates for potential misclassification. These genomes were retained for 
subsequent high-resolution analyses, including gANI and dDDH, to confirm species boundaries and refine taxonomic assign-
ments. Genome quality (completeness and contamination) was evaluated using CheckM2 v1.1.0 (https://github.com/chklovski/​
CheckM2), where genomes presenting completeness ≥90% and contamination ≤10% were retained.

Genomic similarity and phylogenetic analyses
Genomes identified in the Mash-based screening as potential misclassifications were subjected to high-resolution similarity 
and phylogenetic analyses. Alignment fraction (AF) and gANI were computed using MiSI (Microbial Species Identifier) [13], 
which applies genome-wide pairwise blast-based comparisons. Species delineation followed the recommended thresholds of 
AF ≥0.6 and gANI ≥96.5%. In parallel, dDDH values were estimated using the Genome-to-Genome Distance Calculator (GGDC 
3.0) with the recommended formula 2 (identities/HSP length), which provides a robust correlation with traditional wet-lab 
DNA–DNA hybridization [14].

For phylogenomic reconstruction, we first identified core genes across the dataset using Roary v3.13.0 [15], with a minimum 
sequence identity of 95% for orthologous clustering. The resulting core gene alignment was processed with snp-sites v2.5.1 (https://​
github.com/sanger-pathogens/snp-sites) to extract informative SNPs. Maximum-likelihood phylogenetic trees were then inferred 
with IQ-TREE v2.4.0 [16], employing the best-fitting nucleotide substitution model selected by ModelFinder and 1,000 ultrafast 
bootstrap replicates to assess nodal support. Final trees were visualized and annotated using iTOL v6 [17]. Roary was also used 
for pangenome analysis, in which genes highly prevalent among V. paracholerae genomes were queried against the V. cholerae 
dataset using BLASTn to identify eventual unique V. paracholerae genes to be used as markers.

Detection of resistance and virulence genes
Antibiotic resistance genes (ARGs) and virulence-associated genes were screened using the abricate tool (https://github.com/​
tseemann/abricate). Searches were performed against the Comprehensive Antibiotic Resistance Database for ARGs and the 
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Virulence Factor Database (core dataset) for virulence factors. A minimum threshold of ≥80% sequence identity and ≥80% 
coverage was applied for gene detection.

To investigate the genomic context of resistance determinants, we further examined the flanking regions of each identified 
ARG. Specifically, 500 bp of sequences was extracted from both upstream and downstream regions and searched against Vibrio 
chromosomal repeats (VCRs) using BLASTn. The search considered sequences with >50 % identity and >70 % alignment coverage.

Results and discussion
Accurate bacterial species identification, especially for those involved in epidemics and pandemics, is crucial for understanding 
epidemiological dynamics, guiding effective control measures and improving the clinical management of infections.

Reclassification of V. cholerae genomes as V. paracholerae
To assess potential misclassified V. cholerae genomes, we retrieved all available assemblies from GenBank (n=13,206) and 
compared them with representative genomes from other members of the Cholerae clade. Pairwise genomic distances were first 
estimated using Mash, with V. paracholerae, V. metoecus and V. tarriae reference genomes as queries against the V. cholerae dataset. 
Genomes exhibiting the highest shared hashes (≥100 out of 1,000) were retained for further analysis using AF and gANI. By these 
methods, no V. cholerae genome exceeded the threshold values required for species-level assignment to either V. metoecus or V. 
tarriae. However, several candidate genomes displayed gANI values consistent with V. paracholerae and were therefore selected 
for more detailed comparative analyses.

