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ABSTRACT
The motility of Vibrio species plays a pivotal role in their survival and adaptation to
diverse environments and is intricately associated with pathogenicity in both humans
and aquatic animals. Numerous mutant strains of Vibrio alginolyticus have been
generated using UV or EMS mutagenesis to probe flagellar motility using molecular
genetic approaches. Identifying these mutations promises to yield valuable insights
into motility at the protein structural physiology level. In this study, we determined
the complete genomic structure of 4 reference specimens of laboratory V.
alginolyticus strains: a precursor strain, V. alginolyticus 138-2, two strains showing
defects in the lateral flagellum (VIO5 and YM4), and one strain showing defects in
the polar flagellum (YM19). Subsequently, we meticulously ascertained the specific
mutation sites within the 18 motility-deficient strains related to the polar flagellum
(they fall into three categories: flagellar-deficient, multi-flagellar, and
chemotaxis-deficient strains) by whole genome sequencing and mapping to the
complete genome of parental strains VIO5 or YM4. The mutant strains had an
average of 20.6 (±12.7) mutations, most of which were randomly distributed
throughout the genome. However, at least two or more different mutations in six
flagellar-related genes were detected in 18 mutants specifically selected as
chemotaxis-deficient mutants. Genomic analysis using a large number of mutant
strains is a very effective tool to comprehensively identify genes associated with
specific phenotypes using forward genetics.
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INTRODUCTION
In biology, genetic approaches assume paramount significance as a method for selecting
mutants with specific phenotypic alterations from a vast pool of mutants, concurrently
facilitating the identification of the genes responsible for these phenotypes. For instance,
the motility apparatus of the marine bacterium Vibrio alginolyticus encompasses two
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flagellar systems: a single polar flagellum expressed constitutively and multiple lateral
flagella induced by shifts in the external environment (Atsumi et al., 1996; Atsumi,
McCarter & Imae, 1992; McCarter, 2004). To comprehensively understand the distinct
functions of these two flagellar types in motility, we generated mutant strains with
deficiencies in either the polar or lateral flagella using EMS and/or UV mutagenesis
(Kawagishi et al., 1995; Okunishi, Kawagishi & Homma, 1996). It is noteworthy that
subjecting mutants with polar flagella only to EMS treatment yielded a multitude of
motility-deficient strains, furthering our understanding of the molecular structure and
function of the polar flagella (Homma, Nishikino & Kojima, 2022).

Genes governing flagellar traits in V. alginolyticus and its closely related counterpart,
V. parahaemolyticus, are clustered within several regions of the genome (Kim &McCarter,
2000; Stewart & McCarter, 2003). Nevertheless, it is pertinent to mention that other genes
associated with flagella formation have been reported outside of these demarcated regions
(Brenzinger et al., 2018; Yamaichi et al., 2012). A comprehensive understanding requires a
whole-genome analysis of mutants encompassing genes with broader functionality,
including those involved in the assembly and positioning of flagellar structures.

In microbial genome analysis, it has been established that short-read sequencing alone
permits simultaneous analysis of approximately 300 strains at an approximate cost of USD
3 per strain (Shapland et al., 2015). The number of contigs resulting from the assembly
may vary depending on the target microbial species; however, in the case of Vibrio,
assembly of N90, which is defined to be the length for which the collection of all contigs of
that length or longer contains at least 90% of the sum of the lengths of all contigs, with
more than 100 kb, typically yielding fewer than 100 contigs, is achievable (Castillo et al.,
2015; Deb, Badhai & Das, 2020; LaPorte et al., 2023; Meza et al., 2022). Furthermore, the
integration of long-read sequencing enables the relatively straightforward acquisition of
complete genomes (Chen, Erickson & Meng, 2020; Miyamoto et al., 2014; Wick, Judd &
Holt, 2023). Nevertheless, it should be noted that using long-read technologies, such as
PacBio or Oxford NanoPore, entails a substantial cost, often amounting to several hundred
dollars per strain.

In this study, we devised a method that exclusively utilizes short-read sequencing for
genome assembly. This approach was used to elucidate the complete genome structure of
V. alginolyticus strain 138-2, a wild-type strain featuring a dual flagellar system, two lateral
flagellar-deficient strains (VIO5 and YM4), and a polar flagellar-deficient strain (YM19).
Additionally, for the 18 mutant strains derived from the aforementioned flagellar-deficient
strains, mapping to the genome of the fully characterized parental strain enabled a
comprehensive analysis encompassing all mutation types (single nucleotide variations
(SNVs), small insertions/deletions (indels), short tandem repeat number variations
(RNVs), and large structural variations (LSVs)) and quantities resulting from EMS or UV
mutagenesis. The insights gained from this analysis regarding the types and quantities of
mutations induced by EMS or UV treatment provide valuable guidance for future mutant
generation. Moreover, this analysis focused on mutants linked to flagellar expression
systems, particularly those exhibiting chemotaxis deficiencies (Che- type mutants), leading
to the accumulation of mutations in genes integral to regulating flagellar rotation.
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Combining random mutagenesis and expression-based selection provides crucial insights
into the efficiency of acquiring target gene mutations.

Portions of this text were previously published as part of a preprint (https://www.
biorxiv.org/content/10.1101/2023.09.26.559574v2).

MATERIALS AND METHODS
Bacterial cultivation and genomic DNA isolation
All Vibrio alginolyticus strains used in this study are summarized in Table S1 and the
timeline in which the mutants were constructed is summarized in Fig. 1. All mutants have
been isolated by focusing on the two types of flagellar systems of Vibrio, with strains
defective in the Polar flagellum denoted Pof- and those defective in the lateral flagella
denoted Laf-. Strain VIO5 is a lateral flagella-deficient mutant (Pof+, Laf-) generated by
EMS mutagenesis of VIK4, a spontaneous rifampicin-resistant strain obtained from the
wild-type strain 138-2 (Pof+, Laf+) (Okunishi, Kawagishi & Homma, 1996). Strains YM4
and YM5 are lateral flagella-deficient mutants (Pof+, Laf-) obtained by UV treatment of
strain 138-2, whereas strain YM19 is a polar flagellum-deficient mutant (Pof-, Laf+). This
mutant was spontaneously isolated from YM17, a UV-treated YM5-derived strain with
impaired polar and lateral flagellar formation (Kawagishi et al., 1995). Strain YM51 is a
motility-deficient mutant of strain YM5, and strains NMB75, 82, 88, 93, 95, 98, 99, 102,
103, 105, 106, 111, and 116 are motility-deficient mutants of strain YM4 (Homma et al.,
1996; Nishioka et al., 1998). Strains NMB136, NMB155, and KK148 are motility-deficient
mutants derived from VIO5 (Kojima et al., 1999; Kusumoto et al., 2006). All Vibrio strains
were cultivated in VC medium (0.5% (w/v) tryptone, 0.5% (w/v) yeast extract, 0.4% (w/v)
K2HPO4, 3% (w/v) NaCl, and 0.2% (w/v) glucose). Genomic DNA was isolated in the late
logarithmic phase using a genomic DNA isolation kit (Promega, WI, USA).

Library construction and DNA sequencing
The genomic DNA was quantified by SYBR Green fluorescence method (Leggate et al.,
2006) and the purity was estimated from the absorption spectra (approximately A260/
A280 ratio and A260/A230 ratio) using a NanoVue (GE Healthcare, Chicago, IL, USA).
Genomic DNA libraries were constructed by the tagmentation method using the Nextera
XT DNA Library prep kit (Illumina, San Diego, CA, USA) or a home-made transposase
(Picelli et al., 2014), and were sequenced by the MiSeq 600PE v.3 kit or 500PEv.2 kit
(Illumina, San Diego, CA, USA). All sequence data were deposited in the DRA Data bank
(Accession: DRA012242–DRA012245).

