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Gene expression regulation at transcriptional and post-
transcriptional levels help bacterial adaptation to vari-
ous environments [3, 4]. Post-transcriptional regulation 
involves gene expression regulation at the RNA level, 
which occurs in a cell throughout its entire lifespan [4]. 
Various post-transcriptional regulatory factors have cur-
rently been identified in bacteria, including RNA-binding 
proteins (RBPs) and small RNAs (sRNAs) [5, 6]. sRNAs 
are usually noncoding RNAs (ncRNAs) that can bind to 
their target mRNAs, ultimately inhibiting or activating 
translation [7].

RBPs can bind to RNAs including sRNAs in cells [8, 9], 
which play regulatory roles in post-transcriptional pro-
cesses such as splicing, modification, cellular localiza-
tion, stability, and RNA degradation [6, 10, 11]. Hfq is a 
well-studied RBP that exists in various bacteria and plays 

Introduction
V. alginolyticus is a gram-negative bacterium widely 
distributed in aquatic environments, including oceans 
and estuaries [1, 2]. Being a conditional pathogenic bac-
terium, V. alginolyticus possesses the regulatory abil-
ity to resist stresses from the environment and the host. 
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Abstract
The RNA binding protein is crucial for gene regulation at the post transcription level. In this study, functions of 
the DUF1127-containing protein and ProQ, which are RNA-binding proteins, were revealed in Vibrio alginolyticus. 
DUF1127 deletion increased the ability of biofilm formation, whereas ProQ deletion reduced the amount of biofilm. 
Moreover, extracellular proteinase secretion was significantly reduced in the DUF1127 deletion strain. ProQ, not 
DUF1127-containing protein, can help the cell to defense oxidative stress. Deletion of DUF1127 resulted in a higher 
ROS level in the cell, however, ProQ deletion showed no difference. RNA-seq unveiled the expression of genes 
involved in extracellular protease secretion were significantly downregulated and biofilm synthesis-related genes, 
such as rbsB and alsS, were differentially expressed in the DUF1127 deletion strain. ProQ affected the expression 
of genes involved in biofilm synthesis (flgC and flgE), virulence (betB and hutG), and oxidative stress. Moreover, the 
DUF1127-containing and ProQ affected the mRNA levels of various regulators, such as LysR and BetI. Overall, our 
study revealed that the DUF1127-containing protein and ProQ have crucial functions on biofilm formation in V. 
alginolyticus.
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a crucial role in gene expression regulation by facilitat-
ing sRNA–target mRNA pairing in cells [12–14]. ProQ 
is another critical RBP with a Fino domain and various 
functions in bacteria. ProQ can directly bind to sRNA 
regions by overlapping with RNase targets through com-
plementary base pairing, which results in a more stable 
sRNA [15]. For example, in Salmonella enterica, ProQ 
protects cspE mRNA from RNase II-mediated degrada-
tion [16]. Additionally, ProQ preferentially binds to RNA 
stem-loop structures and interacts with rho-indepen-
dent terminators [17]. It also exhibits higher affinity for 
terminators with A-rich sequences on the 5′ side [18]. 
Moreover, it can bind to sRNAs and thus regulates the 
expression of related target genes [16, 19]. Many novel 
RBPs have recently been identified, such as RbpA; RbpA 
has a role in the pathogenicity of Streptococcus suis sero-
type 2 [20]. A DUF1127-containing protein named as 
CcaF1 was proved to be an RBP in Rhodobacter sphaer-
oides, CcaF1 primarily controls RNA levels by affect-
ing the stability of mature transcripts involved in sRNA 
maturation and RNA turnover [21]. In Salmonella, the 
DUF1127-containing protein named as YjiS is involved 
in bacterial phosphate and carbon metabolism and is also 
associated with bacterial virulence [22].

Biofilm is among the key virulence factors of V. algino-
lyticus that assists the bacteria in resisting various envi-
ronmental stresses and provides a pathway for acquiring 
nutrition [23, 24]. For bacteria, biofilm formation is a 
complex process. Based on external environmental con-
ditions, the intracellular regulatory network needs to 
coordinate biofilm formation and dispersion. This regula-
tory network involves various factors, including quorum 
sensing (QS), second messengers, sRNAs, and transcrip-
tional factors [25]. In V. alginolyticus, rpoN deletion 
caused flagellar defects, and therefore, the bacteria could 
not detach from the biofilm and become single cells 
[26]. In Bacillus subtilis, hfq gene knockout inhibited the 
expression of most QS-related genes and led to reduced 
biofilm formation [27]. In S. enterica, sRNA1186573 is 
essential for biofilm formation [28].

In our previous study, the expressions of genes encod-
ing a DUF1127-containing protein (WP_224721253.1) 
and ProQ (WP_005377435.1) in V. alginolyticus were 
induced by oxidative stress [29]. ProQ is a well-studied 
RBP; however, its function in V. alginolyticus remains 
unknown. DUF1127-containing protein is a newly iden-
tified RBP in bacteria, and information about its func-
tion remains limited. We here reveal the functions of the 
DUF1127-containing and ProQ in V. alginolyticus. The 
study results offer novel insights into the post-transcrip-
tional regulatory roles of the DUF1127-containing and 
ProQ in bacteria.

Materials and methods
Strains and bacterial culture
Table S1 presents a detailed list of all plasmids and bac-
terial strains used in this study. Table S2 lists the primer 
sequences used. V. alginolyticus and Escherichia coli were 
grown at 25  °C and 37  °C in Luria-Bertani (LB) broth 
or LB medium containing 1.5% (w/v) agar, respectively. 
Ampicillin or chloramphenicol was added to the liquid 
and solid media when necessary.

Deletion of the DUF1127-containing protein and ProQ and 
overexpression
The nucleotide sequence encoding the DUF1127-con-
taining protein was partially deleted using Liu et al.’s 
method [30]. In short, the upstream and downstream 
fragments of the knockout region were amplified 
using the primers DUF100-U-F and DUF100-U-R, and 
DUF100-D-F and DUF100-D-R, respectively. A 50-bp 
overlap between the two fragments was fused using the 
primers DUF100-U-F and DUF100-D-R. This resulted in 
a fragment that was ligated into the suicide vector pDM4. 
The resulting plasmid, pDM4_D100UD, was transformed 
into E. coli S17-1 and transferred into the wild-type (WT) 
strain through conjugation. The transconjugants were 
selected on LB agar plates containing ampicillin (100 µg/
mL) and chloramphenicol (100  µg/mL). DUF1127 dele-
tion mutants were screened on LB plates containing 10% 
sucrose and verified through PCR by using the primers 
DUF100-U-F and DUF100-D-R. The nucleotide sequence 
encoding the DUF1127-containing protein (201 bp) was 
amplified using the primers DUF-O-F and DUF-O-R 
and ligated into the plasmid pMMB207. The resulting 
plasmid, pMMB207_DUF1127, was transferred into the 
WT strain through conjugation. The transconjugants 
were selected on LB agar plates containing ampicillin 
and chloramphenicol. DUF1127 overexpression strain 
was confirmed through RT-PCR by using appropriate 
primers.