Using V. paracholerae NCTC 30 as reference, we identified a preliminary subset of 523 out of 13,206 V. cholerae genomes that 
shared ≥330 out of 1,000 hashes in the Mash analysis and retained them for downstream comparison. As a baseline, we first 
calculated the AF and gANI values for the 32 genomes previously recognized as V. paracholerae, using V. cholerae N16961 as 
reference. These genomes showed AF values ranging from 0.83 to 0.93 and gANI values ranging from 95.76% to 96.34% (Table 
S1, available in the online Supplementary Material). Although all AF values exceeded the ≥0.6 cutoff and therefore could not 
discriminate between the two species, the gANI values fell below the 96.5% threshold for species delineation. For this reason, 
gANI was used as the primary metric to compare the two species. Subsequently, we computed gANI values for the putative set 
of 523 candidate V. paracholerae genomes, using V. paracholerae NCTC 30 as reference. Among them, 238 genomes, originally 
annotated as V. cholerae, exceeded the 96.5% gANI threshold, suggesting their reassignment to V. paracholerae (Table S1). Analyses 
of these 238 genomes revealed that 48 represented redundant assemblies, which were subsequently removed from downstream 
analyses, leaving a total of 190 unique genomes (Table S1). These genomes were then subjected to dDDH analysis using V. 
cholerae N16961 as reference. The resulting dDDH values ranged from 64.5% to 68.7% (Table S1), all below the 70% threshold 
for species delineation, providing further support for their reassignment to V. paracholerae. Applying dDDH to the putative 190 
V. paracholerae genomes, using V. paracholerae NCTC 30 as the reference, yielded values ranging from 74% to 100% (Table S1), 
corroborating our previous analysis.

Finally, the complete set of 222 V. paracholerae genomes (32 already identified as V. paracholerae in GenBank plus 190 reclas-
sified/this study) was subjected to phylogenomic analysis based on the core genome of the dataset. The resulting phylogenetic 
tree clearly separated V. paracholerae from V. cholerae (Fig. 1), in agreement with the gANI and dDDH results. These analyses 
demonstrate that misidentification of V. paracholerae as V. cholerae occurred in ~1.8% of all V. cholerae genomes, highlighting a 
previously underappreciated source of taxonomic and epidemiological bias.

V. paracholerae genomic epidemiology
The phylogenomic analysis of the 222 V. paracholerae genomes revealed that they belonged to distinct lineages (Fig. 1). 
Metadata associated with these genomes (when available) indicated their sources as clinical settings (n=69), environmental 
samples (n=59) and animals (n=28). Interestingly, some lineages encompassed isolates collected from different sources and 
across wide temporal and geographic ranges. For example, one lineage includes isolates obtained more than a century apart, 
from Egypt in 1916 (clinical; GCA_900538065.1) and the USA in 2017 (environmental; GCA_003312095.1). Other noteworthy 
clusters highlight this diversity: GCA_041005155.1 (USA/2019/animal) and GCA_035782075.1 (Brazil/2001/environment); 
GCA_045016505.1 (Germany/2021/clinical) and GCA_024105925.1 (Algeria/2018/environment); GCA_001402745.1 (Bang-
ladesh/2002/environment) and GCA_016456645.1 (China/2015/animal); GCA_006803035.1 (Austria/2011/zooplankton) 
and GCA_019093165 (China/2018/migratory birds). Notably, two V. paracholerae genomes (GCA_030710345.1 and 
GCA_030718785.1) were recovered in the Democratic Republic of the Congo in the context of the 2009–2012 cholera outbreak, 
coinciding in time and location with the epidemic V. cholerae lineages AFR10d and AFR10e [8]. Taken together, these findings 
demonstrate that V. paracholerae lineages are able to persist across space and time, occurring in the environment (sometimes 
alongside V. cholerae), in clinical contexts and in animal hosts, highlighting their ecological versatility and clinical and 
epidemiological relevance.
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Identification of species-specific markers for V. paracholerae
For epidemiological tracking purposes, it is important to establish reliable markers capable of discriminating between V. chol-
erae and V. paracholerae. A previous study by Islam et al. (2021) identified two genes: LysR family transcriptional regulator 
(WP_001924807.1) and HAD-IB family hydrolase (WP_071179638.1); reported to be present in 22 V. paracholerae strains 
and absent from 22 V. cholerae strains. Screening these genes throughout our dataset (222 V. paracholerae and 12,946 V. chol-
erae genomes), 4 V. paracholerae genomes lacked both genes (GCA_019093125.1, GCA_041005405.1, GCA_045016285.1 and 
GCA_047251285.1), whereas 27 V. cholerae genomes harboured them. Accordingly, the two markers exhibited 98% sensitivity 