De novo assembly and construction of complete V. alginolyticus strain
VIO5 genome
V. alginolyticus strain VIO5 has been used in many sodium-driven polar flagellar studies
(Li, Kojima & Homma, 2011). In this study, we first determined the complete genome
sequence of strain VIO5. Paired-end sequencing reads (2 × 300-bp) were trimmed by
quality value, and adapter sequences were removed using Trimmomatics (Bolger, Lohse &
Usadel, 2014). Trimmed reads were de novo assembled with SPAdes v.3.1 (Bankevich et al.,
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2012). From approximately 150 assembled contigs, we selected 27 contigs larger than 3 kb
whose coverage was close to the most frequent value. Primer 3 (Rozen & Skaletsky, 2000)
was used to design forward primers specific to both ends of each contig, except for the

Figure 1 Procedure for creating motility-deficient mutant strains of V. alginolyticus and genealogy
of the mutant strains. V. alginolyticus uses two types of flagella depending on the surrounding envir-
onment for efficient migration. In low-viscosity aqueous solutions, V. alginolyticus swims using a con-
stitutively expressed polar flagellum (Pof), and when viscosity increases, it swarms by inducing the
expression of numerous lateral flagella (Laf). Motilities using Pof or Laf can be distinguished on agar plate
assay: only bacteria with Laf can swarm on 1.5% agar medium. After selecting Laf- mutant, swim activity
with Pof can be evaluated on 0.25% (or 0.3%) soft agar medium by measuring the halo size. Furthermore,
the mutants determined to be defective in motility on 0.25% (or 0.3%) soft agar medium were further
divided into three categories (Fla-, Flam, and Che-) based on flagellar formation or tumbling frequency by
microscopic observation. V. alginolyticus strain 138-2 (Pof+, Laf+) was the parent for all the strains in this
study. Strain VIO5 (Pof+, Laf-) was created by EMS mutagenesis of strain VIK4, a spontaneous rifam-
picin-resistant strain obtained from strain 138-2. Strain NMB136 (Pof+, Laf-), NMB155 (Pofm, Laf-) and
strain KK148 (Pofm, Laf-) were swim-deficient mutants derived from strain VIO5. Strain YM4 (Pof+,
Laf-) and YM5 (Pof+, Laf-) were obtained by UV-treatment of strain 138-2 and subsequent selection step
on 1.5% agar plate. Strain YM4 was used for the flagella-deficient mutant selection using EMS muta-
genesis. Strain YM17 (Pof-, Laf-) was isolated from a low-concentration (0.3%) agar plate culture of
strain YM5 and YM19 (Pof-, Laf+) was obtained by a subsequent normal-concentration (1.5%) agar plate
culture of strain YM17. Strain YM51 (Pof-, Laf-) was derived from strain YM5. The red lines represent
mutagenesis by EMS, the yellow line represents mutagenesis by UV irradiation and the black lines
represent spontaneous mutations. All strains used in the genome analysis are shown in black letters, and
those not used are shown in gray letters. Full-size DOI: 10.7717/peerj.17126/fig-1
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repetitive contigs (the primer list can be found in Table S2). The direction and order of the
long contigs were predicted by alignment with the genomic sequences of the most closely
related Vibrio strain (Vibrio sp. EX25; accession numbers NC_13456 and NC_13457)
using Mauve software (Darling et al., 2004). During this operation, the orientation and
order of 23 of the 27 contigs were successfully determined. Two contigs formed a circular
chromosome (chromosome II) and 21 contigs were linked to form four large assemblies.
To determine the linkage order between these four large assemblies and the remaining four
contigs that were not aligned in the EX25 genome, PCR experiments were performed using
all combinations of primer sets. The amplified PCR fragments were checked for uniformity
and size using 0.8% agarose gel electrophoresis and purified using a PCR fragment
recovery kit (Promega, Madison, WI, USA). The recovered DNA fragments were
sequenced using the MiSeq 500PE v.2 kit (Illumina, San Diego, CA, USA). Short-read
sequences from each PCR fragment were assembled using SPAdes v 3.1 (Bankevich et al.,
2012), and the contig with the largest size and highest coverage was adopted as the PCR
fragment. For the three regions in which two large contigs appeared after assembly (The
order of contigs are appeared in Table S3), it was inferred that the rRNA operons were
arranged in tandem. Therefore, we designed primers in both directions in the center of the
connecting contig (approximately 200 bp, contig 175 in Table S4) expected to be between
these tandemly arranged rRNA operons, and amplified the two rRNA operons
independently by PCR. Both the amplified fragments were independently determined and
connected using a central contig. Chromosome I of strain VIO5 was completed by
manually combining all contigs and PCR fragment sequences. In regions where
discrepancies were found between the contig and PCR fragment sequences, the results of
the PCR fragment were used preferentially for linkage because the contig ends may contain
polymorphisms due to repeat sequences. Finally, sequencing reads were mapped against
the full-length genome sequence using BWA (Li & Durbin, 2009) to confirm the absence of
assembly errors. The Integrative Genomics Viewer (IGV) (Thorvaldsdóttir, Robinson &
Mesirov, 2013) was used for map visualization.

Complete genomes of V. alginolyticus 138-2, YM4, and YM19, using
V. alginolyticus VIO5 as a reference strain
Next, we developed a workflow aimed at completing the genome structure of the target
Vibrio strains in cases where short-read sequencing technology and very closely related
reference strains were available; however, long-read sequencing technology was
unavailable because of higher sequencing costs or challenges in high molecular weight
DNA extraction. This workflow (for details, see Fig. S1) was applied to assemble the
complete genome structures of three strains (V. alginolyticus strains 138-2, YM4, and
YM19) that are closely related to strain VIO5. Paired-end sequencing reads were trimmed
based on their quality using fastp v.0.20.0 (Chen et al., 2018) and used as input data
(hereafter, WGS reads). WGS reads were assembled de novo using SPAdes v.3.13
(Bankevich et al., 2012) to produce error-corrected WGS contigs by two cycles of polishing
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with Pilon v1. 23 (Walker et al., 2014). WGS contigs of less than 1 kbp in length or contigs
with abnormal coverage were excluded, and the terminal 127-bp of the remaining WGS
contigs were trimmed. These contigs were designated long and normal coverage contigs.
For the selection method based on the coverage count, the median of the average read
counts of the contigs up to the top five in length was set as value C. Contigs whose coverage
was more than twice or less than half of value C were removed as abnormal coverage
contigs. Bbmap v.37.62, published by JGI (SourceForge, 2023) was used for coverage
calculation. LN contigs with a 16-mer frequency greater than or equal to 2 were
hard-masked using Primer3_masker (Kõressaar et al., 2018). Then, primer3 (Untergasser
et al., 2012) was used to design outward primers within 1 kb at both ends of each contig.
The specificity of the designed primers was checked using FastPCR (Kalendar et al., 2017)
(the primer list can be found in Table S2). The workflow from short reads to LN contigs
and primer design is available on GitHub: script genome_quest (https://GitHub.com/
kazumaxneo/genome_quest). Minimap2 (Li, 2018) was used to align each LN contig with
the complete genome sequence of the V. alginolyticus VIO5. PCR was performed using
primers designed for each LN contig. Multiplexed PCR products were sequenced using
MiSeq and individually assembled, as described in the previous section. LN contigs and
Locally Assembled PCR fragment (LA) contigs were connected using CAP3 (Huang &
Madan, 1999.). Two circular chromosomes were also identified. Finally, WGS reads were
mapped to the two assembled chromosomal DNA sequences using minimap2 (Li, 2018), to
correct as many errors as possible using the following variation detection tools: breseq
(Deatherage & Barrick, 2014), GATK HaplotypeCaller v 3.8 (DePristo et al., 2011),
minimap2 paftool (Li, 2018), and SV Quest (v1.0) (https://GitHub.com/kazumaxneo/SV-
Quest).

The complete genome sequences of the four strains have been published in the database
under the accession numbers AP022859–AP022866 (DDBJ).

Variation analyses in the mutant strains
Genomic libraries were constructed and sequenced by MiSeq using paired-end sequencing
(2 × 300 bp) for 17 strains generated by EMS mutagenesis and one strain, YM51, derived
from YM5. Using the genome of V. alginolyticus 138-2 as a reference, all variants (SNVs,
indels, RNVs, and LSVs) present in the three strains were extracted using Equation
(Deatherage & Barrick, 2014) and other tools, as described in the previous section.

