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In Vibrio cholerae, the etiological agent of cholera, most of the virulence genes are located in two pathogenicity
islands, named TCP (Toxin-Co-regulated Pilus) and CTX (Cholera ToXins). For each V. cholerae pathogenicity gene,
we retrieved every primer published since 1990 and every known allele in order to perform a complete in silico survey
and assess the quality of the PCR primers used for amplification of these genes. Primers with a melting temperature
in the range 55–60°C against any target sequence were considered valid. Our survey clearly revealed that two thirds
of the published primers are not able to properly detect every genetic variant of the target genes. Moreover, the quality
of primers did not improve with time. Their lifetime, i.e. the number of times they were cited in the literature, is also
not a factor allowing the selection of valid primers. We were able to improve some primers or design new primers
for the few cases where no valid primer was found. In conclusion, many published primers should be avoided or
improved for use in molecular detection tests, in order to improve and perfect specificity and coverage. This study
suggests that bioinformatic analyses are important to validate the choice of primers.
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Since the first known cholera epidemics in India’s Ganges
delta in 1817, this pathogen has swept across the globe in
several worldwide pandemics, afflicting hundreds of millions
of people and killing more than 70 percent of its victims
within hours if left untreated. This pandemic continues, with
the latest large outbreak in earthquake-ravaged Haiti, where
a cholera epidemic occurred after a reported absence of some
100 years (13). Historically and for most people, cholera is
seen as a disease of filth carried in sewage. However, research
on cholera’s natural habitat and links to the climate have now
led to the understanding of this disease as one driven just as
much by environment, hydrology, and weather patterns as
by poor sanitation. As temperatures continue to rise, cholera
outbreaks may become increasingly common, with the
bacteria growing more rapidly in warmer waters (35, 46).
Analyses of pathogenicity genes are an important tool
for the diagnosis and treatment of infectious diseases.
Amplifications using the polymerase chain reaction (PCR)
and specific primers are often used to detect and analyze
these genes; however, the sensitivity and specificity of a
PCR reaction depend upon using good primers. Primers
need to have a melting temperature (Tm) above 55°C (1) in
order to be specific, to bind to every possible allele of a given
gene and not to bind to non-target genes. In addition,
secondary structures should be avoided (GC-clamp, hairpins,
intramolecular interactions and finally self- or heterodimerization).
Vibrio cholerae is the etiological agent of cholera, a severe
bacterial infection of the small intestine, and a major cause
of death in developing countries. This bacterium lives in
aquatic ecosystems and is often associated with copepods
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(14, 44, 45). The pathogenicity genes of V. cholerae are
interesting targets to detect and study V. cholerae infections.
Most of these genes are located in two pathogenicity islands,
named TCP (Toxin-Co-regulated Pilus) and CTX (Cholera
ToXins), organized as prophages (49, 75). TCP contains a
cluster of genes involved in host adhesion via pili, while
CTX genes are involved in the synthesis of the cholera toxin
(25). Although the mechanisms of transfer are not still very
well understood, these pathogenicity islands are known to be
exchanged among strains of V. cholerae (52) and even with
closely related species such as V. mimicus (77). Several in
silico or “wet-biology” studies of the efficiency of PCR
primers have been published, but they mostly analyzed the
universal ribosomal RNA genes (3, 16, 27, 39–41, 43, 47,
53, 76) or housekeeping genes (56, 61, 65, 69), and no study
is available for V. cholerae (8).
For each of the genes located in these two pathogenicity
islands, we retrieved every published primer and every known
allele in order to perform a complete in silico survey and
assess the quality of the PCR primers used since 1990, the
date of the earliest publication retrieved (51). Primers with
a Tm above 55°C against any target sequence were considered
valid for detection. Our results demonstrate that invalid
primers have been published about twice more frequently
than good primers, even in recent years. Also, the lifetime
of a primer (as assessed by citations over years) is not related
to its quality, since several invalid primers have been used
for more than 15 years.
Materials and Methods
Ethics Statement: this study did not involve living beings or any
biological samples.
Every protein coding the DNA sequence belonging to the Vibrio
genus was collected using the ACNUC database and its retrieval
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system (36). The ACNUC database has the advantage of (i)
automatically extracting subsequences from large genomic
sequences, and (ii) allowing precise searches using a combination
of keywords separated by spaces, the use of a text file containing
a list of keywords, of sequences according to cellular location, and
the type of sequences (CDS, mRNA, rRNA, etc.). Then, tBLASTx
analyses (with some optimized options such as the length of the
word (w) as 3, the deactivation of filters, and the visualization of
1500 sequences maximum) were performed with a reference
sequence, selected from a complete genome sequence, for each
pathogenicity gene in order to retrieve similar sequences. The
pathogenicity genes correspond to the 32 well-characterized genes
of the two pathogenicity islands of V. cholerae (49, 75). A keyword
search was also used to complement the similarity search. Using a
word or a list of words describing a pathogenicity gene, the list of
keywords used to annotate the gene features (proteins) was retrieved
by our program reading the gene entries under the EMBL format.
A recursive program was used to identify every alternate gene and
protein name. These steps were repeated until no new keyword was
found for the annotation of a given pathogenicity gene or gene
product. Unfortunately, several problems due to misspellings or
errors in annotations prevented a good retrieval of sequences solely
based on this method. Some false positives, due to mis-annotation
or too vague descriptions created marked noise. In contrast, the use
of too specific annotations led to missing some sequences. For the
32 pathogenicity genes of our study, 5358 sequences were found
by the keyword search; however, after analysis of the results, 86%
of these sequences were identified as false positives.
Thus, at this moment, the only way to collect every sequence of
a given gene is to combine keyword retrieval and a search by
similarity (15). Keyword analysis often allows an estimation of the
proportion of false positives and false negatives from a similarity
method. False positives found by the similarity search provide
sequences that can be used as outgroups in phylogenetic analyses
or selectivity checks. They serve to verify efficiently if the published
PCR primers are truly specific to the pathogenicity gene under study
and do not also bind to other similar genes with a different function.
Sequences of each gene were then de-replicated: sequences
contained into a longer sequence or identical sequences were
removed in order to reduce the size of dataset, thus keeping only
unique sequences. Unique sequences, corresponding to each target
gene, were aligned with MUSCLE version 3.8.31 (23). Some
outgroup sequences were kept to root phylogenetic trees, when
possible (i.e. if they could be properly aligned). Each multiple
sequence alignment was visually checked and corrected if necessary.
Phylogenetic analyses were performed using a distance method
(BIONJ (32)) and a maximum likelihood method (PhyML, version
3.0 (38)) using tools integrated into SeaView (37).
Gene names, protein names and annotations describing the
sequences were analyzed. Using the species name or genus name,
these annotations and specific keywords (such as PCR, primers,
amplification, identification...), requests were made using Entrez at
NCBI (PubMed), Jane (70) and eTBLAST (24) in order to retrieve
a combined list of relevant PubMed IDentification numbers (PMID).
Some requests yielded up to hundreds of publications. Each article
was downloaded in PDF format and relevant short nucleic acid
sequences were extracted from each file using regular expressions.
Oligomers found at least once in the set of target sequences were
selected for further analyses (Table S1).
The melting temperatures (Tm) of each primer were computed
for each genetic variant of the target gene with the online software
OHM (19) or a specific Python program; however, it should be
noticed in our results that Tms returned by OHM are often slightly
underestimated. OHM was mainly used in this study to check the
coverage and the specificity of primers. Tms were confirmed either
by dnaMATE (60) or a specific Python program. Primers with a
Tm ranging from 55°C to 60°C for every target sequence were
considered valid. Finally, the publication date of each primer was
retrieved in order to follow the evolution of the proportion of valid
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and invalid primers over time. For primers cited in several articles,
the earliest date was selected as the original publication date, and
the difference between the earliest and the most recent date was
used to estimate the duration of use or lifetime of a primer. These
steps were repeated for each gene of the two pathogenicity islands.
Because different methods used to calculate a Tm can give
different results, each Tm was computed using the basic (55) (bas),
the salt-adjusted (42) (Sal) and three nearest-neighbor (6, 67, 73)
(Bre, San and Sug) methods, with dnaMATE (60). In addition, the
presence of hairpins and dimer formations was checked for each
valid primer set using OligoAnalyzer 3.1 (http://eu.idtdna.com/
analyzer/Applications/OligoAnalyzer/). Primers in a set that could
hybridize with a free energy (ΔG) lower than −9 kcal/mole were
removed.
From the alignment of every allele of a gene, conserved regions,
of 18 bp or more and containing at most 2 ambiguities, were used
to design primers. Then primers with a Tm ranging from 55°C to
60°C were selected. In parallel, primers were designed with two
dedicated programs using a multiple alignment of sequences: Prifi
(28) and Primaclade (31). These software programs have the
advantages of being easily configurable and usable, since they are
web applications with many parameters. Several parameters were
refined: a minimum Tm of 55°C, a maximum Tm of 60°C, a
minimum primer length of 18 bp, a maximum primer length of 40
bp and an interval of optimal primer length from 20 bp to 40 bp.