Fig. 1. Maximum-likelihood core genome SNP phylogeny of Vibrio genomes. Two Vibrio species are shown: V. cholerae (red background) and V. 
paracholerae (uncoloured background). Coloured strips adjacent to the labels indicate the isolation source of each genome. Genomes labelled in green 
represent reference V. paracholerae genomes. Coloured squares denote the presence of ARGs within the superintegron (SI) of the corresponding 
genome. Dark magenta stars indicate V. paracholerae genomes lacking the five markers. Genomes without labels correspond to entries with missing 
metadata in their BioSample records. Red circles on branches represent >70% bootstrap.
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(218 out of 222 V. paracholerae) and >99.99% specificity (27 out of 12,946 V. cholerae). These findings prompted us to investigate 
whether additional markers could be identified using this larger dataset.

Based on the Roary pangenome results, orthologous groups were defined, and those highly prevalent in V. paracholerae were 
screened against V. cholerae using both BLASTn and abricate. This approach revealed five putative genetic markers, including 
the two previously described, that were present in 218 of the 222 V. paracholerae genomes (Table 1).

The four V. paracholerae genomes missing the five markers were GCA_019093125.1, GCA_041005405.1, GCA_045016285.1 and 
GCA_047251285.1. These genomes exhibited 100% genome completeness (Table S1) and did not cluster together in the phylogeny 
(Fig. 1, dark magenta stars), supporting the conclusion that this genomic region is genuinely absent rather than missing due 
to technical artefacts. Interestingly, the five markers are arranged as a contiguous 5,930 bp locus (SAMEA104470976_01923 to 
SAMEA104470976_01927), consistent with a block deletion event in these four genomes. Despite their broad distribution, these 
genes showed modest sequence variation, with nucleotide identities ranging from 97.74% to 100 %, indicating strong conservation 
within V. paracholerae.

Since these markers are highly prevalent in V. paracholerae and nearly absent from V. cholerae, their distribution is consistent 
with horizontal gene transfer, a process previously proposed between these species [4]. Indeed, in the few V. cholerae genomes 
where these genes were detected, their presence suggests a singular acquisition event. However, no signatures of mobile genetic 
elements were identified in the regions flanking this locus. Overall, these markers displayed high sensitivity (98%) and specificity 
(>99 %), reinforcing their potential as species-discriminating genetic targets for routine laboratory applications.

Virulence and resistance gene profiles
All V. paracholerae genomes analysed lacked the major V. cholerae virulence determinants, CTX and TCP (Table S2), a feature 
also reported for another member of the Cholerae clade, V. metoecus [9]. However, segments of the Vibrio Pathogenicity Island-2 
(VPI-2) containing the sialic acid metabolism cluster (nan-nag) were identified in 35 genomes, with the neuraminidase gene 
(nanH) detected in 32 of these. This pattern of modular fragmentation and retention of VPI-2 loci mirrors observations in V. 
metoecus, in which the nan-nag cluster was proposed to have originated through independent acquisition of VPI-2 islets [9]. The 
tor operon, involved in anaerobic respiration of trimethylamine N-oxide and known to enhance CTX production in V. cholerae 
[18], was also detected in a truncated form: five genomes contained tor genes, with two harbouring torAC and three harbouring 
torDR. These results indicate that V. paracholerae has undergone either partial acquisition or loss of virulence-associated genomic 
islands, suggesting divergence in ecological adaptation relative to V. cholerae.

Despite lacking the major cholera virulence factors, V. paracholerae harbours a broad repertoire of virulence-associated genes. 
The haemolysin (hlyA) and thermolabile haemolysin (tlh) were nearly ubiquitous (220 out of 222 genomes), as were RTX toxin 
components (rtxB, rtxC and rtxD, present in 216, 217 and 218 genomes, respectively) (Table S2). The cholix toxin (chxA) was 
identified in 91 out of 222 genomes, consistent with previous observations [4]. The type VI secretion system, implicated in 
interbacterial competition and environmental fitness [19], was present in all genomes, whereas the type III secretion system 
(T3SS) was restricted to only two genomes (Table S2). The T3SS regions in these two genomes displayed ~97% coverage and 
identity to V. cholerae counterparts, suggesting recent horizontal acquisition likely facilitated by niche overlap between the two 
species. However, unlike T3SS islands in V. mimicus and V. parahaemolyticus, these loci lacked the tdh and trh toxins commonly 
associated with virulence [20].