proq deletion and overexpression strains were con-
structed using the same method. The upstream and 
downstream fragments were amplified using the primers 
ProQ-U-F and ProQ-U-R, and ProQ-D-F and ProQ-D-R, 
respectively. Then, both the fragments were fused using 
the primers ProQ-U-F and ProQ-D-R and ligated into 
the plasmid pDM4. The remaining steps followed were 
the same as described above to obtain the ProQ mutant 
strain. Similarly, the proq fragment was amplified using 
the primers ProQ-O-F and ProQ-O-R, ligated into the 
plasmid pMMB207, and transformed into the WT strain 
by using the same aforementioned steps to obtain the 
ProQ overexpression strain.
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Measurement of extracellular proteinase
The partially modified method of a previous study was 
used for measuring extracellular proteinase [31]. The 2× 
LB solid medium (with all components doubled com-
pared with the LB medium) and 30% skim milk powder 
were prepared, mixed in equal volumes, poured into cul-
ture dishes, and prepared as skim milk plates. The strains 
were cultured to the exponential phase (OD600nm = 0.6) 
and spotted onto the skim milk plate, which was incu-
bated upright at 25  °C. The clear zone was observed at 
24 h and 48 h. Five independent experiments were con-
ducted for each condition.

Measurement of ROS level
100 mL of semi-solid LB medium containing 0.3% agar 
was prepared in advance and kept in a liquid state at 
30℃. The strains were cultured to the exponential period 
(OD600nm = 0.6). Then, 10 mL culture was taken and thor-
oughly mixed with the aforementioned medium. Sub-
sequently, 5  ml of the mixed bacterial suspension was 
applied onto solid LB medium. After solidification, a per-
forated paper disc was placed in the center and 1  µl of 
20% H2O2 was added. The culture was incubated upright 
at 25  °C for 24  h, and the diameter of the transparent 
zone was measured using a caliper. Five independent 
experiments were performed for each condition.

Detection of biofilm formation
The partially modified method of a previous study 
was used for detecting biofilm formation [26]. After 
the strains were cultured to the exponential phase 
(OD600nm = 0.6) at 25℃, 1 mL bacterial inoculum was 
diluted 5-fold with LB medium and added to a culture 
dish. The mixture was statically incubated at 25℃ for 
48  h. This experiment was repeated 3 times indepen-
dently. The bacterial cells were washed with flowing dis-
tilled water, fixed with methanol, and stained with 1% 
crystal violet for 15  min before the photos were taken. 
The crystal violet-stained cells were fully dissolved in 95% 
ethanol. Finally, the absorbance was measured at 570 nm.

Moreover, the biofilm was also observed under a scan-
ning electron microscope [32]. Upon reaching the expo-
nential period (OD600nm = 0.6), the bacterial inoculum 
was diluted 5-fold with LB and added to a culture dish 
containing a sterile glass slide. Then, the mixture was 
statically incubated at 25  °C for 48  h. After cultivation 
was complete, the planktonic bacteria were gently aspi-
rated, and the biofilm was fixed with 2.5% glutaraldehyde. 
The samples were then dehydrated sequentially using 
30%, 50%, 70%, 80%, and 90% absolute ethanol, frozen, 
freeze-dried to obtain a dry state, gold sputtered at the 
Guangdong Technion-Israel Institute of Technology, and 
observed through scanning electron microscopy (SEM) 

(EHT: Extra high tension; WD: Working Distance; Mag: 
Magnification).

Measurement of cyclic dimeric guanosine monophosphate
After the bacteria were cultivated to the exponential 
phase (OD600nm = 0.6), the cells were harvested through 
centrifugation at 12,000 g for 1 min at 4 °C, washed with 
precooled PBS buffer, disrupted using an ultrasonic dis-
ruptor (break for 5  s, pause for 3  s), and centrifuged at 
12,000 g for 10  min at 4  °C, to obtain the supernatant. 
The total protein concentration of half of the obtained 
protein samples was determined using the BCA assay kit 
(Beyotime Bioechnology, China). The cyclic dimeric gua-
nosine monophosphate (c-di-GMP) level of the remain-
ing half of the samples was determined using the Cyclic 
di-GMP ELISA Kit (Jiangsu Jingmei Biotechnology Co., 
Ltd). After the color reaction was complete, the absor-
bance was measured at 450  nm. The c-di-GMP level in 
the sample was calculated based on the standard curve.

RNA-seq analysis
After the mutant strain and WT strain were cultured 
to the exponential phase (OD600nm = 0.6), RNA was 
extracted using the Trizol method [33]. The extracted 
RNA was treated with DNase I to remove any genomic 
DNA contamination and subjected to PE150 sequenc-
ing by using the Illumina high-throughput sequencing 
platform. The obtained sequencing data were quality-
controlled using fastp and compared with the ribosomal 
RNA sequences in the Rfam database by using Bowtie2 
software to obtain data without rRNA [34]. BAM files 
and GTF (or GFF) annotation information were used, 
and read counts were used for differential gene analy-
sis of multiple sample groups. The sequencing data 
were uploaded to SRA (NCBI) (accession numbers: 
PRJNA962541 and PRJNA1066051). sRNA was predicted 
using Rockhopper software, and sRNA target genes were 
predicted using IntaRNA software [35–38].

RT-qPCR
RT-qPCR was performed as described elsewhere [39]. In 
short, RNA was diluted to 500 ng/µL. RT-qPCR was con-
ducted in a Roche fluorescence qPCR apparatus by using 
PerfectStart® Green qPCR SuperMix Kit (Beijing Trans-
Gen Biotech, China). The 16S rRNA was used as an inter-
nal control, and the data were processed using the 2−ΔΔCt 
method [40].

Results
Functions of the DUF1127-containing protein and ProQ 
in oxidative stress resistance and extracellular proteinase 
secretion
In our previous study, oxidative stress was found to induce 
the expression of genes encoding a DUF1127-containing 
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protein and ProQ [41]. The function of the DUF1127-
containing protein in V. alginolyticus remains unknown. 
Bioinformatic analysis revealed that the genome had only 
one gene encoding the DUF1127-containing protein (66 
amino acids). The DUF1127-containing protein-encoding 
gene is connected to four sRNAs in R. sphaeroides [21]. 
However, our analysis unveiled that no sRNAs were pre-
dicted to be located at the downstream of the DUF1127 
gene in V. alginolyticus (Fig. 1A). The DUF1127-contain-
ing protein from R. sphaeroides was similar to the Smaug 
protein from Drosophila melanogaster. The Smaug pro-
tein is involved in RNA turnover and in the develop-
ment of fruit flies and mammals [39, 40]. The structure 
of the DUF1127-containing protein in V. alginolyticus 
was also predicted to be similar to that of the Smaug 

protein (Figure S1) (https://swissmodel.expasy.org/inter-
active). The results showed that there were conserved 
amino acids (isoleucine, leucine, and glycine) and SAM 
domains in DUF1127 proteins of V. alginolyticus and R. 
sphaeroides (Fig.  1B). Additionally, the FinO domain-
containing ProQ is highly conserved in bacteria (Fig. 2A). 
Furthermore, in both bacterial strains, the proq gene is 
followed by prc (a carboxy terminal-processing pepti-
dase) (Fig. 2B).

