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Salmonella enterica serovar Typhimurium (S. Typhimurium) is a common 
foodborne pathogen which is frequently used as the reference strain for 
Salmonella. Investigating the sigma factor network and protomers is 
crucial to understand the genomic and transcriptomic properties of the 
bacterium. Its promoters were identified using various methods such as 
dRNA-seq, ChIP-chip, or ChIP-Seq. However, validation using ChIP-exo, 
which exhibits higher-resolution performance compared to conventional 
ChIP, has not been conducted to date. In this study, using the representative 
strain S. Typhimurium LT2 (LT2), the ChIP-exo experiment was conducted 
to accurately determine the binding sites of catalytic RNA polymerase 
subunit RpoB and major sigma factors (RpoD, RpoN, RpoS, and RpoE) during 
exponential phase. Integrated with the results of RNA-Seq, promoters and 
sigmulons for the sigma factors and their association with RpoB have been 
discovered. Notably, the overlapping regions among binding sites of each 
alternative sigma factor were found. Furthermore, comparative analysis 
with Escherichia coli str. K-12 substr. MG1655 (MG1655) revealed conserved 
binding sites of RpoD and RpoN across different species. In the case of small 
RNAs (sRNAs), 50 sRNAs observed their expression during the exponential 
growth of LT2. Collectively, the integration of ChIP-exo and RNA-Seq enables 
genome-scale promoter mapping with high resolution and facilitates the 
characterization of binding events of alternative sigma factors, enabling a 
comprehensive understanding of the bacterial sigma factor network and 
condition-specific active promoters.
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Introduction

Salmonella enterica subsp. enterica serovar Typhimurium 
(S. Typhimurium) has been known to be the main cause of global 
human gastroenteritis, and more than 2,600 different serovars have 
been identified to date (Desai et al., 2013; Jajere, 2019). Salmonella 
Typhimurium LT2 (LT2) is a representative strain for cellular and 
genetic analysis in Salmonella which was first sequenced in 2001 
(McClelland et  al., 2001). It has become a standard genome for 
comparative genomic approaches to closely related Salmonella or 
other enterobacteria (Samal et al., 2015; Vila Nova et al., 2019).

In an ever-changing environment, bacterial cells tune their 
transcriptional programs by regulating the binding and catalytic 
activity of RNA polymerase (RNAP; Marcus et al., 2000). For them to 
adapt and reproduce under different extreme conditions during the 
infection processes, the housekeeping sigma factor RpoD and 
alternative sigma factors (e.g., RpoN, RpoS, RpoE) have also been 
found to play critical roles in the regulation of virulence and its 
associated genes (Kazmierczak et al., 2005). For example, RpoS highly 
enhances virulence factor activity such as spv gene cluster against the 
host defense system (Andino and Hanning, 2015). In addition to 
sigma factors, recent studies have discovered that small regulatory 
RNAs (sRNAs) have been widely studied due to their meaningful 
regulatory roles in bacteria especially on virulence genes (Lee and 
Gottesman, 2016; Gao et al., 2017; Ahmed et al., 2019). Similar to 
transcription factors, sRNAs can interfere or increase ribosome 
binding, strengthen or weaken mRNA stability, and some even can 
control the activity of the protein (Storz et al., 2011). Environmental 
stresses reveal sRNAs to coordinate the adaption processes of a 
bacterium (Barnhill et al., 2019). For example, sRNAs such as isrI were 
identified their roles when Salmonella infected with certain conditions 
such as low oxygen and low magnesium (Padalon-Brauch et al., 2008; 
Gong et  al., 2011). Given the continuous adaptation of 
S. Typhimurium’s transcriptomic regulation in response to 
environmental shifts, pinpointing the locations of promoters that 
operate under specific conditions and understanding their 
transcriptomic character are pivotal in unraveling the complexity of 
the transcriptional circuitry involved in regulating the 
bacterial mechanism.

There have been several attempts to identify promoters with both 
computational and experimental approaches (Harley and Reynolds, 
1987; Wade et al., 2006; Rhodius and Mutalik, 2010; Sharma et al., 
2010; Kim et al., 2012; Cho et al., 2014). The identification of promoter 
elements in the genomic DNA by computational methods depends on 
the statistical analysis of consensus sequences as overrepresented 
regions. However, such sequence elements in promoters are not fully 
conserved in the sequence, thus producing many false-positive 
predictions (Kim et al., 2012). While experimental methods such as 
TSS-seq (Kim et al., 2012; Seo et al., 2012; Cho et al., 2014), differential 
RNA-seq (Sharma et al., 2010), or ROSE (Schmidt et al., 2023) have 
shown better performance in identifying transcription start sites and 
their associated promoters, they do not provide information on which 
sigma factors are associated with those promoters. Chromatin 
immunoprecipitation (ChIP) is known as the most widely used 
method to identify genomic binding locations of sequence-specific 
regulatory proteins. Previous researchers first started with ChIP-Chip 
and then ChIP-seq by collected big fragment library of DNA (Cho 
et al., 2014); however, it was hard to detect exact binding regions 

because the peak resolution of the regions was quite ambiguous 
approximately 500–1,000 bp. This lack of precision provides a 
challenge to identify promoters of small proteins or small RNA genes. 
Since 2010, ChIP combined lambda exonuclease digestion followed 
by high-throughput DNA sequencing (ChIP-exo) has been 
investigated with exonuclease treatment to get much tighter resolution 
and identify accurate binding sites for multiple transcription factors, 
such as Cra (Kim et al., 2018), Fur (Seo et al., 2014), ArgR (Cho et al., 
2015), GadEWX (Seo et  al., 2015a), OxyR/SoxR/SoxS (Seo et  al., 
2015b), OmpR (Seo et al., 2017), and uncharacterized transcription 
factors (Gao et al., 2018) in E. coli str. K-12 substr. MG1655 (MG1655). 
Thus, it was expected that the same approach might yield detailed 
knowledge for promoters and sigma factor-binding sites for closely 
related bacteria such as Salmonella. Experimental identification of 
genome-wide active promoters under a specific condition may be an 
important reference for studying how Salmonella respond to their 
environment. Thus, this study aims to capture the genome-wide in 
vivo binding sites of major sigma factors in the LT2 and identify active 
promoters during the exponential phase with near single base-pair 
resolution employing ChIP-exo and RNA-seq.

Results

Genome-scale binding landscape of RNA 
polymerase subunits

To determine the genomic location of promoters in the LT2 
genome, the genome-wide binding profiles of RNAP and sigma factors 
were explored using samples obtained from the exponential phase by 
ChIP-exo with antibodies for RpoB, RpoD, RpoN, RpoS, and RpoE as 
previously described (Seo et al., 2014; Figure 1A). Under the same 
condition, RNA-seq was performed as well, and bioinformatic analysis 
was performed to integrate the ChIP-exo and RNA-seq data.

The investigated binding sites for each transcriptional regulatory 
element were as follows: RpoB (RNAP), 1,308; RpoD, 1,772; RpoN, 
420; RpoS, 170; RpoE, 1 (Figure 1B; Supplementary Table S1). A total 
of 2,363 binding sites for RpoD, RpoN, RpoS, and RpoE were 
experimentally identified, directly regulating 2,649 downstream genes. 
Among the binding sites, 2,192 (92.8%) binding sites were under the 
regulatory network of either sigma factors RpoD, RpoN, or both. In 
the case of RpoS, there were 162 (95.3%, 162/170) sites being also 
co-regulated by RpoD, of which 42 were found to be sites that bind 
RpoN at the same time. These results substantiate the role of RpoD 
that is responsible for the transcription of all alternative sigma factors 
and itself as well.

Subsequently, the characterization of sigma factor-binding sites 
was conducted. First, overlapping binding sites were defined as any 
cases where the in vivo binding sites of sigma factors overlap even 
slightly in genomic location. Figure  1C shows the representative 
example which was located upstream of the sRNA gene—isrI. Next, 
the average width of the binding sites for each sigma factors was also 
measured as follows: RpoD (40 ± 2 bp), RpoS (40 ± 2 bp), and RpoN 
(35 ± 2 bp; Supplementary Figure S1). All the binding width 
distributions exhibited a leptokurtic distribution shape, suggesting 
that the exonuclease treatment successfully homogenized the length 
of DNA fragments, ensuring high-quality ChIP-exo data. Sequence 
motifs of binding sites for each sigma factors RpoD, RpoN, and RpoS 
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were also identified (Figures 1D–F). Although it was reported that the 
motif of S. Typhimurium SL1344 is slightly different from that of 
E. coli, with a stronger “extended”—10 motif (Kröger et al., 2012), 
another study in 2014 using ChIP-exo demonstrated that RpoD 
recognizes the −10 (TATAAT) and −35 (TTGACA) boxes promoter 
elements in E. coli (Kim, 2014). In this study, similar to the previous 
studies, it was found that RpoD (Figure 1D) and RpoS (Figure 1F) of 
LT2 hold a high conservation motif at −10 and −35 region TTG[20]

TataaT which was found in both E. coli and K. pneumoniae (Kim et al., 
2012). The sequence motif tGGCa[7]TGC was obtained for RpoN 
which is located at −12 and −24 region with respect to the 
transcription start site in LT2, which was similar to the previously 
found in MG1655 (Bang et al., 2023a) as well (Figure 1E).