Core gene phylogenetic tree inference
Each mutant genome was created using the gdtools APPLY command from the output of
the Breseq variant calling against the 138-2 genome sequence (Deatherage & Barrick,
2014). Core genome alignment of the 138-2 sequence and the derived sequence of the
mutant strain was performed using Parsnp (https://GitHub.com/marbl/parsnp).
Unreliable alignment blocks were excluded based on the Parsnp criteria. A phylogenetic
tree was manually constructed based on the number of variations.
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RESULTS
Genome structures of V. alginolyticus strain 138-2 and derived mutant
strains
We determined the complete genome structure of V. alginolyticus strain 138-2 and three
mutant strains: VIO5, YM4, and YM19. These strains have been widely used for the
functional analysis of polar flagella of the genus Vibrio (Kawagishi et al., 1995). Similar to
the genomes reported for other Vibrio spp., the genomic DNA consists of two circular
chromosomes and does not harbor any plasmids (Okada et al., 2005). The genome size was
5,185,395 bp for strains 138-2 and VIO5 and 5,185,324 bp for strains YM4 and YM19.
DFAST annotation predicted 4,601 protein-coding sequences (CDSs) for strain VIO5,
4,602 for 138-2, and 4,603 for YM4 and YM19. Thirty-seven rRNA genes (twelve 16S
rRNA, twelve 23S rRNA, and thirteen 5S rRNA) and one hundred and sixteen tRNA genes
were assigned to all four strains (detailed genomic information is provided in Table S5).

Variation sites in V. alginolyticus strains VIO5, YM4, and YM19
V. alginolyticus strain VIO5 is a lateral flagellar-deficient mutant that arises from EMS
mutagenesis of VIK4 (rifampicin-resistant), which results from a spontaneous mutation in
the parent strain 138-2 (Fig. 1). The VIO5 strain has four SNVs compared to its parent
strain 138-2, three on chromosome 1 and one on chromosome 2 (Table 1). The
rifampicin-resistant phenotype of VIO5 can be attributed to a mutation in chromosome I
(position 3,206,619) of the VIO5 genome (Table 1). This mutation leads to a Q513L amino
acid substitution in the RNA polymerase beta subunit, which has been reported as a causal
SNP of rifampicin resistance in E. coli (Campbell et al., 2001). Two other SNVs in
chromosome 1 are on the hslO gene and Vag1382_04350 gene, which are predicted to
encode heat shock 33 kDa chaperonin and glutamate synthase, respectively. Neither of
these two genes is thought to be involved in the lateral flagellar deficient phenotype of
VIO5. A mutation on chromosome II (position 1,534,464) introduced a stop codon at
codon 64 in motY2 (TGG/TGA). Given that this is the sole mutation observed in
chromosome II of VIO5, and considering that all lateral flagellar genes are present on
chromosome II, the lateral flagellar deficiency was attributed to a mutation in the motY2
gene.

V. alginolyticus strain YM4, a lateral flagellar-deficient mutant, and strain YM19, a polar
flagellar-deficient mutant, were generated through UVmutagenesis of strain 138-2 (Fig. 1).
Thirteen mutations were common between YM4 and YM19 (Table 1), suggesting that
these mutations accumulated during the early stages of UV mutagenesis. Since YM4 and
YM19 exhibit different phenotypes for the two types of flagella, a mutation on
chromosome II (position 255,362), exclusive to YM4, resulting in a serine substitution at
Gly53 in the lateral flagellar P-ring protein FlgI, is the likely cause of the YM4 lateral
flagellar-deficient phenotype. Similarly, a mutation on chromosome I (positions
2,299,407), found only in YM19, introduced a stop codon at codon 295 (CAG/TAG) in
flhA, which encodes the polar flagellar export apparatus protein and presumably resulted
in a truncated FlhA and the polar flagellar-deficient phenotype of YM19.
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Table 1 Variation sites in the three mutant strains compared to the parental strain 138-2.

Position 138-2 VIO5 YM4 YM19 Mutation Annotation Description

Chr. I

135,143 C T C C D100N (GAT/AAT) hslO 33 kDa chaperonin

165,966 T T A A D328V (GAT/GTT) Vag1382_01380 Bifunctional GTP diphosphokinase
guanosine-3′,5′-bis(diphosphate)
3′-diphosphatase

213,963 G G C G Q180E (CAA/GAA) Vag1382_01870 3-deoxy-D-manno-octulosonic acid
transferase

415,183 Δ11 bp Δ11 bp Y397-FS tolC Outer membrane channel protein

485,114 A C A A I137S (ATC/AGC) Vag1382_04350 Glutamate synthase

582,644 A A C C M256L (ATG/CTG) phoR PAS domain-containing sensor
histidine kinase

592,588 (TCAT)2 (TCAT)2 (TCAT)1 (TCAT)1 I240-FS pstB1 Phosphate import ATP-binding
protein PstB 1

1,174,956 G G T T A16E (GCA/GAA) Vag1382_10490 DNA-binding protein

1,787,856 (ACCAA)5 (ACCAA)5 (ACCAA)6 (ACCAA)6 T451-FS Vag1382_16050 Hypothetical protein

1,885,712 (TGTTTT)2 (TGTTTT)2 (TGTTTT)1 (TGTTTT)1 Intergenic (−206/
−323)

ihfA
Vag1382_16940

Integration host factor subunit alpha
Membrane protein

2,065,000 Δ57 bp Δ57 bp Δ19aa Vag1382_18450 Membrane protein

2,289,413 (GCTCTG)9 (GCTCTG)9 (GCTCTG)10 (GCTCTG)10 PE repeat 9/10 Vag1382_20480 Chemotaxis protein CheW

2,299,407 G G G A Q295* (CAG/TAG) flhA Flagellar biosynthesis protein FlhA

2,585,439 T T G G Q73H (CAA/CAC) Vag1382_23340 Hypothetical protein

2,701,438 +TA +TA I198FS sfsA Sugar fermentation stimulation
protein

3,204,405 C C T T S1251N
(AGC/AAC)

rpoB DNA-directed RNA polymerase
subunit beta

3,206,619 T A T T Q513L (CAG/CTG) rpoB DNA-directed RNA polymerase
subunit beta

Chr.II

255,362 G G A G G53S (GGC/AGC) flgI2 Flagellar P-ring protein 2 FlgI

513,122 (AAAAAT)3 (AAAAAT)3 (AAAAAT)2 (AAAAAT)2 Intergenic (+160/−50) Vag1382_35310
Vag1382_35320

MFS transporter
Methyl-accepting chemotaxis protein

1,534,464 C T C C W64* (TGG/TGA) Vag1382_44100 Flagellar protein MotY2

Note:
From the left column, genomic position, base status of each of 138-2, VIO5, YM4, and YM19, mutation (amino change in case of coding region), annotation (conventional name or strain name), and
description (protein function inferred by the annotation).
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The VIO5 strain generated by EMS mutagenesis had only four SNVs with no insertion
or deletion mutations, but the YM4 and YM19 strains created by UV mutagenesis had two
deletion mutations and five repeat number variation mutations, in addition to seven and
six SNVs for YM4 and YM19, respectively (Table 1).

Variation sites in other motility-deficient mutant strains
Vibrio strains NMB136, NMB155, and KK148 were generated from strain VIO5, whereas
strains NMB75, NMB82, NMB88, NMB93, NMB95, NMB98, NMB99, NMB102,
NMB103, NMB105, NMB106, NMB111, and NMB116 were generated from strain YM4.
All 16 strains were generated through EMS mutagenesis and screened as mutants that
could not form a swimming ring on a soft agar plate; motility was observed under
dark-field microscopy (Homma et al., 1996). In Table S6 summarizes all detected mutation
sites in the genome of each strain compared with the 138-2 strain genome. The mutations
were categorized into three types: single nucleotide variations (SNVs), short insertions/
deletions (indels), and short tandem repeat number variations (RNVs). Considering these
variations, the number of SNVs, indels, and RNVs detected in each strain was used to
create a pedigree for the strain (Fig. 2). Because NMB136, NMB155, and KK148 were
generated from the VIO5 strain at different times, these three strains carried completely
independent mutations. Conversely, the 14 NMB strains generated from YM4 almost
simultaneously carried nine common mutations (five SNVs, two indels, and two RNVs) in
addition to various unique mutations ranging from two to 54. Considering the individual
strains analyzed, the mutations they carried were counted independently, resulting in an
average of 20.6 ± 12.7 mutations (mean ± standard deviation).