To identify and demonstrate the functions of the 
DUF1127-containing protein and ProQ in V. alginolyti-
cus, we constructed DUF1127 and ProQ gene deletion 
strains and validated them through PCR (Figure S2). In 
the previous study, oxidative stress was found to induce 
the expression of the DUF1127-containing protein and 

Fig. 1  Bioinformatics analysis of the DUF1127-containing protein. (A) The location of the DUF1127 gene in Vibrio alginolyticus and Rhodobacter sphaeroi-
des. (B) Alignment of the DUF1127-containing protein sequence. Red highlights indicate the amino acids of ProQ conserved in V. alginolyticus and E. coli. 
The domain is positioned at the appropriate position
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ProQ. In this study, the ΔDUF1127 strain exhibited no 
difference in oxidative stress resistance compared with 
the WT strain (Figure S3). However, using the ROS Assay 
Kit (Beyotime Bioechnology, China), we observed that 
the reactive oxygen species (ROS) level decreased after 
DUF1127 was deleted in V. alginolyticus (Fig.  3A). The 
ROS level in the ΔProQ strain exhibited no difference 

compared with that in the WT strain (Figure S4). How-
ever, under H2O2 stress, the ΔProQ strain demonstrated 
less resistance to oxidative stress (Fig. 3B, Figure S5). In 
some studies, ProQ was found to be involved in the oxi-
dative stress-resisting process in many bacteria, including 
E. coli and Salmonella [19, 42].

Fig. 2  Bioinformatics analysis of the ProQ protein. (A) Alignment of the ProQ protein sequence. The conserved amino acids are shown in red color. The 
domain is positioned at the appropriate position. (B) The location of the proq gene in V. alginolyticus and R. sphaeroides
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V. alginolyticus produces various virulence factors 
such as extracellular proteases. These factors can directly 
damage the host’s immune defense system. In the pres-
ent study, the effect of the DUF1127-containing protein 
on the secreted extracellular proteinase was investi-
gated using the skim milk agar plate method. The level 
of the secreted extracellular proteinase was significantly 
reduced after DUF1127 deletion (Fig.  3C), indicating 
that the DUF1127-containing protein was involved in 
regulating the secretion of extracellular proteinase in V. 
alginolyticus.

The DUF1127-containing protein and ProQ exert opposite 
effects on biofilm formation in V. alginolyticus
In bacteria, biofilms help in resisting unfavorable exter-
nal conditions and maintaining their growth and repro-
duction. To investigate whether the DUF1127-containing 
protein and ProQ were involved in biofilm formation, 
both the deletion strains were cultured for 48 h, and bio-
film formation was analyzed in these strains. The amount 
of biofilm formed by the DUF1127 deletion strain was 
considerably higher than that of the WT strain (Fig. 4A). 
Additionally, SEM was performed to observe the biofilm 
at the cellular level after 24 h of culturing. The ΔDUF1127 
strain had a higher stacking density than the WT strain, 
indicating that the DUF1127-containing protein exerted a 
negative regulatory effect on biofilm formation (Fig. 4C). 
Biofilm formation of the DUF1127 deletion strain was 
also increased in Agrobacterium tumefaciens [43].

Interestingly, the ProQ protein exerted a positive 
regulatory effect on biofilm formation (Fig.  4B). Crys-
tal violet staining unveiled that the ΔProQ strain had a 
significantly lower capacity to form biofilm than the WT 
strain. Further validation through SEM supported this 

observation. In a panoramic view, large gaps were noted 
between bacterial cells of the biofilm in the ΔProQ strain. 
By contrast, the WT strain exhibited close inter-bacterial 
cell connections. A closer examination at a higher mag-
nification unveiled that the ΔProQ strain, compared 
with the WT strain, barely formed any biofilm. No stack-
ing was formed between the cells. This indicates that 
ProQ can promote biofilm formation in V. alginolyticus 
(Fig. 4C). A study reported ProQ to be essential for bio-
film formation [44]. This result aligns with the function of 
ProQ in V. alginolyticus.

Genes and sRNAs affected by the DUF1127-containing 
protein and ProQ
To analyze genes affected by the DUF1127-containing 
protein, RNA-seq was performed using DUF1127 dele-
tion strain compared with the WT strain. In total, 151 
differentially expressed genes were identified. Overall, 79 
genes (log2 fold change ≥ 0.5 and P ≤ 0.05) were upregu-
lated and 72 genes (log2 fold change ≤ − 0.5 and P ≤ 0.05) 
were significantly downregulated in the ΔDUF1127 strain 
(Fig. 5A). Table S3 summarizes details of all differentially 
expressed genes. Furthermore, to assess the accuracy 
of the RNA-seq data, several genes from the transcrip-
tome were selected for validation using RT-qPCR. The 
results demonstrated a consistent trend between RT-
qPCR and RNA-seq results (Figure S6). In the transcrip-
tome of the ΔDUF1127 mutant strain, genes involved in 
extracellular protease secretion, such as serine protease 
(AT730_RS13155) and cobA, were significantly down-
regulated. Moreover, biofilm synthesis-related genes, 
such as rbsB and alsS [45, 46], and genes associated with 
the two-component system (AT730_RS18845), were sig-
nificantly differentially expressed in the transcriptome. 

Fig. 3  Phenotype analysis. (A) DUF1127 increases the ROS level in V. alginolyticus. For each strain, three parallel samples were processed using a reagent 
kit. The absorbance at 570 nm was measured, and the absorbance values were proportional to intracellular ROS levels. (B) ProQ can help V. alginolyticus 
resist oxidative stress. The diameter of the inhibition zones on the plates was measured using a vernier caliper. Each plate was measured 3 times, and the 
data were recorded and plotted. (C) DUF1127 positively regulates extracellular protease secretion in V. alginolyticus. The diameter of the transparent rings 
on the plates was measured using a vernier caliper. Each plate was measured three times, and the data were recorded and plotted. Five biological repli-
cates were included in each experiment. Means with asterisks are significantly different from those of the control, according to Student’s t-test: *P < 0.05, 
**P < 0.01, ***P < 0.001, and ns means no significant difference
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The DUF1127-containing protein also influenced certain 
drug efflux-related genes, such as vmeY (multidrug efflux 
RND transporter permease subunit VmeF) and AT730_
RS07965 (efflux RND transporter periplasmic adap-
tor subunit), moreover, the expression level of AT730 
RS20215 (acriflavin resistance protein) was decreased by 
deleting DUF1127 (Fig. 5B, Table S3).

