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Abstract

Non-toxigenic Vibrio cholerae isolates have been found associated with diarrheal disease

globally, however, the global picture of non-toxigenic infections is largely unknown. Among

non-toxigenic V. cholerae, ctxAB negative, tcpA positive (CNTP) isolates have the highest

risk of disease. From 2001 to 2012, 71 infectious diarrhea cases were reported in Hang-

zhou, China, caused by CNTP serogroup O1 isolates. We sequenced 119 V. cholerae

genomes isolated from patients, carriers and the environment in Hangzhou between 2001

and 2012, and compared them with 850 publicly available global isolates. We found that

CNTP isolates from Hangzhou belonged to two distinctive lineages, named L3b and L9.

Both lineages caused disease over a long time period with usually mild or moderate clinical

symptoms. Within Hangzhou, the spread route of the L3b lineage was apparently from rural

to urban areas, with aquatic food products being the most likely medium. Both lineages had

been previously reported as causing local endemic disease in Latin America, but here we

show that global spread of them has occurred, with the most likely origin of L3b lineage

being in Central Asia. The L3b lineage has spread to China on at least three occasions.

Other spread events, including from China to Thailand and to Latin America were also

observed. We fill the missing links in the global spread of the two non-toxigenic serogroup

O1 V. cholerae lineages that can cause human infection. The results are important for the

design of future disease control strategies: surveillance of V. cholerae should not be limited

to ctxAB positive strains.

Author summary

Non-toxigenic Vibrio cholerae isolates are associated with diarrheal disease globally.

Among them, ctxAB negative, tcpA positive (CNTP) isolates have the highest risk of
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disease because they may be able to colonize the human intestine. By population genomic

analysis of 850 previously published genomes and 119 newly sequenced genomes in this

study, we found that most of CNTP isolates can be attributed into two distinctive lineages,

L3b and L9. Both lineages are not only circulating in local regions causing endemic dis-

ease, but have been spreading worldwide over the past 100 years. Central Asia is the most

likely origin of the L3b lineage, and the strains spread to China on at least three occasions.

The L3b strains were also exported from China to other parts of the world, and one of the

migrations are related to the groups that circulated in Latin America. Within Hangzhou, a

modernized city in China, aquatic food products are the most likely medium of CNTP

strains, and a spread pattern from rural aquafarms to the urban areas was observed. This

work filled the missing links in the global spread of two non-toxigenic serogroup O1 V.

cholerae lineages that can cause human infection. The results suggest that in future disease

control efforts, the sampling of V. cholerae should not be limited to the apparently toxic

isolates, and that a more thorough and unbiased sampling framework is needed.

Introduction

Vibrio cholerae is the causative agent of cholera, an acutely dehydrating diarrheal disease that

can kill its victims within hours if left untreated [1]. It is estimated that each year there are 1.3

to 4 million cholera cases, resulting in 21,000 to 143,000 deaths worldwide [2]. V. cholerae has

been classified based on the surface somatic O antigens and more than 200 serogroups are

identified to date [3]. Cholera epidemics are caused by isolates of serogroups O1 and O139,

with O1 being further differentiated into two biotypes, classical (Cla) and El Tor (ET) [4].

There have been seven historical cholera pandemics since 1817. The Cla biotype is believed to

have caused the first six pandemics, whereas the ET biotype replaced Cla globally to cause the

seventh cholera pandemic that has been ongoing since 1961 [5]. O139 isolates were first identi-

fied in India and Bangladesh in 1992, which were found to be derived from the ET biotype and

have not spread beyond Asia [6].

Whole-genome sequencing provides the highest possible discrimination power between

bacterial isolates, and has been put to great use in V. cholerae research, for example to track the

source of the 2010 Haiti cholera outbreak [7] and to reconstruct the global transmission routes

of the seventh pandemic [5,7–10]. Genome-wide single nucleotide polymorphism (SNP) anal-

ysis showed that V. cholerae can be divided into eight major lineages (L1-L8) [5]. Cla isolates

belong to lineage L1, and ET isolates are assigned to five lineages, of which L2 is responsible

for the ongoing seventh pandemic, while the others are geographically restricted to specific

regions and can cause sporadic cholera cases (L3 in US Gulf Coast, L5 in Sulawesi, L6 in Saudi

Arabia, and L8 in Australia). L4 and L7 isolates are distinct from the other lineages and are

usually non-pathogenic and isolated from the environment [5].

Despite the high genetic diversity of V. cholerae, only lineages encoding the key virulence

factors can cause cholera pandemics (e.g. L1 and L2). Cholera toxin (CT) and toxin co-regu-

lated pilus (TCP) are well-known virulence factors. CT, the protein complex that causes the

dehydration and watery diarrhea, is encoded by ctxA and ctxB, which are located in a temper-

ate filamentous bacteriophage CTXφ [11]. When it is released and enters epithelial cells, it

induces a rapid and massive loss of body fluids, which is the primary cholera symptom. The

TCP gene cluster is part of a Vibrio pathogenicity island (VPI) called VPI-1 and responsible

for attachment to the host intestinal epithelium, where it serves as the receptor of CTXφ [12].
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The major subunit of TCP is encoded by tcpA [13], which is the most diverse gene [14] in the

TCP gene cluster.

CT producing V. cholerae can cause worldwide cholera epidemics, in contrast, non-toxi-

genic (ctxAB negative) isolates tend to be associated with sporadic localized diarrheal disease

[15,16]. For instance, non-toxigenic isolates have been found associated with sporadic human

infection in Latin America (serogroup O1 isolates) [8,17,18], Thailand (O27) [19], Iraq (O53)

[20], and Japan (O48) [21], and reported to cause small-scale local outbreaks (less than 30

cases with O1) in India [22], Uzbekistan [23], Russia [24,25], Fiji [26], and China [27,28]

between 1965 and 2014. Multi-locus sequence typing data revealed that some non-toxigenic

clonal complexes were geographically widespread [16], however, the global picture of non-

toxigenic infections is largely unknown.

One concern of non-toxigenic isolates is that whether they can gain ctxAB genes and cause

epidemic cholera. However, most of the non-toxigenic isolates do not carry the tcpA gene [16],

indicating a small probability of colonizing the human intestine. In contrast, ctxAB negative,

tcpA positive (CNTP) isolates have higher potential risk of disease outbreak among the non-

toxigenic isolates. From 2001 to 2012, a total of 71 infectious diarrhea cases caused by CNTP

serogroup O1 V. cholerae isolates were confirmed in Hangzhou, an East China city which is 50

kilometers from the Western Pacific. In order to characterize the CNTP isolates and the

human infection they caused, we sequenced the whole genomes of 119 Hangzhou isolates,

including 91 CNTP isolates (71 from patients, 13 from carriers and 7 from the environment)

and 28 contemporaneous non-CNTP strains, and compared them with 850 publicly available

V. cholerae genomes representing the global diversity of the species.

Materials and methods

V. cholerae isolates

According to the laws of the People’s Republic of China on Prevention and Treatment of Infec-

tious Diseases, cholera is an infectious disease under Class A, and all suspected cholera patients

admitted to hospitals need to be tested for V. cholerae. The samples of suspected patients were

sent to Hangzhou CDC for laboratory confirmation. Stool specimens of suspected patients

were cultured in the selective No. 4 agar for V. cholerae isolation and identification. If the cul-

ture result was positive for V. cholerae, the patient was treated as a cholera case, and the corre-

sponding epidemiological investigation was initiated to collect samples from people, food and

water that had been exposed to the patient in the five days prior to disease onset. If the food

sample was positive for V. cholerae, the source of the food was further traced. If the person

who had been in contact with the patient was asymptomatic but the stool specimen was posi-

tive for V. cholerae, the person was defined as a carrier. Infectious diarrhea cases caused by

CNTP isolates were treated in the same way as cholera cases, and the epidemiological investi-

gation was consistent with that of cholera. In total 91 CNTP strains (all belonging to serogroup

O1) were isolated during 2001–2012, representing 81% of the V. cholerae serogroup O1 strains

(12% were CPTP and 7% were CNTN) isolated in Hangzhou during the same period. Among

the CNTP strains, 71 were isolated from patients, 13 were isolated from carriers and seven

were isolated from the environment (aquatic animal, water or tableware). 28 other representa-

tive isolates, including 13 CNTN (ctxAB-, tcpA-, serogroup O1) and 15 CPTP (ctxAB+, tcpA+,

eight serogroup O1 and seven O139 strains) strains that were isolated during the same period,

were used for comparison in this study (S1 Table). The criteria used for clinical symptom clas-

sification is listed in S2 Table.