Putatively responsible variations for motility-deficient mutant strains
The motility-deficient mutants analyzed in this study can be classified into three types:
those with no or incomplete flagella (Fla- type), those with chemotaxis problems (Che-

type), and those with an increased number of polar flagella (Pofm type). Another type, the
Mot- type, which has abnormalities in the rotation apparatus, was absent in the analyzed
mutants. These three types of motility-deficient mutants had 10–30 variation sites, but all
had mutations in a known flagella-related gene (Figs. 3A and 3B). The Fla- type mutants,
NMB103 and NMB116, had mutations in the flgL gene, leading to the observation of only
the hook structure without visible flagellar filaments, which explains their flagella-deficient
phenotype. Che- type mutants included NMB75, NMB82, NMB88, NMB91, NMB93,
NMB95, NMB98, NMB99, NMB102, NMB105, NMB106, NMB111, and NMB136.
NMB82 and NMB105 harbored mutations in the cheA gene, NMB91 and NMB98
harbored mutations in the zomB gene, NMB93 and NMB136 harbored mutations in the
cheY gene, and NMB88, NMB95, NMB99, NMB102, and NMB106 harbored mutations in
the fliM gene. These genes are part of the gene cluster responsible for the chemotactic
response in Vibrio, especially the change in flagellar rotation (Fig. 4). Pofm type mutants
included the KK148 and NMB155 strains. The KK148 strain harbored a mutation in the
flhG gene, whereas the NMB155 strain harbored a mutation in the fliM gene.
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DISCUSSION
Responsible genes for lateral flagellar-deficient mutants
In each of the three lateral flagellar-deficient strains (VIO5, YM4, and YM51), the reasons
for the flagellar-deficient phenotype were different. In the VIO5 strain, the lateral flagellar
deficiency was attributed to a mutation in the motY2 gene. Intriguingly, a single mutation
in a structural gene can result in the complete loss of flagellar gene expression. The motY2
gene was one of the earliest members to be expressed in the lateral flagellar expression
hierarchy (Stewart & McCarter, 2003) and was positioned at the head of the operon
(Fig. 3B). Therefore, a mutation leading to a premature stop codon in the motY2 might
significantly impact the translation of downstream lafK genes, a σ54-dependent regulator
required for the expression of class 2 genes of lateral flagella (Stewart & McCarter, 2003).
In the strain YM4, a mutation in the flgI gene may be strongly related to lateral flagellar
deficiency. This gene product FlgI is the major component protein that forms the P ring
located in the periplasmic region, and when P ring formation is incomplete, protein
transport that constitutes hook and flagellin fibers is impaired and normal flagellin
formation is inhibited. In the P-ring protein FlgI of E. coli, a point mutation such as G21C

Figure 2 Pedigree tree based on the SNVs, indels, and RNVs among V. alginolyticus mutant strains.
Illustration of the phylogeny of the mutant strains, assuming the mutations (SNVs, indels, and RNVs) to
be equidistant. The three numbers in parentheses drawn above the branches represent SNVs, indels, and
RNVs. YM4� is the true parental strain of the 14 NMB mutants, and the YM4 strain whose genome was
analyzed has a single SNP which has occurred after NMB mutats creation experiment.

Full-size DOI: 10.7717/peerj.17126/fig-2
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Figure 3 Known flagella-related genes in chromosome I (A) and chromosome II (B) and the detected variations in mutant strains. Chro-
mosome I contains a cluster of genes related to the polar flagellum and chemotaxis signal transduction (A), and chromosome II contains a cluster of
genes related to the lateral flagella (B). Chromosome I consists of seven regions: two regions consisting of large clusters and five regions consisting of
one or two genes; chemo-signal transduction genes are found in one of the two large clusters. In addition to this, chemoreceptors are present
scattered throughout the genome. Chromosome II consists of two large clusters in two regions. Known genes are listed by their customary names,
and the paralogs of the lateral hair genes on chromosome II are distinguished by the four letters, followed by the number 2. The arrow extended
below the gene indicates the location of the mutation that occurred in that gene. A mutation is an amino acid change found in the protein, and the
name of the strain in which the mutation was found is provided in parentheses. The genes involved in flagellar formation are divided into seven
categories, and each group is indicated by a different color coding; blue (expression regulation), reddish purple (filament, cap, chaperone), sky blue
(hook, L-ring, P-ring), brown (T-ring and H-ring), yellow (MS-ring, C-ring, and T3SS), vermilion (stator/motor) and bluish green (flagellar number
regulation). Full-size DOI: 10.7717/peerj.17126/fig-3
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causes a complete loss of motility (Hizukuri et al., 2008), so it is not surprising that a
mutation in FlgI(G51S) of strain YM4 suppresses expression of lateral flagellar. It has also
been shown that in Salmonella when the anti-sigma factor FlgM is not expelled by the
protein transport hook-basal body apparatus, the sigma factor FliA does not function
(Hughes et al., 1993; Kutsukake, 1994) and transcription of the class 3 genes involved in
flagellar formation does not occur (Aldridge et al., 2006). It remains to be elucidated to
what extent lateral flagellar formation occurs in the strain YM4. In the strain YM51, a
frame-shift mutation in the flhA2 gene (Fig. 3B) may be strongly related to lateral flagellar
deficiency. YM51 was originally isolated from YM5 (Fig. 1) and exhibits a Fla- type
phenotype. In the flhA gene region, seven consecutive G bases were found to have
increased by one, causing truncation of the FlhA protein to approximately 100 amino
acids. In Paenibacillus glucanolyticus, it was reported that swarming was suppressed by
reversible hotspots that reduced the number of eight consecutive A bases to seven and that
the strain could easily revert to a swarm-competent state (Hefetz et al., 2023). Thus, there
appear to be two types of lateral flagella-deficient Vibriomutants: a strong phenotype with
almost irreversible mutations, such as VIO5 and YM4, and a leaky phenotype that is
relatively easy to revert, such as YM51. A causal mutation in YM5’s lateral
flagellar-deficient phenotype may be the same as in strain YM51.

Figure 4 Schematic diagram of the chemoreceptor signaling pathways and regulation of flagellar
rotation in a mutant strain with only a polar flagellum. Several components to control the flagellar
rotation from chemoreceptors to flagella were schematically depicted. Of the 18 mutants analyzed, two
had mutations in the flagellar structural gene (flgL), 2 in the gene controlling the number of flagella
(flhG), and 13 in genes involved in the transmission of information from chemoreceptors to control the
direction of flagellar rotation (cheR, cheA, cheY, fliM, zomB). The remaining one strain had a mutation in
a sigma factor (rpoN) involved in the transcription of a group of flagellar-related genes. Of these eight
genes, all but the cheR and rpoN genes were found to have different mutations in two or more strains.
The names of the genes and the mutant strains with them are listed in the bottom.

Full-size DOI: 10.7717/peerj.17126/fig-4
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Responsible genes for polar flagellar-deficient mutants
Polar flagellar-deficient mutants can be divided into three categories based on microscopic
observations of movement: Che- mutants, in which the direction of flagellar rotation is
dysregulated; Pofm mutants, in which the number of polar flagella is increased; and Fla-

mutants, in which have no flagella at all.
Among the Che- type mutants, the fliM gene, identified as the causal gene for many

mutations, appears to be involved in flagellar rotation control and the regulation of
flagellar numbers (Homma et al., 2022) (Figs. 3A and 4). This suggests versatile roles of the
fliM gene in governing flagellar expression. The NMB75 shows to smoothly swim with
reduced response to phenol (Homma et al., 1996). The NMB75 strain harbored a mutation
in the cheR gene, resulting in a leaky phenotype due to partial signal transmission by CheA,
partially affected by the deficiency of CheR activity in methylating chemoreceptors. Strain
NMB88, NMB95, NMB99, NMB106 and NMB136 swim smoothly without much
tumbling by locking the direction of flagellar rotation to CCW. Strain NMB102, on the
other hand, has its flagella locked in the CW direction of rotation and swims constantly
backward. NMB136 has a defective mutation of CheY (nonsense mutation of W57), which
may be the reason for the observed CCW-locked flagellar motion. NMB88, NMB95,
NMB99, and NMB106 all have mutations in FliM, possibly weakening its interaction with
phosphorylated CheY, which is required for tumbling. On the other hand, in strain
NMB102, R49P, one of the two mutations in FliM, has been shown to be important for the
CW-locked phenotype, in which structural changes in FliM itself result in a
CheY-independent rotational motion fixed in the CW direction (Takekawa et al., 2021b).
NMB111 showed weakly reduced swimming ability due to mutations in the flhG gene,
which regulates flagellar number, and flagella were rarely observed with the FlhG(D171A)
mutation (Ono et al., 2015). The reduced swimming ability of NMB111 may be due to the
reduced flagellar number caused by the FlhG(D171N) mutation. Thus, the NMB111 strain
may be included in the Fla- type mutants.