Moreover, ProQ regulated 218 genes, with 74 genes 
upregulated and 144 genes downregulated (Fig. 6A). The 
differentially expressed genes are involved in various pro-
cesses, including biofilm synthesis (flgC and flgE) [47, 48], 
virulence (betB and hutG), and oxidative stress (sodB and 
recR) (Fig.  6B). Table S4 presents details of all differen-
tially expressed genes. RT-qPCR was also performed to 
validate the RNA-seq data (Figure S6). In addition, the 

Fig. 4  DUF1127 and ProQ regulate biofilm formation. The biofilm was stained with crystal violet. After staining was completed, the biofilm was dis-
solved in ethanol. The absorbance measured at 570 nm was proportional to the biofilm content. (A) Assays of biofilm formation of EVC and ΔDUF1127-
pMMB207. The relative absorbance value represents the percentage relative to the EVC absorbance value. (B) Assays of biofilm formation of EVC and 
ΔProQ-pMMB207. The relative absorbance value represents the percentage relative to the EVC absorbance value. (C) Scanning electron micrographs. 
WT and ΔDUF1127 (×2,000, ×8,000 magnifcation). Means with asterisks are significantly different from those of the control, according to Student’s t-test: 
*P < 0.05, **P < 0.01, ***P < 0.001, and ns means no significant difference

 

Fig. 5  Analysis of genes regulated by DUF1127 through RNA-seq. (A) A volcano plot presenting the differentially expressed genes in ΔDUF1127 and 
WT. The x-axis represents the log2 of the fold change plotted against the − log10 of the adjusted false discovery rate. Orange and blue points indicate 
upregulated and downregulated genes, respectively. (B) Map of gene expression difference. Red and green circles indicate upregulated and downregu-
lated genes, respectively
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ProQ protein influenced secretion system-related genes, 
including AT730_RS04390 (Hcp family type VI secretion 
system effector), AT730_RS25955 (type IV secretion sys-
tem protein), and tssM (type VI secretion system mem-
brane subunit TssM) (Table S4).

The DUF1127-containing protein has been proposed 
as an RBP [21]. Based on the present transcriptome data, 
the predicted ncRNAs were filtered by length, remov-
ing those shorter than 20 bp and longer than 500 bp, and 
annotated using Blastx against the Nr database. Unan-
notated 523 sRNAs were selected as candidates for fur-
ther analysis. Further analysis revealed that 32 sRNAs 
(|log2 fold change| ≥ 0.5 and P ≤ 0.05) exhibited signifi-
cant differential expression, including 30 sRNAs located 
in the antisense to mRNA (AM) and 2 sRNAs located in 
the intergenic region (Table 1). Among these, 13 sRNAs 
were upregulated and 19 sRNAs were downregulated. 
Using the same method, sRNAs in the ΔProQ strain were 
analyzed, resulting in a total 55 sRNAs being predicted. 
Among them, 5 sRNAs were significantly differentially 
expressed, all of them were located in the AM (Table 2). 
The predicted sRNA Candidate_1-003–005 were signifi-
cantly downregulated.

Discussion
In the present study, ΔDUF1127 had a higher stacking 
density of biofilm than the WT strain. Less stacking was 
observed in the biofilm formed by ΔProQ. Biofilm is a 
complex comprising proteins, extracellular polysaccha-
rides, and DNA. Extracellular polysaccharides serve as a 

scaffold, and other carbohydrates, proteins, nucleic acids, 
and lipids adhere to this scaffold [44]. Extracellular pro-
teins attach to the cell surface or polysaccharides, thereby 
aiding in biofilm formation and stability [45]. Addition-
ally, bacteria-secreted DNA plays a crucial role in biofilm 
attachment [46, 47]. c-di-GMP is a widely distributed 
and vital second messenger in bacteria that participates 
in the regulation of various bacterial processes, such as 
biofilm formation and degradation [48, 49]. c-di-GMP 
is known to positively regulate biofilm formation [50, 
51]. After the proq gene was deleted in V. alginolyticus, 
intracellular c-di-GMP level was decreased. However, in 
our study, after DUF1127 deletion, the c-di-GMP level 
decreased, but the biofilm content increased (Figure 
S7). The DUF1127-containing protein might affect other 
stronger regulatory factors than c-di-GMP that govern 
biofilm formation in V. alginolyticus [41]. Additionally, 
the motility of the ΔDUF1127 and ΔProQ strains exhib-
ited no significant change, which indicated that proteins 
do not affect biofilm formation by influencing bacterial 
motility (Figure S8).

According to transcriptome analysis, the DUF1127-
containing protein and ProQ affected multiple transcrip-
tional regulatory factors  (Table S3,  S4). For instance, 
DUF1127 deletion induced the downregulation of the 
LysR family regulatory factors in V. alginolyticus. In bac-
teria, LysR family regulators are crucial players influ-
encing biofilm formation. In Klebsiella pneumoniae, the 
LysR family regulator Bcal3178 positively regulates the 
expression of genes, including flhD, phbB, and astB, thus 

Fig. 6  Analysis of genes regulated by ProQ through RNA-seq. (A) A volcano plot presenting the differentially expressed genes in ΔProQ and WT. The x-
axis represents the log2 of the fold change plotted against the − log10 of the adjusted false discovery rate. Orange and blue points indicate upregulated 
and downregulated genes, respectively. (B) Map of gene expression difference. Red and green circles indicate upregulated and downregulated genes, 
respectively
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promoting bacterial biofilm synthesis [49]. The STM0859 
protein with a DNA-binding domain is a transcriptional 
LysR family regulator and promotes biofilm formation in 
S. typhimurium by binding to the rcsb promoter fragment 

[49]. Moreover, alsS is involved in cell lysis and eDNA 
release, and downregulation of alsS expression may lead 
to more biofilm formation in the DUF1127 deletion 
strain [46]. The target genes bound by these differentially 

Table 1  Predicted differentially expressed sRNAs and their target mRNAs (ΔDUF1127/WT)
Predicted sRNA log2FC Sequence Predicted target 

mRNA
Function

sRNACandidate_2-01 1.03603 ​C​U​U​U​U​A​G​A​U​A​C​A​C​U​A​A​A​A​G​G​A​A​C​U​A​A AT730_RS03370 universal stress protein UspE
sRNACandidate_2-14 -1.2719 ​C​G​C​C​A​G​A​C​A​A​C​A​A​U​U​A​A​U​A​G​U​U​U​U​A​U​U​U​A​U​A​A​U​C​A​A​

C​G​A​C​G​A​U​A​G​U​A​A​G​G​C​U​U​U​A​U​C​G​U​A​U​A​A​A​G​A​G​A​A​A​C​G​
A​C​U​U​U​U​U​U​A​A​U​U​U​U​U​U​A​G​C​U​C​A​A​C​A​U​C​A

AT730_RS16900 FadR family transcriptional regulator

Predicted sRNA log2FC Sequence Antisense Function
sRNACandidate_2-31 -0.5779 ​A​U​G​A​U​U​G​C​G​A​A​G​C​C​A​C​U​U​U​U​A​G​G​U​U​C​G​A​U​G​U​G​A​U​U​

