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Pathogen sensing via pattern recognition receptors triggers massive reprogramming of
macrophage gene expression. While the signaling cascades and transcription factors that
activate these responses are well-known, the role of post-transcriptional RNA processing
in modulating innate immune gene expression remains understudied. Given their crucial
role in regulating pre-mRNA splicing and other RNA processing steps, we hypothesized
that members of the SR/hnRNP protein families regulate innate immune gene expression
in distinct ways. We analyzed steady state gene expression and alternatively spliced
isoform production in ten SR/hnRNP knockdown RAW 264.7 macrophage-like cell lines
following infection with the bacterial pathogen Salmonella enterica serovar Typhimurium
(Salmonella). We identified thousands of transcripts whose abundance is increased or
decreased by SR/hnRNP knockdown in macrophages. Notably, we observed that SR
and hnRNP proteins influence expression of different genes in uninfected versus
Salmonella-infected macrophages, suggesting functionalization of these proteins upon
pathogen sensing. Likewise, we found that knockdown of SR/hnRNPs promoted
differential isoform usage (DIU) for thousands of macrophage transcripts and that these
alternative splicing changes were distinct in uninfected and Salmonella-infected
macrophages. Finally, having observed a surprising degree of similarity between the
differentially expressed genes (DEGs) and DIUs in hnRNP K and U knockdown
macrophages, we found that hnRNP K and U knockdown macrophages are both more
restrictive to Vesicular Stomatitis Virus (VSV), while hnRNP K knockdown macrophages
are more permissive to Salmonella Typhimurium. Based on these findings, we conclude
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that many innate immune genes evolved to rely on one or more SR/hnRNPs to ensure the
proper magnitude of their induction, supporting a model wherein pre-mRNA splicing is
critical for regulating innate immune gene expression and controlling infection outcomes in
macrophages ex vivo.
Keywords: pre-mRNA splicing, RNA binding protein, inflammation, hnRNP, SR protein, Salmonella Typhimurium
INTRODUCTION

When innate immune cells like macrophages sense pathogens,
they undergo dramatic gene expression reprogramming and
upregulate thousands of genes. Proper regulation of the timing
and magnitude of innate immune gene induction is critical to
ensure that the immune system is adequately stimulated to fend
off microbial invaders without risking deleterious outcomes
associated with hyperinflammation (1–3). While there has
been great interest in the mechanisms of pathogen sensing and
signaling events that activate transcription following an
inflammatory signal, much less is known about how RNA
processing steps downstream of transcription influence innate
immune gene expression outcomes.

Consistent with the current “transcription-focused” paradigm
of innate immune gene expression, research has categorized
innate immune genes into primary and secondary response
genes (4, 5). Primary, or early response genes, are readily
induced upon activation of pathogen sensing cascades. Many
of these transcripts reach maximal abundance as soon as 30
minutes post-pathogen sensing (6, 7). Secondary response genes
require the activation of a transcription factor or expression of a
cytokine before they can be maximally induced. The timing and
induction of primary and secondary response genes relies on a
number of tightly regulated mechanisms, including but not
limited to, cooperative binding of transcription factors (8, 9),
nucleosome occupancy and histone modification at promoters
(10, 11), signal-dependent interactions between transcription
factor subunits (12, 13), and selective interaction with the
transcriptional elongation machinery (14).