The distribution of RpoB, RpoD, RpoN, and RpoS binding sites 
was further characterized based on the strand orientation of their 
respective promoter regions (Table 1). All binding sites were classified 

FIGURE 1

Genome-wide binding landscapes of RNA polymerase subunits in Salmonella enterica subsp. enterica serovar Typhimurium LT2. (A) The circular 
visualization of the whole genome of the main chromosome and plasmid of LT2 (red—the forward strand, pink—the reverse strand) with binding sites 
of the catalytic RNA polymerase subunit, RpoB, and 4 sigma factors, RpoD, RpoN, RpoSs, and RpoE. The numbers of identified binding sites for RpoB, 
RpoD, RpoN, RpoS, and RpoE with ChIP-exo experiments are 1,308, 1,772, 420, 170, and 1, respectively. Each dot represents the binding position and 
its binding intensity (signal-to-noise ratio) of the sigma factors. (B) Distribution of shared binding sites among RpoD, RpoN, and RpoS. (C) Zoomed-in 
example of overlapping binding sites among RpoD, RpoN, and RpoS, directly upstream of a virulent sRNA gene isrI. (D–F) Sequence motifs for binding 
sites of three major sigma factors: (D) RpoD (E), RpoN, and (F) RpoS. Motif search was performed using the MEME suite, with binding motifs calculated 
from at least 90% of the input sequences obtained by each sigma factor ChIP-exo data.
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into three groups based on their strand specificity as follows: (1) 
binding to the forward strand promoter region; (2) binding to the 
reverse strand promoter region; and (3) binding to the divergent 
promoter region. First, out of 1,308 RpoB binding sites, 42.4% 
(555/1,308) was located on the forward strand promoters and 40.4% 
(529/1,308) on the reverse strand promoters, while there was 17.1% 
(224/1,308) on the divergent promoter regions. In the case of RpoD, 
the distribution of 1,772 binding sites was observed as well: 40.7% 
(722/1,772) on the forward strand, 44.2% (784/1,772) on the reverse 
strand, and 15.0% (266/1,772) on the divergent promoters. Among 
420 RpoN binding sites, the more equal allocation was seen on the 
forward and reverse promoters [forward: 199/420 (47.4%), reverse: 
201/420 (47.9%)], whereas only 4.8% (20/418) constituted the binding 
sites on the bidirectional promoters. Based on the same classification, 
the RpoS binding sites were distributed as 41.2% (70/170) on the 
forward, 38.2% (65/170) on the reverse strand, and 20.6% (35/170) on 
the divergent promoters. Only one binding site on the divergent 
promoter region was observed for RpoE.

Characterization of RpoD and RpoN 
binding events associated with RpoB

As RpoD and RpoN covered more than 99% of genes or 
transcriptional units in LT2 under the exponential phase, 
understanding their mode of action may be important to unravel the 
transcriptional regulatory mechanism of the bacterium. Notably, there 
were some studies reporting intragenic promoters whose unique 
features have been identified (Shimada et al., 2008; Bonocora et al., 
2015; Fitzgerald et al., 2018). Therefore, it needs to observe the binding 
sites of each alternative sigma factor separately in intra- or 
intergenic region.

The RpoD and RpoN binding sites were categorized according to 
whether their locations were intragenic or intergenic ones. RpoD 
binding sites consisted of 1,292 (73.7%) intergenic binding sites and 
460 (26.3%) intragenic binding sites (Figure 2A). RpoN binding sites 
were composed of 114 (27.3%) intergenic binding sites and 304 
(72.7%) intragenic binding sites (Figure  2B). Furthermore, the 
consensus sequences for each group (intergenic and intragenic for 
RpoD and RpoN) were analyzed separately to compare the similarity 

of sequence motifs of the promoter. Interestingly, sequence motifs of 
intergenic and intragenic binding sites by RpoD and RpoN were 
identical, respectively (Figure 2C). Consequently, these observations 
lead to a question about what function intragenic binding sites might 
have and whether they contribute to a transcription event. To 
understand more about intragenic binding sites in LT2 and their 
differences from intergenic ones, further analyses were made with 
ChIP-exo datasets for RpoB, a catalytic subunit of RNAP complex, to 
assess genome-wide RpoB binding sites and their binding intensities. 
Within 1,752 RpoD binding sites, the majority (58.8%, 760/1,292) of 
intergenic binding sites were associated with RpoB binding site 
activity, and nearly half (47.8%, 220/460) of intragenic binding sites 
were also associated with RpoB as well. Interestingly, significantly less 
overlapping binding events were observed between RpoB and 
RpoN. Only 7.6% (23/304) of intragenic RpoN binding sites were 
associated with RpoB, whereas 42.1% (48/114) of intergenic binding 
sites were overlapped (Figure 2B).

Binding intensities of alternative sigma factors and RpoB bound 
at the same sites were compared for RpoD (Figure 3A) and RpoN 
(Figure 3B). Overall, significant differences on the binding intensities 
of RpoB between intergenic and intragenic sites were observed in both 
cases. The intragenic binding sites of both RpoD and RpoN also had 
a weaker average peak intensity than their intergenic counterparts, 
respectively. Similarly, for the intensity of RpoB binding sites 
associated with RpoD or RpoN, intragenic binding sites had weaker 
binding intensities than intergenic binding sites, suggesting a general 
preference in RpoB association with intergenic sites over intragenic 
regions. Among the groups of RpoD and RpoN binding sites, 
intergenic RpoN revealed the widest spread of peaks with the highest 
overall binding intensity. Additionally, RpoB-associated RpoN binding 
sites exhibited a higher peak intensity as compared to the RpoB-
associated RpoD binding sites as well. With respect to the position of 
binding sites within the gene, no bias in binding intensity was 
observed (Figures  3C,D). Based on the ChIP-exo analysis, the 
locations of both RpoD and RpoN intragenic binding sites were found 
to be distributed rather randomly across the genes (Figures 3E,F).

Meanwhile, the sigma factor-binding map with nearly single base-
pair resolution enabled accurate comparison between binding sites of 
sigma factors even if they were closely located around the same gene, 
which was rather difficult with previously established ChIP methods 

TABLE 1 Binding site distribution of RpoB and sigma factors across different promoter types.

Sigma factors
Position of 
binding sites

No. binding sites Forward P Reverse P Divergent P

RpoB (1,308)
Intergenic 887 316 348

224
Intragenic 421 239 181

RpoD (1,772)
Intergenic 1,304 491 550

266
Intragenic 468 231 234

RpoN (420)
Intergenic 114 46 49

20
Intragenic 304 153 152

RpoS (170)
Intergenic 110 37 38

35
Intragenic 60 33 27

RpoE (1)
Intergenic 1 N.D. N.D.

1
Intragenic 0 N.D. N.D.

Following strand specificity of downstream target genes: forward promoter (forward P), reverse promoter (reverse P), and divergent promoter (divergent P). N.D. indicates non-detected.
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such as ChIP-chip or ChIP-seq. The binding sites of RpoB, RpoD, and 
RpoN could be  classified into two types: overlapped (matched) 
binding regions and non-overlapped (mismatched) binding regions 
(Figure 4A). In LT2, 60 binding regions were detected overlapped by 
all the three factors. Figure 4B indicates representative example of the 
regions. The majority were intergenic sites (53/60), while, among 53 
regions, 20 were on the forward strand, 11 were on the reverse, and 22 
were on the intergenic divergent promoter regions. There were three 
main patterns of adjacent peak distribution being observed 
(Figure 4C). The most prominent case is the sharing of RpoB and 
RpoD binding regions outside the gene, at promoter regions, while the 
RpoN binding position is located further within that gene.

Genome-wide transcriptome feature of 
LT2

On top of an update on the genome annotation of LT2, a genome-
wide transcriptome analysis with strand-specific RNA-seq was 
performed to delineate the landscape of transcriptome and to 
ascertain information on transcriptional expression and regulation of 
the genome. The cDNA reads obtained for the LT2 were 8,864,692 and 
10,085,972, with a mapping rate of over 93 and 88%, respectively. 

Among the 4,451 CDS in the main chromosome and 103 CDS in the 
plasmid of the LT2 genome, the transcriptome analysis revealed that 
2,861 CDS in the main chromosome and 52 CDS in the plasmid were 
expressed, indicating that 64.0% of the total genes were expressed 
(with TPM value > 10) under the given growth condition 
(Supplementary Table S2). While about over 60% of genes of the main 
chromosome were transcribed, only about 50% of the genes located 
in the plasmid showed their expression.

Meanwhile, alternative sigma factors such as RpoN regulate 
directly or indirectly the expression of virulence or virulence-
associated genes in Gram-negative pathogens although its role 
differentiates from species to species (Kazmierczak et al., 2005). A 
comprehensive search of the open source database VFDB (Liu et al., 
2022) has identified a total of 165 genes with virulence properties in 
the LT2 genome, of which 156 and 9 are located in the chromosome 
and plasmid, respectively (Supplementary Table S3). When 
investigating the expression of these virulence-associated genes, it was 
confirmed that only 26.7% (44/156) of the genes exhibited their 
expression. The functions of expressed genes included phoP and phoQ 
(PhoPQ two-component regulatory system) and sip cluster 
(Salmonella invasion proteins cluster; sipA, sipD, sipC, and sipB) 
whose products are reported to be responsible for the secretion and 
translocation of SPI-1 effectors (Lou et al., 2019). All the ChIP-exo 

FIGURE 2

Genomic locations for binding sites of major sigma factors RpoD and RpoN in LT2. (A) Distribution of genomic locations for binding sites of RpoD and 
(B) RpoN in pie charts. The outmost curves for each chart indicate the proportions of their association with RpoB binding events. (C) The sequence 
motifs of intergenic and intragenic binding sites for RpoD and RpoN. Motif search was performed using the MEME suite, with binding motifs calculated 
from at least 90% of the input sequences for each case.
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targets RpoD, RpoN, RpoS, and RpoE, which have been reported to 
be involved in virulence processes (Kazmierczak et al., 2005; Dong 
and Schellhorn, 2010; Bonocora et  al., 2015), also showed their 
expression (Supplementary Table S2).

Comparison of sigmulons between 
Escherichia coli and Salmonella enterica 
subsp. enterica serovar Typhimurium

With the reconstruction of genome-wide binding maps for RNAP 
subunits with near single base-pair resolution, it became of interest to 
investigate how genes were regulated by multiple different sigma factors. 