In two Pofm type mutants, the KK148 strain harbored a mutation (Q109�) in the flhG
gene and a defective flhG gene product has been shown to form multiple polar flagella
(Kusumoto et al., 2006). Whereas the NMB155 strain harbored a mutation (E9K) in the
fliM gene, and it has been shown that the FliM(E9K) mutation changes flagellar numbers
(Homma et al., 2022). Based on the evidence, the fact that the fliM gene, which has been
implicated in chemotaxis, also plays a significant role in regulating flagellar number in the
Che- type mutants is highly intriguing.

The YM51 strain, similar to NMB103 and NMB116, showed only a hook structure
without visible flagellar filaments, indicating that the assembly of the polar flagellar
filament was impaired (Nishioka et al., 1998). However, no mutations were found in
flagellar structure genes, including the flgL gene, but a mutation was detected in the rpoN
gene, which has been reported to play an important role in polar flagella formation
(Kawagishi et al., 1997). Although the YM14 strain used for cloning the rpoN gene was not
included in the current genome analysis, it is highly plausible that YM51 has a mutation
similar to that of YM14.
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Comparison of two flagellar systems
Since the two entire flagellar systems, the polar and lateral flagellar systems, are
homologous to each other, it is very interesting to examine the similarity of each flagellar
gene and whether there are other paralog genes with similar functions in the genome.
Therefore, for the 104 flagellar-related genes that appeared in Fig. 3, we examined the
paralog genes in the genome of strain 138-2 by amino acid homology and compared the
corresponding genes in the polar and lateral flagella, which are summarized in Table 2.
Many paralog genes were detected in the genome for the genes constituting the Che
protein group of the signal transduction system (CheA, CheY, CheV, CheW, etc.),
however, there were no functionary paralogous genes for flagellar-motility system that
showed full-length homology, but limited to a few regions such as histidine kinase domain
or response regulator domain(A list of paralogs of flagellar-related genes found in the
genome is provided in Table S7). This is inferred from the fact that only the cheY gene
mutation located in the flagellar gene cluster region (Fig. 3) resulted in a motility-deficient
phenotype. The flagellar-related genes are divided into two groups: genes encoding
proteins that form the flagellar structure and genes encoding proteins that regulate the
expression of flagellar genes. In both cases, the paralogs of the two flagellar systems were
the most closely related genes in the genome, and the only multiplicated genes were
flagellin genes encoding the polar flagella (A list of amino acid identities among the seven
flagellar proteins is provided in Table S8). In the two flagellar systems, a certain degree of
amino acid identity was observed between the proteins constructing the hook, L-ring, P-
ring, rod, MS-ring, C-ring, and T3SS (type three secretion system) (Table 2). However,
proteins related to the regulation of flagellar gene expression, proteins constituting the
T-ring and H-ring, and proteins constituting the Stator-Motor showed very low amino
acid identity, and in many cases, no homologous protein was found in the lateral flagellum
(Table 2). If the two flagellar motor systems are somewhat similar, it is possible that
homologous proteins, especially those constituting the T-ring and H-ring, are located
elsewhere on the chromosome. Genome analysis of a large number of motility deficient
mutants using a strain deficient in the polar flagellum (YM19) will most likely reveal genes
involved in lateral flagellar formation.

The potential of powerful forward genetics as a comprehensive
analysis of systems
Through genomic analysis of 18 mutant strains selected by a combination of EMS
mutagenesis and screening for motility-deficient phenotypes, it was found that these
strains contained 3 to 75 gene mutations in addition to the one or two gene mutations
presumed to be strongly related to the phenotype (motility). Gene manipulation to
selectively disrupt (or introduce mutations in) specific genes is necessary to determine the
gene responsible for the phenotype, and in Vibrio alginolyticus, several genes have been
identified as flagellar-related genes by mutagenesis (Homma et al., 2022; Kitaoka et al.,
2013; Takekawa et al., 2021a, 2021b). In this study, six genes involved in the regulatory
system of flagellar rotation were enriched (i.e., several different types of mutations were
concentrated in the same gene) in the analysis of only 18 strains (Fig. 4), suggesting the
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Table 2 Comparison of paralogous proteins of two flagellar systems.

Polar flagella Lateral flagella

Category#1 Gene name Function aa length % Identity#2 Gene name aa length

Expression Regulation fliA1 RNApol sigma28 244 30.4% 74/224 fliA2 242

flaM Two-component response regulator 469 42.6% 231/467 lafK 443

flaK Sigma54 dependent regulator 488 #3 #3 –

flaL Two-component sensor kinase 343 #3 #3 –

flgM1 Anti sigma28 factor 104 ND flgM2 93

flgN1 Molecular chaperone for FlgK, L 141 50% 10/20 flgN2 145

rpoN RNApol sigma54 489 #4 #4 –

Fillament, Cap, Chaperone flaC Flagellin 384 #5 lafA 281

flaD Flagellin 377 #5

flaE Flagellin 374 #5

flaA Flagellin 376 #5

flaB Flagellin 377 #5

flaF Flagellin 377 #5

flaG Flagellin accessory 144 #4 #4 –

flaH HAP2 filament cap 663 25% 145/460 fliD2 445

flaJ Flagellin chaperone 136 30% 36/119 fliS2 128

flaI Unknown 101 ND fliT2 106

Hook, Rod, L-ring, P-ring flgA1 P-ring chaperone 248 27.7% 77/217 flgA2 265

flgB1 Proximal rod 131 38.5% 61/130 flgB2 120

flgC1 Proximal rod 137 41.5% 64/142 flgC2 144

flgD1 Hook assembly 236 27.2% 53/147 flgD2 227

flgE1 Hook 437 34.3% 202/440 flgE2 398

flgF1 Proximal rod 249 41.9% 109/246 flgF2 243

flgG1 Distal rod 262 54.6% 144/262 flgG2 261

flgH1 L ring 259 36.9% 88/198 flgH2 223

flgI1 P ring 363 49.2% 180/362 flgI2 373

flgJ1 Peptidoglycan hydrolase 307 34.7% 41/95 flgJ2 182

flgK1 HAP1 hook-filament junction 646 28.5% 104/365 flgK2 457

flgL1 HAP3 hook-filament junction 397 33.0% 93/282 flgL2 299

T-ring, H-ring motX T-ring 211 #4 #4 –

motY T-ring 293 25.6% 66/247 motY2 339

flgO H-ring 377 #4 #4 –

flgP H-ring 212 #4 #4 –

flgT H-ring 143 #4 #4 –

MS-ring, C-ring, T3SS flhA1 Fla export 710 50.4% 361/697 flhA2 696

flhB1 Fla export 376 38.9% 157/368 flhB2 375

fliE1 Hook basal body MS ring-rod junction 103 35.2% 26/71 fliE2 118

fliF1 MS-ring 580 27.1% 200/535 fliF2 569

fliG1 Rotor/switch component 351 30.5% 99/321 fliG2 337

fliH1 Fla export; negative regulator of FliI 266 29.2% 68/195 fliH2 251

(Continued)
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possibility of comprehensively extracting genes in the entire system by increasing the
number of mutant strains analyzed. Since most of the 18 strains were selected for the Che-

phenotype (Homma et al., 1996), it is possible that this selection pressure narrowed down
the number of genes to a few genes out of approximately 50 genes involved in a polar
flagellum formation. Thus, genome analyses of a large number of completely random,
independent motility-deficient mutants could extract additional genes involved in the
flagellar system (if the genes are not essential for growth). This means that even for
microorganisms that cannot be genetically manipulated, a sufficient amount of mutant
strain analysis, using a well-designed selection pressure, could efficiently detect the various
phenotypic components that build a living system.