Results
Every genetic variant of each gene and every relevant
primer published in the scientific literature was retrieved
using a semi-automated procedure. From 32 well-characterized pathogenicity genes, we found and analyzed 780 gene
sequences and 230 different primers. We assessed the quality
and specificity of each primer by comparison to each known
allele of a target gene and related (similar) sequences. In this
survey, we sought primers hybridizing to coding sequences
(CDS) of a gene. Non-coding parts are less conserved than a
CDS, and are likely to be less relevant for amplifying every
gene variant.
The number of publicly available gene sequences was very
variable, mostly depending upon the biological importance
of the gene or its historical discovery (Table S1). In some
cases (e.g. ctxA or ctxB), many sequences were found but
corresponded to few unique alleles. This reflects, for these
genes, the important effort of re-sequencing different strains,
often resulting in identical sequences. Similarly, the number
of primers was very variable (Table S1). Some pathogenicity
genes, such as acfA or acfC, had only one published primer,
although a minimum of two is required for PCR amplification.
These results were seemingly caused by a design in noncoding regions (21), by the presence of an additional
restriction site added to the primers (12) leading to the failure
of our automated process, or finally when a larger genomic
fragment was amplified with primers located within two
different genes (59). In other cases, the number of primers
was much higher (e.g. ctxA, ctxB, zot, etc.), for genes that
had often been used in detection methods (20, 26, 72).
Surprisingly, only 32% of collected primers were valid for
detection (predicted Tm ≥55°C), highlighting a problem in
primer design even for newly published primers or the
absence of a redesign of older primers when new gene
sequences become available (Table S2). Using a Tm threshold
of 50°C or no threshold showed few differences (Table S3).
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Curiously, ctxB and tcpA have several published primers, but
no valid primer. Interestingly, this is a consequence of the
high re-sequencing of these two genes, and the appearance
of variant sequences with which old primers do not bind well.
The discovery of new alleles therefore decreases the probability that a published primer remains valid (Table S4). For
the ctxB gene, single nucleotide polymorphisms (SNPs) were
observed along the sequences. Only 5 regions were identified
with perfect identity between each ctxB sequence (AF463402,
positions 1–31, 33–55, 139–164, 166–199, 344–72). Unfortunately, no published primer was designed in these areas.
tcpA is a gene involved in the formation of a type IV pilus
named TCP, leading to adhesion to the host. A functional
TCP is needed for an immune response in humans (48). tcpA
must adapt to the immune system, and due to this strong
evolution pressure, sequences retrieved for the tcpA gene
showed important diversity. tcpA nucleotide sequences share
only 48.6% overall similarity, and only one region can be
used for primer design (EU362122, positions 11–32). As for
ctxB, no primer published for tcpA corresponded to this
conserved domain, explaining the lack of valid primers for
these two genes.
We were able to design pairs of primers for each of these
genes (Table S5). In the difficult case of tcpA, the reverse
primer had to be designed within the sequence of tcpB, a
gene adjacent to tcpA. Both Prifi (28) and Primaclade (31)
were used to design primers for ctxB and ctxA, a gene having
valid published primers. While Primaclade retrieved several
possible primers, PriFi returned only the four best couples.
These two software programs provided different results for
the same data. For ctxB, Primaclade provided primers with
1 or 2 ambiguities while Prifi created primers without
ambiguity. The ctxA gene was chosen to test if these programs
were able to generate all or part of the published primers.
Because of the low number of results, Prifi retrieved only
new primers for ctxA, whereas Primaclade retrieved 9 out of
19 valid published primers for ctxA (Table S5).
Publication dates of each primer were finally used to
analyze if the first date of publication could be correlated
with efficiency. Although the number of valid primers
increased with time (α=4.2), invalid primers had a higher

Fig. 1. Cumulative numbers of valid and invalid published PCR
primers used for amplification of V. cholerae pathogenicity genes.
Numbers of primers are plotted as a function of their publication date.
Dotted curve: invalid primers, full curve: valid primers. Straight lines
are trend curves.