The RNA-seq data provide putative transcriptional unit structures for 
co-transcribed genes. Thus, transcriptome data were integrated with 
ChIP-exo-mediated sigma factor-binding information and were used 
to define sigmulons for major sigma factors. Subsequently, distinguished 
features of the sigmulons in LT2 were investigated by comparative 
genomic analysis of LT2 with MG1655 which is an anchor strain for 
comparative genomic analysis on various pathogenic enterobacteria.

First, the genomic contents of two closely related enterobacteria, 
MG1655 and LT2, were compared (Figure 5A). Two bacteria shared 
3,158 genes, corresponding to 70.0% (3,158/4,714 genes) of LT2 and 
68.7% (3,158/4,595 genes) of MG1655. The rest of the genes 
accounting for 30.0% of genes in LT2 includes Salmonella-specific 
genes, such as pathogenic islands, SPI1, and SPI2. Some of the 3,158 

FIGURE 3

Comparison of binding intensities for intergenic and intragenic binding sites and relative binding locations of intragenic binding sites for RpoD and 
RpoN. (A,B) The boxplots represent the binding intensities of ChIP-exo peaks (signal-to-noise ratio) for intergenic and intragenic binding sites in (A) the 
entire RpoD dataset and the subset associated with RpoB and (B) those of RpoN. The background noise level was determined based on the highest 5% 
of signals at genomic positions. This decision was made because the top 5% of signal intensities, across all ChIP-exo replicates and conditions, align 
closely with the total number of reads and represent the background level within the plateau. Asterisks in the two box plots indicate significance values 
(p  ≤  0.05) determined by the Mann–Whitney U-test. (C,D) Distribution of relative binding locations and binding intensities for intragenic binding sites 
across genes of (C) RpoD and (D) RpoN. (E,F) Frequency of intragenic binding sites for (E) RpoD and (F) RpoN according to their relative position inside 
genomic regions.
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orthologous genes were found to be bound by RpoD, of which 284 
were LT2-specific, 517 were MG1655-specific, and 983 were common, 
respectively (Figure 5B). Similarly, 212, 201, and 68 orthologous genes 
bound by RpoN were LT2-specific, MG1655-specific, or common, 
respectively. Aside from the orthologs, the numbers of unique genes 
regulated by each sigma factor were also enumerated, which 25.3% of 
RpoD-regulated genes (428/1,695) and 32.5% (135/415) of RpoN-
regulated genes were specific to LT2 (Figure 5C). Furthermore, there 
were several orthologs being regulated by both RpoD and RpoN sigma 
factors in the same manner for both strains. For instance, the binding 
regions of RpoD and RpoN were identified upstream of topA, an 
essential gene for DNA topoisomerase 1 regulated by RpoD and RpoN 
for both MG1655 and LT2 (Yamaguchi and Inouye, 2015), which 
corresponds with its gene expression (Figure 5D).

Identification of sRNAs and its operational 
feature in LT2

To investigate the expression patterns of sRNAs in the LT2 
genome, we  aimed to assemble a comprehensive list of predicted 

sRNAs. For this purpose, we  examined whether sRNA sequences 
reported in various references were conserved in LT2. Initially, 
we included non-coding RNAs (ncRNAs) from the NCBI GenBank 
file (NC_003197.2, NC_003277.2), identifying nine candidates. Next, 
we  utilized the sequence information of 871 sRNAs in the 
S. Typhimurium SL1344 strain from a study that has reported the 
highest number of sRNAs in the S. Typhimurium to date, to determine 
their presence in the LT2 (Houserova et  al., 2021). Additionally, 
we expanded the list by integrating sRNA information from E. coli 
MG1655, obtained through four different databases as follows: NCBI,1 
EcoCyC,2 BSRD,3 and Rfam (Supplementary Table S4). Furthermore, 
we  sought to determine whether any of the Salmonella adhesive-
associated sRNA (SaaS) sequences reported in the S. enteritidis strain 
NCM61 were also present in LT2 (Cai et al., 2023). We run the Infernal 

1 https://www.ncbi.nlm.nih.gov/nuccore/NC_000913.3

2 https://ecocyc.org/

3 http://kwanlab.bio.cuhk.edu.hk/BSRD

FIGURE 4

Overlapping binding sites between RpoD and RpoN binding events in the context of RpoB-associated cases. (A) Proportion of overlapping binding 
events between RpoB-associated RpoD and RpoB-associated RpoN. (B) Zoomed-in examples displaying overlapped binding events among RpoD and 
RpoN ChIP-exo datasets integrated with RNA-seq transcriptome dataset in the intergenic region (topA) and intragenic region (sptP and STM2880). 
(C) Three zoomed-in examples of integrated ChIP-exo and RNA-seq datasets for non-overlapping binding sites for yjbH, ssaL, and leuS.
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algorithm (Nawrocki et  al., 2009) with sRNA models from Rfam 
database 14.54 to broaden our search as well.

Using this approach, 873 sRNAs (chromosome: 868; plasmid: 5) 
have been compiled into the final dataset for further analysis 
(Supplementary Table S5). Among them, 109 orthologous sRNAs 
between MG1655 and LT2 were predicted, leaving 764 sRNAs being 
unique for LT2 (Figure  6A). For example, RyeF (micL) and micA 
(sraD) have been identified as typical non-coding RNAs in both E. coli 
and Salmonella that is important for enduring stress from cell wall 
damage (Peschek et al., 2019; Ponath et al., 2022). The percentages of 
sRNAs distribution on forward (805/873) and reverse strands (68/873) 
were 92.2% and 7.79%, respectively.

Subsequently, to characterize the detailed features of each sRNA, 
we first verified their expression through RNA-seq data and further 
investigated binding events of RpoB and sigma factors using ChIP-exo 
for those whose expressions were confirmed (Figure 6B). Out of 50 
expressed sRNAs, 42 were identified to have their bound sigma 
factors. Interestingly, all sRNAs were found to be  bound by 
RpoD. Among these, 17 sRNAs were bound by RpoS as well, while 
nine sRNAs were co-bound by RpoN. Additionally, seven sRNAs (ffs, 
STnc700, glmY, csrB, STnc3150, sraF, Spot42_spf) were found to 
be bound by all three sigma factors. Figure 6C presents a representative 
example of the sRNA (glmY), which is bound by both RpoD and 
RpoN. The promoter region of glmY is highly recognized by the 
various sigma factors, not only in LT2 but also in MG1655. The 
binding sites of RpoD and RpoN are overlapping, indicating that two 
sigma factors would compete with each other to occupy this promoter. 

4 http://rfam.xfam.org

Figure  6D illustrates representative promoter regions of STnc100, 
which have multiple copies in the LT2 genome.

Discussion

Promoters, the fundamental DNA motifs where general 
transcription factors and the polymerase bind, play as an “on-switch” 
initiating transcription. Therefore, its identification is an important 
event in unveiling the genomic and transcriptomic properties of living 
organisms. For instance, in pathogen bacteria, characterization of 
active promoters under infection-relevant conditions is required for 
understanding its pathogenicity. Herein, we  shed light on the 
uncharted territory of the genome-wide promoter map of LT2 by 
employing ChIP-exo for RNAP (RpoB) and the four sigma factors 
(RpoD, RpoN, RpoS, and RpoE), a higher-resolution chromatin 
immunoprecipitation technique compared to conventional ChIP-chip 
or ChIP-seq, and integrating them with RNA-seq.

The ChIP-exo experiments for RNAP (RpoB) and the four major 
sigma factors (RpoD, RpoN, RpoS, and RpoE) uncovered massive 
binding sites for each factor. Compared to previous related studies, it 
can be inferred that ChIP-exo may update the sigmulons of LT2. In 
the case of RpoD, the ChIP-chip method identified 832 RpoD binding 
regions associated with RpoB in S. Typhimurium SL1344 (Kröger 
et  al., 2012). In this study, we  identified 980 RpoD binding sites 
associated with RpoB. Although the application of ChIP-exo to 
pathogenic strains needs validation, considering that LT2 has 260 
fewer genes than S. Typhimurium SL1344, it can be suggested that 
introducing ChIP-exo to Salmonella sigmulons research may offer 
advantages due to its higher resolution. Over one-third (1,752/4,714, 
37.2%) of genes or transcription units were identified to RpoD 

FIGURE 5

Comparative analysis of RpoD and RpoN sigmulons in Escherichia coli str. K-12 substr. MG1655 (MG1655) and LT2. (A) Venn diagram for the number of 
orthologous genes (coding genes and sRNAs) between MG1655 and LT2. (B) Heatmap illustrating the binding patterns of RpoD and RpoN for the 
orthologous genes between MG1655 and LT2. (C) The proportion of orthologous genes in sigmulons of RpoD and RpoN. (D) Zoomed-in example of 
promoter identification of topA, which is regulated by RpoD and RpoN in both MG1655 and LT2.
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sigmulon. The result is in line with the fact that RpoD has been 
reported as a primary sigma factor which is crucial for the expression 
of most housekeeping genes during exponential growth (Gruber and 
Gross, 2003). The number of RpoN sigmulon could be also updated 
in the same way. While previous studies identified 186 RpoN binding 
sites in S. Typhimurium 14,028 s (Bono et al., 2017) or 250 RpoN 
binding sites in closely related species E. coli K-12 MG1655 (Bonocora 
et al., 2015), it was shown that 418 genes were directly regulated by 
RpoN. In the case of LT2, a previous study utilizing ChIP-chip 
identified 70 binding sites, and in this study, we  confirmed the 
presence of 63 of these sites (Samuels et al., 2013). Additionally, in the 
remaining binding sites investigated in our study, we observed the 
continued presence of the RpoN motif.