To determine the potential gene loss during laboratory culture, the presence/absence of

ctxAB, zot, ace, cep and tcpA were examined by PCR amplification within three days of
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isolation (most were tested within a day). In a previous study, it has been reported that ctxAB
genes of V. cholerae isolates can be lost in culture, however, the earliest loss took place four

days after isolation and the loss was not only the ctxAB genes but also the other genes of the

CTX prophage [29]. Thus, although the ctxAB genes are on a mobile element, the probability

of loss during laboratory culturing should be small for our collection.

To exclude the possibility of mixed infection of ctxAB positive and negative strains, we

selected three colonies for each sample to test the presence/absence of ctxAB by PCR amplifica-

tion separately. No sample showed co-existence of both ctxAB positive and negative colonies

in all 119 Hangzhou samples, which was consistent with a previous report of low within host

diversity of V. cholerae (zero to three SNPs within each patient) [30]. Finally, the samples of

ctxAB negative and tcpA positive were defined as CNTP strains.

Antimicrobial susceptibility testing

The antimicrobial susceptibilities of 22–80 randomly selected Hangzhou CNTP isolates were

tested using the disk diffusion method on Mueller-Hinton agar according to the guidelines of

the Clinical and Laboratory Standards Institute (CLSI, M02-A11). The isolates were catego-

rized as being resistant, intermediate and sensitive to each antimicrobial drug. The susceptibil-

ities to drugs, including ampicillin, amikacin, streptomycin, gentamicin, tetracycline,

chloramphenicol, trimethoprim-sulfamethoxazole (SXT) ciprofloxacin, and nalidixic acid,

were interpreted (S3 Table) using the CLSI criteria (M100-S22) for the Enterobacteriaceae.

Genome dataset

A total of 969 V. cholerae genomes were used in this research, including 119 newly sequenced

genomes of Hangzhou isolates, and 850 publicly available genome sequences downloaded

from NCBI (up to July 2018). The 850 public genomes were collected for various purposes and

do not represent a well-defined epidemiological cohort. They were isolated from various

sources during 1937–2018, and covered 50 countries on six of the seven continents (except

Antarctica). The genomes of all the analyzed strains are available in GenBank under the acces-

sion numbers listed in S1 Table, newly sequenced genomes are available under the BioProject

ID PRJNA492763.

Genome sequencing and variant calling

The DNA of Hangzhou isolates was extracted using DNeasy Blood & Tissue kit (QIAGEN),

and subjected to paired-end library (average insert size of 350 bp) preparation using the NEB-

Next Ultra DNA Library Prep Kit (NEB). Whole genome sequencing was performed using

Illumina Hiseq 4000 platforms, the read length is 150 bp and 400 Mb clean data were gener-

ated for each strain on average.

We performed de novo assembly using SOAPdenovo v2.04 [31] as previously described

[32]. The number of contigs and average size of assemblies were 163 (46–495, > 500 bp) and

4.0 Mb (3.9–4.3), with an average of 81-fold (54–96) depth for each V. cholerae genome. SNPs

were identified as previously described [32,33]. Firstly, the assemblies were aligned against the

reference genome using MUMmer v3.1 [34], to generate the whole genome alignment and

identify SNPs in the core genome (regions present in all isolates). Secondly, the clean sequenc-

ing reads of Hangzhou isolates were mapped to the assemblies to evaluate the SNP accuracy

using SOAPaligner [35], only high-quality SNPs (supported by>10 reads, quality value >30)

were kept in further analysis. The repetitive regions of the reference genome were identified

using TRF v4 [36] and BLASTN search against self. SNPs in repetitive regions were excluded

and only bi-allelic SNPs were used in further analysis. N16961 (NC_002505.1, NC_002506.1)
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was used as the reference sequence in the analysis of 969 genomes, a total of 562,172 SNPs

(2.16 Mb core genome) were identified from the 969 isolates, which were used to construct the

maximum likelihood tree using FastTree V2 [37]. Phylogenic analysis showed that the Hang-

zhou isolates belonged to two distinctive lineages, which were named L3b and L9 (Figs 1A

and S1).

The core regions of different genome sets are variable and this affects SNP calling and phy-

logenetic reconstruction. To obtain a high phylogenetic resolution, we re-selected reference

sequences for L3b and L9 lineages to improve the whole genome alignments. Strain MS6

(NZ_AP014524.1, NZ_AP014525.1) was used as the reference sequences for L3b isolates,

40,533 SNPs (3.52 Mb core genome) were identified for all the 119 L3b isolates, 27,006 SNPs

(3.68 Mb core genome) were identified for the 81 Hangzhou L3b isolates. Strain 2012Env-9

(NZ_CP012997.1, NZ_CP012998.1) was used as the reference sequences for L9 isolates, 18,937

SNPs (3.76 Mb core genome) were identified for all the 20 L9 isolates, 19,874 SNPs (3.83 Mb

core genome) were identified for the 11 Hangzhou L9 isolates.

Phylogenetic analyses

We used ClonalFrameML [38] to infer the recombination events in L3b and L9 lineages as pre-

viously described [39]. The input maximum likelihood trees were constructed using FastTree

V2 [37] based on the whole genome alignments, non-core sites were ignored during the calcu-

lation. ClonalFrameML analysis revealed that the recombination rates of L3b and L9 lineages

were much higher than that of L2 pandemic lineage (S2 Fig). The ratio of effects of recombina-

tion and mutation (r/m) of L3b lineage was 36.1, with ratio of recombination to mutation rate

(R/theta) of 0.52, mean DNA import length (delta) of 4,082 bp, and mean divergence of

imported DNA (nu) of 0.017. The r/m of L9 lineage was 23.7, with R/theta = 0.67, delta = 2,716

bp and nu = 0.013. In contrast, the recombination rate of L2 pandemic lineage was much

lower, with r/m previously reported to be 0.47 [10]. We also ran Gubbins [40] to identify the

recombination regions in the L3b and L9 lineages. The recombination regions identified by

the two methods were highly consistent, with almost all the recombination regions (1.868/

1.872 Mb in L3b lineage, 1.065/1.070 Mb in L9 lineage) identified by ClonalFrameML being

also found in Gubbins results, further supporting the inference of high recombination rates of

these two lineages.

SNPs located in inferred recombined regions identified by ClonalFrameML were excluded

prior to further phylogenetic analysis. After removing the recombinant SNPs, 535 SNPs (1.56

Mb non-recombined core genome) for L3b isolates, 662 SNPs (2.23 Mb non-recombined

core genome) for Hangzhou L3b isolates, 509 SNPs (2.66 Mb non-recombined core genome)

for L9 isolates and 448 SNPs (2.72 Mb non-recombined core genome) for Hangzhou L9 iso-

lates were used to construct the maximum likelihood trees using RAxML v8 [41] under the

GTRGAMMA model with 100 bootstraps (Figs 1B, 1C, 2B and 2C). All the phylogenetic trees

were visualized using ggtree v1.16 [42].

Presence/absence of virulence factors

We examined the sequences of 17 regions that were previously described as associated with

pandemic disease [7,43], including five major pathogenicity islands (CTXφ, VPI-1, VPI-2,

VSP-1 and VSP-2), 10 genomic islands (GI-1~10), the SXT region and the superintegron

region (S3 Fig). The sequences of N16961 were used as the reference sequences except for

SXT, which is absent from this genome. The SXT region sequence of MJ-1236 (NC_012668.1,

NC_012667.1) was used as the SXT reference sequence. The sequences of these genome ele-

ments were split into segments of 500 bp, and BLASTN was used to examine the presence/
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Fig 1. Phylogeny of global 969 V. cholerae isolates (A), L3b (B) and L9 (C) isolates. (A) Maximum likelihood tree of global 969 V. cholerae isolates. Branch

colors indicate the lineages, and red circles in the tree tips indicate Hangzhou isolates. L2 lineage isolates were collapsed for visualization. (B, C) Maximum

likelihood trees of L3b (B) and L9 (C) lineages based on non-recombined SNPs. L3b.1 and L9.1 isolates were used to root the trees based on Figs 1A and S1.

Branch colors indicate the geographical locations, and circles in the tree tips indicate the sources, red for clinical (Cli) isolates, blue for carrier and green for

environmental (Env) isolates. Presence/absence of genomic elements are shown on the right, white for absence, grey for presence of El Tor elements and dark

grey for presence of non-El Tor variants. The variant of CTXφ indicates the pre-CTXφ that lacking ctxAB genes. A hundred iterations of bootstrap were

performed in (B, C) and asterisks indicate that bootstrap values of nodes are greater than 80.

https://doi.org/10.1371/journal.pntd.0008046.g001
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absence of each region in each genome. We also searched against VFDB (virulence factor data-

base) [44] and ARDB (antibiotic resistance genes database) [45] to identity possible virulence

and antibiotic genes. A gene/segment was considered present if the overall hit coverage and

identity were at least 70%.