G​U​U​G​G​C​C​A​A​U
AT730_RS17530 formate dehydrogenase accessory 

sulfurtransferase FdhD
sRNACandidate_2-02 0.73807 ​U​G​A​A​A​U​U​G​A​A​C​A​A​C​A​A​G​U​U​G​A​G​U​C​A​C​C​A​C​U​U​C​A​U​C​

U​G​A
AT730_RS18585 retention module-containing 

protein
sRNACandidate_2-03 0.99659 ​U​G​A​C​C​U​G​G​U​A​C​G​U​C​U​A​G​A​G​G​C​A​G​A​C​G​C​A​U​G​A​A​G​G​C​U AT730_RS16940 oligo-alginate lyase
sRNACandidate_2-04 0.8428 ​A​U​G​G​C​G​A​U​A​G​C​A​C​A​G​U​A​C​C​A​A​A​C AT730_RS17880 lipase
sRNACandidate_2-05 0.58134 ​U​G​A​G​C​G​C​C​A​A​A​U​A​U​U​G​C​U​U​U​U​C​C​U​C​C​U​U​U​U​A AT730_RS17790 FAD-dependent oxidoreductase
sRNACandidate_2-06 0.59415 ​A​U​C​U​U​C​A​C​A​G​G​U​A​G​A​U​U​C​A​A​C​A​A​A​A​U​C​U​C​A​U​C​A​G​A​G AT730_RS18585 retention module-containing 

protein
sRNACandidate_2-07 0.8738 ​C​C​U​U​U​U​C​U​A​G​A​U​C​G​U​U​U​C​G​A​A​A​A​A​G​C​A​C AT730_RS15740 2-dehydrotetronate isomerase
sRNACandidate_2-08 0.51545 ​U​G​C​A​G​U​U​U​C​U​G​C​A​G​A​G​U​C​U​U​G​A​A​U​C​A​C​A AT730_RS22550 serine/threonine transporter
sRNACandidate_2-09 0.50435 ​G​G​A​A​G​A​A​A​U​A​G​G​G​G​C​U​C​A​G​C​U​A​U​U​A​U​A​U​C​G​A​A​C​A​

A​C​G
AT730_RS23185 LysR family transcriptional regulator

sRNACandidate_2-10 0.50164 ​A​A​G​U​U​U​U​G​U​U​C​U​G​C​G​G​U​C​G​A​A​G​C​G​A​U​A​G AT730_RS19430 Two-component system
sRNACandidate_2-11 0.50275 ​U​C​U​G​U​A​G​U​A​G​A​A​C​G​U​A​C​C​G​U​U​G​U​G​A​G​U​A​U​C​A​G​C​A​U​

C​U​C​G​A​A​U​A
AT730_RS18585 retention module-containing 

protein
sRNACandidate_2-12 0.50328 ​C​G​A​A​A​U​G​U​G​A​C​C​A​A​G​C​A​G​A​U​C​A​U​C​C​A​U​G​U​C​G​A​U​C​A​U​

U​G​A​G​U​U​A​U​U​G​A​G​A​U​C​A​G​A​G​A
AT730_RS18585 retention module-containing 

protein
sRNACandidate_1-13 0.51842 ​C​C​A​C​U​U​U​U​U​A​C​U​U​U​A​C​C​A​U​C​G​A​U​G​U​A AT730_RS12975 mannitol PTS system EIICBA or EIICB 

component
sRNACandidate_1-16 -3.6341 ​G​C​G​A​A​U​A​U​A​U​U​C​A​U​U​U​G​G​A​C​A​U​C​U AT730_RS10195 lysine decarboxylase
sRNACandidate_2-15 -1.2173 ​C​C​C​G​G​C​C​A​G​U​C​U​C​G​A​U​U​U​C​U​A​C​A​A​A​G​A​A​G​U​G​G AT730_RS22505 glycosidase
sRNACandidate_1-17 -0.7302 ​C​A​G​U​A​U​U​U​C​U​C​U​G​G​A​U​U​C​G​U​U​U​C​G​U​G​U​C​G​C​U​G​G​C AT730_RS06365 multiple antibiotic resistance protein
sRNACandidate_2-18 -1.0441 ​C​C​A​A​U​A​A​A​G​G​U​C​A​U​C​G​C​C​C​A​A​U​C​A​C​U​G​C​U​A​U​C​A​G​A​

C​C​A​C
AT730_RS22515 carbohydrate metabolic process

sRNACandidate_1-19 -0.678 ​U​A​G​C​G​U​C​A​U​A​C​U​C​G​C​G​C​C​C​G​U​C​A​A​A​G​A​G AT730_RS13155 serine protease Do
sRNACandidate_2-20 -0.7203 ​U​U​U​G​U​U​G​U​C​A​U​U​A​U​U​A​U​U​A​C​U​G​C​U​U​A​A​U​A​A​A​U​A​C​U​G​

C​U​U​G​U​C​A​G​U​U​U​G​U​U​A​G​C​U​U​A​A​U
AT730_RS23410 DUF58 domain-containing protein

sRNACandidate_2-21 -0.786 ​U​U​U​U​U​C​G​U​U​C​C​U​U​A​C​G​C​A​G​C AT730_RS11165 Bcr/CflA family multidrug efflux MFS 
transporter

sRNACandidate_1-22 -0.5794 ​G​A​A​A​U​C​G​U​U​C​C​A​G​A​C​A​A​G​A​C​A​G​U​G​C​A AT730_RS13760 ATP-dependent Clp protease ATP-
binding subunit

sRNACandidate_1-23 -0.5211 ​U​C​U​U​C​U​U​U​G​C​C​A​U​C​A​G​G​G​U​A​U AT730_RS00175 DUF1887 family protein
sRNACandidate_1-24 -0.5117 ​U​C​G​C​A​A​U​A​U​U​C​U​U​C​A​U​C​U​G​A AT730_RS04645 DUF4123 domain-containing 

protein
sRNACandidate_1-25 -0.5308 ​U​G​G​G​G​A​A​C​A​G​A​U​G​U​U​A​A​U​U​C​U​A​U​C​C​C​A​A​C​G​C​G​C AT730_RS12260 L-malate glycosyltransferase
sRNACandidate_1-26 -0.5765 ​A​A​G​C​U​G​A​A​G​C​A​C​A​A​G​A​A​G​U​U​G​A​A​G​C​U​G​A​G​C​U​U​G​A​A​

G​A​G​C​U​U​G​G​U​G​A​U​G​A​G​A​C​A​G​A​C​G​C​U​A​A​G​A​U​U​G​C​U​C​A​A​
C​U​A​G​A​A​G​C​G​G​C

AT730_RS14225 molecular chaperone GrpE

sRNACandidate_1-27 -0.5921 ​U​U​C​A​U​G​G​C​U​A​U​U​G​U​U​C​C​G​C​U​C​U​G​C AT730_RS06365 multiple antibiotic resistance protein
sRNACandidate_1-28 -0.5685 ​G​U​U​U​A​U​G​G​U​G​C​A​C​G​C​U​A​C​C​C​A​A​G AT730_RS06365 multiple antibiotic resistance protein
sRNACandidate_2-29 -0.6427 ​U​C​G​C​G​A​G​C​A​C​U​U​U​C​U​A​C​U​G​C​U​U​C​U​A​G​U​C​G​A​C​G​G​A​A​