Apart from RpoB which is a subunit of RNAP core enzyme, sigma 
factors compete with each other to recruit the apo-enzyme complex 
to initiate the transcription process. In addition, several studies 
suggested that alternative sigma factors might have their own set of 
promoters to bind (Grigorova et al., 2006; Li et al., 2015; Bono et al., 
2017). While a total of 156 overlapping regions bound by RpoD and 
RpoN were identified, 162 overlapping sites between RpoD and RpoS 
were observed as well. Given the widespread use of sigmulons to 
identify promoters, the promoter can be  strongly validated when 
overlapping binding region by several sigma factors. Although our 
functional assay demonstrated that the sigma factors have their own 
regulon, 15.8% (276/1,752) of RpoD binding regions exhibited sharing 
to RpoS and RpoN, which suggests these regions are promoters in 

common growth conditions with high probability. Furthermore, these 
results imply that certain genes may be regulated by multiple sigma 
factors simultaneously, raising questions how these different sigma 
factors contribute to characteristic changes in gene expression profiles 
across various conditions. For RpoS and RpoE, this study showed 
fewer sigmulons than previously reported since the experiment was 
conducted under the exponential phase which is not an optimal 
condition for them. RpoS was found out with the highest expression 
in the stationary phase (Lago et al., 2017). It was reported that 31 
RpoE binding sites were identified which are involved in heat shock 
and oxidative stress responses through the ChIP-seq method (Li et al., 
2015). Nevertheless, it is meaningful that we can discriminate between 
active and inactive promoters of LT2 during the exponential phase. 
Meanwhile, it is known that there are multiple transcription start sites 
(TSSs) within a promoter region (Mejia-Almonte et  al., 2020). It 
would be worthwhile to investigate the number of TSS present within 
the 2,020 promoters identified in this study using methods such as 
dRNA-seq and compare them with the 3,838 known S. Typhimurium 
TSS from the 4/74 strain (Kroger et al., 2013).

It has been widely known that extensive overlap between 
promoters bound by RpoD and alternative sigma factors is an 
essential phenomenon in bacterial transcription, enabling a highly 
elaborated transcriptional network with flexibility in gene expression 
under multiple conditions (Wade et al., 2006). For instance, it was 
reported that the presence of RpoS was responsible for transcriptional 
repression of some genes in MG1655, by competing for the shared 

FIGURE 6

Comparative sigmulon analysis for sRNA between MG1655 and LT2. (A) Venn diagram for the number of orthologous sRNAs between MG1655 and 
LT2. (B) The binding events of sigma factors (RpoD, RpoN, and RpoS) on expressed sRNA. (C) Zoomed-in example of an orthologous sRNA (glmY) 
showing the overlapped RpoD and RpoN binding sites both in MG1655 and LT2. (D) A representative example of sRNA (STnc100) with multiple copies 
in the LT2 genome and its binding pattern of RpoD and RpoN.
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promoters with RpoD (Cho et al., 2014). However, it has been elusive 
if there is an overlapping between two subgroups of sigma factors: 
RpoD-family and RpoN. According to the results of LT2  in this 
study, there are 60 overlapping binding regions between RpoD and 
RpoN, which indicates possible competition between different 
subgroups of sigma factors. Meanwhile, the previous study reporting 
the overlapping binding patterns of RpoD and RpoH revealed that 
the genes nearby the shared binding sites were associated with 
bacterial adaptation to extreme environmental conditions (Wade 
et  al., 2006). Furthermore, the overlapping binding sites were 
predominantly located within genes, rather than their anticipated 
intergenic regions. Similarly, there were considerably more intragenic 
RpoN binding sites than intergenic ones in this study as well. Despite 
the presence of conserved motifs when compared to intergenic 
regions, these sites exhibited less association with RpoB, implying 
their distinct biological functionality that requires further 
in-depth investigation.

Meanwhile, while it has been believed that promoters were located 
mostly upstream of the target genes in the past (Fitzgerald et al., 2018), 
however, ChIP techniques started to reveal the intragenic binding site 
of sigma factors and transcription factors such as RutR in regulating 
pyrimidine catabolism (Shimada et al., 2008) or FliA (σ28; Fitzgerald 
et al., 2018) which have bona fide intragenic promoters with each 
being evolutionary strongly selected in MG1655. These findings have 
proposed intragenic promoter to be  functional as being shown 
non-random behavior of location within a gene. The orientation of 
RpoN binding sites in bacteria such as MG1655 (63.0%, 85/136) has 
been described that most of them are intragenic regions (Bonocora 
et  al., 2015). Therefore, in this study, we  also focus on intragenic 
binding sites. Surprisingly, our results have revealed an extensive 
number of RpoN binding sites, with 72% of them located within 
intragenic regions, which is congruent with previous studies of closely 
related strain S. Typhimurium 14,028 s (77.4%, 144/186; Bono et al., 
2017). In addition, it has been reported that several intragenic RpoN 
binding sites in S. enterica and E. coli are conserved which further 
supports that these intragenic sites might play important biological 
roles (Wade et al., 2006). While studies have proposed that RpoN 
intragenic sites could act as roadblocks for transcriptional interference 
(Bono et al., 2017), additional analysis is needed as of now.

To understand the complex interactions which turn on the 
transcription process, a thorough investigation of regulatory 
components in bacterial transcription is required. Since RpoD and 
RpoN constitute different sigma factor families, the difference lies in 
the structure which affects the recognition of sequence motifs on the 
genomic DNA. Since both sigma factors RpoD and RpoN bind to the 
same site on RpoB, it was presumed that either of the alternative sigma 
factor bindings would block the other in these sites, indicating direct 
competition between RpoD and RpoN (Lonetto et al., 1992; Luo and 
Morrison, 2003). Contrary to the RpoD having the highest affinity to 
RNAP under the growth condition (Paget and Helmann, 2003) so that 
holoenzyme with RpoD forming open complex for transcription 
initiation (Bono et al., 2017), the RpoN-containing holoenzyme binds 
to DNA in an inactive form and bacterial enhancer-binding proteins 
are required to activate the complex to begin transcription (Bonocora 
et al., 2015). Under nitrogen-limiting conditions, RpoN forms a part 
of the holoenzyme that binds to the promoter region of genes 
responsible for overcoming this stress. Our analysis demonstrated that 
RpoN can regulate itself during the exponential phase.

Upon conducting a comparative analysis with MG1655, 
interspecies conserved binding sites of RpoD and RpoN were 
discovered. Out of the 3,158 orthologous genes, 71.3% showed the 
same binding pattern (31 had both sigma factors bound, 991 had 
RpoD bound, 50 had RpoN bound, and 1,181 had neither factor 
bound), while the remaining 905 genes (28.7%) were subject to 
differential transcriptional regulation. The different binding pattern of 
RpoD and RpoN in the conserved genes reflects the possible diverse 
transcriptional regulation even in closely related enterobacteria 
species. As genetic differences have been found on pathogenicity 
islands between E. coli and its closely related strains (Blattner et al., 
1997; McClelland et al., 2000), further investigation into the unique 
genes may provide valuable insights into the genomic contents for 
pathogenesis. Furthermore, LT2 showed no preference in binding 
positions of intragenic binding sites. Specifically, 14.6% (67/460) of 
intragenic RpoD and 11.6% (35/303) of intragenic RpoN were found 
to contain “ATG” (gene start codon). While RpoN intragenic binding 
sites were detected at approximately 360 to 760 bases from the gene 
start in MG1655 (Fitzgerald et al., 2018), the difference between the 
positions in LT2 was not statistically significant despite the higher 
number of binding sites for both sigma factors observed toward the 
gene start.

In case of sRNAs, 871 S. Typhimurium sRNAs have been predicted 
up to date (Kroger et al., 2013; Barnhill et al., 2019; Houserova et al., 
2021). Similarly, 873 sRNAs were identified in this study. Then, the 
integrative investigation of in silico computational analysis and in vivo 
experimental genome-wide measurements has explored the landscape 
of annotated sRNAs in LT2. By examining the expression of sRNAs 
and their sigma factor-binding patterns, it became possible to update 
the characteristics of LT2 sRNAs. Among the 873 sRNA candidates in 
LT2, only 50 sRNAs were found to be expressed, possibly due to the 
transcriptome analysis being performed only under one growth 
condition, such that those other sRNA genes were not measured 
under their activating conditions. Especially, it is well-known that 
sRNAs are often highly expressed during the stationary phase 
compared to the exponential phase (Frohlich et  al., 2012), and a 
considerable number of sRNAs are reported to be regulated by RpoS 
(Metaane et al., 2022). Therefore, it is likely that the expression of 
sRNAs could have been limited under the mid-exponential phase 
condition of LT2 used in this study. Additionally, the inclusion of 
putative sRNA genes without experimental verification could have 
resulted in false positives. Follow-up studies overexpressing each 
sigma factor may give direct evidence for their impact on sRNA 
expression. Despite this, we were able to determine the sigma factors 
involved in the transcription process for each of the sRNAs that were 
confirmed to be expressed.