Hierarchical clustering analysis

We performed clustering analysis for all the 969 isolates, L3b and L9 lineage isolates using the

hierarchical Bayesian Analysis of Population Structure (hierBAPS) [46]. Firstly, hierBAPS was

run on the 562,172 SNPs of 969 isolates with the maximum number of populations (K) of 100,

200 and 300. 969 isolates were clustered into five (K = 100 and 200) or nine (K = 300) lineages

(S1 Fig). Lineage L2, L3, L3b, L5, L6 and L8 were clustered into hierBAPS cluster C1, lineage

L1, L7 and L9 were clustered into hierBAPS cluster C2, and lineage L4 were split into three or

Fig 2. Local spread of L3b and L9 lineages in Hangzhou. (A) Geographical distribution of Hangzhou L3b and L9 lineage isolates. Circle colors indicate sub-lineages.

Dotted ellipses indicate possible rural sources of L3b.2 and L3b.4, the points within the dotted ellipses indicate rural isolates, which were represented by stars in panel B

and C. The map was created using ggmap [58] based on the public geographical data downloaded from OpenStreetMap. (B, C) Maximum likelihood trees of Hangzhou

L3b (B) and L9 (C) isolates. L3b.1 and L9.1 isolates were used to root the trees and are the same as in Fig 1B and 1C. Branch colors indicate sub-lineages, and circles in

the tree tips indicate sources. Stars indicate rural samples. Isolates of a confirmed outbreak event is marked by a vertical line and labeled “OT” (outbreak). Isolation times

are shown on the right. Asterisks indicate that bootstrap values of nodes are greater than 80 (100 bootstraps). Double slash indicates artificially shortened branch.

https://doi.org/10.1371/journal.pntd.0008046.g002
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seven hierBAPS clusters. HierBAPS clusters generally contain more isolates than that of L1-L9,

and no CNTP isolates specific clusters were identified. To focus on the CNTP isolates and

keep the unity to previous study [5], we used the designation of lineage L1-L9 in this study.

HierBAPS was then run on the non-recombined SNPs of L3b and L9 lineages, with the

maximum K of 5, 10 and 15. L3b lineage isolates were split into four or six hierBAPS clusters,

and L9 lineage isolates were split into 3 clusters which are named L9.1-L9.3 sub-lineages (S4

Fig). For L3b lineage, hierBAPS cluster C2 (K = 5) were split into three clusters (C5-C7) when

K was set to 10 and 15, however, in the phylogenetic tree, it was clear that isolates of C5-C7

have a common ancestor, which were supported by a long common branch with a high boot-

strap value (100). Combining the hierBAPS clustering and phylogenic tree, we designated L3b

lineage into four sub-lineages, L3b.1-L3b.4. Additionally, one hierBAPS cluster C1 isolate

M229, clustered together with L3.2 (C2 or C5-7) isolates in the phylogenetic tree, which were

supported by a high bootstrap value (100), we assigned it into L3.2 sub-lineage.

Molecular clock analysis

We investigated the temporal signal of L3b and L9 lineages using TempEst v1.5 [47], by calcu-

lating the linear regression between root-to-tip distance and isolation date. Three date-ran-

domization tests were performed using TipDatingBeast [48], and we found a significant

temporal signal in the L3b lineage (S5 Fig). The 118 L3b isolates with known isolation dates

were further used in BEAST v1.10 [49] to date the common ancestors. 535 non-recombinant

SNPs were included in this analysis, using the GTR + Γ substitution model, isolation years for

tip date calibration and constant sites correction. We tested eight combinations of molecular

clock and tree models to identify the best fit, three independent chains for each combination

were run to ensure convergence. Both path sampling and stepping-stone sampling indicate the

best fit was an uncorrelated relaxed clock with a Bayesian skyline coalescent tree (S4 Table),

which were used as the priors of further analysis. We ran three independent Markov chain

Monte Carlo chains over 100 million steps, sampling every 2,000 steps. Tracer v1.7 [50] was

used to read the BEAST outputs and calculate the effective sample size (ESS) values, and the

ESS of parameters of all three runs were greater than 200. The tree estimates of three runs were

combined using LogCombiner v1.10 and were used to generate the maximum clade credibility

trees (S6 Fig) using TreeAnnotator v1.10, with the first 10% of states removed as burn-in. The

BEAST estimated molecular clock of L3b lineage strains was 3.73×10−7 substitutions per site

per year, with 95% confidence interval (CI) 2.78–4.72×10−7, which is lower than the previously

estimated mutation rate of the seventh pandemic group: 6.1×10−7 (95% CI: 5.7–6.4×10−7) sub-

stitutions per site per year [9].

Ethics statement

Ethical approval was not required because this research was done as part of routine infectious

disease surveillance and management.

Results

V. cholerae lineages L3b and L9 caused epidemics of diarrhea in Hangzhou

We constructed a maximum likelihood (ML) tree of 969 isolates based on genome-wide SNPs,

including 119 Hangzhou isolates and 850 global isolates (Figs 1A and S1, S1 Table). The iso-

lates from Hangzhou showed a remarkably high diversity, which can be attributed to five line-

ages. Most Hangzhou CNTP isolates (80/91) belonged to an undefined lineage that was closely

related to US Gulf Coast L3 isolates [5,51], and was named L3b in this study. The remaining 11
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CNTP isolates were attributed to another lineage we named L9, which was phylogenetically

intermediate between lineages L4 and L1. Two Hangzhou CPTP isolates also belonged to line-

age L3b and the remaining 26 isolates were assigned to pandemic lineages L2 (n = 12, all

CPTP), L4 (n = 13, all CNTN) and L7 (n = 1, CPTP). In addition, 24 Latin American isolates

were assigned to L3b and L9 lineages, which were previously considered as local isolates and

named as MX-2 and ELA-3 lineage, respectively [8].

To describe the phylogenetic relationships with greater resolution, we re-examined the core

genomes of L3b and L9 isolates, removed the recombined regions and constructed ML trees

separately based on new SNP sets (Fig 1B and 1C). The ML trees further divided L3b into four

sub-lineages, L3b.1~4, and divided L9 into three sub-lineages, L9.1~3. We found that Hang-

zhou L3b isolates were concentrated on L3b.2 (24/82) and L3b.4 (56/82), except for two closely

related isolates that belonged to L3b.1, while L3b.1 and L3b.3 included isolates from Turkmen-

istan, Russia, and Ukraine. Hangzhou L9 isolates were concentrated on L9.1 (5/11) and L9.2

(6/11), whereas the L9.3 sub-lineage was composed of Mexico and Haiti isolates.

Clinical characters and epidemiological patterns of L3b and L9 isolates

The clinical symptoms caused by L3b and L9 isolates were mostly mild or moderate (66/67,

S7A Fig). Patients usually had small volumes of watery diarrhea, with a median number of

diarrhea per day of six (range from four to twelve), and only one case caused by CNTP isolate

showed typical “rice-water” stool [1]. Most patients vomited less than three times a day, and

fever was reported in only 16% of cases after early infection. The overall dehydration was usu-

ally less than 10% of the body weight (S2 Table). In contrast, more than half (5/8) of the cholera

toxin-producing L2 isolates caused severe dehydration and electrolyte abnormalities. Further-

more, infection with L3b and L9 strains occurred mostly in adults (20–50 years old) with no

significant difference between genders (S7A Fig).

Both L3b and L9 strains caused disease over a long time period and were mainly isolated in

summer when the mean temperature was over 20˚C (S7B and S7C Fig). Different temporal

patterns of incidence were observed. The L9 lineage only caused sporadic cases uniformly dis-

tributed over time, whereas an outbreak was observed for L3b cases in 2009. More specifically,

the outbreak was mainly caused by the sub-lineage L3b.4, which first appeared in Hangzhou in

2006, after which the number of reported cases rapidly increased until its peak in 2009, and

then quickly decreased in 2010 (S7D Fig), without any specific infectious disease control mea-

sure having been taken.

Virulence factors, antimicrobial resistance and unique genomic variants in

L3b and L9 isolates

We investigated the sequences of 15 previously well-described pathogenicity genomic islands

[43] (CTXφ, VPI-1, VPI-2, VSP-1, VSP-2 and GI-1~10), the SXT and superintegron regions,

and searched against VFDB (virulence factor database) [44] and ARDB (antibiotic resistance

genes database) [45] to identify possible virulence and antibiotic genes in L3b and L9 isolates.

Most of the L3b and L9 isolates (96%, 133/139) were CNTP, whereas few isolates (5%, 39/828)

of the other lineages were CNTP (S1 Fig). Specifically, we found that 46% of L3b isolates and

15% of L9 isolates carried a precursor CTXφ [19] (pre-CTXφ), which is an incomplete CTXφ
lacking the ctxAB genes (Figs 1B, 1C, S3A and S3B). Pre-CTXφ is considered to be the precur-

sor of the current Cla and ET CTXφ, and it is found in many clinical and environmental iso-

lates [19,52]. We found that the pathogenicity island VSP-1 was carried exclusively by L3b.4

isolates (Figs 1B and S3A). VSP-1 has been found to improve the efficiency of intestinal

Global spread of two non-toxigenic Vibrio cholerae lineages

PLOS Neglected Tropical Diseases | https://doi.org/10.1371/journal.pntd.0008046 February 18, 2020 9 / 18

https://doi.org/10.1371/journal.pntd.0008046


colonization with V. cholerae [53] and was inferred to be an essential factor that led lineage L2

to cause the seventh pandemic [54].