CONCLUSIONS
In this study, in the genome analysis of mutants created by the selection for reduced
chemotaxis ability, it was possible to show that mutations were concentrated in a few genes
among the about 50 genes that make up the flagellar system, even in the genome analysis of
only a dozen or so mutants. In the past, genetic analysis of mutants itself was
time-consuming and labor-intensive, and screening had to be devised to limit the number
of analyzed strains, but with the current efficient and low-cost genome analysis method, it
is possible to analyze as few as 1,000 strains. Analysis of a large number of mutant strains is

Table 2 (continued)

Polar flagella Lateral flagella

Category#1 Gene name Function aa length % Identity#2 Gene name aa length

fliI1 Fla export; ATPase 439 53.5% 238/437 fliI2 448

fliJ1 Fla export 147 ND fliJ2 146

fliK1 Hook-length control 627 26.6% 34/109 fliK2 357

fliL1 Unknown 167 27.2% 33/114 fliL2 166

fliM1 C ring switch 348 22.1% 89/204 fliM2 272

fliN1 C ring switch 136 50.7% 38/75 fliN2 123

fliO Fla export 119 #3 #3 –

fliP1 Fla export 289 56.7% 150/240 fliP2 252

fliQ1 Fla export 89 54.1% 46/85 fliQ2 89

fliR1 Fla export 260 34.3% 81/230 fliR2 258

Stator/Motor pomA Stator/force generator 253 ND motA2 285

pomB Stator/force generator 315 33.1% 55/157 motB2 330

Flagellar number regulator flhG Flagella number positive regulator 295 #4 #4 –

flhF Flagella number negative regulator 495 #4 #4 –

Notes:
#1 These seven categories are consistent with the color coding in Fig. 3.
#2 Identity (%) and matched number of amino acids over total number of amino acids compared were depicted and ND stands for Not Detected.
#3 Many paralogous proteins were detected other than the lateral flagellar system (See Table S7).
#4 No paralogous proteins were detected in the genome.
#5 All seven flagellins are paralogous to each other (See Table S8).
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expected to greatly advance our understanding of the phenotype of microbial species,
especially those that are difficult to genetically manipulate.

ACKNOWLEDGEMENTS
This study utilized mutants developed in a series of studies on the structural and functional
analysis of Vibrio polar flagella driven by Na+ electrochemical potential differences. This
research endeavor was initially initiated by Prof. Imae and was subsequently carried
forward by two authors, Homma and Kojima. We extend our gratitude to Kawagishi,
Okunishi, Maekawa, Kusumoto, and Yorimitsu for constructing the mutants. We would
like to thank Editage for English language editing.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
This work was supported by JSPS KAKENHI, Grant Number 19K06627, to Kunio Ihara
and Grant Number 20H03220, to Michio Homma. The funders had no role in study
design, data collection and analysis, decision to publish, or preparation of the manuscript.

Grant Disclosures
The following grant information was disclosed by the authors:
JSPS KAKENHI: 19K06627, 20H03220.

Competing Interests
The authors declare that they have no competing interests.

Author Contributions
� Kazuma Uesaka performed the experiments, analyzed the data, prepared figures and/or
tables, and approved the final draft.

� Keita Inaba performed the experiments, analyzed the data, prepared figures and/or
tables, and approved the final draft.

� Noriko Nishioka performed the experiments, prepared figures and/or tables, and
approved the final draft.

� Seiji Kojima conceived and designed the experiments, authored or reviewed drafts of the
article, and approved the final draft.

� Michio Homma conceived and designed the experiments, authored or reviewed drafts of
the article, and approved the final draft.

� Kunio Ihara conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, authored or reviewed drafts of the
article, and approved the final draft.

DNA Deposition
The following information was supplied regarding the deposition of DNA sequences:

The complete genome sequences of the four strains (Vibrio alginolyticus strains 138-2,
VIO5, YM4, YM19) described here are available at DDBJ: AP022859 to AP022866.

Uesaka et al. (2024), PeerJ, DOI 10.7717/peerj.17126 17/21

https://getentry.ddbj.nig.ac.jp/getentry/na/AP022859?filetype=html
https://getentry.ddbj.nig.ac.jp/getentry/na/AP022866?filetype=html
http://dx.doi.org/10.7717/peerj.17126
https://peerj.com/


Data Availability
The following information was supplied regarding data availability:

All sequence read data used in this study are also available via DRA Data bank
(Accession: DRA012242–DRA012245, DRA016647, DRA016649).

The workflow in this study is available on GitHub: script genome_quest and SV-Quest
genome_quest
URL: https://github.com/kazumaxneo/genome_quest
DOI: 10.5281/zenodo.10633276
SV-Quest
URL: https://github.com/kazumaxneo/SV-Quest
DOI: 10.5281/zenodo.10633286
All detected mutation sites are available in the Table S6.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.17126#supplemental-information.

REFERENCES
Aldridge PD, Karlinsey JE, Aldridge C, Birchall C, Thompson D, Yagasaki J, Hughes KT. 2006.

The flagellar-specific transcription factor, σ, is the Type III secretion chaperone for the
flagellar-specific anti-σ factor FlgM. Genes & Development 20(16):2315–2326
DOI 10.1101/gad.380406.

Atsumi T, Maekawa Y, Yamada T, Kawagishi I, Imae Y, Homma M. 1996. Effect of viscosity on
swimming by the lateral and polar flagella of Vibrio alginolyticus. Journal of Bacteriology
178(16):5024–5026 DOI 10.1128/jb.178.16.5024-5026.1996.

Atsumi T, McCarter L, Imae Y. 1992. Polar and lateral flagellar motors of marine Vibrio are driven
by different ion-motive forces. Nature 355(6356):182–184 DOI 10.1038/355182a0.

Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov AS, Lesin VM,
Nikolenko SI, Pham S, Prjibelski AD, Pyshkin AV, Sirotkin AV, Vyahhi N, Tesler G,
Alekseyev MA, Pevzner PA. 2012. SPAdes: a new genome assembly algorithm and its
applications to single-cell sequencing. Journal of Computational Biology 19(5):455–477
DOI 10.1089/cmb.2012.0021.

Bolger AM, Lohse M, Usadel B. 2014. Trimmomatic: a flexible trimmer for Illumina sequence
data. Bioinformatics 30(15):2114–2120 DOI 10.1093/bioinformatics/btu170.

Brenzinger S, Pecina A, Mrusek D, Mann P, Volse K, Wimmi S, Ruppert U, Becker A,
Ringgaard S, Bange G, Thormann KM. 2018. ZomB is essential for flagellar motor reversals in
Shewanella putrefaciens and Vibrio parahaemolyticus. Molecular Microbiology 109(5):694–709
DOI 10.1111/mmi.14070.

Campbell EA, Korzheva N, Mustaev A, Murakami K, Nair S, Goldfarb A, Darst SA. 2001.
Structural mechanism for rifampicin inhibition of bacterial rna polymerase. Cell 104(6):901–912
DOI 10.1016/s0092-8674(01)00286-0.

Castillo D, D’Alvise P, Kalatzis PG, Kokkari C, Middelboe M, Gram L, Liu S, Katharios P. 2015.
Draft genome sequences of Vibrio alginolyticus strains V1 and V2, opportunistic marine
pathogens. Genome Announcements 3(4):e00729 DOI 10.1128/genomeA.00729-15.

Uesaka et al. (2024), PeerJ, DOI 10.7717/peerj.17126 18/21

https://www.ncbi.nlm.nih.gov/sra/?term=DRA012242
https://www.ncbi.nlm.nih.gov/sra/?term=DRA012245
https://www.ncbi.nlm.nih.gov/sra/?term=DRA016647
https://www.ncbi.nlm.nih.gov/sra/?term=DRA016649
https://github.com/kazumaxneo/genome_quest
http://dx.doi.org/10.5281/zenodo.10633276
https://github.com/kazumaxneo/SV-Quest
http://dx.doi.org/10.5281/zenodo.10633286
http://dx.doi.org/10.7717/peerj.17126/supp-6
http://dx.doi.org/10.7717/peerj.17126#supplemental-information
http://dx.doi.org/10.7717/peerj.17126#supplemental-information
http://dx.doi.org/10.1101/gad.380406
http://dx.doi.org/10.1128/jb.178.16.5024-5026.1996
http://dx.doi.org/10.1038/355182a0
http://dx.doi.org/10.1089/cmb.2012.0021
http://dx.doi.org/10.1093/bioinformatics/btu170
http://dx.doi.org/10.1111/mmi.14070
http://dx.doi.org/10.1016/s0092-8674(01)00286-0
http://dx.doi.org/10.1128/genomeA.00729-15
http://dx.doi.org/10.7717/peerj.17126
https://peerj.com/


Chen Z, Erickson DL, Meng J. 2020. Benchmarking hybrid assembly approaches for genomic
analyses of bacterial pathogens using Illumina and Oxford Nanopore sequencing. BMC
Genomics 21(1):631 DOI 10.1186/s12864-020-07041-8.