Resistome analysis revealed between 4 and 17 ARGs per genome, with a median of five (Table S3). The most prevalent ARGs were 
blaCARB-9/9-like (n=113), qnrVC4/4-like (n=24), qnrVC5/5-like (n=13) and blaCARB-7/7-like (n=15), along with sporadic 
genes such as qnrVC7/7-like, catB9-like, aph, floR, dfrA6-like, sul, qac and tet(A/C) (Table S3). Given that V. cholerae carries 
non-mobilizing chromosomal platforms known as SIs, which are hypothesized as reservoirs of ARGs [21], we explored this 
aspect for V. paracholerae. By analysing the genomic context of each ARG, we identified flanking VCRs and/or class 4 integrase 
(intI4) signatures in 101 out of 222 genomes. ARGs confirmed within SIs included blaCARB-9/9-like (n=86), blaCARB-7/7-like 
(n=9), qnrVC4 (n=17), qnrVC4-like (n=4), qnrVC5 (n=2), qnrVC7-like (n=3), catB9-like (n=4) and dfrA6-like (n=1) (Fig. 1). 
Additionally, some genomes contained multiple ARGs within their SI, with combinations such as blaCARB plus qnrVC or catB9, 
and in some instances, duplicate copies of the same ARG allele (blaCARB or qnrVC). Indeed, several blaCARB alleles have recently 
been associated with VCRs in V. cholerae, suggesting their linkage to the V. cholerae SI [22], a pattern that is also supported by 
our findings for V. paracholerae. Additionally, the qnrVC4 and qnrVC5 alleles have previously been reported in association with 
VCRs [23], supporting our findings for V. paracholerae.

When compared with all known blaCARB alleles, the blaCARB variants identified in this study in SIs exhibited 98.96–
99.89% nucleotide identity to blaCARB-7 or blaCARB-9, with 35 blaCARB-9-like sequences assignable to blaCARB-61. In fact, 
blaCARB-61 was also recently reported in an environmental V. paracholerae previously misidentified as V. cholerae [22]. A few 
amino acid substitutions were observed in specific genomes, including K201N in GCA_017169525, D58E in GCA_045017515 
and GCA_028490905 and I32M in GCA_900538065 and GCA_003312095. The GCA_045016285 genome displayed a deletion 
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affecting residue E80 in addition to the substitution K94Q, whereas GCA_008083255 contained a deletion of nucleotide A743, 
resulting in a frameshift that altered the downstream amino acid sequence from positions 250 to 288. Despite these changes, all 
blaCARB amino acid sequences retained the conserved motifs characteristic of penicillin-recognizing enzymes [22], indicating 
that these variants are likely functional.

The qnrVC variant alleles presented 98.33–98.94% identity to qnrVC4 (GCA_033803245.2, GCA_017169515.1, GCA_043002275.1 
and GCA_045016285.1) and 99.85% identity to qnrVC7 (GCA_028490905.1). In addition, two qnrVC7-like sequences 
(GCA_048551175.1 and GCA_048551205.1) could be determined as qnrVC9. These nucleotide changes resulted in a few amino 
acid substitutions: GCA_033803245.2 presented H21 (Q21 in QnrVC4/5/7), while GCA_017169515.1, GCA_043002275.1 and 
GCA_045016285.1 presented D183 (E183 in QnrVC4/5/7). These substitution sites have not been described as essential for the 
enzymatic function of Qnr; therefore, only in vitro analyses could reveal any functional impact [24].

Regarding the catB9 variants, four genomes (GCA_008083255.1, GCA_030710345.1, GCA_030718785.1 and GCA_049391525.1) 
harboured identical amino acid substitutions (V43A and N202Y), despite being isolated from different locations and time points 
(Table S1). Only one genome, GCA_027921665.1, carried a dfrA-like gene, which showed the highest similarity to dfrA46 but 
contained an H89N substitution.

As previously demonstrated, ARGs embedded in SIs of V. paracholerae can be transcriptionally active and functional [10]. 
Therefore, these findings support the role of V. paracholerae as an ancient and persistent reservoir of ARGs, paralleling the 
evolutionary dynamics observed in V. cholerae.