We also found two genes outside of genomic islands that had an interesting distribution

among isolates of L3b lineage. First, 70% of L3b isolates carried the quinolone resistance gene

qnrS, with an even higher proportion of 83% among Hangzhou isolates (Fig 1B). qnrS was first

reported in isolate MS6 from Thailand [55] (L3b.4), located in the superintegron region,

which functions as a gene capture system with gene content varying considerably among V.

cholerae isolates. Outside of the L3b and L9 lineages, the gene was only found in 4% isolates.

The product of qnrS gene has been shown to protect gyrase and topoisomerase IV from quino-

lone action in enteric bacteria [56], however, most of the L3b and L9 lineage isolates are sensi-

tive to commonly used antibiotics (S3 Table), including fluoroquinolones (ciprofloxacin and

norfloxacin acid). Second, the virulence gene acfD was found exclusively in L3b.2 (Figs 1B and

S3E), which is an accessory colonization factor and regulated by the same system that controls

expression of the cholera toxin [57].

In addition, we found many unique variations of the investigated genome elements (Figs

1B, 1C and S3). Most L3b.1 isolates carried VPI-2 (S3C Fig) and GI-5 variants (S3F Fig), and

half of the L3b.2 isolates carried a unique VSP-2 variant (S3D Fig), which is different from the

ET-VSP-2 and WASA variants reported previously [5]. All the L9 isolates carried VPI-1, GI-5

and GI-10 variants (S3G–S3I Fig). Among the VPI-1 island, they carried tcpA variants from

cluster 5 and 11, which are commonly found in environmental isolates [14].

The local epidemiology of L3b and L9 lineages in Hangzhou

The geographical location of sampling or patient home addresses was recorded for 91 Hang-

zhou L3b and L9 isolates. The 81 L3b isolates showed a broad geographical distribution, which

covered both urban area and rural districts, whereas ten L9 isolates originated almost exclu-

sively from the urban area (Fig 2A). Compared to the distribution in the urban areas where all

the sub-lineages mixed together, the rural isolates are clustered by geography, all the isolates

from the southeast rural area belonged to L3b.2, and in contrast most northeast rural isolates

were L3b.4 isolates. For both sub-lineages, the first infectious diarrhea cases were found in

rural districts. The first patient infected with L3b.2 isolate was identified in 2001 in the south-

east rural district, while the first urban L3b.2 patient was identified two years later (S8A Fig).

The first rural patient infected with L3b.4 isolate was identified two months earlier (June and

August) than urban patients. Furthermore, the phylogenic trees indicate that the rural isolates

are generally located on deeper branches: the average root-to-tip node distance of the rural iso-

lates was significantly lower than for urban isolates (5.7 vs. 8.3, P<0.01, Student’s t-test, S8A

Fig), which suggests that the urban isolates are most likely to have been imported from rural

districts.

The epidemiological investigation collected four L3b and three L9 environmental strains.

They were isolated from aquatic food products (soft-shelled turtle and bullfrog), water and

tableware of a restaurant that had been in contact with the patients (Fig 2B and 2C and S1

Table). The phylogenetic trees revealed that these environmental isolates were closely related

to the human isolates (Fig 2B and 2C): the median number of SNPs between any environmen-

tal isolate and its closest human isolate was 2 (range from 0 to 23). Two environmental isolates

that had been isolated from a restaurant (water for keeping fish and tableware) showed only

0–2 SNP differences across the whole genome with isolates from four humans (including two

patients and two carriers) who had eaten in the restaurant (Fig 2B); in contrast, the pairwise

SNP distance between human isolates of L3b and L9 lineages were 55 and 127, respectively.

This suggested that the contaminated aquatic food products caused infections through food
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served in the restaurant. This is supported by the epidemiological investigation that these four

people had eaten aquatic food products in this restaurant. In addition, epidemiological investi-

gation found the source of six aquatic food products was in shopping malls and agricultural

markets (S1 Table), suggesting that commercial markets can be a transmission route of L3b

and L9 isolates.

Evidence for the global spread of L3b and L9 lineages

In addition to the Hangzhou isolates, there were 46 L3b and L9 isolates from Turkmenistan,

Russia, Ukraine, Thailand, Mexico, Haiti, Argentina and Paraguay (Fig 1B and 1C and S9, S1

Table). They were isolated from patients (48%) or environment (52%, water and food) from

1965 to 2015, during the diarrheal/cholera outbreaks or by routine surveillance [8,17,18,23–

25,55] (S1 Table and S7B Fig). Due to the usually mild symptoms of human infection caused

by these two lineages, their sampling is limited compared to the pandemic lineage, which can

affect the inference of the routes and directions of spread. Given this sampling bias, we only

aimed to construct the initial global picture of the epidemiology of these two lineages. We

found a significant temporal signal in the L3b lineage (S5 Fig), which allowed us to estimate

the approximate divergence times of the branches (S6 Fig). Based on the phylogeny, we

observed that at least nine international spread events (ISEs) occurred (Figs 1B and S9) since

the most recent common ancestor (MRCA) of the L3b lineage in 1926 (95% confidence inter-

val: 1897–1950).

Our phylogeny shows that the introduction of L3b lineage into Hangzhou took place on at

least three independent occasions (Figs 1B and S9). One introduction of L3b.1 sub-lineage

(ISE1) occurred between 1995 and 2010 (the first date is the MRCA of local isolates and their

closest relative from the source, the second date is the MRCA of local isolates only), which

caused two human infections. The most closely related isolate to Hangzhou isolates was an

environmental (water) isolate from Russia. These two Hangzhou isolates and the Russian iso-

late carried the unique GI-5 variant, which was only found in Hangzhou, Turkmenistan and

Russia. The second import (ISE3) occurred between 1938 and 1970, which established the

L3b.2 sub-lineage in Hangzhou. The oldest strain of this sub-lineage was isolated in Turkmeni-

stan in 1965. The third import (ISE8) occurred between 1956 and 1997, which led to the estab-

lishment of lineage L3b.4 in Hangzhou, with three Ukraine strains being their closest relatives.

These results indicate the close relationship between Hangzhou and global isolates, given that

the closest global isolates (Turkmenistan, Russia and Ukraine) were located on more ancient

branches (Figs 1B and S8B), with an average root-to-tip node distance of 4.8 vs. 9.8 (Hang-

zhou), the spread direction of L3b lineage was likely from these countries to Hangzhou. How-

ever, the genetic distance between Hangzhou and global isolates suggested that intermediates

might be present between them, and therefore we cannot exclude the possibility that L3b line-

age from other locations was the direct source of import into Hangzhou. Our phylogeny also

revealed two possible export events from Hangzhou to other countries. The first was an export

to Mexico (ISE4, 1988–1994) which seeded the L3b.2 sub-lineage circulating in Latin Ameri-

can countries. Although some Mexico strains were isolated earlier than Hangzhou strains (S7B

Fig), all of them in L3b lineage were the descendants of Hangzhou isolates, indicating the sam-

pling in Hangzhou or China is inadequate. The second was an export to Thailand (ISE9, 2005–

2008), and one human clinical case was found to be a consequence of this export [55].

Two strains located nearest to the root of the phylogeny of L3b strains had both been iso-

lated from a Central Asia country Turkmenistan, and these were the oldest isolates (both sam-

pled in 1965) in this lineage, suggesting that the isolates of nearby countries could be imported

from Central Asia. This is consistent with the epidemiological investigation which concluded
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that Russia and Ukraine isolates had been imported from Central Asia, where the climate is

warmer and more suitable for V. cholerae growth and persistence [25]. The global spread route

of L3b strains are therefore probably originated from Central Asia, and then spread to the

nearby countries (e.g. ISE2). As early as in the 1930s, the L3b strains spread to China (ISE 3,

1938–1970), and in about 1990 (ISE 4, 1988–1994) this lineage crossed the Pacific Ocean to

arrive in Latin America where it has been present since.

L9 isolates were also found in Mexico and Haiti, and the ML tree suggests that these are

also the descendants of the Hangzhou L9.1~2 sub-lineages (Figs 1A, 1C and S1). Because of

limited sample numbers and short interval of sampling time in this lineage (all were collected

after 1999), we could not detect a significant temporal signal and estimate dates (S5B Fig).

Nevertheless, the phylogeny still indicates a close relationship between Hangzhou and Latin

American isolates, and therefore L9 is another V. cholerae lineage that has spread globally.