Following this carefully orchestrated transcriptional activation,
innate immune transcripts, like most eukaryotic transcripts, are
subject to post-transcriptional regulation at the level of pre-
mRNA splicing, cleavage and polyadenylation, mRNA export,
and nonsense mediated decay. Pre-mRNA splicing is increasingly
appreciated as an important regulatory node in cells undergoing
stress or responding to extracellular triggers, including exposure to
vitamins and metal ions (15), heat shock (16–18), and UV damage
(19, 20). Specifically, there is growing interest in how RNA
processing modulates innate immune gene expression and
infection outcomes. Both Salmonella enterica and Listeria
monocytogenes infection promote widespread 3’UTR shortening
and exon inclusion in primary human macrophages (21) and
alternative splicing and nonsense mediated decay play important
roles in balancing isoform abundance of key antiviral innate
immune molecules like Oas1g (22). Important kinetic studies of
gene expression in Lipid A (a component of lipopolysaccharide)-
treated primary murine macrophages showed that intron removal
org 2
and release of processed innate immune transcripts from
chromatin can be significantly delayed relative to onset of a
gene’s transcription (6, 7). While these findings argue that post-
transcriptional regulatory mechanisms play a key role in
controlling the timing and abundance of translation-competent
immune mRNAs, we still know very little about the mechanisms
that drive this regulation and the specific macrophage
factors involved.

Extracellular signal transduction provides one potential
mechanism through which splicing factors may be regulated
during the innate immune response. Several studies have
demonstrated that differential phosphorylation of SR family
members triggers distinct splicing changes in cells responding to
heat-shock (16–18). SR (serine-arginine rich) proteins direct the
spliceosome to particular regions of a pre-mRNA by binding
conserved sequences called exonic splicing enhancers or silencers.
SR proteins are considered “activators” of gene expression and
generally promote exon inclusion. Conversely, heterogenous
nuclear ribonucleoproteins (hnRNPs) typically work to repress
splicing by binding conserved sequences within introns. SR and
hnRNP proteins often work cooperatively and antagonistically
to control pre-mRNA splicing decisions. Recent global
phosphoproteomics studies revealed that proteins involved in
mRNA processing, including a number of SR and hnRNPs, are
among the most differentially phosphorylated proteins in
macrophages following infection with a bacterial (23, 24) or
fungal pathogen (25). These findings motivated our interest to
identify gene expression and alternative splicing changes dictated
by SR and hnRNP family members in macrophages and to
compare how these events change following infection with a
bacterial pathogen.

To begin investigating how splicing regulatory proteins
dictate gene expression and alternative splicing changes during
the macrophage innate immune response, we took an unbiased
approach and knocked down expression of ten members of the
SR/hnRNP families of splicing regulatory factors. We infected
these knockdown cell lines with Salmonella enterica serovar
Typhimurium (Salmonella) and measured differentially
expressed genes (DEGs) and differential isoform usage (DIU)
in steady state RNA at a key early innate immune time point (4h
post-infection). Our analysis found that these SR/hnRNPs
regulate the abundance or splicing of many different cohorts of
genes. Curiously, genes whose abundance changed in SR/hnRNP
knockdowns (DEGs) were not also subject to differential isoform
usage. While the reliance of innate immune transcripts on SR/
hnRNPs did not correlate with induction level, gene length, or
exon/intron number, we did observe that many primary
response genes are hyperinduced in Salmonella-infected SR/
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hnRNP knockdown macrophages, suggesting a role for splicing
regulatory proteins in repressing the early innate immune
response. Together, our data implicate splicing proteins in
fine-tuning the magnitude of innate immune gene induction
and highlight an underappreciated role for RNA binding
proteins in controlling intracellular infection outcomes.
MATERIALS AND METHODS

Cell Lines and Bacterial Strains
RAW 264.7 macrophages (ATCC) (originally isolated from male
BALB/c mice) were cultured at 37°C with a humidified
atmosphere of 5% CO2 in DMEM (Thermo Fisher) with 10%
FBS (Sigma Aldrich) 0.5% HEPES (Thermo Fisher). For
knockdown cell lines, RAW 264.7 macrophages were
transduced with a pSICO-shRNA construct designed to target
an exon or 3’UTR of an SR or hnRNP gene of interest.
Knockdown macrophages were drug selected (hygromycin;
Invitrogen) alongside a scramble (SCR) untargeted control.
Each SR knockdown cell line was derived at the same time, as
were the hnRNP cell lines. Knockdown efficiency of each factor
was validated by RT-qPCR using exonic primer sets and the most
efficient knockdown cell line (from 6 different knockdown
constructs) was used for RNA-seq. The two most efficient
knockdown cell lines were used for validation in Figures 3 and 4.