Conclusion
An unsuspected set of genomes previously classified as V. cholerae (~1.8 %) was reclassified as V. paracholerae, underscoring 
the misidentification of this sister species in both clinical and environmental surveillance that can eventually impact the epide-
miological analyses of cholera disease. V. paracholerae lineages have demonstrated long-term spatiotemporal persistence across 
diverse ecological niches, including human clinical cases, animals and natural environments, reflecting their broad adaptability. 
Moreover, several of these V. paracholerae genomes were linked to human infections, reinforcing their clinical and epidemiological 
relevance. Importantly, this study identified genetic markers that can be applied to distinguish V. paracholerae from V. cholerae, 
providing a practical tool for species identification and epidemiological surveillance.

Funding information
This study was financed by FAPERJ - Fundação Carlos Chagas Filho de Amparo à Pesquisa do Estado do Rio de Janeiro, Processo SEI-260003/019688/2022.

Author contributions
A.C.P.V.: conceptualization, methodology, writing – original draft, writing – review and editing and funding acquisition. S.M.M.: methodology, formal anal-
ysis, writing – original draft and writing – review and editing. E.L.d.F.: writing – review and editing. All authors have read and approved the manuscript.

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

References
	1.	 Baker-Austin C, Lake I, Archer E, Hartnell R, Trinanes J, et  al. 

Stemming the rising tide of Vibrio disease. Lancet Planet Health 
2024;8:e515–e520. 

	2.	 Kumar A, Das B, Kumar N. Vibrio pathogenicity island-1: the 
master determinant of cholera pathogenesis. Front Cell Infect 
Microbiol 2020;10:561296. 

	3.	 Morgado SM, Dos Santos Freitas F, Lourenço da Fonseca E, 
Vicente ACP. Vibrio mimicus lineage carrying cholera toxin and 
vibrio pathogenicity island, United States and China. Emerg Infect 
Dis 2024;30:1729–1732. 

	4.	 Islam MT, Nasreen T, Kirchberger PC, Liang KYH, Orata FD, et al. 
Population analysis of Vibrio cholerae in aquatic reservoirs reveals 
a novel sister species (Vibrio paracholerae sp. nov.) with a history of 
association with humans. Appl Environ Microbiol 2021;87:e0042221. 

	5.	 Kirchberger PC, Turnsek M, Hunt DE, Haley BJ, Colwell RR, et al. 
Vibrio metoecus sp. nov., a close relative of Vibrio cholerae isolated 
from coastal brackish ponds and clinical specimens. Int J Syst Evol 
Microbiol 2014;64:3208–3214. 

	6.	 Islam MT, Liang K, Orata FD, Im MS, Alam M, et al. Vibrio tarriae sp. 
nov., a novel member of the Cholerae clade. Int J Syst Evol Microbiol 
2022;72. 

	7.	 Orata FD, Hussain NAS, Liang KYH, Hu D, Boucher YF. Genomes of 
Vibrio metoecus co-isolated with Vibrio cholerae extend our under-
standing of differences between these closely related species. Gut 
Pathog 2022;14:42. 

	8.	 Lemopoulos A, Miwanda B, Drebes Dörr NC, Stutzmann S, 
Bompangue D, et al. Genome sequences of Vibrio cholerae strains 
isolated in the DRC between 2009 and 2012. Microbiol Resour 
Announc 2024;13:e0082723. 

	9.	 Orata FD, Kirchberger PC, Méheust R, Barlow EJ, Tarr CL, et  al. 
The dynamics of genetic interactions between Vibrio metoecus and 
Vibrio cholerae, two close relatives co-occurring in the environ-
ment. Genome Biol Evol 2015;7:2941–2954. 

	10.	 Dorman MJ, Kane L, Domman D, Turnbull JD, Cormie C, et al. The 
history, genome and biology of NCTC 30: a non-pandemic Vibrio chol-
erae isolate from World War One. Proc Biol Sci 2019;286:20182025. 

	11.	 Morgado SM, da Fonseca EL, Vicente ACP. Vibrio cholerae and 
Vibrio paracholerae bacteraemia strains encompass lineages that 
share resistome and virulome profiles. Mem Inst Oswaldo Cruz 
2025;120:e240159. 