growth rate (α=8.5), showing an almost stable ratio of being
twice more invalid than valid primers, independently of their
publication date (Fig. 1); thus, unlike expectations, no
significant improvement was observed over time, despite new
bioinformatic tools being published almost every year (2, 4,
7, 9, 18, 19, 22, 28–31, 33, 34, 50, 57, 60, 62–64, 66, 74).
Detailed information can be found in Table S10. Remarkably,
the lifetime of a primer (Fig. S1), i.e. the number of years it
is cited in the literature, showed that some invalid primers
had been used for many years (for example, 6 invalid primers
have been used for more than 15 years); by contrast, a large
number of primers have been used a few years only. We also
detected copy/paste errors in some articles. For example, in
Sarkar et al. (2002) (68), the ctxA forward primer, as shown
in Table 2 of this article, actually corresponds to a sequence
in the ace gene. Even the reference provided (58) is wrong,
since this primer is not cited in this article. The sequences
of the two primers designed to amplify the ace gene are also
wrong and are found neither in ace nor in the ctxA coding
sequences. BLAST analysis showed that these primers were
found 139 bp before a predicted DNA-binding protein of
Bacteroides xylanisolvens and 241 bp before ace in V.
cholerae, respectively. In another article describing the
presence of V. cholerae in mussels following an outbreak in
Denmark and Sweden (17), ctxA genes of V. cholerae were
not detected by PCR, while biochemical tests identified the
presence of the gene product, which is likely due to an
inappropriate reverse primer from Brasher et al. (5). These
two results strongly suggest that more in-depth analyses of
primers should be performed before proceeding to molecular
detection; however, it is a difficult task for biologists without
programming ability and we hope that this study will help
them in selecting proper primers.
In some cases, invalid published primers could be modified
in order to obtain perfect sensitivity for each genetic variant
of the gene. Their improvements simply consisted in adding
at most 2 ambiguities, as shown in Tables S6, S7 and S8.
Applied to the whole dataset, such a procedure could possibly
restore the detection capability of 37.7% of invalid primers.
Discussion
Our survey clearly revealed that two thirds of published
primers are not able to properly detect every genetic variant
of a gene. Moreover, design did not improve with time,
despite major advances in primer design over the years. Their
lifetime, i.e. the number of times they are cited in the
literature, is also not a factor allowing the selection of good
primers. Note that we were not able to retrieve all publications
that had used a given primer, because we used automated
regular expression to extract oligomer sequences from
articles. Publications that refer to a given primer using a
citation to a previous work, without providing the sequence
of that primer, were not identified by our procedure.
Surprisingly, the two genes with the most published primers,
ctxB and tcpA, do not have any valid primer. Improvements
of these primers by adding ambiguities could theoretically
restore 11 primers in ctxB and 4 in tcpA (Tables S6 and S7).
Nevertheless, because of its high evolutionary rate, the results
are probably not definitive for tcpA. The identification of
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List of valid primer sets. From valid primers, a list of valid primer sets was generated that can be used to detect every allele of their
target gene specifically. Dimer formations were checked. Tms were calculated as described in the methods, and the Tms predicted for
use of each set are indicated
Gene

CTX Prophage

Valid Primer Set
Foward

ace CCGCTTATCCAACAGGCTATC

AGGTTTAACGCTCGCAGGGCG

cep GGCTTAATTCGTAAGGCTAAA

AAACAGCAAGAAAACCCCGAGT

CTCAGACGGGATTTGTTAGGCACG
TATGCCCCTAATACATCATTAACG
CTCAGACGGGATTTGTTAGGCACG
TCTATCTCTGTAGCCCCTATTACG
ATGATCATGCAAGAGGAACTC
TATGCCCCTAATACATCATTAACG
ATGATCATGCAAGAGGAACTC
TCTATCTCTGTAGCCCCTATTACG
TTTGTTAGGCACGATGATGGAT
TATGCCCCTAATACATCATTAACG
TTTGTTAGGCACGATGATGGAT
TCTATCTCTGTAGCCCCTATTACG
GGCAGATTCTAGACCTCCTGATGAAATAAA CGTGCCTAACAAATCCCGTCTGAG
GGCAGATTCTAGACCTCCTGATGAAATAAA TATGCCCCTAATACATCATTAACG
GGCAGATTCTAGACCTCCTGATGAAATAAA ATCCATCATCGTGCCTAACAAA
GGCAGATTCTAGACCTCCTGATGAAATAAA TCTATCTCTGTAGCCCCTATTACG
GGCAGATTCTAGACCTCCTGATGAAATAAA CCCGTCTGAGTTCCTCTTGC
GGCAGATTCTAGACCTCCTGATGAAATAAA GGGCACTTCTCAAACTAATTGAGGTGGAAACA
GGCAGATTCTAGACCTCCTGATGAAATAAA TGAGTTCCTCTTGCATGATCA
ctxa
GCAAGAGGAACTCAGACGGG
TATGCCCCTAATACATCATTAACG
GCAAGAGGAACTCAGACGGG
TCTATCTCTGTAGCCCCTATTACG
TGTTTCCACCTCAATTAGTTTGAGAAGTGCCC TATGCCCCTAATACATCATTAACG
TGTTTCCACCTCAATTAGTTTGAGAAGTGCCC TCTATCTCTGTAGCCCCTATTACG
TGATCATGCAAGAGGAACTCA
TATGCCCCTAATACATCATTAACG
TGATCATGCAAGAGGAACTCA
TCTATCTCTGTAGCCCCTATTACG
AGTCAGGTGGTCTTATGCC
CGTGCCTAACAAATCCCGTCTGAG
AGTCAGGTGGTCTTATGCC
TATGCCCCTAATACATCATTAACG
AGTCAGGTGGTCTTATGCC
ATCCATCATCGTGCCTAACAAA
AGTCAGGTGGTCTTATGCC
TCTATCTCTGTAGCCCCTATTACG
AGTCAGGTGGTCTTATGCC
GGGCACTTCTCAAACTAATTGAGGTGGAAACA
AACTCAGACGGGATTTGTTAGG
TATGCCCCTAATACATCATTAACG
AACTCAGACGGGATTTGTTAGG
TCTATCTCTGTAGCCCCTATTACG

Bas

Sal

Bre

San

Sug

49.5 54.8 59.8 49.2 52.8

Amplicon
Size (pb)
133

48.5 55.5 54.7 44.8 50.4

195

52.3
55.7
50.4
50.4
51.1
51.1
58.9
52.3
51.1
55.7
55.9
58.9
50.5
52.3
55.7
52.3
55.7
50.5
50.5
51.1
51.1
51.1
51.1
51.1
52.3
53.0