We acknowledge several limitations in this study. First, the LT2 
strain used in this study is an attenuated strain which has an avirulent 
nature by a rare start codon (UUG) for the rpoS gene; therefore, it 
would not be appropriate for studying the pathogenic properties of 
S. Typhimurium. However, the laboratory strain has served as an 
anchor strain for numerous profound discoveries in the fields of gene 
regulation and biochemistry of Salmonella and other enterobacteria 
(Samuels et al., 2013; Patel et al., 2020). Second, the current sampling 
condition may not be optimal for the expression of pathogenicity. 
Further studies under various infection-relevant conditions, such as 
inducing environmental shock (Kroger et al., 2013), will provide an 
opportunity to deepen our understanding of the pivotal roles of sigma 
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factors in Salmonella pathology. Similarly, sRNAs identified in this 
study are needed to be  validated by northern blot or Hfq 
coimmunoprecipitation coupled with RNA-seq (Hfq-coIP-seq) under 
various conditions. Nevertheless, this study demonstrated the 
feasibility of a methodology that integrates ChIP-exo and RNA-seq to 
explore the genome-wide mapping of LT2 sigmulons. This approach 
allowed us to obtain high-resolution information on the binding 
locations of sigma factors at the genome-wide level through ChIP-exo, 
as well as confirm gene expression profiles using RNA-seq. One 
notable advantage is that it enables us to uncover the physical 
characteristics of promoters, including precise binding locations and 
lengths, which were not achievable with traditional methods such as 
dRNA-seq (Kroger et  al., 2013) or TSS-seq (Vera et  al., 2020), 
commonly used to identify the presence of promoter regions. When 
combined with knock-out or overexpression techniques, 
benchmarking some sigma factor studies in Corynebacterium 
(Dostalova et al., 2017; Toyoda and Inui, 2018) can provide more 
detailed information about the LT2 sigmulon and sigma factor-
associated sRNA expression patterns. Moreover, this approach can 
be extended to other pathogenic Salmonella strains such as 14,028 s, 
SL1344, SL1344, ST19 strain 4/74, and ST313 strain D23580, which 
investigated their genomic characteristics such as promoter regions 
and sRNA encoding regions by TSS-seq, differential RNA-seq, or 
Hfq-coIP-seq (Kröger et al., 2012; Kroger et al., 2013; Srikumar et al., 
2015; Hammarlof et al., 2018). Particularly, by examining distinctive 
patterns of the sigma factor network under various conditions, such 
as a time-course study to investigate growth phase-specific infectivity 
(Lee and Falkow, 1990; Russell et al., 2004; Fan et al., 2019), responses 
to various infection-relevant environmental shocks (Kroger et  al., 
2013), or dynamics observed during actual infection scenarios 
(Srikumar et  al., 2015), an unprecedented understanding of the 
complex regulatory mechanism of the network could be achieved. 
Other transcription factors, such as OmpR whose binding sites and 
regulons in S. Typhimurium have been previously investigated using 
ChIP-chip (Quinn et al., 2014) and ChIP-seq (Perkins et al., 2013), can 
have their regulons updated with higher resolution and conducted 
comparative analysis with other species (e.g., E. coli; Chakraborty and 
Kenney, 2018) or strains to explore strain-specific characteristics.

Collectively, using experimental results of ChIP-exo with near 
single base-pair resolution, the detailed genome-wide promoter map 
of LT2 became available to facilitate further in-depth experiments and 
genomic analysis. Especially, integration with the transcriptome 
profiling provided unprecedented information about the genomic and 
transcriptomic features of the sigma factor network in S. Typhimurium. 
These findings suggest that the combinational analysis using ChIP-exo 
and RNA-Seq can offer a better understanding of promoter regions 
and their functionality, on the genome-scale level, and hence would 
provide insights into how bacteria modulate transcriptional regulation 
in response to environmental changes.

Materials and methods

Bacterial cell culture

The studied bacterium LT2 stored at −80°C in the form of the 
50% (v/v) glycerol stock was inoculated into M9 minimal medium 
(47.8 mM Na2HPO4, 22 mM KH2PO4, 8.6 mM NaCl, 18.7 mM NH4Cl, 

2 mM MgSO4, and 0.1 mM CaCl2) supplemented with 0.2% (w/v) 
glucose for seed culture. After incubating overnight at 37°C in a 
shaking incubator (200 rpm), the resulting culture was used to 
inoculate the fresh media for growth curve measurement with three 
biological replicates. For ChIP-exo and RNA-seq, the fresh culture was 
incubated to the mid-log phase (OD600  ≈ 0.5), and samples were 
prepared according to each protocol from the same flask. These 
samples can be stored at −80°C at the step mentioned in each protocol.

ChIP-exo experiment

The binding maps of RNA polymerase RpoB subunit and RpoD, 
RpoN, RpoS, and RpoE sigma factor candidates in vivo were 
recognized by using ChIP-exo method previously described (Seo 
et al., 2014) with modification. In brief, formaldehyde crosslinking is 
employed to LT2 cells, and the DNA segments with bound protein 
candidates by chromatin immunoprecipitation (ChIP) were isolated 
to prepare the samples. The crosslinking cells can be stored at −80°C 
until further use. Then, several specific antibodies (1,5,000 dilution) 
identifying RpoB subunit (WP002; Neoclone), RpoD (WP004; 
Neoclone), RpoN (W0005; Neoclone), RpoS (WP009, Neoclone), and 
RpoE (WP007, Neoclone) were treated, followed by continuously 
rigorous washings.

The remaining steps for the ChIP-exo method include the usage 
of chromatin beads to conduct on-bead enzymatic reactions with 
modifications (Rhee and Pugh, 2011, 2012). At first, the cut DNA 
from chromatin–beads complex was repaired by using the NEBNext 
End-Repair Module (New England Biolabs), which subsequently 
added a single dA overhang by NEBNext dA-Tailing Module (New 
England Biolabs). Then, the 5′-phosphorylated first adaptor was 
ligated by NEBNext Quick Ligation Module (New England Biolabs), 
and PreCR™ Repair Mix (New England Biolabs) was used to manage 
nick repair. The chromatin was treated with lambda exonuclease and 
RecJf exonuclease to become eluted from the beads, followed by a step 
of incubation at 65°C to reverse the cross-linked the interested 
protein–DNA complex. Attached RNAs and proteins were removed, 
and the DNA samples were prepared for primer extension treated with 
dA-tailing and ligation of the second adaptor by NEBNext Quick 
Ligation Module (New England Biolabs). DNA purification step was 
conducted with GeneRead Size Selection Kit (Qiagen). Then, 
polymerase chain reaction (PCR) was executed using Phusion High-
Fidelity DNA Polymerase (New England Biolabs) to amplify the DNA 
sample which was purified by the same GeneRead Size Selection Kit 
(Qiagen) and quantified using Qubit dsDNA HS Assay Kit (Life 
Technologies). The DNA sample quality was checked using Agilent 
High Sensitivity DNA Kit using Agilent 2100 Bioanalyzer (Agilent); 
then, the sample was sequenced by MiSeq (Illumina) according to the 
instructions. ChIP-exo experiments were conducted in 
biological duplicate.

RNA-seq expression profiling

To prepare samples for RNA-seq, bacterial cells were cultured 
until they reached the exponential phase. Next, a 2-fold volume of 
RNAprotect™ Bacteria Reagent (Qiagen) was mixed with the 2 mL 
cells and immediately vortexed for 5 s. After 5 min of incubation at 
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room temperature, the pellet was harvested by centrifugation with 
5,000 × g for 10 min and fully removed the supernatant, which can 
be stored at −80°C until further use. Total RNA, including sRNAs, 
samples were isolated with RNeasy® Plus Mini kit (Qiagen) and 
quantified by NanoDrop 1000 spectrophotometer (Thermo Scientific). 
The quality was checked using RNA 6000 Pico Kit using Agilent 2100 
Bioanalyzer (Agilent). Paired-end, strand-specific RNA-seq library 
was built using the KAPA RNA Hyper Prep kit (Kapa Biosystems) 
according to instructions. The obtained libraries were analyzed on an 
Agilent Bioanalyzer DNA 1000 chip (Agilent) and sequenced by 
MiSeq (Illumina). Two biological replicates were used to prepare 
samples, sequenced, and used to acquire TPM values for each gene.

Peak calling for ChIP-exo dataset

The peak calling process was conducted as previously described 
(Seo et al., 2014). In brief, ChIP-exo sequence reads were mapped onto 
the reference genome (chromosome: NC_ 003197.2; plasmid: 
NC_003277.2) using Bowtie and its default options to produce SAM 
output files. To filter out the false-positive peaks, peaks with signal-to-
noise (S/N) ratios less than 1.5 were removed. The noise level was set 
to the top 5% of signals at genomic positions as this represents the 
background level plateau. The intensities of the top 5% signals from 
each ChIP-exo replicate for each condition were correlated well with 
the total number of reads. The calculation method for the S/N ratio is 
similar to that for ChIP-chip peak intensity which the 
immunoprecipitated signal is divided by the Mock signal. 
Subsequently, each peak was assigned to the nearest gene. The whole 
peak positions in the genome-scale level were visualized with the 
Metascope (Bang et al., 2023b), and further curation step to minimize 
the false peaks was carried out.

Motif search from ChIP-exo peaks

From the peak calling outputs, the discovery search for 
sequence motifs of sigma factors was conducted using MEME 
from the MEME suite (Bailey et al., 2009) with default settings. The 
binding motifs were calculated from at least 90% of the input 
sequences. The reference genome (chromosome: NC_003197.2; 
plasmid: NC_003277.2) was used for the extraction of the sigma 
factor binding region sequences.

Data availability statement

The data presented in the study are deposited in the NCBI GEO 
repository, accession number GSE119967 (https://www.ncbi.nlm.nih.
gov/geo/GSE119967).

Author contributions

S-ML: Conceptualization, Data curation, Formal analysis, 
Investigation, Methodology, Visualization, Writing – original draft, 
Writing – review & editing. HL: Data curation, Methodology, Writing –  
review & editing. AT: Data curation, Methodology, Writing – review &  
editing. LN: Writing – review & editing. JP: Writing – review & 
editing. E-JL: Writing – review & editing. BP: Writing – review & 
editing. DK: Conceptualization, Funding acquisition, Project 
administration, Writing – review & editing.

Funding

The author(s) declare financial support was received for the 
research, authorship, and/or publication of this article. This study was 
supported by the National Research Foundation of Korea (NRF) grant 
funded by the Ministry of Science and ICT (MSIT; RS-2023-
00208026), C1 Gas Refinery Program through the NRF, funded by the 
MSIT (NRF-2015M3D3A1A01064919), and also the National 
Institutes of Health (SA) thought NIAID grant (U01-AI124316).