C​U​C​A​G​G​A​U
AT730_RS23395 Ca-activated chloride channel 

homolog
sRNACandidate_2-30 -0.6174 ​C​G​U​C​A​U​U​U​U​G​U​A​A​A​U​U​U​G​U​A​A​U​A​G​C​A​C​C​A​U​U​A​U AT730_RS19040 6-phospho-alpha-glucosidase
sRNACandidate_1-32 -0.5543 ​A​G​U​G​C​U​U​C​U​A​G​C​U​C​A​A​C​A​C​G AT730_RS12420 HslU--HslV peptidase ATPase subunit
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expressed sRNAs in the DUF1127 deletion strain par-
ticipate in various aspects, including regulation, protein 
secretion, and metabolism. In the transcriptome, grpE 
was significantly downregulated, and its complement-
ing sRNA (sRNACandidate_1–26) was also significantly 
downregulated. This implied that DUF1127 may influ-
ence grpE by downregulating sRNACandidate_1–26, 
subsequently regulating biofilm synthesis in V. alginolyti-
cus [57].

The phosphomannose isomerase-encoding gene, 
manA, was significantly downregulated after proq was 
deleted  (Fig. 6). manA is crucial for producing extracel-
lular polysaccharides, a essential component in the bio-
film matrix. High c-di-GMP concentrations inhibit the 
binding of the Clp transcription factor to manA’s pro-
moter, thereby suppressing manA expression [50]. After 
proq was deleted, the ompA transcription level was sig-
nificantly downregulated (Fig.  6). The outer membrane 
protein OmpA is a crucial component of V. alginolyticus 
biofilms. ompA deletion reduced the biofilm synthesis 
capacity of V. alginolyticus [51, 52].

ProQ assisted bacteria in resisting oxidative stress. 
According to the transcriptome analysis of the ProQ 
deletion strain, the transcription levels of recR (recombi-
nation mediator RecR) and sodB (superoxide dismutase 
(SOD)) were significantly downregulated (Fig. 6). In Heli-
cobacter pylori, RecR is essential for resistance to oxida-
tive stress in bacteria. The recR mutant strain exhibited 
significantly reduced survival in ambient air compared 
with the WT strain [53]. SOD is a widely distributed 
antioxidant defense metal enzyme that catalyzes the 
of superoxide anions into oxygen and hydrogen perox-
ide. This enzyme thus protects cells from the damaging 
effects of the anions. ProQ may assist V. alginolyticus in 
resisting oxidative stress by upregulating sodB and recR 
expression. Rockhopper software analysis unveiled that 
the target gene of sRNACandidate_1–005 is recR. There-
fore, we hypothesize that ProQ indirectly regulates recR 
by positively controlling sRNACandidate_1–005, thereby 
aiding V. alginolyticus in oxidative stress resistance.

A TetR-type transcriptional regulatory factor, BetI, 
was significantly upregulated after DUF1127 and ProQ 
were deleted (Figs. 5, 6). The TetR family regulatory fac-
tors bind to the promoters of efflux pump genes, thereby 
affecting bacterial resistance to antibiotics [54]. There-
fore, antibiotic resistance of V. alginolyticus was also 

assessed. DUF1127 and ProQ proteins were found to 
influence the antibiotic resistance of V. alginolyticus (Fig-
ure S9).

Various proposed sRNAs have showed change expres-
sion level by deleting DUF1127-containing protein. In 
Rhodobacter sphaeroides, DUF1127 protein CcaF1 recog-
nition element contains a stem–loop structure with the 
sequence CUGGC in the loop [21]. The similar structure 
and sequence were also found in sRNACandidate 1–17 
(Figure S10). The prediction of sRNAs regulated by ProQ 
using the same method yielded limited results, may due 
to the inappropriate timing of RNA extraction. Certain 
sRNAs may be expressed during specific growth stages 
or under particular environmental conditions, while 
being scarce or inactive under other conditions [55]. Sub-
sequent efforts could involve processing samples from 
multiple time points to enhance the prediction of sRNAs 
regulated by ProQ. Moreover, RIP will be performed to 
get information about sRNAs which can directly bind to 
DUF1127-containing protein and ProQ.

Conclusion
We here showed that the RBP DUF1127-containing 
protein exerts a negative regulatory effect on biofilm 
formation in V. alginolyticus. By contrast, ProQ posi-
tively regulates biofilm formation. Moreover, DUF1127 
increases the level of extracellular proteinase secreted, 
and ProQ deletion renders cells sensitive to oxidative 
stress. The regulation mechanisms of the DUF1127-con-
taining protein and ProQ in V. alginolyticus needs to be 
further studied.

Abbreviations
RBPs	� RNA-binding proteins
sRNAs	� Small RNAs

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12866-024-03486-z.

Supplementary Material 1

Acknowledgements
We thank Xiaoxue Wang from South China Sea Institute of Oceanology for 
sharing Vibrio alginolyticus ATCC33787 strain.

Author contributions
Ruonan Feng and Ying Chen wrote the main manuscript text and supplement. 
Ruonan Feng and Tao Peng prepared Figs. 1, 2, 3, 4, 5 and 6. Ying Chen and 

Table 2  Predicted differentially expressed sRNAs and their target mRNAs (ΔProQ/WT)
Predicted sRNA log2FC Sequence Antisense Function
sRNACandidate_1-001 0.935346 ​C​U​A​C​C​A​A​U​U​C​C​G​C​C​A​C​U​U​C​C​G​C​A​A​C​U​U​A AT730_RS14675 tRNA-Leu
sRNACandidate_1-002 0.906888 ​G​C​C​C​U​A​C​A​U​U​G​C​U​C​U​A​A​U​A​A AT730_RS14670 tRNA-Gln
sRNACandidate_1-003 -0.55338 ​G​C​C​U​G​C​A​C​G​G​A​U​A​G​U​G​U​U​A​A​C AT730_RS12765 TAXI family TRAP transporter solute-binding subunit
sRNACandidate_1-004 -0.59618 ​G​U​U​G​A​A​A​G​G​U​U​C​U​G​U​A​U​G​A​A​G​A​G​A​G​A​A​C AT730_RS12765 TAXI family TRAP transporter solute-binding subunit
sRNACandidate_1-005 -1.0166 ​A​G​U​G​G​G​C​A​G​U​G​G​C​U​U​C​A​C​C​U​U​C​A​A​C recR Recombination mediator RecR

https://doi.org/10.1186/s12866-024-03486-z
https://doi.org/10.1186/s12866-024-03486-z


Page 11 of 12Feng et al. BMC Microbiology          (2024) 24:330 

Tongxian Chen prepared the Table 1 and 2. Tao Peng and Zhong Hu designed 
the work. Tao Peng revised the manuscript.