Discussion

Using whole genome sequencing, we identified L3b and L9, two serogroup O1 V. cholerae line-

ages that are distinct from the pandemic lineage (L2) and can cause infectious diarrhea. Our

results indicate that the absence of ctxAB genes in these lineages is due to either carrying pre-

CTXφ or totally missing the whole prophage sequence. Despite the absence of cholera toxin

genes, the two lineages cause many infections over long time periods in Hangzhou, Russia and

Latin America, indicating that they had established stable environmental reservoirs in many

regions around the world. The human infections caused by L3b and L9 lineages correspond

with the second pattern of disease proposed by Domman et al [8], i.e. a lineage causing a long-

term disease across wide geographical regions, but with fewer human cases than the pandemic

V. cholerae lineage, similar to the US Gulf Coast lineage which led to 65 seafood-borne disease

cases from 1973 to 1992 [59].

Although the clinical symptoms caused by these two lineages in Hangzhou are usually

milder than for the pandemic L2 lineage, they still showed considerable pathogenic potential.

The CTXφ negative strains have been reported to be able to integrate CTXφ into their

genomes and become cholera toxin producers [19]. This is supported by the fact that five L3b

isolates carried a complete CTXφ (Figs 1B, S1 and S3), which shapes potential risk for cholera

outbreak. Both lineages carried the TCP cluster, suggesting the ability to effectively colonize

the human intestine, and recent experiment have verified that V. cholerae can colonize on the

soft-shelled turtle [60]. This might associate with the global spread of L3b and L9 isolates,

because they might be able to use aquatic animals or human as the medium. Pre-CTXφ could

also be a virulence factor. Its virulence has been validated in an infant rabbit model [61], and

the two phage proteins zot and ace are considered as the most probable virulence genes

because of their enterotoxic activity [62]. Furthermore, other pathogenicity islands, such as

VSP-1 in sub-lineage L3b.4, and unknown virulence factors may also be related with the viru-

lence of these two lineages, which will need to be clarified in further work.

Foodborne disease outbreaks cause by non-toxigenic V. cholerae were reported in many

developing and developed countries [15], such as the US Gulf Coast outbreak [59]. The human

infections in Hangzhou are also likely to be foodborne and linked to aquatic food products.

Seafood and aquatic food products contamination with V. cholerae have been confirmed in

China by an epidemiological investigation, 80% of the isolates belonged to serogroup O1 and

O139 [63]. The average contamination rate was 0.52% in 12,104 samples, and the most com-

mon contamination was found in turtles and their breeding pools (1.72% and 1.14%) [60]. In

this study, a total of 71 clinical diarrhea cases were confirmed in Hangzhou over 12 years,

which is on a similar scale as the US Gulf Coast outbreak [59]. Aquatic food products
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consumption is very popular in Hangzhou, especially in the summer season, which is when

the L3b and L9 infection cases emerged. We have isolated L3b and L9 strains from contami-

nated aquatic food products in a restaurant and commercial markets, and we showed that

these environmental isolates have a close relationship with patient isolates based on a whole-

genome phylogeny. This provides evidence that the aquatic food products were very likely to

be the source of the human infections in Hangzhou. Furthermore, Hangzhou human infection

cases are mostly distributed in adults, which may be because aquatic food products are mostly

consumed by adults.

An interesting geographical pattern in the incidence of L3b and L9 infection in Hangzhou

is that the epidemic seems to originate from an eastern rural area, where the aquatic food prod-

ucts breeding bases are located. The aquatic food products breeding pools could be the envi-

ronmental reservoir of V. cholerae, from which contaminated food would be exported during

harvest season, which would explain the long-lasting infections observed in Hangzhou. There-

fore, our observations suggested that further epidemiological investigation was needed on

these breeding bases. L3b and L9 infections may also occur in other regions in China with sim-

ilar aquatic food products breeding bases, but as the ctxAB negative V. cholerae strains are usu-

ally considered to have a low risk of disease, such infections were possibly neglected during

surveillance. The disease burden caused by these two lineages in other countries may also be

underestimated.

China has previously been found to play an important role in the international spread of

the seventh cholera pandemic, acting both as the source and the sink in many international

transmission events [64]. Here our results suggest a similar role in the spread of other lineages

of V. cholerae. The L3b strains was introduced into China on at least three occasions, and in

turn, China was the source of L3b strains imported into Thailand and Latin America. Interna-

tional transmission was also observed in the L9 lineage. However, L3b and L9 isolates from

Latin America were previously considered as local isolates (MX-2 and ELA-3, respectively) [8],

when Chinese genomes were unavailable. Therefore, our results show that these lineages have

larger population sizes and geographical ranges than previously thought. More thorough and

unbiased sampling of V. cholerae is needed to reveal a more complete picture of its global

epidemiology.
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S1 Table. Background information of 969 V. cholerae isolates used in this research.
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S2 Table. The criteria used for clinical symptom classification.
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S3 Table. Antimicrobial resistance of ctxAB negative, tcpA positive (CNTP) isolates.
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S4 Table. Summary of the Bayesian models used for BEAST analyses.
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S1 Fig. Maximum likelihood tree of 969 Vibrio cholerae isolates. Branch colors indicate the

lineages, and red circles in the tree tips indicate Hangzhou isolates. L3b and L9 lineages are

highlighted after zooming in, and FastTree support values of key nodes are shown (range from

0 to 1). BAPS clustering results, ctxAB negative, tcpA positve (CNTP) isolates (red color) and

the BLASTN coverage of tcpA and CTXφ genes (ctxB, ctxA, zot, ace, orfU, cep, rstA, rstB, rstR)
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are shown on the right.

(TIF)

S2 Fig. ClonalFrameML recombination analysis of L3b (A) and L9 lineages (B). Left: Clo-

nalFrameML reconstructed phylogeny. Right: dark blue horizontal bars indicate detected

recombination events, grey areas indicate non-core regions. Two chromosomes are separated

by dotted lines.

(TIF)

S3 Fig. Unique genome elements of L3b and L9 isolates. (A) Maximum likelihood trees of

L3b (top) and L9 (bottom) as in Fig 1B and 1C are shown on the left. BLASTN coverage of 17

pathogenicity islands and genomic islands are shown on the right. The sequences of these

genome elements were split into segments of 500 bp that corresponding to the columns on the

plot. (B-I) ACT plot of genomic elements variants of L3b (top) and L9 isolates (bottom).

(TIF)

S4 Fig. Maximum likelihood trees and hierarchical clustering results of L3b (A) and L9 (B)

lineages. Phylogenies and genome elements distributions are the same as Fig 1B and 1C, hier-

BAPS clustering results are shown on the right.

(TIF)

S5 Fig. Assessment of the temporal signal of L3b and L9 lineage. (A, B) Correlation between

root-to-tip distance and isolation time of L3b and L9 (B) isolates. (C) Three date-randomiza-

tion tests of L3b lineage.

(TIF)

S6 Fig. BEAST maximum clade credibility tree of L3b isolates. Colors of branches and tip

labels indicate geographical locations. Circles in the tree tips indicate sources, red for clinical

isolates, blue for carrier, green for environmental isolates and star for rural isolates. Inferred

date and 95% confidence intervals of key nodes are labeled on the tree.

(TIF)

S7 Fig. Clinical characters (A) and temporal distribution (B-D) of L3b and L9 isolates. Col-

ors indicate lineages, and circle size scales with strain number in (B, D). The line in (C) indi-

cates the monthly mean temperature in Hangzhou, corresponding to the Y axis on the right.

(TIF)

S8 Fig. Root-to-tip node number distribution of L3b isolates. (A) Time distribution and

root-to-tip node number distribution of rural (red) and urban (blue) isolates. (B) Root-to-tip

node number distribution of isolates from different countries.

(TIF)

S9 Fig. Inferred global spread routes of L3b and L9 isolates. Circles and triangles indicate

clinical and environmental isolates, respectively, and their sizes scale with sample number.

Red and green colors indicate L3b and L9 isolates, respectively. Dashed lines indicate the

inferred international spread event (ISE) routes. Blue circles indicate ever reported ctxAB neg-

ative clinical samples. The dates of spread events are taken from BEAST analysis, the first date

is the median MRCA of transmitted isolates and their closest relative from the source, the sec-

ond date is the MRCA of transmitted isolates only. The map was created using ggmap based

on the public geographical data downloaded from OpenStreetMap.

(TIF)

Global spread of two non-toxigenic Vibrio cholerae lineages

PLOS Neglected Tropical Diseases | https://doi.org/10.1371/journal.pntd.0008046 February 18, 2020 14 / 18

http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s006
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s007
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s008
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s009
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s010
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s011
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s012
http://journals.plos.org/plosntds/article/asset?unique&id=info:doi/10.1371/journal.pntd.0008046.s013
https://doi.org/10.1371/journal.pntd.0008046


Author Contributions

Conceptualization: Jingcao Pan, Yujun Cui.