168
301
186
319
157
290
145
290
154
423
131
187
125
178
311
134
267
185
318
113
258
122
391
155
170
303

60.1
63.5
57.4
57.4
58.4
58.4
68.0
60.1
58.4
63.5
62.5
68.0
57.4
60.1
63.5
60.1
63.5
57.4
57.4
57.3
57.3
57.3
57.3
57.3
60.1
60.3

58.3
57.2
55.6
55.6
60.5
60.5
65.6
58.3
60.5
57.2
61.1
65.6
58.2
58.3
57.2
58.3
57.2
58.2
58.2
53.8
53.8
53.8
53.8
53.8
58.3
58.5

47.2
49.4
46.7
46.7
49.1
49.1
53.3
47.2
49.1
49.4
51.4
53.3
48.2
47.2
49.4
47.2
49.4
48.2
48.2
47.8
47.8
47.8
47.8
47.8
47.2
49.0

52.8
55.9
51.5
51.5
53.2
53.2
59.7
52.8
53.2
55.9
55.3
59.7
52.7
52.8
55.9
52.8
55.9
52.7
52.7
50.3
50.3
50.3
50.3
50.3
52.8
53.2

ctxb TCGTATACAGAATCTCTAGCTGGAAA

GCCATACTAATTGCGGCAATCGC

54.8 63.1 58.9 50.0 56.9

CGTCACACCAGTTACTTTTCG
CGTCACACCAGTTACTTTTCG
CGTCACACCAGTTACTTTTCG
ATGCGCTATTTTCTACTGTTTTTG
ATGCGCTATTTTCTACTGTTTTTG
ATGCGCTATTTTCTACTGTTTTTG
ATGCGCTATTTTCTACTGTTTTTG
orfu GGTGTTATTTGATGGCTGCATG
GGTGTTATTTGATGGCTGCATG
GGTGTTATTTGATGGCTGCATG
AGCTCAATACGAAGTTTCACGC
CAGAGCGCTGCATTTATCCTTATTG
CAGAGCGCTGCATTTATCCTTATTG
AGAGCGCTGCATTTATCCTTATTG
AGAGCGCTGCATTTATCCTTATTG

CCTAAACAAAATGAGCATGGC
GCGTGAAACTTCGTATTGAGCT
CAATAAGGATAAATGCAGCGCTCTG
CGAAAAGTAACTGGTGTGACG
CCTAAACAAAATGAGCATGGC
CATGCAGCCATCAAATAACACC
GCGTGAAACTTCGTATTGAGCT
CCTAAACAAAATGAGCATGGC
GCGTGAAACTTCGTATTGAGCT
CAATAAGGATAAATGCAGCGCTCTG
CCTAAACAAAATGAGCATGGC
CCTAAACAAAATGAGCATGGC
GCGTGAAACTTCGTATTGAGCT
CCTAAACAAAATGAGCATGGC
GCGTGAAACTTCGTATTGAGCT

50.5
52.4
52.4
50.6
50.5
50.6
50.6
50.5
53.0
53.0
50.5
50.5
53.0
50.5
53.0

57.4
59.4
59.4
58.4
57.4
58.4
58.4
57.4
60.3
60.3
57.4
57.4
60.3
57.4
60.3

58.5
57.2
57.2
58.0
58.5
58.0
58.0
58.5
61.4
61.4
58.5
58.5
59.8
58.5
59.8

46.9
48.0
48.0
47.3
46.9
47.3
47.3
46.9
49.3
49.3
46.9
46.9
50.2
46.9
50.2

51.5
52.8
52.8
53.8
51.5
53.8
53.8
51.5
53.5
53.5
51.5
51.5
55.7
51.5
55.7

1096
414
237
108
1184
155
523
1050
389
191
682
883
231
882
230

CGATAACGCTCATCACCAACAGTG
CAAAGCCGACCAATACAAAAACCAA
CGATAACGCTCATCACCAACAGTG
CAAAGCCGACCAATACAAAAACCAA
GTTAGGCGTGGTTAGGCAGATATC
CGGCGCTGTGGAAAGACAG
CACTGTTGGTGATGAGCGTTATCG
TTGGTTTTTGTATTGGTCGGCTTTG

55.4
54.4
55.4
54.8
54.8
55.4
57.4
54.4

61.6
62.5
61.6
62.1
62.1
61.6
65.2
62.5

64.9
65.8
64.2
68.6
68.6
64.2
64.9
65.8

53.5
51.8
52.5
54.8
54.8
52.5
52.7
51.8

55.9
55.9
57.1
59.8
59.8
57.1
58.3
55.9

450
408
267
677
219
274
523
481

GAGCGTGCTTTATCATGGTCGAT
CAGCAACCACAGCAAAACC
CAGCAACCACAGCAAAACC

51.8 58.4 58.7 48.8 53.7
51.1 57.3 59.1 49.0 51.6
51.1 57.3 59.1 49.0 51.6

377
1066
711

zot

GCCACTTTAACCGCGCCAC
GCCACTTTAACCGCGCCAC
CGGCGCTGTGGAAAGACAG
TCGCTTAACGATGGCGCGTTTT
TCGCTTAACGATGGCGCGTTTT
GATATCTGCCTAACCACGCCTAAC
GATATCTGCCTAACCACGCCTAAC
GATATCTGCCTAACCACGCCTAAC

TTTGTCTGAGCCGTATGTCG
acfb TTTGTCTGAGCCGTATGTCG
ATCGACCATGATAAAGCACGCTC
alda GTCAATGGATGAAGCCACACAGTG
TCP Prophage

Tm (°C)
Reverse

int

GAAGTAATGAAACCGATAAGTGG

GAGTTCCACATGCAGAAACAGGA
GAGTTCCACATGCAGAAACAGGA
tcpf GACGCATACCCATCGACAGA
GACGCATACCCATCGACAGA
GACGCATACCCATCGACAGA
GACGCATACCCATCGACAGA

229

GGTACAAACCTCACCTTGGTT

52.4 59.4 56.9 49.2 50.8

832

TGCTTTGTACCAGTCACAGATAG

51.7 59.3 55.9 46.0 51.2

346

TCTCTGAATATGCTTTGCTATACAGT
CACACCACTTCCATCTCCT
TCTCTGAATATGCTTTGCTATACAGT
TCCTGTTTCTGCATGTGGAACTC
AACAGGGTCATAGATAACTCC
CACACCACTTCCATCTCCT