S. Typhimurium Infections
Infections with Salmonella enterica serovar Typhimurium were
conducted by plating RAW 264.7 macrophages on tissue-
cultured treated 12-well dishes at 7.5 x105 and incubated
overnight. Overnight cultures of S. Typhimurium were diluted
1:20 in LB broth containing 0.3M NaCl and grown until they
reached an OD600 of 0.9. Unless specified, cell lines at a
confluency of 80% were infected with the S. Typhimurium
strains at an MOI (multiplicity of infection) of 10 for 30
minutes in Hank’s buffered salt solution (HBSS). Infected
monolayers were spun for 10 minutes at 1,000rpm, washed
twice in HBSS containing 100mg/ml of gentamycin, and
refreshed with media plus gentamicin (10 mg/ml). After
removal of supernatant, cells were lysed in Trizol (Thermo
Fisher) for RNA collection and cDNA was analyzed using RT-
qPCR. For colony forming units (CFUs), RAW 264.7
macrophages were plated on tissue-cultured treated 24-well
dishes at 5 x105. Overnight cultures of S. Typhimurium were
diluted to OD600 of 1.0 and cell lines at a confluency of 80%
were infected at an MOI of 10 (as above). After removal of
supernatant, cells were washed 2X in Phosphate-Buffered Saline
(PBS). Cell were lysed in 1ml of PBS+1%TritonX100 + 0.01%
SDS. Serial dilutions of the lysed cells were made in PBS and
plated in duplicate on LB plates and incubated at 37°C overnight.

RNA-Seq
The RNA-Seq experiment was made up of 60 samples: biological
triplicate of SCR uninfected, SCR Salmonella-infected, each
knockdown uninfected, and each Salmonella-infected
Frontiers in Immunology | www.frontiersin.org 3
knockdown. RNA-Seq and library preparation was performed
by Texas A&M AgriLife Genomics and Bioinformatics Service.
Samples were sequenced on Illumina 4000 using 2 × 150-bp
paired-end reads. Raw reads were filtered and trimmed and Fastq
data was mapped to the Mus musculus Reference genome
(RefSeq) using CLC Genomics Workbench 8.0.1. Differential
expression analyses were performed using CLC Genomics
Workbench. Relative transcript expression was calculated by
counting Reads Per Kilobase of exon model per Million
mapped reads (RPKM). statistical significance was determined
by the EDGE test via CLC Genomics Workbench. Differentially
expressed genes (DEGs) were selected as those with p value
threshold < 0.05.

Gene Ontology (GO) Ingenuity Pathway
Analysis and Hierarchical Clustering
To determine the most affected pathways in control versus
knockdown RAW 264.7 macrophages, canonical pathway
analysis was conducted using Ingenuity Pathway Analysis
software from QIAGEN Bioinformatics. Genes that were
differentially expressed with a p value < 0.05 from our RNA-
SEQ analysis were used as input from uninfected and Salmonella
Typhimurium infected cells. Hierarchical clustering was done in
Cluster3 (3.0) with complete linkage, absolute correlation
(centered) parameters and visualized using Java TreeView.

Scatter Plots and Correlation Analysis
For (p<0.05) differentially expressed genes, fold change was
plotted to compare to coding sequence length which is
identified by CLC Genomics Workbench to be equal to the
total length of all exons (not all transcripts). Exon number and
intron number were identified by CLC Genomics Workbench to
be the number of exons/introns based on the mRNA annotations
of the reference genome. Total gene length was calculated using
“chromosome region start” and “chromosome region end”
which are determined by CLC Genomics Workbench and the
reference sequence to be the start position and end position of
the annotated gene. Pearson Correlation was calculated using the
values described above.