	12.	 Ondov BD, Treangen TJ, Melsted P, Mallonee AB, Bergman NH, 
et  al. Mash: fast genome and metagenome distance estimation 
using MinHash. Genome Biol 2016;17:132. 



8

Morgado et al., Microbial Genomics 2026;12:001605

	13.	 Varghese NJ, Mukherjee S, Ivanova N, Konstantinidis KT, 
Mavrommatis K, et al. Microbial species delineation using whole 
genome sequences. Nucleic Acids Res 2015;43:6761–6771. 

	14.	 Meier-Kolthoff JP, Carbasse JS, Peinado-Olarte RL, Göker M. TYGS 
and LPSN: a database tandem for fast and reliable genome-based 
classification and nomenclature of prokaryotes. Nucleic Acids Res 
2022;50:D801–D807. 

	15.	 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. 

	16.	 Minh BQ, Schmidt HA, Chernomor O, Schrempf D, Woodhams MD, 
et al. IQ-TREE 2: new models and efficient methods for phylogenetic 
inference in the genomic era. Mol Biol Evol 2020;37:1530–1534. 

	17.	 Letunic I, Bork P. Interactive tree of life (itol) v6: recent updates to 
the phylogenetic tree display and annotation tool. Nucleic Acids Res 
2024;52:W78–W82. 

	18.	 Lee KM, Park Y, Bari W, Yoon MY, Go J, et al. Activation of cholera 
toxin production by anaerobic respiration of trimethylamine 
N-oxide in Vibrio cholerae. J Biol Chem 2012;287:39742–39752. 

	19.	 Montero DA, Vidal RM, Velasco J, George S, Lucero Y, et  al. 
Vibrio cholerae, classification, pathogenesis, immune response, 

and trends in vaccine development. Front Med (Lausanne) 
2023;10:1155751. 

	20.	 Mascarenhas Morgado S, Lourenço da Fonseca E, 
Carolina Paulo Vicente A. Characterization of type iii secretion system 
2 (T3SS2) and TDH toxin in Vibrio mimicus within an integrative conju-
gative element context. Arch Microbiol Immunol 2025;9:165–170. 

	21.	 Rowe-Magnus DA, Guerout AM, Mazel D. Bacterial resistance 
evolution by recruitment of super-integron gene cassettes. Mol 
Microbiol 2002;43:1657–1669. 

	22.	 Guevara Núñez D, Morandini FN, Suleyman G, Crooker K, Kaur J, 
et  al. Genomic analysis and virulence features of Vibrio cholerae 
non-O1/non-O139 harbouring CARB-type β-lactamases from fresh-
water bodies, Argentina. Environ Microbiol Rep 2025;17:e70181. 

	23.	 Vinothkumar K, Kumar GN, Bhardwaj AK. Characterization of Vibrio 
fluvialis qnrVC5 gene in native and heterologous hosts: synergy of 
qnrVC5 with other determinants in conferring quinolone resist-
ance. Front Microbiol 2016;7:146. 

	24.	 Po KHL, Chan EWC, Chen S. Mutational analysis of quinolone resist-
ance protein QnrVC7 provides novel insights into the structure-
activity relationship of Qnr proteins. Antimicrob Agents Chemother 
2016;60:1939–1942. 

The Microbiology Society is a membership charity and not-for-profit publisher.

Your submissions to our titles support the community – ensuring that 
we continue to provide events, grants and professional development for 

microbiologists at all career stages.

Find out more and submit your article at microbiologyresearch.org


	Tracking a misclassified pathogen: genomic and epidemiological features of ﻿Vibrio paracholerae﻿
	Abstract
	Data Summary
	Introduction
	Methods
	Genome collection and initial screening
	Genomic similarity and phylogenetic analyses
	Detection of resistance and virulence genes

	Results and discussion
	Reclassification of ﻿V. cholerae﻿ genomes as ﻿V. paracholerae﻿
	﻿V. paracholerae﻿ genomic epidemiology
	Identification of species-specific markers for ﻿V. paracholerae﻿
	Virulence and resistance gene profiles

	Conclusion
	References