53.2
51.1
53.2
53.8
50.4
51.1

239
211
765
548
566
737

61.6
57.3
61.6
60.5
57.4
57.3

57.0
54.6
57.0
60.8
51.3
54.6

49.0
47.7
49.0
50.6
45.3
47.7

56.0
50.3
56.0
54.3
49.1
50.3
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tcpf

GGAGTTATCTATGACCCTGTT
GGAGTTATCTATGACCCTGTT

TCTCTGAATATGCTTTGCTATACAGT
CACACCACTTCCATCTCCT

50.4 57.4 51.3 45.3 49.1
50.4 57.4 51.3 45.3 49.1

219
191

tcpi

TAACGAGCTCGACACTATTGCC
TAACGAGCTCGACACTATTGCC
TAGCCTTAGTTCTCAGCAGGCA
CGACTGCTTTATCGCGAAGT

TGCCTGCTGAGAACTAAGGCTA
CGACTGCTTTATCGCGAAGT
CGACTGCTTTATCGCGAAGT
CCTGCGTTCTTTTATCTGACCATC

54.8
51.8
51.8
51.8

57.7
55.7
55.7
55.7

861
756
124
720

AGCCAACTCAGTTAAAACTTGTTC
CTTGGGCTGATTTACACGGT
AGCCAACTCAGTTAAAACTTGTTC

51.8 58.4 58.8 49.5 53.3
51.8 58.4 58.8 49.5 53.3
51.8 58.4 58.8 49.5 53.3

112
215
308

CTTGGTGCTACATTCATGG
CTTGGTGCTACATTCATGG

48.9 55.2 53.7 44.7 48.9
48.9 55.2 53.7 44.7 48.9

245
229

TCP Prophage

ACCGTGTAAATCAGCCCAAG
tcpq GCACAAGGAGAGATGCACAA
GCACAAGGAGAGATGCACAA
toxt

TACGCGTAATTGGCGTTGGGCAG
TGGGCAGATATTTGTGGTGA

conserved regions between every genetic variant is of course
important in the design of universal primers but, for genes
with a high mutation rate, the use of ambiguities is required.
However, it should be noted that the estimated Tm used
to determine valid primers was arbitrary fixed from 55°C,
according to handbooks of molecular biology and since the
difference with no threshold or a threshold of 50°C was weak
(Table S3). The computation of theoretical Tm should be
used with caution, since each estimation method may return
different results; some primers actually work experimentally
even with a theoretical Tm below 55°C. Thus, the critical
information used in this study to determine the validity of a
primer is its specificity and its coverage.
Our study thus reflects two problems. First, primers
designed 5 to 10 years ago are currently used, and usually
have not been reassessed using new sequences present in the
latest release of public databases, in order to check their
efficiency and improve them if necessary (or design new
primers). Second, some recent primers are invalid, showing
that the primers were not designed correctly, despite the
availability of numerous tools for primer design.
One problem lies in the selection of a given tool to design
or check the validity of primers. Some tools only check
primer’s thermodynamic properties, such as hairpin formation, dimers of primers or Tm. NetPrimer (http://www.
premierbiosoft.com/netprimer/index.html) or OligoCalc (50)
can analyze one primer at a time, while dnaMATE (60) or
OHM (19) can assess a list of primers. OHM was specifically
designed to compute Tm of primers against several target
and non-target sequences. An interesting feature is the ease
of visualizing how primers amplify sequences, either as a
picture or used with Treedyn (11) to annotate phylogenetic
trees composed of target and non-target sequences. With a
color code, the specificity and the sensitivity of primers can
be easily estimated by eye. To our knowledge, only two
software progams have the ability to assess the thermodynamic properties of degenerated primers: OligoAnalyzer
(http://eu.idtdna.com/analyzer/Applications/OligoAnalyzer/)
and dPrimer (10).
The most popular tool to design primers is perhaps Primer3
(64), available either stand-alone or as a web server. Similar
programs and more information on the characteristics of
design primer software can be found in Table S10. The NCBI
website now proposes Primer-BLAST (http://www.ncbi.nlm.
nih.gov/tools/primer-blast/), which allows the specificity of
newly designed primers to be checked, but does not take into
account genetic variations present in a gene. In conclusion,
the software cited above is not really relevant or easy to use

62.1
58.4
58.4
58.4

60.5
59.4
59.4
59.4

52.4
49.4
49.4
49.4

when primers must be designed in order to target every genetic
variant of a gene, and not a single sequence. This observation
could also explain the fact that our survey revealed a majority
of invalid published primers, since primers were probably
designed using only one target sequence. Few tools can
deal with several sequences to generate primers (e.g. PriFi
(28), Primaclade (31) or PrimerHunter (22)). These programs,
using multiple alignments of sequences, can produce degenerated PCR primers, which are required when gene sequences
carry intrinsic variations such as SNPs or deletions.
Finally, one cause of badly designed primers is the
difficulty in specifically retrieving every genetic variant of
a gene. Generally, BLAST searches are used to perform this
task; however in many cases, a given gene is present within
a larger genomic fragment and it is tedious to manually
retrieve and extract every gene sequence. Also, when a gene
has a high rate of mutation, the BLAST results might be
difficult to read. Finallym these investigations must be
performed after each release of the public database. By
collecting every gene allele and every published PCR primer
we were able to assess most of the published primers and to
propose possible improvements. We showed that adding
ambiguities can improve the efficiency of many published
primers, or that increasing their length could increase their
Tm. Strains carrying an atypical or a rare gene variant would
thus now be detected.
Failure of amplification due to the bad choice of a primer
set will probably not show up when the primers are used to
amplify DNA purified from a culture. In such cases, there is
relatively little non-target DNA and amplification might
succeed despite mismatches between a primer and a gene
sequence. This could be quite different if amplification is
used to assess the presence of a pathogen in environmental
samples. In such a case, a large abundance of “foreign” DNA
would give rise to detrimental thermodynamic conditions,
and likely lead to a failure of the detection system, despite
the presence of a pathogen. This is why we suggest that
procedures to detect genes by PCR amplification should
always be tested using not only DNA from cultured strains
but also with the addition of DNA extracted from the
environment.
In order to document this problem, we analyzed the primers
used in a recent article (71) where a series of PCR
amplification targeted pathogenicity genes to detect variants
of V. cholerae in the digestive tracts of 14 fish species. As
shown by our analyses (Fig. S2), some of the primers used
were not optimal, and the presence or absence of potential
virulence genes detected could have been biased by a failure