RNA Isolation and RT-qPCR Analysis
For transcript analysis, cells were harvested in Trizol and RNA
was isolated using Direct-zol RNA Miniprep kits (Zymo
Research) with 1 hr DNase treatment. cDNA was synthesized
with iScript cDNA Synthesis Kit (Bio-Rad). RT-qPCR was
performed using Power-Up SYBR Green Master Mix (Thermo
Fisher) using a Quant Studio Flex 6 (Applied Biosystems).
Averages of the raw values were normalized to average values
for the same sample with the control gene, Actb. To analyze fold
induction, the average of the treated sample was divided by the
untreated SCR control sample, which was set at 1.

Alternative Splicing Analysis
Alternative splicing events were analyzed using Modeling
Alternative Junction Inclusion Quantification (MAJIQ) and
VOILA (a visualization package) with the default parameters
(26). Briefly, uniquely mapped, junction-spanning reads were
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used by MAJIQ to construct splice graphs for transcripts by
using the RefSeq annotation supplemented with de-novo detected
junctions. Here, de-novo refers to junctions that were not in
the RefSeq transcriptome database but had sufficient evidence
in the RNA-Seq data. The resulting gene splice graphs were
analyzed for all identified local splice variations (LSVs). For every
junction in each LSV, MAJIQ then quantified expected percent
spliced in (PSI) value in control and knockdown samples and
expected change in PSI (dPSI) between control and knockdown
samples. Results from VOILA were then filtered for high
confidence changing LSVs (whereby one or more junctions had
at least a 95% probability of expected dPSI of at least an absolute
value of 10 PSI units between control and knockdown) and
candidate changing LSVs (95% probability, 10% dPSI). For
these high confidence results (DPSI 10%), the events were
further categorized as single exon cassette, multi-exon cassette,
alternative 5′ and/or 3′ splice site, or intron-retention.

RBP Finder
For each gene, the canonical (longest) isoform of the gene (5’ and
3’ UTRs, plus CDS) as annotated by Ensembl [Mouse
(GRCm38.p6)] was queried for SR/hnRNP motifs as defined
by RBPmap. Stringency level was set on “High” and the
Conservation Filter was applied. In cases where multiple motifs
were listed, only a single “consensus” motif was chosen (27).

VSV Infection
7x105 RAW cells were seeded in 12-well plates 16h before
infection. Cells were infected with VSV-GFP virus at
multiplicity of infection (MOI) of 1 in serum-free DMEM
(HyClone SH30022.01). After 1h of incubation with media
containing virus, supernatant was removed, and fresh DMEM
plus 10% FBS was added to each well. At indicated times post
infection, cells were harvested with Trizol and prepared for
RNA isolation.

Quantitation and Statistical Analysis
Statistical analysis of data was performed using GraphPad Prism
software. Two-tailed unpaired Student’s t tests were used for
statistical analyses, and unless otherwise noted, all results are
representative of at least three biological experiments [mean ±
STDEV (n = 3 per group)].
RESULTS

SR and hnRNPs Regulate the Abundance
of Distinct Sets of Transcripts in
Uninfected and Salmonella-Infected
Macrophages
Tounderstandhow splicing regulatory proteins shape global innate
immune gene expression,weprioritized factorsmost likely to play a
privileged role in the macrophage innate immune response. Two
recent publications identified a number of splicing factors thatwere
differentially phosphorylated during infectionwith the intracellular
bacterial pathogen Mycobacterium tuberculosis in a murine
Frontiers in Immunology | www.frontiersin.org 4
macrophage-like cell line (RAW 264.7) (24) or in primary mouse
macrophages (23). Based on these proteomics data (Figure S1A),
we selectedSRSF1, SRSF2, SRSF6, SRSF7, SRSF9,hnRNPC,hnRNP
F, hnRNPK, hnRNPM, andhnRNPU for transcriptomics analysis.
To begin, we generated RAW 264.7 cell lines in which each factor
was stably knocked down via expression of an shRNA construct
targeting an exon or the 3’UTR for each factor, with regions chosen
to ensure that all protein coding isoforms of each factor would be
targeted by the shRNA.Overall, six shRNAhairpins were tested for
each SR/hnRNP and the two cell lines with the best knockdown
efficiencywere chosen for subsequent analysis. Interestingly, overall
knockdown efficiency varied between factors, with only about 50%
knockdown efficiency achieved for hnRNPC, hnRNPK, hnRNPU,
SRSF1 and SRSF7 and 70-90% knockdown achieved for SRSF2,
SRSF6, SRSF9, hnRNP F and hnRNP M (Figure 1A). We predict
that variation in knockdown efficiency reflects the macrophage’s
ability to tolerate loss of each of these factors and likely correlates
with the cell’s reliance on each for maturation of essential
housekeeping genes. The major risk of incomplete knockdown is
missing phenotypes (false negatives), as opposed to reporting a false
positive phenotype.Therefore,we concluded that these knockdown
cell lines were sufficient to identify SR/hnRNP-sensitive innate
immune genes and carried out our analysis with the caveat of
differential knockdown efficiency in mind.