Chen S, Zhou Y, Chen Y, Gu J. 2018. Fastp: an ultra-fast all-in-one FASTQ preprocessor.
Bioinformatics 34(17):i884–i890 DOI 10.1093/bioinformatics/bty560.

Darling AC, Mau B, Blattner FR, Perna NT. 2004. Mauve: multiple alignment of conserved
genomic sequence with rearrangements. Genome Research 14(7):1394–1403
DOI 10.1101/gr.2289704.

Deatherage DE, Barrick JE. 2014. Identification of mutations in laboratory-evolved microbes from
next-generation sequencing data using breseq. Methods in Molecular Biology 1151:165–188
DOI 10.1007/978-1-4939-0554-6_12.

Deb S, Badhai J, Das SK. 2020. Draft genome sequences of Vibrio alginolyticus Strain S6-61 and
Vibrio diabolicus Strain S7-71, Isolated from Corals in the Andaman Sea.Microbiology Resource
Announcements 9:e01465 DOI 10.1128/MRA.01465-19.

DePristo MA, Banks E, Poplin R, Garimella KV, Maguire JR, Hartl C, Philippakis AA,
del Angel G, Rivas MA, Hanna M, McKenna A, Fennell TJ, Kernytsky AM, Sivachenko AY,
Cibulskis K, Gabriel SB, Altshuler D, Daly MJ. 2011. A framework for variation discovery and
genotyping using next-generation DNA sequencing data. Nature Genetics 43(5):491–498
DOI 10.1038/ng.806.

Hefetz I, Israeli O, Bilinsky G, Plaschkes I, Hazkani-Covo E, Hayouka Z, Lampert A, Helman Y.
2023. A reversible mutation in a genomic hotspot saves bacterial swarms from extinction.
iScience 26(2):106043 DOI 10.1016/j.isci.2023.106043.

Hizukuri Y, Kojima S, Yakushi T, Kawagishi I, Homma M. 2008. Systematic Cys mutagenesis of
FIgI, the flagellar P-ring component of Escherichia coli. Microbiology 154(3):810–817
DOI 10.1099/mic.0.2007/013854-0.

Homma M, Nishikino T, Kojima S. 2022. Achievements in bacterial flagellar research with focus
on Vibrio species. Microbiology and Immunology 66(2):75–95 DOI 10.1111/1348-0421.12954.

HommaM, Oota H, Kojima S, Kawagishi I, Imae Y. 1996. Chemotactic responses to an attractant
and a repellent by the polar and lateral flagellar systems of Vibrio alginolyticus. Microbiology
(Reading) 142(10):2777–2783 DOI 10.1099/13500872-142-10-2777.

Homma M, Takekawa N, Fujiwara K, Hao Y, Onoue Y, Kojima S. 2022. Formation of multiple
flagella caused by a mutation of the flagellar rotor protein FliM in Vibrio alginolyticus. Genes to
Cells 27(9):568–578 DOI 10.1111/gtc.12975.

Huang X, Madan A. 1999. CAP3: a DNA sequence assembly program. Genome Research
9(9):868–877 DOI 10.1101/gr.9.9.868.

Hughes KT, Gillen KL, Semon MJ, Karlinsey JE. 1993. Sensing structural intermediates in
bacterial flagellar assembly by export of a negative regulator. Science 262(5137):1277–1280
DOI 10.1126/science.8235660.

Kalendar R, Khassenov B, Ramankulov Y, Samuilova O, Ivanov KI. 2017. FastPCR: an in silico
tool for fast primer and probe design and advanced sequence analysis. Genomics
109(3–4):312–319 DOI 10.1016/j.ygeno.2017.05.005.

Kawagishi I, Maekawa Y, Atsumi T, Homma M, Imae Y. 1995. Isolation of the polar and lateral
flagellum-defective mutants in Vibrio alginolyticus and identification of their flagellar driving
energy sources. Journal of Bacteriology 177(17):5158–5160
DOI 10.1128/jb.177.17.5158-5160.1995.

Uesaka et al. (2024), PeerJ, DOI 10.7717/peerj.17126 19/21

http://dx.doi.org/10.1186/s12864-020-07041-8
http://dx.doi.org/10.1093/bioinformatics/bty560
http://dx.doi.org/10.1101/gr.2289704
http://dx.doi.org/10.1007/978-1-4939-0554-6_12
http://dx.doi.org/10.1128/MRA.01465-19
http://dx.doi.org/10.1038/ng.806
http://dx.doi.org/10.1016/j.isci.2023.106043
http://dx.doi.org/10.1099/mic.0.2007/013854-0
http://dx.doi.org/10.1111/1348-0421.12954
http://dx.doi.org/10.1099/13500872-142-10-2777
http://dx.doi.org/10.1111/gtc.12975
http://dx.doi.org/10.1101/gr.9.9.868
http://dx.doi.org/10.1126/science.8235660
http://dx.doi.org/10.1016/j.ygeno.2017.05.005
http://dx.doi.org/10.1128/jb.177.17.5158-5160.1995
http://dx.doi.org/10.7717/peerj.17126
https://peerj.com/


Kawagishi I, Nakada M, Nishioka N, Homma M. 1997. Cloning of a Vibrio alginolyticus rpoN
gene that is required for polar flagellar formation. Journal of Bacteriology 179(21):6851–6854
DOI 10.1128/jb.179.21.6851-6854.1997.

Kim YK, McCarter LL. 2000. Analysis of the polar flagellar gene system of Vibrio
parahaemolyticus. Journal of Bacteriology 182(13):3693–3704
DOI 10.1128/JB.182.13.3693-3704.2000.

Kitaoka M, Nishigaki T, Ihara K, Nishioka N, Kojima S, Homma M. 2013. A novel dnaJ family
gene, sflA, encodes an inhibitor of flagellation in marine Vibrio species. Journal of Bacteriology
195(4):816–822 DOI 10.1128/jb.01850-12.

Kõressaar T, Lepamets M, Kaplinski L, Raime K, Andreson R, RemmM. 2018. Primer3_masker:
integrating masking of template sequence with primer design software. Bioinformatics
34(11):1937–1938 DOI 10.1093/bioinformatics/bty036.

Kojima S, Asai Y, Atsumi T, Kawagishi I, Homma M. 1999. Na+-driven flagellar motor resistant
to phenamil, an amiloride analog, caused by mutations in putative channel components. Journal
of Molecular Biology 285(4):1537–1547 DOI 10.1006/jmbi.1998.2377.

Kusumoto A, Kamisaka K, Yakushi T, Terashima H, Shinohara A, HommaM. 2006. Regulation
of polar flagellar number by the flhF and flhG genes in Vibrio alginolyticus. Journal of
Biochemistry 139(1):113–121 DOI 10.1093/jb/mvj010.

Kutsukake K. 1994. Excretion of the Anti-sigma factor through a flagellar substructure couples
flagellar gene-expression with flagellar assembly in Salmonella-Typhimurium. Molecular &
General Genetics 243(6):605–612 DOI 10.1007/Bf00279569.

LaPorte JP, Spinard EJ, Cavanagh D, Gomez-Chiarri M, Rowley DC, Mekalanos JJ, Mittraparp-
Arthorn P, Nelson DR. 2023. Draft genome sequence of Vibrio parahaemolyticus PSU5579,
isolated during an outbreak of acute hepatopancreatic necrosis disease in Thailand.Microbiology
Resource Announcements 12(2):e0087322 DOI 10.1128/mra.00873-22.

Leggate J, Allain R, Isaac L, Blais BW. 2006. Microplate fluorescence assay for the quantification
of double stranded DNA using SYBR Green I dye. Biotechnology Letters 28(19):1587–1594
DOI 10.1007/s10529-006-9128-1.