PCR Primers for V. cholerae Pathogenicity Genes

of PCR amplification. In particular all strains were found
to be negative for tcpA, but the primers used were far from
optimal (Fig. S2-G). The horizontal transfer of virulence
genes between V. cholerae and closely related species,
recently described for V. mimicus (77), can explain the lack
of specificity of some primers. We provide the complete
list of gene sequences (format fasta) and primers at www.
patho-genes.org/Project_cholera.html.
In conclusion, virulence genes are dispersed among
environmental strains of V. cholerae belonging to diverse
serogroups, which constitute an environmental reservoir of
virulence genes (25). The origin of new epidemic strains from
the environment is likely since the different virulenceassociated genes are scattered among environmental vibrios,
which possess lower virulence potential than the epidemic
strains. Some particular ecological setting may favor
increased genetic exchange among strains, thus promoting
multiple-gene transfers needed to assemble the critical
combination of genes required for pandemic spread (26). A
reference database of gene sequences and primers to amplify
them might be useful in order to survey such processes and
understand which factors may promote the rise of a new
virulent strain.
Acknowledgements
Our study was supported by a PhD fellowship from the Délégation
Générale pour l’Armement (DGA), Ministère de la Défense
Française and a PICS grant to RC. We thank Carla Pruzzo for useful
advice during our work, and the two referees for constructive
comments that allowed us to improve this manuscript.
References
1. Arun, A., and D. Saurabha. 2003. PCR Primer Design, p. 61–64.
In C.W. Dieffenbach, and G.S. Dveksler (ed.), PCR Primer: A Laboratory Manual. Cold Spring Harbor Laboratory Press, New-York.
2. Arvidsson, S., M. Kwasniewski, D. Riano-Pachon, and B. MuellerRoeber. 2008. QuantPrime—a flexible tool for reliable highthroughput primer design for quantitative PCR. BMC Bioinformatics
9:465.
3. Baker, G.C., J.J. Smith, and D.A. Cowan. 2003. Review and reanalysis of domain-specific 16S primers. J. Microbiol. Methods
55:541–555.
4. Boutros, R., N. Stokes, M. Bekaert, and E.C. Teeling. 2009.
UniPrime2: a web service providing easier Universal Primer design.
Nucleic Acids Res. 37:W209–213.
5. Brasher, C.W., A. DePaola, D.D. Jones, and A.K. Bej. 1998.
Detection of microbial pathogens in shellfish with multiplex PCR.
Curr. Microbiol. 37:101–107.
6. Breslauer, K.J., R. Frank, H. Blöcker, and L.A. Marky. 1986.
Predicting DNA duplex stability from the base sequence. Proc. Natl.
Acad. Sci. U.S.A 83:3746–3750.
7. Cao, Y., J. Sun, J. Zhu, L. Li, and G. Liu. 2010. PrimerCE: designing
primers for cloning and gene expression. Mol. Biotechnol. 46:113–
117.
8. Chakraborty, S., A.K. Mukhopadhyay, R.K. Bhadra, et al. 2000.
Virulence genes in environmental strains of Vibrio cholerae. Appl.
Environ. Microbiol. 66:4022–4028.
9. Chang, H.-W., L.-Y. Chuang, Y.-H. Cheng, Y.-C. Hung, C.-H. Wen,
D.-L. Gu, and C.-H. Yang. 2009. Prim-SNPing: a primer designer for
cost-effective SNP genotyping. BioTechniques 46:421–431.
10. Chen, H., and G. Zhu. 1997. Computer program for calculating the
melting temperature of degenerate oligonucleotides used in PCR or
hybridization. BioTechniques 22:1158–1160.
11. Chevenet, F., C. Brun, A.-L. Bañuls, B. Jacq, and R. Christen. 2006.
TreeDyn: towards dynamic graphics and annotations for analyses of
trees. BMC Bioinformatics 7:439.

255
12. Childers, B.M., G.G. Weber, M.G. Prouty, M.M. Castaneda, F. Peng,
and K.E. Klose. 2007. Identification of residues critical for the
function of the Vibrio cholerae virulence regulator ToxT by scanning
alanine mutagenesis. J. Mol. Biol. 367:1413–1430.
13. Chin, C.-S., J. Sorenson, J.B. Harris, et al. 2011. The origin of the
Haitian cholera outbreak strain. N. Engl. J. Med. 364:33–42.
14. Chowdhury, M.A., A. Huq, B. Xu, F.J. Madeira, and R.R. Colwell.
1997. Effect of alum on free-living and copepod-associated Vibrio
cholerae O1 and O139. Appl. Environ. Microbiol. 63:3323–3326.
15. Christen, R. 2008. Identifications of pathogens—a bioinformatic
point of view. Curr. Opin. Biotechnol. 19:266–273.
16. Cocolin, L., A. Diez, R. Urso, K. Rantsiou, G. Comi, I. Bergmaier,
and C. Beimfohr. 2007. Optimization of conditions for profiling
bacterial populations in food by culture-independent methods. Int. J.
Food Microbiol. 120:100–109.
17. Collin, B., and A.-S. Rehnstam-Holm. 2011. Occurrence and
potential pathogenesis of Vibrio cholerae, Vibrio parahaemolyticus
and Vibrio vulnificus on the South Coast of Sweden. FEMS
Microbiol. Ecol. 78:306–313.
18. Contreras-Moreira, B., B. Sachman-Ruiz, I. Figueroa-Palacios, and P.
Vinuesa. 2009. primers4clades: a web server that uses phylogenetic
trees to design lineage-specific PCR primers for metagenomic and
diversity studies. Nucleic Acids Res. 37:W95–W100.
19. Croce, O., F. Chevenet, and R. Christen. 2008. OligoHeatMap
(OHM): an online tool to estimate and display hybridizations of
oligonucleotides onto DNA sequences. Nucleic Acids Res. 36:W154–
156.
20. Damian, M., S. Koblavi, I. Carle, N. Nacescu, F. Grimont, C.
Ciufecu, and P.A. Grimont. 1998. Molecular characterization of
Vibrio cholerae O1 strains isolated in Romania. Res. Microbiol.
149:745–755.
21. Davis, B.M., H.H. Kimsey, W. Chang, and M.K. Waldor. 1999. The
Vibrio cholerae O139 Calcutta bacteriophage CTXphi is infectious
and encodes a novel repressor. J. Bacteriol. 181:6779–6787.
22. Duitama, J., D.M. Kumar, E. Hemphill, M. Khan, I.I. Mandoiu, and
C.E. Nelson. 2009. PrimerHunter: a primer design tool for PCR-based
virus subtype identification. Nucleic Acids Res. 37:2483–2492.
23. Edgar, R.C. 2004. MUSCLE: a multiple sequence alignment method
with reduced time and space complexity. BMC Bioinformatics 5:113.
24. Errami, M., J.D. Wren, J.M. Hicks, and H.R. Garner. 2007.
eTBLAST: a web server to identify expert reviewers, appropriate
journals and similar publications. Nucleic Acids Res. 35:W12–15.
25. Faruque, S.M., and G.B. Nair. 2002. Molecular ecology of toxigenic
Vibrio cholerae. Microbiol. Immunol. 46:59–66.
26. Faruque, S.M., N. Chowdhury, M. Kamruzzaman, M. Dziejman,
M.H. Rahman, D.A. Sack, G.B. Nair, and J.J. Mekalanos. 2004.
Genetic diversity and virulence potential of environmental Vibrio
cholerae population in a cholera-endemic area. Proc. Natl. Acad. Sci.
U.S.A. 101:2123–2128.
27. Frank, J.A., C.I. Reich, S. Sharma, J.S. Weisbaum, B.A. Wilson, and
G.J. Olsen. 2008. Critical evaluation of two primers commonly
used for amplification of bacterial 16S rRNA genes. Appl. Environ.
Microbiol. 74:2461–2470.
28. Fredslund, J., L. Schauser, L.H. Madsen, N. Sandal, and J. Stougaard.
2005. PriFi: using a multiple alignment of related sequences to
find primers for amplification of homologs. Nucleic Acids Res.
33:W516–520.
29. Fredslund, J., and M. Lange. 2007. Primique: automatic design
of specific PCR primers for each sequence in a family. BMC
Bioinformatics 8:369.
30. Fu, Q., P. Ruegger, E. Bent, M. Chrobak, and J. Borneman. 2008.
PRISE (PRImer SElector): software for designing sequence-selective
PCR primers. J. Microbiol. Methods 72:263–267.
31. Gadberry, M.D., S.T. Malcomber, A.N. Doust, and E.A. Kellogg.
2005. Primaclade—a flexible tool to find conserved PCR primers
across multiple species. Bioinformatics 21:1263–1264.
32. Gascuel, O. 1997. BIONJ: an improved version of the NJ algorithm
based on a simple model of sequence data. Mol. Biol. Evol. 14:685–
695.
33. Gervais, A.L., M. Marques, and L. Gaudreau. 2010. PCRTiler:
automated design of tiled and specific PCR primer pairs. Nucleic
Acids Res. 38 Suppl:W308–312.
34. Giegerich, R., F. Meyer, and C. Schleiermacher. 1996. GeneFisher—
software support for the detection of postulated genes. Proc. Int. Conf.
Intell. Syst. Mol. Biol. 4:68–77.