Data curation: Haoqiu Wang, Zhou Sun, Wei Zheng, Wei Zhang, Hua Yu.

Formal analysis: Chao Yang, Yujun Cui.

Funding acquisition: Ruifu Yang, Jingcao Pan, Yujun Cui.

Investigation: Haoqiu Wang, Zhou Sun, Wei Zheng, Wei Zhang, Hua Yu, Jingcao Pan.

Methodology: Chao Yang, Yarong Wu, Yujun Cui.

Project administration: Ruifu Yang, Jingcao Pan, Yujun Cui.

Resources: Haoqiu Wang, Zhou Sun, Wei Zheng, Wei Zhang, Hua Yu, Yujun Cui.

Software: Chao Yang, Yarong Wu.

Supervision: Ruifu Yang, Jingcao Pan, Yujun Cui.

Visualization: Chao Yang.

Writing – original draft: Chao Yang, Yujun Cui.

Writing – review & editing: Chao Yang, Xavier Didelot, Yujun Cui.

References
1. Harris JB, LaRocque RC, Qadri F, Ryan ET, Calderwood SB (2012) Cholera. Lancet 379: 2466–2476.

https://doi.org/10.1016/S0140-6736(12)60436-X PMID: 22748592

2. Ali M, Nelson AR, Lopez AL, Sack DA (2015) Updated global burden of cholera in endemic countries.

PLoS Negl Trop Dis 9: e0003832. https://doi.org/10.1371/journal.pntd.0003832 PMID: 26043000

3. Chatterjee SN, Chaudhuri K (2003) Lipopolysaccharides of Vibrio cholerae. I. Physical and chemical

characterization. Biochim Biophys Acta 1639: 65–79. https://doi.org/10.1016/j.bbadis.2003.08.004

PMID: 14559113

4. Sack DA, Sack RB, Nair GB, Siddique AK (2004) Cholera. Lancet 363: 223–233. https://doi.org/10.

1016/s0140-6736(03)15328-7 PMID: 14738797

5. Mutreja A, Kim DW, Thomson NR, Connor TR, Lee JH, et al. (2011) Evidence for several waves of

global transmission in the seventh cholera pandemic. Nature 477: 462–465. https://doi.org/10.1038/

nature10392 PMID: 21866102

6. Bhattacharya MK, Bhattacharya SK, Garg S, Saha PK, Dutta D, et al. (1993) Outbreak of Vibrio cho-

lerae non-O1 in India and Bangladesh. Lancet 341: 1346–1347.

7. Chin CS, Sorenson J, Harris JB, Robins WP, Charles RC, et al. (2011) The origin of the Haitian cholera

outbreak strain. N Engl J Med 364: 33–42. https://doi.org/10.1056/NEJMoa1012928 PMID: 21142692

8. Domman D, Quilici ML, Dorman MJ, Njamkepo E, Mutreja A, et al. (2017) Integrated view of Vibrio cho-

lerae in the Americas. Science 358: 789–793. https://doi.org/10.1126/science.aao2136 PMID:

29123068

9. Weill FX, Domman D, Njamkepo E, Tarr C, Rauzier J, et al. (2017) Genomic history of the seventh pan-

demic of cholera in Africa. Science 358: 785–789. https://doi.org/10.1126/science.aad5901 PMID:

29123067

10. Domman D, Chowdhury F, Khan AI, Dorman MJ, Mutreja A, et al. (2018) Defining endemic cholera at

three levels of spatiotemporal resolution within Bangladesh. Nat Genet 50: 951–955. https://doi.org/10.

1038/s41588-018-0150-8 PMID: 29942084

11. Waldor MK, Mekalanos JJ (1996) Lysogenic conversion by a filamentous phage encoding cholera

toxin. Science 272: 1910–1914. https://doi.org/10.1126/science.272.5270.1910 PMID: 8658163

12. Karaolis DK, Johnson JA, Bailey CC, Boedeker EC, Kaper JB, et al. (1998) A Vibrio cholerae pathoge-

nicity island associated with epidemic and pandemic strains. Proc Natl Acad Sci U S A 95: 3134–3139.

https://doi.org/10.1073/pnas.95.6.3134 PMID: 9501228

Global spread of two non-toxigenic Vibrio cholerae lineages

PLOS Neglected Tropical Diseases | https://doi.org/10.1371/journal.pntd.0008046 February 18, 2020 15 / 18

https://doi.org/10.1016/S0140-6736(12)60436-X
http://www.ncbi.nlm.nih.gov/pubmed/22748592
https://doi.org/10.1371/journal.pntd.0003832
http://www.ncbi.nlm.nih.gov/pubmed/26043000
https://doi.org/10.1016/j.bbadis.2003.08.004
http://www.ncbi.nlm.nih.gov/pubmed/14559113
https://doi.org/10.1016/s0140-6736(03)15328-7
https://doi.org/10.1016/s0140-6736(03)15328-7
http://www.ncbi.nlm.nih.gov/pubmed/14738797
https://doi.org/10.1038/nature10392
https://doi.org/10.1038/nature10392
http://www.ncbi.nlm.nih.gov/pubmed/21866102
https://doi.org/10.1056/NEJMoa1012928
http://www.ncbi.nlm.nih.gov/pubmed/21142692
https://doi.org/10.1126/science.aao2136
http://www.ncbi.nlm.nih.gov/pubmed/29123068
https://doi.org/10.1126/science.aad5901
http://www.ncbi.nlm.nih.gov/pubmed/29123067
https://doi.org/10.1038/s41588-018-0150-8
https://doi.org/10.1038/s41588-018-0150-8
http://www.ncbi.nlm.nih.gov/pubmed/29942084
https://doi.org/10.1126/science.272.5270.1910
http://www.ncbi.nlm.nih.gov/pubmed/8658163
https://doi.org/10.1073/pnas.95.6.3134
http://www.ncbi.nlm.nih.gov/pubmed/9501228
https://doi.org/10.1371/journal.pntd.0008046


13. Rhine JA, Taylor RK (1994) TcpA pilin sequences and colonization requirements for O1 and O139 vibrio

cholerae. Mol Microbiol 13: 1013–1020. https://doi.org/10.1111/j.1365-2958.1994.tb00492.x PMID:

7854116

14. Tay CY, Reeves PR, Lan R (2008) Importation of the major pilin TcpA gene and frequent recombination

drive the divergence of the Vibrio pathogenicity island in Vibrio cholerae. FEMS Microbiol Lett 289:

210–218. https://doi.org/10.1111/j.1574-6968.2008.01385.x PMID: 19054108

15. Morris JG Jr, Acheson D (2003) Cholera and other types of vibriosis: a story of human pandemics and

oysters on the half shell. Clinical Infectious Diseases 37: 272–280. https://doi.org/10.1086/375600

PMID: 12856219

16. Aydanian A, Tang L, Chen Y, Morris JG Jr, Olsen P, et al. (2015) Genetic relatedness of selected clini-

cal and environmental non-O1/O139 Vibrio cholerae. International Journal of Infectious Diseases 37:

152–158. https://doi.org/10.1016/j.ijid.2015.07.001 PMID: 26164777

17. Azarian T, Ali A, Johnson JA, Jubair M, Cella E, et al. (2016) Non-toxigenic environmental Vibrio cho-

lerae O1 strain from Haiti provides evidence of pre-pandemic cholera in Hispaniola. Scientific reports 6:

36115. https://doi.org/10.1038/srep36115 PMID: 27786291

18. Choi SY, Rashed SM, Hasan NA, Alam M, Islam T, et al. (2016) Phylogenetic diversity of Vibrio cho-

lerae associated with endemic cholera in Mexico from 1991 to 2008. MBio 7: e02160–02115. https://

doi.org/10.1128/mBio.02160-15 PMID: 26980836

19. Boyd EF, Heilpern AJ, Waldor MK (2000) Molecular analyses of a putative CTXphi precursor and evi-

dence for independent acquisition of distinct CTX(phi)s by toxigenic Vibrio cholerae. Journal of Bacteri-

ology 182: 5530. https://doi.org/10.1128/jb.182.19.5530-5538.2000 PMID: 10986258

20. Li M, Shimada T, Morris JG Jr., Sulakvelidze A, Sozhamannan S (2002) Evidence for the emergence of

non-O1 and non-O139 Vibrio cholerae strains with pathogenic potential by exchange of O-antigen bio-

synthesis regions. Infect Immun 70: 2441–2453. https://doi.org/10.1128/IAI.70.5.2441-2453.2002

PMID: 11953381

21. Li M, Kotetishvili M, Chen Y, Sozhamannan S (2003) Comparative genomic analyses of the vibrio path-

ogenicity island and cholera toxin prophage regions in nonepidemic serogroup strains of Vibrio cho-

lerae. Appl Environ Microbiol 69: 1728–1738. https://doi.org/10.1128/AEM.69.3.1728-1738.2003

PMID: 12620865

22. Pal A, Saha PK, Nair GB, Yamasaki S, Takeda T, et al. (1999) Clonal analysis of non-toxigenic Vibrio

cholerae O1 associated with an outbreak of cholera. Indian J Med Res 109: 208–211. PMID: 10491912

23. Monakhova EV, Pisanov RV, Mikhas NK (2004) [The genome polymorphism of Vibrio cholerae ctxAB(-)

strains, containing the proximal part of the CTX element]. Zh Mikrobiol Epidemiol Immunobiol: 23–29.