Funding
This work was supported by the National Natural Science Foundation of China 
No. 42276158, Guang dong Natural Science Foundation-General Project 
(2024A1515010759) and Initial Funding of Jiangsu University of Technology 
(KYY24053).

Data availability
The sequencing data was uploaded to SRA (NCBI) under the accession 
number PRJNA962541 and PRJNA1066051.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 11 June 2024 / Accepted: 2 September 2024

References
1.	 Hörmansdorfer S, Wentges H, Neugebaur-Büchler K, Bauer J. Isolation 

of Vibrio alginolyticus from seawater aquaria. Int J Hyg Environ Health. 
2000;203:169–75.

2.	 Jacobs Slifka KM, Newton AE, Mahon BE. Vibrio alginolyticus infections in the 
USA, 1988–2012. Epidemiol Infect. 2017;145:1491–9.

3.	 Pazhani GP, Chowdhury G, Ramamurthy T. Adaptations of Vibrio parahae-
molyticus to stress during environmental survival, host colonization, and 
infection. Front Microbiol. 2021;12:737299.

4.	 Hernández-Elvira M, Sunnerhagen P. Post-transcriptional regulation during 
stress. FEMS Yeast Res. 2022;22:foac025.

5.	 Gottesman S. Micros for microbes: non-coding regulatory RNAs in bacteria. 
Trends Genet. 2005;21:399–404.

6.	 Van Assche E, Van Puyvelde S, Vanderleyden J, Steenackers HP. RNA-binding 
proteins involved in post-transcriptional regulation in bacteria. Front Micro-
biol. 2015;6.

7.	 Storz G, Opdyke JA, Zhang A. Controlling mRNA stability and translation with 
small, noncoding RNAs. Curr Opin Microbiol. 2004;7:140–4.

8.	 Gottesman S. The small RNA regulators of Escherichia coli: roles and mecha-
nisms*. Annu Rev Microbiol. 2004;58:303–28.

9.	 Dos Santos RF, Arraiano CM, Andrade JM. New molecular interac-
tions broaden the functions of the RNA chaperone hfq. Curr Genet. 
2019;65:1313–9.

10.	 Figueroa-Bossi N, Schwartz A, Guillemardet B, D’Heygère F, Bossi L, Boudvillain 
M. RNA remodeling by bacterial global regulator CsrA promotes rho-depen-
dent transcription termination. Genes Dev. 2014;28:1239–51.

11.	 Romeo T, Babitzke P. Global regulation by CsrA and its RNA antagonists. 
Microbiol Spectr. 2018;6.

12.	 Geissmann TA, Touati D. Hfq, a new chaperoning role: binding to messenger 
RNA determines access for small RNA regulator. EMBO J. 2004;23:396–405.

13.	 Vogel J, Luisi BF. Hfq and its constellation of RNA. Nat Rev Microbiol. 
2011;9:578–89.

14.	 Murina VN, Nikulin AD. Bacterial small Regulatory RNAs and Hfq Protein. 
Biochem (Mosc). 2015;80:1647–54.

15.	 Liao Z, Smirnov A. FinO/ProQ-family proteins: an evolutionary perspective. 
Biosci Rep. 2023;43:BSR20220313.

16.	 Holmqvist E, Li L, Bischler T, Barquist L, Vogel J. Global maps of ProQ binding 
in vivo reveal Target Recognition via RNA structure and Stability Control at 
mRNA 3’ ends. Mol Cell. 2018;70:971–e9826.

17.	 Cianciulli Sesso A, Resch A, Moll I, Bläsi U, Sonnleitner E. The FinO/ProQ-like 
protein PA2582 impacts antimicrobial resistance in Pseudomonas aeruginosa. 
Front Microbiol. 2024;15:1422742.

18.	 Stein EM, Kwiatkowska J, Basczok MM, Gravel CM, Berry KE, Olejniczak M. 
Determinants of RNA recognition by the FinO domain of the Escherichia coli 
ProQ protein. Nucleic Acids Res. 2020;:gkaa497.

19.	 Smirnov A, Wang C, Drewry LL, Vogel J. Molecular mechanism of 
mRNA repression in trans by a ProQ-dependent small RNA. EMBO J. 
2017;36:1029–45.

20.	 Zhong X, Ma J, Bai Q, Zhu Y, Zhang Y, Gu Q, et al. Identification of the 
RNA-binding domain-containing protein RbpA that acts as a global 
regulator of the pathogenicity of Streptococcus suis serotype 2. Virulence. 
2022;13:1304–14.

21.	 Grützner J, Billenkamp F, Spanka D-T, Rick T, Monzon V, Förstner KU, et al. 
The small DUF1127 protein CcaF1 from Rhodobacter sphaeroides is an 
RNA-binding protein involved in sRNA maturation and RNA turnover. Nucleic 
Acids Res. 2021;49:3003–19.

22.	 Venturini E, Svensson SL, Maaß S, Gelhausen R, Eggenhofer F, Li L, et al. A 
global data-driven census of Salmonella small proteins and their potential 
functions in bacterial virulence. microLife. 2020;1:uqaa002.

23.	 Ardiç N, Ozyurt M. [Case report: Otitis due to Vibrio alginolyticus]. Mikrobiyol 
Bul. 2004;38:145–8.

24.	 Sreelatha A, Orth K, Starai VJ. The pore-forming bacterial effector, VopQ, halts 
autophagic turnover. Autophagy. 2013;9:2169–70.

25.	 Tolker-Nielsen T. Biofilm Development. Microbiol Spectr. 2015;3:3221.
26.	 Zhang N, Zhang S, Ren W, Gong X, Long H, Zhang X, et al. Roles of rpoN in 

biofilm formation of Vibrio alginolyticus HN08155 at different cell densities. 
Microbiol Res. 2021;247:126728.

27.	 Dong M, Yang X, Liu L, Zhou Z, Deng L, Zhong Z, et al. Role of Hfq in glucose 
utilization, biofilm formation and quorum sensing system in Bacillus subtilis. 
Biotechnol Lett. 2022;44:845–55.

28.	 Naaz S, Sakib N, Houserova D, Badve R, Crucello A, Borchert GM. Characteriza-
tion of a novel sRNA contributing to biofilm formation in Salmonella enterica 
serovar Typhimurium. MicroPubl Biol. 2023;2023.

29.	 Peng T, Kan J, Lun J, Hu Z. Identification of novel sRNAs involved in oxidative 
stress response in the fish pathogen Vibrio alginolyticus by transcriptome 
analysis. J Fish Dis. 2019;42:277–91.

30.	 Liu X, Ji L, Wang X, Li J, Zhu J, Sun A. Role of RpoS in stress resistance, quorum 
sensing and spoilage potential of Pseudomonas fluorescens. Int J Food 
Microbiol. 2018;270:31–8.

31.	 Ricketts SW, Clinical Veterinary Microbiology PJ, Quinn ME, Carter. Carter 
Wolfe Publishing. Equine Vet J. 1995;27:50–50.