Li H. 2018. Minimap2: pairwise alignment for nucleotide sequences. Bioinformatics
34(18):3094–3100 DOI 10.1093/bioinformatics/bty191.

Li H, Durbin R. 2009. Fast and accurate short read alignment with Burrows-Wheeler transform.
Bioinformatics 25(14):1754–1760 DOI 10.1093/bioinformatics/btp324.

Li N, Kojima S, Homma M. 2011. Sodium-driven motor of the polar flagellum in marine bacteria
Vibrio. Genes to Cells 16(10):985–999 DOI 10.1111/j.1365-2443.2011.01545.x.

McCarter LL. 2004.Dual flagellar systems enable motility under different circumstances. Journal of
Molecular Microbiology and Biotechnology 7(1–2):18–29 DOI 10.1159/000077866.

Meza G, Majrshi H, Saurabh Singh K, Deole R, Tiong HK. 2022. Draft genome sequences of the
Vibrio parahaemolyticus strains VHT1 and VHT2, pasteurization-resistant isolates from
environmental seafood. Microbiology Resource Announcements 11(11):e0079322
DOI 10.1128/mra.00793-22.

Miyamoto M, Motooka D, Gotoh K, Imai T, Yoshitake K, Goto N, Iida T, Yasunaga T, Horii T,
Arakawa K, Kasahara M, Nakamura S. 2014. Performance comparison of second- and
third-generation sequencers using a bacterial genome with two chromosomes. BMC Genomics
15(1):699 DOI 10.1186/1471-2164-15-699.

Nishioka N, Furuno M, Kawagishi I, Homma M. 1998. Flagellin-containing membrane vesicles
excreted from Vibrio alginolyticus mutants lacking a polar-flagellar filament. Journal of
Biochemistry 123(6):1169–1173 DOI 10.1093/oxfordjournals.jbchem.a022057.

Uesaka et al. (2024), PeerJ, DOI 10.7717/peerj.17126 20/21

http://dx.doi.org/10.1128/jb.179.21.6851-6854.1997
http://dx.doi.org/10.1128/JB.182.13.3693-3704.2000
http://dx.doi.org/10.1128/jb.01850-12
http://dx.doi.org/10.1093/bioinformatics/bty036
http://dx.doi.org/10.1006/jmbi.1998.2377
http://dx.doi.org/10.1093/jb/mvj010
http://dx.doi.org/10.1007/Bf00279569
http://dx.doi.org/10.1128/mra.00873-22
http://dx.doi.org/10.1007/s10529-006-9128-1
http://dx.doi.org/10.1093/bioinformatics/bty191
http://dx.doi.org/10.1093/bioinformatics/btp324
http://dx.doi.org/10.1111/j.1365-2443.2011.01545.x
http://dx.doi.org/10.1159/000077866
http://dx.doi.org/10.1128/mra.00793-22
http://dx.doi.org/10.1186/1471-2164-15-699
http://dx.doi.org/10.1093/oxfordjournals.jbchem.a022057
http://dx.doi.org/10.7717/peerj.17126
https://peerj.com/


Okada K, Iida T, Kita-Tsukamoto K, Honda T. 2005. Vibrios commonly possess two
chromosomes. Journal of Bacteriology 187(2):752–757 DOI 10.1128/JB.187.2.752-757.2005.

Okunishi I, Kawagishi I, Homma M. 1996. Cloning and characterization of motY, a gene coding
for a component of the sodium-driven flagellar motor in Vibrio alginolyticus. Journal of
Bacteriology 178(8):2409–2415 DOI 10.1128/jb.178.8.2409-2415.1996.

Ono H, Takashima A, Hirata H, Homma M, Kojima S. 2015. The MinD homolog FlhG regulates
the synthesis of the single polar flagellum of Vibrio alginolyticus. Molecular Microbiology
98(1):130–141 DOI 10.1111/mmi.13109.

Picelli S, Björklund AK, Reinius B, Sagasser S, Winberg G, Sandberg R. 2014. Tn5 transposase
and tagmentation procedures for massively scaled sequencing projects. Genome Research
24(12):2033–2040 DOI 10.1101/gr.177881.114.

Rozen S, Skaletsky H. 2000. Primer3 on the WWW for general users and for biologist
programmers. Methods in Molecular Biology 132:365–386 DOI 10.1385/1-59259-192-2:365.

Shapland EB, Holmes V, Reeves CD, Sorokin E, Durot M, Platt D, Allen C, Dean J, Serber Z,
Newman J, Chandran S. 2015. Low-cost, high-throughput sequencing of DNA assemblies using
a highly multiplexed nextera process. ACS Synthetic Biology 4(7):860–866
DOI 10.1021/sb500362n.

SourceForge. 2023. BBMap, BBMap short read aligner, and other bioinformatic tools. Available at
https://sourceforge.net/projects/bbmap/.

Stewart BJ, McCarter LL. 2003. Lateral flagellar gene system of Vibrio parahaemolyticus. Journal of
Bacteriology 185(15):4508–4518 DOI 10.1128/JB.185.15.4508-4518.2003.

Takekawa N, Nishikino T, Hori K, Kojima S, Imada K, Homma M. 2021a. ZomB is essential for
chemotaxis of Vibrio alginolyticus by the rotational direction control of the polar flagellar motor.
Genes to Cells 26(11):927–937 DOI 10.1111/gtc.12895.

Takekawa N, Nishikino T, Yamashita T, Hori K, Onoue Y, Ihara K, Kojima S, Homma M,
Imada K. 2021b. A slight bending of an alpha-herix in FliM creates a counterclockwise-locked
structure of the flagellar motor in Vibrio. The Journal of Biochemistry 170:531–538
DOI 10.1093/jb/mvab074.

Thorvaldsdóttir H, Robinson JT, Mesirov JP. 2013. Integrative genomics viewer (IGV):
high-performance genomics data visualization and exploration. Briefings in Bioinformatics
14(2):178–192 DOI 10.1093/bib/bbs017.

Untergasser A, Cutcutache I, Koressaar T, Ye J, Faircloth BC, Remm M, Rozen SG. 2012.
Primer3–new capabilities and interfaces. Nucleic Acids Research 40(15):e115
DOI 10.1093/nar/gks596.

Walker BJ, Abeel T, Shea T, Priest M, Abouelliel A, Sakthikumar S, Cuomo CA, Zeng Q,
Wortman J, Young SK, Earl AM. 2014. Pilon: an integrated tool for comprehensive microbial
variant detection and genome assembly improvement. PLOS ONE 9(11):e112963
DOI 10.1371/journal.pone.0112963.

Wick RR, Judd LM, Holt KE. 2023. Assembling the perfect bacterial genome using Oxford
Nanopore and Illumina sequencing. PLOS Computational Biology 19(3):e1010905
DOI 10.1371/journal.pcbi.1010905.

Yamaichi Y, Bruckner R, Ringgaard S, Moll A, Cameron DE, Briegel A, Jensen GJ, Davis BM,
Waldor MK. 2012. A multidomain hub anchors the chromosome segregation and chemotactic
machinery to the bacterial pole. Genes & Development 26(20):2348–2360
DOI 10.1101/gad.199869.112.

Uesaka et al. (2024), PeerJ, DOI 10.7717/peerj.17126 21/21

http://dx.doi.org/10.1128/JB.187.2.752-757.2005
http://dx.doi.org/10.1128/jb.178.8.2409-2415.1996
http://dx.doi.org/10.1111/mmi.13109
http://dx.doi.org/10.1101/gr.177881.114
http://dx.doi.org/10.1385/1-59259-192-2:365
http://dx.doi.org/10.1021/sb500362n
https://sourceforge.net/projects/bbmap/
http://dx.doi.org/10.1128/JB.185.15.4508-4518.2003
http://dx.doi.org/10.1111/gtc.12895
http://dx.doi.org/10.1093/jb/mvab074
http://dx.doi.org/10.1093/bib/bbs017
http://dx.doi.org/10.1093/nar/gks596
http://dx.doi.org/10.1371/journal.pone.0112963
http://dx.doi.org/10.1371/journal.pcbi.1010905
http://dx.doi.org/10.1101/gad.199869.112
http://dx.doi.org/10.7717/peerj.17126
https://peerj.com/

	Deciphering the genomes of motility-deficient mutants of Vibrio alginolyticus 138-2
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusions
	flink6
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