Acknowledgments

The authors thank Marc Abrams for helpful assistance in editing 
the manuscript.

Conflict of interest

The authors declare that the research was conducted in the 
absence of any commercial or financial relationships that could 
be construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the authors 
and do not necessarily represent those of their affiliated organizations, 
or those of the publisher, the editors and the reviewers. Any product 
that may be evaluated in this article, or claim that may be made by its 
manufacturer, is not guaranteed or endorsed by the publisher.

Supplementary material

The Supplementary material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fmicb.2023.1271121/
full#supplementary-material

References
Ahmed, W., Hafeez, M. A., and Ahmed, R. (2019). Advances in engineered  

trans-acting regulatory RNAs and their application in bacterial genome 
engineering. J. Ind. Microbiol. Biotechnol. 46, 819–830. doi: 10.1007/
s10295-019-02160-y

Andino, A., and Hanning, I. (2015). Salmonella enterica: survival, colonization, and 
virulence differences among serovars. ScientificWorldJournal 2015:520179, 1–16. doi: 
10.1155/2015/520179

Bailey, T. L., Boden, M., Buske, F. A., Frith, M., Grant, C. E., Clementi, L., et al. (2009). 
MEME SUITE: tools for motif discovery and searching. Nucleic Acids Res. 37, W202–
W208. doi: 10.1093/nar/gkp335

Bang, I., Khanh Nong, L., Young Park, J., Thi Le, H., Mok Lee, S., and Kim, D. (2023a). 
ChEAP: ChIP-exo analysis pipeline and the investigation of Escherichia coli RpoN 
protein-DNA interactions. Comput. Struct. Biotechnol. J. 21, 99–104. doi: 10.1016/j.
csbj.2022.11.053

https://doi.org/10.3389/fmicb.2023.1271121
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.ncbi.nlm.nih.gov/geo/GSE119967
https://www.ncbi.nlm.nih.gov/geo/GSE119967
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1271121/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1271121/full#supplementary-material
https://doi.org/10.1007/s10295-019-02160-y
https://doi.org/10.1007/s10295-019-02160-y
https://doi.org/10.1155/2015/520179
https://doi.org/10.1093/nar/gkp335
https://doi.org/10.1016/j.csbj.2022.11.053
https://doi.org/10.1016/j.csbj.2022.11.053


Lee et al. 10.3389/fmicb.2023.1271121

Frontiers in Microbiology 13 frontiersin.org

Bang, I., Lee, S. M., Park, S., Park, J. Y., Nong, L. K., Gao, Y., et al. (2023b). Deep-
learning optimized DEOCSU suite provides an iterable pipeline for accurate ChIP-exo 
peak calling. Brief. Bioinform. 24:bbad024. doi: 10.1093/bib/bbad024

Barnhill, E. C., Crucello, A., Houserova, D., King, V. M., Amin, S. V., Roberts, J. T., 
et al. (2019). Characterization of novel small RNAs (sRNAs) contributing to the 
desiccation response of Salmonella enterica serovar Typhimurium. RNA Biol. 16, 
1643–1657. doi: 10.1080/15476286.2019.1653680

Blattner, F. R., Plunkett, G. 3rd, Bloch, C. A., Perna, N. T., Burland, V., Riley, M., et al. 
(1997). The complete genome sequence of Escherichia coli K-12. Science 277, 1453–1462. 
doi: 10.1126/science.277.5331.1453

Bono, A. C., Hartman, C. E., Solaimanpour, S., Tong, H., Porwollik, S., 
Mcclelland, M., et al. (2017). Novel DNA binding and regulatory activities for σ54 
(RpoN) in Salmonella enterica serovar Typhimurium 14028s. J. Bacteriol. 199:16. doi: 
10.1128/JB.00816-16

Bonocora, R. P., Smith, C., Lapierre, P., and Wade, J. T. (2015). Genome-scale mapping 
of Escherichia coli σ54 reveals widespread, Conserved Intragenic Binding. PLoS Genet. 
11:e1005552. doi: 10.1371/journal.pgen.1005552

Cai, L. L., Xie, Y. T., Hu, H. J., Xu, X. L., Wang, H. H., and Zhou, G. H. (2023). A small 
RNA, SaaS, promotes Salmonella pathogenicity by regulating invasion, intracellular 
growth, and virulence factors. Microbiol Spectr 11:e0293822. doi: 10.1128/
spectrum.02938-22

Chakraborty, S., and Kenney, L. J. (2018). A new role of OmpR in acid and osmotic 
stress in Salmonella and E. coli. Front. Microbiol. 9:2656. doi: 10.3389/fmicb.2018.02656

Cho, S., Cho, Y.-B., Kang, T. J., Kim, S. C., Palsson, B., and Cho, B.-K. (2015). The 
architecture of ArgR-DNA complexes at the genome-scale in Escherichia coli. Nucleic 
Acids Res. 43, 3079–3088. doi: 10.1093/nar/gkv150

Cho, B.-K., Kim, D., Knight, E. M., Zengler, K., and Palsson, B. O. (2014). Genome-
scale reconstruction of the sigma factor network in Escherichia coli: topology and 
functional states. BMC Biol. 12:4. doi: 10.1186/1741-7007-12-4

Desai, P. T., Porwollik, S., Long, F., Cheng, P., Wollam, A., Bhonagiri-Palsikar, V., et al. 
(2013). Evolutionary genomics of Salmonella enterica subspecies. MBio 4:13. doi: 
10.1128/mBio.00198-13

Dong, T., and Schellhorn, H. E. (2010). Role of RpoS in virulence of pathogens. Infect. 
Immun. 78, 887–897. doi: 10.1128/IAI.00882-09

Dostalova, H., Holatko, J., Busche, T., Rucka, L., Rapoport, A., Halada, P., et al. (2017). 
Assignment of sigma factors of RNA polymerase to promoters in Corynebacterium 
glutamicum. AMB Express 7:133. doi: 10.1186/s13568-017-0436-8

Fan, Y., Thompson, L., Lyu, Z., Cameron, T. A., De Lay, N. R., Krachler, A. M., et al. 
(2019). Optimal translational fidelity is critical for Salmonella virulence and host 
interactions. Nucleic Acids Res. 47, 5356–5367. doi: 10.1093/nar/gkz229

Fitzgerald, D. M., Smith, C., Lapierre, P., and Wade, J. T. (2018). The evolutionary 
impact of intragenic FliA promoters in proteobacteria. Mol. Microbiol. 108, 361–378. 
doi: 10.1111/mmi.13941

Frohlich, K. S., Papenfort, K., Berger, A. A., and Vogel, J. (2012). A conserved RpoS-
dependent small RNA controls the synthesis of major porin OmpD. Nucleic Acids Res. 
40, 3623–3640. doi: 10.1093/nar/gkr1156

Gao, X., Liu, Z., Li, W., Yang, R., and Han, Y. (2017). Advance in research on regulation 
of sRNAs in bacterial biofilm formation. Milit Med Sci 12, 530–542.

Gao, Y., Yurkovich, J. T., Seo, S. W., Kabimoldayev, I., Dräger, A., Chen, K., et al. 
(2018). Systematic discovery of uncharacterized transcription factors in Escherichia coli 
K-12 MG1655. Nucleic Acids Res. 46, 10682–10696. doi: 10.1093/nar/gky752

Gong, H., Vu, G.-P., Bai, Y., Chan, E., Wu, R., Yang, E., et al. (2011). A Salmonella 
small non-coding RNA facilitates bacterial invasion and intracellular replication by 
modulating the expression of virulence factors. PLoS Pathog. 7:e1002120. doi: 10.1371/
journal.ppat.1002120

Grigorova, I. L., Phleger, N. J., Mutalik, V. K., and Gross, C. A. (2006). Insights into 
transcriptional regulation and sigma competition from an equilibrium model of RNA 
polymerase binding to DNA. Proc. Natl. Acad. Sci. U. S. A. 103, 5332–5337. doi: 10.1073/
pnas.0600828103

Gruber, T. M., and Gross, C. A. (2003). Multiple sigma subunits and the partitioning 
of bacterial transcription space. Annu. Rev. Microbiol. 57, 441–466. doi: 10.1146/
annurev.micro.57.030502.090913

Hammarlof, D. L., Kroger, C., Owen, S. V., Canals, R., Lacharme-Lora, L., Wenner, N., 
et al. (2018). Role of a single noncoding nucleotide in the evolution of an epidemic 
African clade of Salmonella. Proc. Natl. Acad. Sci. U. S. A. 115, E2614–E2623. doi: 
10.1073/pnas.1714718115

Harley, C. B., and Reynolds, R. P. (1987). Analysis of E. coli promoter sequences. 
Nucleic Acids Res. 15, 2343–2361. doi: 10.1093/nar/15.5.2343

Houserova, D., Dahmer, D. J., Amin, S. V., King, V. M., Barnhill, E. C., Zambrano, M. E., 
et al. (2021). Characterization of 475 novel, putative small RNAs (sRNAs) in carbon-
starved Salmonella enterica serovar typhimurium. Antibiotics 10:305. doi: 10.3390/
antibiotics10030305

Jajere, S. M. (2019). A review of Salmonella enterica with particular focus on the 
pathogenicity and virulence factors, host specificity and antimicrobial resistance 
including multidrug resistance. Vet World 12, 504–521. doi: 10.14202/
vetworld.2019.504-521

Kazmierczak, M. J., Wiedmann, M., and Boor, K. J. (2005). Alternative sigma factors 
and their roles in bacterial virulence. Microbiol. Mol. Biol. Rev. 69, 527–543. doi: 10.1128/
MMBR.69.4.527-543.2005

Kim, D. (2014). Systems evaluation of regulatory components in bacterial 
transcription initiation. Dissertation.