256
35. Gil, A.I., V.R. Louis, I.N.G. Rivera, et al. 2004. Occurrence and
distribution of Vibrio cholerae in the coastal environment of Peru.
Environ. Microbiol. 6:699–706.
36. Gouy, M., and S. Delmotte. 2008. Remote access to ACNUC
nucleotide and protein sequence databases at PBIL. Biochimie
90:555–562.
37. Gouy, M., S. Guindon, and O. Gascuel. 2010. SeaView Version 4: A
Multiplatform Graphical User Interface for Sequence Alignment and
Phylogenetic Tree Building. Mol. Biol. Evol. 27:221–224.
38. Guindon, S., and O. Gascuel. 2003. A simple, fast, and accurate
algorithm to estimate large phylogenies by maximum likelihood.
Syst. Biol. 52:696–704.
39. Hamp, T.J., W.J. Jones, and A.A. Fodor. 2009. Effects of experimental choices and analysis noise on surveys of the “rare biosphere”.
Appl. Environ. Microbiol. 75:3263–3270.
40. Hongoh, Y., H. Yuzawa, M. Ohkuma, and T. Kudo. 2003. Evaluation
of primers and PCR conditions for the analysis of 16S rRNA genes
from a natural environment. FEMS Microbiol. Lett. 221:299–304.
41. Horz, H.P., M.E. Vianna, B.P.F.A. Gomes, and G. Conrads. 2005.
Evaluation of universal probes and primer sets for assessing total
bacterial load in clinical samples: general implications and practical
use in endodontic antimicrobial therapy. J. Clin. Microbiol. 43:5332–
5337.
42. Howley, P.M., M.A. Israel, M.F. Law, and M.A. Martin. 1979. A
rapid method for detecting and mapping homology between heterologous DNAs. Evaluation of polyomavirus genomes. J. Biol. Chem.
254:4876–4883.
43. Hunt, D.E., V. Klepac-Ceraj, S.G. Acinas, C. Gautier, S. Bertilsson,
and M.F. Polz. 2006. Evaluation of 23S rRNA PCR Primers for
Use in Phylogenetic Studies of Bacterial Diversity. Appl. Environ.
Microbiol. 72:2221–2225.
44. Huq, A., E.B. Small, P.A. West, R. Rahman, and R.R. Colwell. 1983.
Ecology of V. cholerae with special reference to planktoniccrustacean
copepods. Appl. Environ. Microbiol. 45:275–283.
45. Huq, A., P.A. West, E.B. Small, M.I. Huq, and R.R. Colwell. 1984.
Influence of water temperature, salinity, and pH on survival and
growth of toxigenic Vibrio cholerae serovar 01 associated with live
copepods in laboratory microcosms. Appl. Environ. Microbiol.
48:420–424.
46. Huq, A., and R.R. Colwell. 1996. Environmental factors associated
withemergence of disease with special reference to cholera. East.
Mediterr. Health J. 2:37–45.
47. Junier, P., O.-S. Kim, O. Hadas, J.F. Imhoff, and K.-P. Witzel. 2008.
Evaluation of PCR primer selectivity and phylogenetic specificity by
using amplification of 16S rRNA genes from betaproteobacterial
ammonia-oxidizing bacteria in environmental samples. Appl. Environ. Microbiol. 74:5231–5236.
48. Kaper, J., J. Morris, and M. Levine. 1995. Cholera. Clin. Microbiol.
Rev. 8:48–86.
49. Karaolis, D.K.R., S. Somara, D.R. Maneval, J.A. Johnson, and J.B.
Kaper. 1999. A bacteriophage encoding a pathogenicity island, a
type-IV pilus and a phage receptor in cholera bacteria. Nature
399:375–379.
50. Kibbe, W.A. 2007. OligoCalc: an online oligonucleotide properties
calculator. Nucleic Acids Res. 35:W43–46.
51. Kobayashi, K., K. Seto, S. Akasaka, and M. Makino. 1990. Detection
of toxigenic Vibrio cholerae O1 using polymerase chain reaction for
amplifying the cholera enterotoxin gene. Kansenshōgaku Zasshi
64:1323–1329.
52. Li, M., M. Kotetishvili, Y. Chen, and S. Sozhamannan. 2003.
Comparative genomic analyses of the vibrio pathogenicity island and
cholera toxin prophage regions in nonepidemic serogroup strains of
Vibrio cholerae. Appl. Environ. Microbiol. 69:1728–1738.
53. Lopez, I., F. Ruiz-Larrea, L. Cocolin, E. Orr, T. Phister, M. Marshall,
J. VanderGheynst, and D.A. Mills. 2003. Design and evaluation
of PCR primers for analysis of bacterial populations in wine by
denaturing gradient gel electrophoresis. Appl. Environ. Microbiol.
69:6801–6807.
54. Mann, T., R. Humbert, M. Dorschner, J. Stamatoyannopoulos, and
W.S. Noble. 2009. A thermodynamic approach to PCR primer design.
Nucleic Acids Res. 37:e95.
55. Marmur, J., and P. Doty. 1962. Determination of the base composition of deoxyribonucleic acid from its thermal denaturation
temperature. J. Mol. Biol. 5:109–118.