32.	 Shatila F, Yaşa İ, Yalçın HT. Biofilm formation by Salmonella enterica strains. 
Curr Microbiol. 2021;78:1150–8.

33.	 Rio DC, Ares M, Hannon GJ, Nilsen TW. Purification of RNA using TRIzol (TRI 
reagent). Cold Spring Harb Protoc. 2010;2010:pdb.prot5439.

34.	 Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nat 
Methods. 2012;9:357–9.

35.	 Busch A, Richter AS, Backofen R. IntaRNA: efficient prediction of bacterial 
sRNA targets incorporating target site accessibility and seed regions. Bioinfor-
matics. 2008;24:2849–56.

36.	 Wright PR, Georg J, Mann M, Sorescu DA, Richter AS, Lott S et al. CopraRNA 
and IntaRNA: predicting small RNA targets, networks and interaction 
domains. Nucleic Acids Res. 2014;42 Web Server issue:W119–23.

37.	 Mann M, Wright PR, Backofen R. IntaRNA 2.0: enhanced and customizable 
prediction of RNA-RNA interactions. Nucleic Acids Res. 2017;45:W435–9.

38.	 Raden M, Ali SM, Alkhnbashi OS, Busch A, Costa F, Davis JA, et al. Freiburg 
RNA tools: a central online resource for RNA-focused research and teaching. 
Nucleic Acids Res. 2018;46:W25–9.

39.	 Bustin SA, Mueller R. Real-time reverse transcription PCR (qRT-PCR) and its 
potential use in clinical diagnosis. Clin Sci. 2005;109:365–79.

40.	 Livak KJ, Schmittgen TD. Analysis of relative gene expression data using real-
time quantitative PCR and the 2 – ∆∆CT method. Methods. 2001;25:402–8.

41.	 Billenkamp F, Peng T, Berghoff BA, Klug G. A cluster of four homologous small 
RNAs modulates C 1 metabolism and the pyruvate dehydrogenase complex 
in Rhodobacter sphaeroides under various stress conditions. J Bacteriol. 
2015;197:1839–52.

42.	 Leonard S, Villard C, Nasser W, Reverchon S, Hommais F. RNA chaperones hfq 
and ProQ play a key role in the virulence of the plant pathogenic bacterium 
Dickeya dadantii. Front Microbiol. 2021;12:687484.

43.	 Kraus A, Weskamp M, Zierles J, Balzer M, Busch R, Eisfeld J, et al. Arginine-Rich 
Small Proteins with a domain of unknown function, DUF1127, play a role in 
phosphate and Carbon Metabolism of Agrobacterium tumefaciens. J Bacte-
riol. 2020;202:e00309–20.



Page 12 of 12Feng et al. BMC Microbiology          (2024) 24:330 

44.	 Sheidy DT, Zielke RA. Analysis and expansion of the role of the Escherichia 
coli protein ProQ. PLoS ONE. 2013;8:e79656.

45.	 Armbruster CE, Pang B, Murrah K, Juneau RA, Perez AC, Weimer KED, et al. 
RbsB (NTHI_0632) mediates quorum signal uptake in nontypeable Hae-
mophilus influenzae strain 86-028NP: Autoinducer-2 uptake by nontypeable 
H. influenzae. Mol Microbiol. 2011;82:836–50.

46.	 Grande R, Nistico L, Sambanthamoorthy K, Longwell M, Iannitelli A, Cellini L, 
et al. Temporal expression of agrB, cidA, and alsS in the early development of 
Staphylococcus aureus UAMS-1 biofilm formation and the structural role of 
extracellular DNA and carbohydrates. Pathogens Disease. 2014;70:414–22.

47.	 Yang D, Zhao L, Li Q, Huang L, Qin Y, Wang P, et al. flgC gene is involved 
in the virulence regulation of Pseudomonas plecoglossicida and affects 
the immune response of Epinephelus coioides. Fish Shellfish Immunol. 
2023;132:108512.

48.	 Li Y, Chen N, Wu Q, Liang X, Yuan X, Zhu Z, et al. A Flagella Hook Coding Gene 
flgE positively affects biofilm formation and Cereulide production in emetic 
Bacillus cereus. Front Microbiol. 2022;13:897836.

49.	 Ma Z, Li N, Ning C, Liu Y, Guo Y, Ji C, et al. A novel LysR family factor STM0859 
is Associated with the responses of Salmonella Typhimurium to environmen-
tal stress and biofilm formation. Pol J Microbiol. 2021;70:479–87.

50.	 Lu X-H, An S-Q, Tang D-J, McCarthy Y, Tang J-L, Dow JM, et al. RsmA regulates 
biofilm formation in Xanthomonas campestris through a Regulatory 

Network Involving Cyclic di-GMP and the clp transcription factor. PLoS ONE. 
2012;7:e52646.

51.	 Orme R, Douglas CWI, Rimmer S, Webb M. Proteomic analysis ofEscherichia 
Coli biofilms reveals the overexpression of the outer membrane protein 
OmpA. Proteomics. 2006;6:4269–77.

52.	 Bunpa S, Chaichana N, Teng JLL, Lee HH, Woo PCY, Sermwittayawong D, et 
al. Outer membrane protein A (OmpA) is a potential virulence factor of Vibrio 
alginolyticus strains isolated from diseased fish. J Fish Dis. 2020;43:275–84.

53.	 Wang G, Lo LF, Maier RJ. The RecRO pathway of DNA recombinational repair 
in Helicobacter pylori and its role in bacterial survival in the host. DNA Repair. 
2011;10:373–9.

54.	 Deng W, Li C, Xie J. The underling mechanism of bacterial TetR/AcrR family 
transcriptional repressors. Cell Signal. 2013;25:1608–13.

55.	 Remes B, Rische-Grahl T, Müller KMH, Förstner KU, Yu S-H, Weber L et al. An 
RpoHI-Dependent response promotes outgrowth after Extended Stationary 
Phase in the Alphaproteobacterium Rhodobacter sphaeroides. J Bacteriol. 
2017;199.

Publisher’s note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations. 


	﻿DUF1127-containing protein and ProQ had opposite effects on biofilm formation in ﻿Vibrio alginolyticus﻿
	﻿Abstract
	﻿Introduction
	﻿Materials and methods
	﻿Strains and bacterial culture
	﻿Deletion of the DUF1127-containing protein and ProQ and overexpression
	﻿Measurement of extracellular proteinase
	﻿Measurement of ROS level
	﻿Detection of biofilm formation
	﻿Measurement of cyclic dimeric guanosine monophosphate
	﻿RNA-seq analysis
	﻿RT-qPCR

	﻿Results
	﻿Functions of the DUF1127-containing protein and ProQ in oxidative stress resistance and extracellular proteinase secretion
	﻿The DUF1127-containing protein and ProQ exert opposite effects on biofilm formation in ﻿V. alginolyticus﻿
	﻿Genes and sRNAs affected by the DUF1127-containing protein and ProQ

	﻿Discussion
	﻿Conclusion
	﻿References