To induce macrophage innate immune gene expression, we
infected each of the RAW 264.7 knockdown cell lines alongside
two scramble shRNA hairpin-expressing (SCR) control cell lines
with Salmonella enterica serovar Typhimurium at an MOI of 10.
Salmonella is a gram-negative bacterium that triggers TLR4
sensing of Salmonella lipopolysaccharide (LPS). TLR4 signaling
is unique amongst TLRs in that it activates two major innate
immune transcription factor regulons: NFkB downstream of the
MyD88 adapter protein, which activates expression of many pro-
inflammatory cytokines and chemokines, and IRF3 downstream
of the adapter TRIF (28), which turns on a type I interferon
response characterized by Ifnb and interferon stimulated gene
(ISG) expression (Figure 1B). We predicted that Salmonella
infection, which triggers a physiologically-relevant macrophage
response, would enable appreciation of even subtle contributions
of SR/hnRNPs, while still allowing comparison between our
findings and previous studies that focused on the dynamics of
NFkB/IRF3 gene expression following direct delivery of LPS (6,
29). We collected total RNA from uninfected and Salmonella-
infected macrophages at 4h post-infection and performed bulk
RNA sequencing via an Illumina HiSeq 4000 sequencer (150bp;
paired-end reads). An average of ~60.2 million raw sequencing
reads were generated from three biological replicates (20 million
reads per sample) of each knockdown (both in uninfected and
Salmonella-infected conditions).

To determine if knockdown of SR and hnRNP proteins affected
expression of different transcripts in uninfected vs. Salmonella-
infected macrophages, we first identified transcripts whose
expression was significantly altered (p<0.05; up- or down-
regulated) in knockdown cell lines relative to controls. We
deemed these “Differentially Expressed Genes” or DEGs. Venn
diagrams were generated to visualize differences and overlap
July 2021 | Volume 12 | Article 656885
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between affected genes in uninfected (UN) and Salmonella-infected
(+SAL) macrophages (Figure 1C and Supplementary Table 1).
About 1/3 of DEGs had altered expression in both uninfected and
Salmonella-infected splicing factor knockdown cell lines (compared
to SCR controls). This means that in the absence of any single
Frontiers in Immunology | www.frontiersin.org 5
splicing factor queried, about two-thirds of DEGs are unique to
either condition (UN or +SAL) (Figure 1C, Venn diagrams). On
average, expression of between 200-400 genes was altered in an SR
or hnRNP knockdown cell line in either condition at this 4h time
point. One notable exception, hnRNP F knockdown, altered the
A B