Kim, D., Hong, J. S.-J., Qiu, Y., Nagarajan, H., Seo, J.-H., Cho, B.-K., et al. (2012). 
Comparative analysis of regulatory elements between Escherichia coli and Klebsiella 
pneumoniae by genome-wide transcription start site profiling. PLoS Genet. 8:e1002867. 
doi: 10.1371/journal.pgen.1002867

Kim, D., Seo, S. W., Gao, Y., Nam, H., Guzman, G. I., Cho, B.-K., et al. (2018). Systems 
assessment of transcriptional regulation on central carbon metabolism by Cra and CRP. 
Nucleic Acids Res. 46, 2901–2917. doi: 10.1093/nar/gky069

Kroger, C., Colgan, A., Srikumar, S., Handler, K., Sivasankaran, S. K., 
Hammarlof, D. L., et al. (2013). An infection-relevant transcriptomic compendium 
for Salmonella enterica serovar Typhimurium. Cell Host Microbe 14, 683–695. doi: 
10.1016/j.chom.2013.11.010

Kröger, C., Dillon, S. C., Cameron, A. D. S., Papenfort, K., Sivasankaran, S. K., 
Hokamp, K., et al. (2012). The transcriptional landscape and small RNAs of Salmonella 
enterica serovar Typhimurium. Proc. Natl. Acad. Sci. U. S. A. 109, E1277–E1286. doi: 
10.1073/pnas.1201061109

Lago, M., Monteil, V., Douche, T., Guglielmini, J., Criscuolo, A., Maufrais, C., et al. 
(2017). Proteome remodelling by the stress sigma factor RpoS/σS in Salmonella: 
identification of small proteins and evidence for post-transcriptional regulation. Sci. Rep. 
7:2127. doi: 10.1038/s41598-017-02362-3

Lee, C. A., and Falkow, S. (1990). The ability of Salmonella to enter mammalian cells 
is affected by bacterial growth state. Proc. Natl. Acad. Sci. U. S. A. 87, 4304–4308. doi: 
10.1073/pnas.87.11.4304

Lee, H.-J., and Gottesman, S. (2016). sRNA roles in regulating transcriptional 
regulators: Lrp and SoxS regulation by sRNAs. Nucleic Acids Res. 44, 6907–6923. doi: 
10.1093/nar/gkw358

Li, J., Overall, C. C., Johnson, R. C., Jones, M. B., Mcdermott, J. E., Heffron, F., et al. 
(2015). ChIP-Seq analysis of the σE regulon of Salmonella enterica serovar Typhimurium 
reveals new genes implicated in heat shock and oxidative stress response. PloS One 
10:e0138466. doi: 10.1371/journal.pone.0138466

Liu, B., Zheng, D., Zhou, S., Chen, L., and Yang, J. (2022). VFDB 2022: a general 
classification scheme for bacterial virulence factors. Nucleic Acids Res. 50, D912–D917. 
doi: 10.1093/nar/gkab1107

Lonetto, M., Gribskov, M., and Gross, C. A. (1992). The sigma 70 family: sequence 
conservation and evolutionary relationships. J. Bacteriol. 174, 3843–3849. doi: 10.1128/
jb.174.12.3843-3849.1992

Lou, L., Zhang, P., Piao, R., and Wang, Y. (2019). Salmonella Pathogenicity Island 1 
(SPI-1) and its complex regulatory network. Front. Cell. Infect. Microbiol. 9:270. doi: 
10.3389/fcimb.2019.00270

Luo, P., and Morrison, D. A. (2003). Transient association of an alternative sigma 
factor, ComX, with RNA polymerase during the period of competence for genetic 
transformation in Streptococcus pneumoniae. J. Bacteriol. 185, 349–358. doi: 10.1128/
JB.185.1.349-358.2003

Marcus, S. L., Brumell, J. H., Pfeifer, C. G., and Finlay, B. B. (2000). Salmonella 
pathogenicity islands: big virulence in small packages. Microbes Infect. 2, 145–156. doi: 
10.1016/S1286-4579(00)00273-2

Mcclelland, M., Florea, L., Sanderson, K., Clifton, S. W., Parkhill, J., Churcher, C., et al. 
(2000). Comparison of the Escherichia coli K-12 genome with sampled genomes of a 
Klebsiella pneumoniae and three salmonella enterica serovars, typhimurium, Typhi and 
Paratyphi. Nucleic Acids Res. 28, 4974–4986. doi: 10.1093/nar/28.24.4974

Mcclelland, M., Sanderson, K. E., Spieth, J., Clifton, S. W., Latreille, P., Courtney, L., 
et al. (2001). Complete genome sequence of Salmonella enterica serovar Typhimurium 
LT2. Nature 413, 852–856. doi: 10.1038/35101614

Mejia-Almonte, C., Busby, S. J. W., Wade, J. T., Van Helden, J., Arkin, A. P., 
Stormo, G. D., et al. (2020). Redefining fundamental concepts of transcription initiation 
in bacteria. Nat. Rev. Genet. 21, 699–714. doi: 10.1038/s41576-020-0254-8

Metaane, S., Monteil, V., Ayrault, S., Bordier, L., Levi-Meyreuis, C., and Norel, F. 
(2022). The stress sigma factor sigmaS/RpoS counteracts Fur repression of genes 
involved in iron and manganese metabolism and modulates the ionome of Salmonella 
enterica serovar Typhimurium. PloS One 17:e0265511. doi: 10.1371/journal.
pone.0265511

Nawrocki, E. P., Kolbe, D. L., and Eddy, S. R. (2009). Infernal 1.0: inference of RNA 
alignments. Bioinformatics 25, 1335–1337. doi: 10.1093/bioinformatics/btp157

Padalon-Brauch, G., Hershberg, R., Elgrably-Weiss, M., Baruch, K., Rosenshine, I., 
Margalit, H., et al. (2008). Small RNAs encoded within genetic islands of Salmonella 
typhimurium show host-induced expression and role in virulence. Nucleic Acids Res. 36, 
1913–1927. doi: 10.1093/nar/gkn050

Paget, M. S. B., and Helmann, J. D. (2003). The sigma70 family of sigma factors. 
Genome Biol. 4:203. doi: 10.1186/gb-2003-4-1-203

Patel, K., Cangelosi, C., Warrier, V., Wykoff, D., and Wilson, J. W. (2020). The cloned 
SPI-1 type 3 secretion system can be  functionally expressed outside Salmonella 
backgrounds. FEMS Microbiol. Lett. 367:367. doi: 10.1093/femsle/fnaa065

https://doi.org/10.3389/fmicb.2023.1271121
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1093/bib/bbad024
https://doi.org/10.1080/15476286.2019.1653680
https://doi.org/10.1126/science.277.5331.1453
https://doi.org/10.1128/JB.00816-16
https://doi.org/10.1371/journal.pgen.1005552
https://doi.org/10.1128/spectrum.02938-22
https://doi.org/10.1128/spectrum.02938-22
https://doi.org/10.3389/fmicb.2018.02656
https://doi.org/10.1093/nar/gkv150
https://doi.org/10.1186/1741-7007-12-4
https://doi.org/10.1128/mBio.00198-13
https://doi.org/10.1128/IAI.00882-09
https://doi.org/10.1186/s13568-017-0436-8
https://doi.org/10.1093/nar/gkz229
https://doi.org/10.1111/mmi.13941
https://doi.org/10.1093/nar/gkr1156
https://doi.org/10.1093/nar/gky752
https://doi.org/10.1371/journal.ppat.1002120
https://doi.org/10.1371/journal.ppat.1002120
https://doi.org/10.1073/pnas.0600828103
https://doi.org/10.1073/pnas.0600828103
https://doi.org/10.1146/annurev.micro.57.030502.090913
https://doi.org/10.1146/annurev.micro.57.030502.090913
https://doi.org/10.1073/pnas.1714718115
https://doi.org/10.1093/nar/15.5.2343
https://doi.org/10.3390/antibiotics10030305
https://doi.org/10.3390/antibiotics10030305
https://doi.org/10.14202/vetworld.2019.504-521
https://doi.org/10.14202/vetworld.2019.504-521
https://doi.org/10.1128/MMBR.69.4.527-543.2005
https://doi.org/10.1128/MMBR.69.4.527-543.2005
https://doi.org/10.1371/journal.pgen.1002867
https://doi.org/10.1093/nar/gky069
https://doi.org/10.1016/j.chom.2013.11.010
https://doi.org/10.1073/pnas.1201061109
https://doi.org/10.1038/s41598-017-02362-3
https://doi.org/10.1073/pnas.87.11.4304
https://doi.org/10.1093/nar/gkw358
https://doi.org/10.1371/journal.pone.0138466
https://doi.org/10.1093/nar/gkab1107
https://doi.org/10.1128/jb.174.12.3843-3849.1992
https://doi.org/10.1128/jb.174.12.3843-3849.1992
https://doi.org/10.3389/fcimb.2019.00270
https://doi.org/10.1128/JB.185.1.349-358.2003
https://doi.org/10.1128/JB.185.1.349-358.2003
https://doi.org/10.1016/S1286-4579(00)00273-2
https://doi.org/10.1093/nar/28.24.4974
https://doi.org/10.1038/35101614
https://doi.org/10.1038/s41576-020-0254-8
https://doi.org/10.1371/journal.pone.0265511
https://doi.org/10.1371/journal.pone.0265511
https://doi.org/10.1093/bioinformatics/btp157
https://doi.org/10.1093/nar/gkn050
https://doi.org/10.1186/gb-2003-4-1-203
https://doi.org/10.1093/femsle/fnaa065


Lee et al. 10.3389/fmicb.2023.1271121

Frontiers in Microbiology 14 frontiersin.org

Perkins, T. T., Davies, M. R., Klemm, E. J., Rowley, G., Wileman, T., James, K., et al. 
(2013). ChIP-seq and transcriptome analysis of the OmpR regulon of Salmonella 
enterica serovars Typhi and typhimurium reveals accessory genes implicated in host 
colonization. Mol. Microbiol. 87, 526–538. doi: 10.1111/mmi.12111