24. Onishchenko GG, Lomov Iu M, Moskvitina EA, Podosinnikova LS, Vodianitskaia S, et al. (2007) [Chol-

era caused by Vibrio cholerae O1 ctxAB- tcpA+]. Zh Mikrobiol Epidemiol Immunobiol: 23–29. PMID:

17523424

25. Monakhova EV (2011) Phenotypic and Molecular Characteristics of Epidemic and Non-epidemic Vibrio

cholerae Strains Isolated in Russia and Certain Countries of Commonwealth of Independent States

(CIS): Springer New York. 51–78 p.

26. Nair GB, Safa A, Bhuiyan NA, Nusrin S, Murphy D, et al. (2006) Isolation of Vibrio cholerae O1 strains

similar to pre-seventh pandemic El Tor strains during an outbreak of gastrointestinal disease in an

island resort in Fiji. J Med Microbiol 55: 1559–1562. https://doi.org/10.1099/jmm.0.46734-0 PMID:

17030916

27. Pu X, Pan J, Meng D, Ye R, Huang Z The diversity of nctCTX# PHI# prophage genome from clinical O1

strains of Vibrio choierae.

28. Zheng W, Yu H, Wang H, Zhang W, Pan J (2011) Molecular characteristics and antibiotic resistances of

Vibrio cholerae O1 isolates in Hangzhou in 2009. Zhonghua yu fang yi xue za zhi [Chinese journal of

preventive medicine] 45: 895–898.

29. Smirnova N, Kul’shan T, Baranikhina EY, Krasnov YM, Agafonov D, et al. (2016) Genome structure and

origin of nontoxigenic strains of Vibrio cholerae of El Tor biovar with different epidemiological signifi-

cance. Russian journal of genetics 52: 914–925.

30. Levade I, Terrat Y, Leducq J-B, Weil AA, Mayo-Smith LM, et al. (2017) Vibrio cholerae genomic diver-

sity within and between patients. Microbial genomics 3.

31. Luo R, Liu B, Xie Y, Li Z, Huang W, et al. (2012) SOAPdenovo2: an empirically improved memory-effi-

cient short-read de novo assembler. Gigascience 1: 18. https://doi.org/10.1186/2047-217X-1-18 PMID:

23587118

32. Cui Y, Yang X, Didelot X, Guo C, Li D, et al. (2015) Epidemic Clones, Oceanic Gene Pools, and Eco-LD

in the Free Living Marine Pathogen Vibrio parahaemolyticus. Mol Biol Evol 32: 1396–1410. https://doi.

org/10.1093/molbev/msv009 PMID: 25605790

Global spread of two non-toxigenic Vibrio cholerae lineages

PLOS Neglected Tropical Diseases | https://doi.org/10.1371/journal.pntd.0008046 February 18, 2020 16 / 18

https://doi.org/10.1111/j.1365-2958.1994.tb00492.x
http://www.ncbi.nlm.nih.gov/pubmed/7854116
https://doi.org/10.1111/j.1574-6968.2008.01385.x
http://www.ncbi.nlm.nih.gov/pubmed/19054108
https://doi.org/10.1086/375600
http://www.ncbi.nlm.nih.gov/pubmed/12856219
https://doi.org/10.1016/j.ijid.2015.07.001
http://www.ncbi.nlm.nih.gov/pubmed/26164777
https://doi.org/10.1038/srep36115
http://www.ncbi.nlm.nih.gov/pubmed/27786291
https://doi.org/10.1128/mBio.02160-15
https://doi.org/10.1128/mBio.02160-15
http://www.ncbi.nlm.nih.gov/pubmed/26980836
https://doi.org/10.1128/jb.182.19.5530-5538.2000
http://www.ncbi.nlm.nih.gov/pubmed/10986258
https://doi.org/10.1128/IAI.70.5.2441-2453.2002
http://www.ncbi.nlm.nih.gov/pubmed/11953381
https://doi.org/10.1128/AEM.69.3.1728-1738.2003
http://www.ncbi.nlm.nih.gov/pubmed/12620865
http://www.ncbi.nlm.nih.gov/pubmed/10491912
http://www.ncbi.nlm.nih.gov/pubmed/17523424
https://doi.org/10.1099/jmm.0.46734-0
http://www.ncbi.nlm.nih.gov/pubmed/17030916
https://doi.org/10.1186/2047-217X-1-18
http://www.ncbi.nlm.nih.gov/pubmed/23587118
https://doi.org/10.1093/molbev/msv009
https://doi.org/10.1093/molbev/msv009
http://www.ncbi.nlm.nih.gov/pubmed/25605790
https://doi.org/10.1371/journal.pntd.0008046


33. Yang C, Zhang X, Fan H, Li Y, Hu Q, et al. (2019) Genetic diversity, virulence factors and farm-to-table

spread pattern of Vibrio parahaemolyticus food-associated isolates. Food Microbiol 84: 103270. https://

doi.org/10.1016/j.fm.2019.103270 PMID: 31421783

34. Delcher AL, Salzberg SL, Phillippy AM (2003) Using MUMmer to Identify Similar Regions in Large

Sequence Sets: John Wiley & Sons, Inc. 10.13.11–10.13.18 p.

35. Li R, Yu C, Li Y, Lam TW, Yiu SM, et al. (2009) SOAP2: an improved ultrafast tool for short read align-

ment. Bioinformatics 25: 1966–1967. https://doi.org/10.1093/bioinformatics/btp336 PMID: 19497933

36. Benson G (1999) Tandem repeats finder: a program to analyze DNA sequences. Nucleic acids

research 27: 573–580. https://doi.org/10.1093/nar/27.2.573 PMID: 9862982

37. Price MN, Dehal PS, Arkin AP (2010) FastTree 2—approximately maximum-likelihood trees for large

alignments. PLoS One 5: e9490. https://doi.org/10.1371/journal.pone.0009490 PMID: 20224823

38. Didelot X, Wilson DJ (2015) ClonalFrameML: efficient inference of recombination in whole bacterial

genomes. PLoS Comput Biol 11: e1004041. https://doi.org/10.1371/journal.pcbi.1004041 PMID:

25675341

39. Yang C, Pei X, Wu Y, Yan L, Yan Y, et al. (2019) Recent mixing of Vibrio parahaemolyticus populations.

ISME J 13: 2578–2588. https://doi.org/10.1038/s41396-019-0461-5 PMID: 31235840

40. Croucher NJ, Page AJ, Connor TR, Delaney AJ, Keane JA, et al. (2015) Rapid phylogenetic analysis of

large samples of recombinant bacterial whole genome sequences using Gubbins. Nucleic Acids Res

43: e15. https://doi.org/10.1093/nar/gku1196 PMID: 25414349

41. Stamatakis A (2014) RAxML version 8: a tool for phylogenetic analysis and post-analysis of large phy-

logenies. Bioinformatics 30: 1312–1313. https://doi.org/10.1093/bioinformatics/btu033 PMID:

24451623

42. Yu G, Smith DK, Zhu H, Guan Y, Lam TTY (2017) ggtree: an R package for visualization and annotation

of phylogenetic trees with their covariates and other associated data. Methods in Ecology and Evolution

8: 28–36.

43. Chun J, Grim CJ, Hasan NA, Lee JH, Choi SY, et al. (2009) Comparative genomics reveals mechanism

for short-term and long-term clonal transitions in pandemic Vibrio cholerae. Proc Natl Acad Sci U S A

106: 15442–15447. https://doi.org/10.1073/pnas.0907787106 PMID: 19720995

44. Chen L, Zheng D, Liu B, Yang J, Jin Q (2016) VFDB 2016: hierarchical and refined dataset for big data

analysis—10 years on. Nucleic Acids Res 44: D694–697. https://doi.org/10.1093/nar/gkv1239 PMID:

26578559

45. Liu B, Pop M (2009) ARDB—Antibiotic Resistance Genes Database. Nucleic Acids Res 37: D443–447.

https://doi.org/10.1093/nar/gkn656 PMID: 18832362

46. Cheng L, Connor TR, Siren J, Aanensen DM, Corander J (2013) Hierarchical and spatially explicit clus-

tering of DNA sequences with BAPS software. Mol Biol Evol 30: 1224–1228. https://doi.org/10.1093/

molbev/mst028 PMID: 23408797

47. Rambaut A, Lam TT, Max Carvalho L, Pybus OG (2016) Exploring the temporal structure of heterochro-

nous sequences using TempEst (formerly Path-O-Gen). Virus Evol 2: vew007. https://doi.org/10.1093/

ve/vew007 PMID: 27774300

48. Rieux A, Khatchikian CE (2017) tipdatingbeast: an r package to assist the implementation of phyloge-

netic tip-dating tests using beast. Mol Ecol Resour 17: 608–613. https://doi.org/10.1111/1755-0998.