D E

F

C

FIGURE 1 | RNA-Seq reveals distinct hnRNP- and SRSF-dependent regulons in uninfected and Salmonella-infected RAW 264.7 macrophages. (A) Knockdown
efficiency for each SR and hnRNP factor as measured by RT-qPCR. Data is shown as hnRNP/SRSF expression, relative to Actb, compared to SCR control cells.
Ratios are the mean of 3 biological replicates and error bars show standard deviation. (B) Schematic representation of transcription factor activation downstream of
Salmonella Typhimurium sensing by TLR4. (C) (Top) Overlap of differentially expressed genes (DEGs) between uninfected and Salmonella-infected RAW 264.7
macrophages (4h post-infection; MOI = 10) via Venn Diagram. (Bottom) Heatmaps of up and down-regulated DEGs from uninfected macrophages (UN). The values of
the same genes in Salmonella-infected macrophages are shown below, with “blank spots” indicating DEGs that are not significantly changed in Salmonella-infected
SR/hnRNP knockdown cell lines (+SAL). Orange represents genes downregulated in knockdown vs. SCR; purple represents genes upregulated in knockdown vs.
SCR (colorbar shown below). DEGs were defined as having a statistically significant fold-change relative to SCR; p<0.05. (D) Relative gene expression of Id2 over Actb
in uninfected (UN) and Salmonella-infected (+SAL) SRSF1 and SRSF2 knockdown macrophage cell lines. (E) As in (D) but for Bnip3 expression in SRSF9 knockdown
macrophages. (F) As in (D) but for Hpgd in hnRNP C and hnRNP U knockdown macrophages. For D-F RT-qPCRs, values are the mean of 3 biological replicates and
error bars indicate standard deviation. *p < 0.05; **p < 0.01; ***p < 0.001; n.s, not statistically significant (p > 0.05). (B) was created using Biorender.
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abundance of 1943 genes in uninfected macrophages and 732 genes
in Salmonella-infected macrophages (Supplementary Table 1
contains all gene expression changes p<0.05). It is possible that
the strength of this phenotype could be due in part to the high
knockdown efficiency of hnRNP F (Figure 1A).

As expected, many of the DEGs in Salmonella-infected cells
were not represented amongst the uninfected DEGs (Figure 1C,
Venn Diagrams). Most innate immune genes including
cytokines, chemokines, and antimicrobial mediators are
dramatically upregulated upon pathogen sensing and these
genes are either expressed at very low levels or not at all in
uninfected macrophages. However, we were surprised to find
that many genes involved in basic cellular homeostasis and
metabolism whose expression was impacted by loss of SR/
hnRNPs in uninfected (UN) macrophages were not as
impacted in the context of Salmonella infection (+SAL)
(Figure 1C, heatmap comparisons).

To begin to understand why many housekeeping genes are
sensitive to loss of SR/hnRNPs in uninfected but not Salmonella-
infected macrophages, we cross-referenced uninfected SR/
hnRNP-sensitive genes against all downregulated genes in SCR
control macrophages at 4h-post Salmonella-infection
(Supplementary Table 1). We found that 365 genes were
downregulated 2-fold or more (p<0.05) in SCR control
macrophages at 4h post-Salmonella infection (Supplementary
Table 1). Many of these genes (e.g. Lhfpl2, Bhlhe41, Hyal1, and
Tbc1d2) have previously been reported as differentially expressed
in M1 vs. M2 macrophages and their downregulation likely
represents M1 polarization that occurs following Salmonella
infection (30). Surprisingly, only a handful of these
downregulated genes were among the SR/hnRNP-sensitive
genes in uninfected macrophages (Figure S1B). To directly test
whether SR/hnRNP-sensitive genes in uninfected macrophages
are less abundant in Salmonella-infected cells, we performed RT-
qPCR on a set of genes (Bnip3, Id2, Hpgd), which encode
proteins involved in regulating cell death, transcription, and
prostaglandin metabolism. Consistent with our RNA-seq data,
we observed SR/hnRNP-dependent changes in Bnip3, Id2, and
Hpgd abundance only in uninfected macrophages (Figures 1D–
F, UN). We measured no detectable change in the abundance of
these transcripts in uninfected vs. infected SCR control
macrophages. Overall, we observed that no more than 6.3% of
uninfected DEGs were downregulated upon Salmonella infection
(Figure S1B), supporting our initial hypothesis that SR proteins
and hnRNPs are functionalized such that they influence
expression of distinct genes in uninfected and Salmonella-
infected macrophages, and this includes genes that are
constitutively expressed in both conditions.