GARDÈS et al.
56. McCabe, E.M., C.M. Burgess, E. O’Regan, S. McGuinness, T. Barry,
S. Fanning, and G. Duffy. 2011. Development and evaluation of DNA
and RNA real-time assays for food analysis using the hilA gene of
Salmonella enterica subspecies enterica. Food Microbiol. 28:447–
456.
57. Müller, K. 2005. SeqState: primer design and sequence statistics for
phylogenetic DNA datasets. Appl. Bioinformatics 4:65–69.
58. Nandi, B., R.K. Nandy, A.C. Vicente, and A.C. Ghose. 2000.
Molecular characterization of a new variant of toxin-coregulated
pilus protein (TcpA) in a toxigenic non-O1/Non-O139 strain of
Vibrio cholerae. Infect. Immun. 68:948–952.
59. Novais, R.C., A. Coelho, C.A. Salles, and A.C. Vicente. 1999. Toxinco-regulated pilus cluster in non-O1, non-toxigenic Vibrio cholerae:
evidence of a third allele of pilin gene. FEMS Microbiol. Lett.
171:49–55.
60. Panjkovich, A., T. Norambuena, and F. Melo. 2005. dnaMATE: a
consensus melting temperature prediction server for short DNA
sequences. Nucleic Acids Res. 33:W570–572.
61. Pechorsky, A., Y. Nitzan, and T. Lazarovitch. 2009. Identification of
pathogenic bacteria in blood cultures: Comparison between conventional and PCR methods. J. Microbiol. Methods 78:325–330.
62. Rachlin, J., C. Ding, C. Cantor, and S. Kasif. 2005. MuPlex: multiobjective multiplex PCR assay design. Nucleic Acids Res. 33:W544–
547.
63. Rose, T.M., J.G. Henikoff, and S. Henikoff. 2003. CODEHOP
(COnsensus-DEgenerate Hybrid Oligonucleotide Primer) PCR primer
design. Nucleic Acids Res. 31:3763–3766.
64. Rozen, S., and H. Skaletsky. 2000. Primer3 on the WWW for general
users and for biologist programmers. Methods Mol. Biol. 132:365–
386.
65. Ruimy, R., M. Dos-Santos, L. Raskine, et al. 2008. Accuracy and
potential usefulness of triplex real-time PCR for improving antibiotic
treatment of patients with blood cultures showing clustered grampositive cocci on direct smears. J. Clin. Microbiol. 46:2045–2051.
66. Rychlik, W. 2007. OLIGO 7 primer analysis software. Methods Mol.
Biol. 402:35–60.
67. SantaLucia, J. 1998. A unified view of polymer, dumbbell, and
oligonucleotide DNA nearest-neighbor thermodynamics. Proc. Natl.
Acad. Sci. U.S.A. 95:1460–1465.
68. Sarkar, A., R.K. Nandy, G.B. Nair, and A.C. Ghose. 2002. Vibrio
pathogenicity island and cholera toxin genetic element-associated
virulence genes and their expression in non-O1 non-O139 strains of
Vibrio cholerae. Infect. Immun. 70:4735–4742.
69. Schmidt, T., E.H. Venter, and J.A. Picard. 2010. Evaluation of PCR
assays for the detection of Campylobacter fetus in bovine preputial
scrapings and the identification of subspecies in South African field
isolates. J. S. Afr. Vet. Assoc. 81:87–92.
70. Schuemie, M.J., and J.A. Kors. 2008. Jane: suggesting journals,
finding experts. Bioinformatics 24:727–728.
71. Senderovich, Y., I. Izhaki, and M. Halpern. 2010. Fish as reservoirs
and vectors of vibrio cholerae. PLoS ONE 5:e8607.
72. Singh, D.V., M.H. Matte, G.R. Matte, S. Jiang, F. Sabeena, B.N.
Shukla, S.C. Sanyal, A. Huq, and R.R. Colwell. 2001. Molecular
analysis of Vibrio cholerae O1, O139, non-O1, and non-O139 strains:
clonal relationships between clinical and environmental isolates.
Appl. Environ. Microbiol. 67:910–921.
73. Sugimoto, N., S. Nakano, M. Yoneyama, and K. Honda. 1996.
Improved thermodynamic parameters and helix initiation factor to
predict stability of DNA duplexes. Nucleic Acids Res. 24:4501–4505.
74. Untergasser, A., H. Nijveen, X. Rao, T. Bisseling, R. Geurts, and
J.A.M. Leunissen. 2007. Primer3Plus, an enhanced web interface to
Primer3. Nucleic Acids Res. 35:W71–74.
75. Waldor, M.K., and J.J. Mekalanos. 1996. Lysogenic conversion by a
filamentous phage encoding cholera toxin. Science 272:1910–1914.
76. Walters, W.A., J.G. Caporaso, C.L. Lauber, D. Berg-Lyons, N. Fierer,
and R. Knight. 2011. PrimerProspector: de novo design and
taxonomic analysis of barcoded polymerase chain reaction primers.
Bioinformatics 27:1159–1161.
77. Wang, D., H. Wang, Y. Zhou, et al. 2011. Genome sequencing
reveals unique mutations in characteristic metabolic pathways and the
transfer of virulence genes between V. mimicus and V. cholerae.
PLoS One 6:e21299.