12603 PMID: 27717245

49. Drummond AJ, Suchard MA, Xie D, Rambaut A (2012) Bayesian phylogenetics with BEAUti and the

BEAST 1.7. Mol Biol Evol 29: 1969–1973. https://doi.org/10.1093/molbev/mss075 PMID: 22367748

50. Rambaut A, Drummond AJ, Xie D, Baele G, Suchard MA (2018) Posterior Summarization in Bayesian

Phylogenetics Using Tracer 1.7. Syst Biol 67: 901–904. https://doi.org/10.1093/sysbio/syy032 PMID:

29718447

51. Kaper JB, Bradford HB, Roberts NC, Falkow S (1982) Molecular epidemiology of Vibrio cholerae in the

U.S. Gulf Coast. J Clin Microbiol 16: 129–134. PMID: 7107852

52. Wang D, Wang X, Li B, Deng X, Tan H, et al. (2014) High prevalence and diversity of pre-CTXPhi alleles

in the environmental Vibrio cholerae O1 and O139 strains in the Zhujiang River estuary. Environ Micro-

biol Rep 6: 251–258. https://doi.org/10.1111/1758-2229.12121 PMID: 24983529

53. Dziejman M, Balon E, Boyd D, Fraser CM, Heidelberg JF, et al. (2002) Comparative genomic analysis

of Vibrio cholerae: genes that correlate with cholera endemic and pandemic disease. Proc Natl Acad

Sci U S A 99: 1556–1561. https://doi.org/10.1073/pnas.042667999 PMID: 11818571

54. Hu D, Liu B, Feng L, Ding P, Guo X, et al. (2016) Origins of the current seventh cholera pandemic. Proc

Natl Acad Sci U S A 113: E7730–E7739. https://doi.org/10.1073/pnas.1608732113 PMID: 27849586

Global spread of two non-toxigenic Vibrio cholerae lineages

PLOS Neglected Tropical Diseases | https://doi.org/10.1371/journal.pntd.0008046 February 18, 2020 17 / 18

https://doi.org/10.1016/j.fm.2019.103270
https://doi.org/10.1016/j.fm.2019.103270
http://www.ncbi.nlm.nih.gov/pubmed/31421783
https://doi.org/10.1093/bioinformatics/btp336
http://www.ncbi.nlm.nih.gov/pubmed/19497933
https://doi.org/10.1093/nar/27.2.573
http://www.ncbi.nlm.nih.gov/pubmed/9862982
https://doi.org/10.1371/journal.pone.0009490
http://www.ncbi.nlm.nih.gov/pubmed/20224823
https://doi.org/10.1371/journal.pcbi.1004041
http://www.ncbi.nlm.nih.gov/pubmed/25675341
https://doi.org/10.1038/s41396-019-0461-5
http://www.ncbi.nlm.nih.gov/pubmed/31235840
https://doi.org/10.1093/nar/gku1196
http://www.ncbi.nlm.nih.gov/pubmed/25414349
https://doi.org/10.1093/bioinformatics/btu033
http://www.ncbi.nlm.nih.gov/pubmed/24451623
https://doi.org/10.1073/pnas.0907787106
http://www.ncbi.nlm.nih.gov/pubmed/19720995
https://doi.org/10.1093/nar/gkv1239
http://www.ncbi.nlm.nih.gov/pubmed/26578559
https://doi.org/10.1093/nar/gkn656
http://www.ncbi.nlm.nih.gov/pubmed/18832362
https://doi.org/10.1093/molbev/mst028
https://doi.org/10.1093/molbev/mst028
http://www.ncbi.nlm.nih.gov/pubmed/23408797
https://doi.org/10.1093/ve/vew007
https://doi.org/10.1093/ve/vew007
http://www.ncbi.nlm.nih.gov/pubmed/27774300
https://doi.org/10.1111/1755-0998.12603
https://doi.org/10.1111/1755-0998.12603
http://www.ncbi.nlm.nih.gov/pubmed/27717245
https://doi.org/10.1093/molbev/mss075
http://www.ncbi.nlm.nih.gov/pubmed/22367748
https://doi.org/10.1093/sysbio/syy032
http://www.ncbi.nlm.nih.gov/pubmed/29718447
http://www.ncbi.nlm.nih.gov/pubmed/7107852
https://doi.org/10.1111/1758-2229.12121
http://www.ncbi.nlm.nih.gov/pubmed/24983529
https://doi.org/10.1073/pnas.042667999
http://www.ncbi.nlm.nih.gov/pubmed/11818571
https://doi.org/10.1073/pnas.1608732113
http://www.ncbi.nlm.nih.gov/pubmed/27849586
https://doi.org/10.1371/journal.pntd.0008046


55. Okada K, Na-Ubol M, Natakuathung W, Roobthaisong A, Maruyama F, et al. (2014) Comparative geno-

mic characterization of a Thailand-Myanmar isolate, MS6, of Vibrio cholerae O1 El Tor, which is phylo-

genetically related to a "US Gulf Coast" clone. PLoS One 9: e98120. https://doi.org/10.1371/journal.

pone.0098120 PMID: 24887199

56. Tran JH, Jacoby GA, Hooper DC (2005) Interaction of the plasmid-encoded quinolone resistance pro-

tein Qnr with Escherichia coli DNA gyrase. Antimicrob Agents Chemother 49: 118–125. https://doi.org/

10.1128/AAC.49.1.118-125.2005 PMID: 15616284

57. Everiss KD, Hughes KJ, Kovach ME, Peterson KM (1994) The Vibrio cholerae acfB colonization deter-

minant encodes an inner membrane protein that is related to a family of signal-transducing proteins.

Infection and immunity 62: 3289–3298. PMID: 8039900

58. Kahle D, Wickham H (2013) ggmap: spatial visualization with ggplot2. R Journal 5.

59. Rabbani GH, Greenough WB 3rd (1999) Food as a vehicle of transmission of cholera. J Diarrhoeal Dis

Res 17: 1–9. PMID: 10892490

60. Wang J, Yan M, Gao H, Lu X, Kan B (2017) Colonization of Vibrio cholerae on the Soft-shelled Turtle.

Applied & Environmental Microbiology 83: AEM.00713–00717.

61. Monakhova EV, Mironova AV, Alekseeva LP, Mazrukho AB (2008) [Virulence of pre-CTXphi-carrying

Vibrio cholerae: genotypic and phenotypic characteristics]. Zhurnal Mikrobiologii Epidemiologii I Immu-

nobiologii: 27.

62. Satchell KJ (2003) Activation and suppression of the proinflammatory immune response by Vibrio cho-

lerae toxins. Microbes & Infection 5: 1241–1247.

63. Zhang J, Chang ZR, Zhong HJ, Wang DC, Xu J, et al. (2007) [Investigation on status of pollution of vib-

rio cholera in seafood and aquatic products in 12 provinces of China in 2005]. Zhonghua Yu Fang Yi

Xue Za Zhi 41: 208–211. PMID: 17708875

64. Didelot X, Pang B, Zhou Z, McCann A, Ni P, et al. (2015) The role of China in the global spread of the

current cholera pandemic. PLoS Genet 11: e1005072. https://doi.org/10.1371/journal.pgen.1005072

PMID: 25768799

Global spread of two non-toxigenic Vibrio cholerae lineages

PLOS Neglected Tropical Diseases | https://doi.org/10.1371/journal.pntd.0008046 February 18, 2020 18 / 18

https://doi.org/10.1371/journal.pone.0098120
https://doi.org/10.1371/journal.pone.0098120
http://www.ncbi.nlm.nih.gov/pubmed/24887199
https://doi.org/10.1128/AAC.49.1.118-125.2005
https://doi.org/10.1128/AAC.49.1.118-125.2005
http://www.ncbi.nlm.nih.gov/pubmed/15616284
http://www.ncbi.nlm.nih.gov/pubmed/8039900
http://www.ncbi.nlm.nih.gov/pubmed/10892490
http://www.ncbi.nlm.nih.gov/pubmed/17708875
https://doi.org/10.1371/journal.pgen.1005072
http://www.ncbi.nlm.nih.gov/pubmed/25768799
https://doi.org/10.1371/journal.pntd.0008046