Peschek, N., Hoyos, M., Herzog, R., Forstner, K. U., and Papenfort, K. (2019). A 
conserved RNA seed-pairing domain directs small RNA-mediated stress resistance in 
enterobacteria. EMBO J. 38:e101650. doi: 10.15252/embj.2019101650

Ponath, F., Hor, J., and Vogel, J. (2022). An overview of gene regulation in bacteria by 
small RNAs derived from mRNA 3′ ends. FEMS Microbiol. Rev. 46:fuac017. doi: 
10.1093/femsre/fuac017

Quinn, H. J., Cameron, A. D., and Dorman, C. J. (2014). Bacterial regulon evolution: 
distinct responses and roles for the identical OmpR proteins of Salmonella typhimurium 
and Escherichia coli in the acid stress response. PLoS Genet. 10:e1004215. doi: 10.1371/
journal.pgen.1004215

Rhee, H. S., and Pugh, B. F. (2011). Comprehensive genome-wide protein-DNA 
interactions detected at single-nucleotide resolution. Cells 147, 1408–1419. doi: 
10.1016/j.cell.2011.11.013

Rhee, H. S., and Pugh, B. F. (2012). ChIP-exo method for identifying genomic location 
of DNA-binding proteins with near-single-nucleotide accuracy. Curr. Protoc. Mol. Biol. 
100:mb2124s100. doi: 10.1002/0471142727.mb2124s100

Rhodius, V. A., and Mutalik, V. K. (2010). Predicting strength and function for 
promoters of the Escherichia coli alternative sigma factor, sigmaE. Proc. Natl. Acad. Sci. 
U. S. A. 107, 2854–2859. doi: 10.1073/pnas.0915066107

Russell, D. A., Dooley, J. S., and Haylock, R. W. (2004). The steady-state orgA specific 
mRNA levels in Salmonella enterica serovar typhimurium are repressed by oxygen 
during logarithmic growth phase but not early-stationary phase. FEMS Microbiol. Lett. 
236, 65–72. doi: 10.1111/j.1574-6968.2004.tb09628.x

Samal, H. B., Prava, J., Suar, M., and Mahapatra, R. K. (2015). Comparative genomics 
study of Salmonella Typhimurium LT2 for the identification of putative therapeutic 
candidates. J. Theor. Biol. 369, 67–79. doi: 10.1016/j.jtbi.2015.01.022

Samuels, D. J., Frye, J. G., Porwollik, S., Mcclelland, M., Mrázek, J., Hoover, T. R., et al. 
(2013). Use of a promiscuous, constitutively-active bacterial enhancer-binding protein 
to define the σ54 (RpoN) regulon of Salmonella Typhimurium LT2. BMC Genomics 
14:602. doi: 10.1186/1471-2164-14-602

Schmidt, P., Brandt, D., Busche, T., and Kalinowski, J. (2023). Characterization of 
bacterial transcriptional regulatory networks in Escherichia coli through genome-wide 
in vitro run-off transcription/RNA-seq (ROSE). Microorganisms 11:388. doi: 10.3390/
microorganisms11061388

Seo, S. W., Gao, Y., Kim, D., Szubin, R., Yang, J., Cho, B.-K., et al. (2017). Revealing 
genome-scale transcriptional regulatory landscape of OmpR highlights its expanded 
regulatory roles under osmotic stress in Escherichia coli K-12 MG1655. Sci. Rep. 7:2181. 
doi: 10.1038/s41598-017-02110-7

Seo, J.-H., Hong, J. S.-J., Kim, D., Cho, B.-K., Huang, T.-W., Tsai, S.-F., et al. (2012). 
Multiple-omic data analysis of Klebsiella pneumoniae MGH 78578 reveals its transcriptional 
architecture and regulatory features. BMC Genomics 13:679. doi: 10.1186/1471-2164-13-679

Seo, S. W., Kim, D., Latif, H., O’Brien, E. J., Szubin, R., and Palsson, B. O. (2014). 
Deciphering Fur transcriptional regulatory network highlights its complex role beyond 
iron metabolism in Escherichia coli. Nat. Commun. 5:4910. doi: 10.1038/ncomms5910

Seo, S. W., Kim, D., O’Brien, E. J., Szubin, R., and Palsson, B. O. (2015a). Decoding 
genome-wide GadEWX-transcriptional regulatory networks reveals multifaceted cellular 
responses to acid stress in Escherichia coli. Nat. Commun. 6:7970. doi: 10.1038/ncomms8970

Seo, S. W., Kim, D., Szubin, R., and Palsson, B. O. (2015b). Genome-wide 
reconstruction of OxyR and SoxRS transcriptional regulatory networks under oxidative 
stress in Escherichia coli K-12 MG1655. Cell Rep. 12, 1289–1299. doi: 10.1016/j.
celrep.2015.07.043

Sharma, C. M., Hoffmann, S., Darfeuille, F., Reignier, J., Findeiss, S., Sittka, A., et al. 
(2010). The primary transcriptome of the major human pathogen Helicobacter pylori. 
Nature 464, 250–255. doi: 10.1038/nature08756

Shimada, T., Ishihama, A., Busby, S. J. W., and Grainger, D. C. (2008). The Escherichia 
coli RutR transcription factor binds at targets within genes as well as intergenic regions. 
Nucleic Acids Res. 36, 3950–3955. doi: 10.1093/nar/gkn339

Srikumar, S., Kroger, C., Hebrard, M., Colgan, A., Owen, S. V., Sivasankaran, S. K., 
et al. (2015). RNA-seq brings new insights to the intra-macrophage transcriptome of 
Salmonella Typhimurium. PLoS Pathog. 11:e1005262. doi: 10.1371/journal.ppat.1005262

Storz, G., Vogel, J., and Wassarman, K. M. (2011). Regulation by small RNAs in 
bacteria: expanding frontiers. Mol. Cell 43, 880–891. doi: 10.1016/j.molcel.2011.08.022

Toyoda, K., and Inui, M. (2018). Extracytoplasmic function sigma factor sigma(D) 
confers resistance to environmental stress by enhancing mycolate synthesis and 
modifying peptidoglycan structures in Corynebacterium glutamicum. Mol. Microbiol. 
107, 312–329. doi: 10.1111/mmi.13883

Vera, J. M., Ghosh, I. N., Zhang, Y., Hebert, A. S., Coon, J. J., and Landick, R. (2020). 
Genome-scale transcription-translation mapping reveals features of Zymomonas mobilis 
transcription units and promoters. mSystems 5:20. doi: 10.1128/mSystems.00250-20

Vila Nova, M., Durimel, K., La, K., Felten, A., Bessières, P., Mistou, M.-Y., et al. (2019). 
Genetic and metabolic signatures of Salmonella enterica subsp. enterica associated with 
animal sources at the pangenomic scale. BMC Genomics 20:814. doi: 10.1186/
s12864-019-6188-x

Wade, J. T., Roa, D. C., Grainger, D. C., Hurd, D., Busby, S. J. W., Struhl, K., et al. 
(2006). Extensive functional overlap between σ factors in Escherichia coli. Nat. Struct. 
Mol. Biol. 13, 806–814. doi: 10.1038/nsmb1130

Yamaguchi, Y., and Inouye, M. (2015). An endogenous protein inhibitor, YjhX 
(TopAI), for topoisomerase I from Escherichia coli. Nucleic Acids Res. 43, 10387–10396. 
doi: 10.1093/nar/gkv1197

https://doi.org/10.3389/fmicb.2023.1271121
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1111/mmi.12111
https://doi.org/10.15252/embj.2019101650
https://doi.org/10.1093/femsre/fuac017
https://doi.org/10.1371/journal.pgen.1004215
https://doi.org/10.1371/journal.pgen.1004215
https://doi.org/10.1016/j.cell.2011.11.013
https://doi.org/10.1002/0471142727.mb2124s100
https://doi.org/10.1073/pnas.0915066107
https://doi.org/10.1111/j.1574-6968.2004.tb09628.x
https://doi.org/10.1016/j.jtbi.2015.01.022
https://doi.org/10.1186/1471-2164-14-602
https://doi.org/10.3390/microorganisms11061388
https://doi.org/10.3390/microorganisms11061388
https://doi.org/10.1038/s41598-017-02110-7
https://doi.org/10.1186/1471-2164-13-679
https://doi.org/10.1038/ncomms5910
https://doi.org/10.1038/ncomms8970
https://doi.org/10.1016/j.celrep.2015.07.043
https://doi.org/10.1016/j.celrep.2015.07.043
https://doi.org/10.1038/nature08756
https://doi.org/10.1093/nar/gkn339
https://doi.org/10.1371/journal.ppat.1005262
https://doi.org/10.1016/j.molcel.2011.08.022
https://doi.org/10.1111/mmi.13883
https://doi.org/10.1128/mSystems.00250-20
https://doi.org/10.1186/s12864-019-6188-x
https://doi.org/10.1186/s12864-019-6188-x
https://doi.org/10.1038/nsmb1130
https://doi.org/10.1093/nar/gkv1197

	Experimental promoter identification of a foodborne pathogen Salmonella enterica subsp. enterica serovar Typhimurium with near single base-pair resolution
	Introduction
	Results
	Genome-scale binding landscape of RNA polymerase subunits
	Characterization of RpoD and RpoN binding events associated with RpoB
	Genome-wide transcriptome feature of LT2
	Comparison of sigmulons between Escherichia coli and Salmonella enterica subsp. enterica serovar Typhimurium
	Identification of sRNAs and its operational feature in LT2

	Discussion
	Materials and methods
	Bacterial cell culture
	ChIP-exo experiment
	RNA-seq expression profiling
	Peak calling for ChIP-exo dataset
	Motif search from ChIP-exo peaks

	Data availability statement
	Author contributions

	References