SR and hnRNPs Contribute to Activation
and Repression of Genes in Innate
Immune-Related Pathways in Salmonella-
Infected Macrophages
As another measure of how SR/hnRNPs differentially influence
gene expression in uninfected vs. Salmonella-infected
macrophages, we performed Ingenuity Pathway Analysis (IPA)
Frontiers in Immunology | www.frontiersin.org 6
(Qiagen) to identify pathways enriched for SR/hnRNP-sensitive
DEGs. In uninfected macrophages, we observed significant
enrichment for DEGs in pathways related to translation
initiation, mTOR signaling, and phagosomal maturation
(Figure 2A, uninfected and Supplementary Table 1 for full list).
This finding is consistent with our previous analysis of hnRNPM-
sensitive genes in uninfected macrophages (31) and the well-
characterized role for splicing in controlling translation outcomes
via ribosomal protein gene processing (32–34).We also performed
IPA for the aforementioned 365 genes that are downregulated (>2-
fold down) upon Salmonella infection in control macrophages
described above and saw no overlap between these pathways and
those enriched for SR/hnRNP-sensitive DEGs (Figure S2A). This
too supports our conclusion that SR/hnRNPregulated genes arenot
globally downregulated upon infection.

Major pathways enriched for SR/hnRNP DEGs in Salmonella-
infected macrophages are generally related to innate immune
responses and macrophage activation, including “Role of Pattern
Recognition Receptors (PRRs) in Recognition of Bacteria and
Viruses,” “Communication between Innate and Adaptive
Immune Cells”, and “Granulocyte Adhesion and Diapedesis”
(Figure 2A, +Salmonella). Consistent with our observation that
many DEGs identified in uninfected macrophages “lose reliance”
on SR/hnRNPs upon Salmonella-infection, the only pathway that
was significantly enriched for DEGs in both conditions was the
translation/mTOR related pathway “Regulation of eIF4 p70S6K,”
which remained significantly enriched for DEGs in SRSF6, SRSF9,
andhnRNPF inSalmonella-infectedmacrophages (Figure2B).We
observed thatwhilemany transcriptshadalteredabundance inboth
SR and hnRNP knockdown macrophages, loss of SRs generally led
to lower abundance (orange lines) while loss of hnRNPs led to
higher abundance (purple lines). This same trend was evident for
genes in innate immune pathways (Figures 2C, D). Interestingly,
this gene-level analysis highlighted hnRNP-specific regulation of a
diverse set of critical immune genes, including the potent anti-
inflammatory mediator IL-10, members of the TNF superfamily
(Tnfsf12, Tnfsf10, Tnfsf9), factors involved in the type I interferon
response (Ddx58 (RIG-I), Ifih1, Oas1b, Oas2, Ifnb1, Oas3, Irf3), as
well as components of the complement cascade (C3,C3ar1) and the
inflammasome (Casp1, Nlrp3) (Figure 2C). Together, these
analyses suggest that proper gene expression levels in
macrophages are maintained by balancing the activities of
activating SR proteins and repressive hnRNPs.

To take a closer look at how SR/hnRNP knockdown impacts
the macrophage transcriptome during Salmonella infection, we
quantified the number of transcripts whose abundance was
increased or decreased in the absence of each SR or hnRNP,
compared to a SCR control (p<0.05). As visualized in
Figures 3A–E (SRs) and 4A–E (hnRNPs), we found that each
SR and hnRNP queried can act as either a positive or negative
regulator of gene expression To identify the most impacted
DEGs, we generated heatmaps that show the top 10 most up
and down DEGs (p<0.05) in each Salmonella-infected SR/
hnRNP knockdown macrophage cell line compared to SCR
(Figures 3A–E and 4A–E). We then annotated innate
immune-responsive genes by virtue of their being up- or
July 2021 | Volume 12 | Article 656885

https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Wagner et al. Splicing Factors Regulate Innate Immunity
down-regulated in control macrophages in response to
Salmonella infection (+/- 2.0 fold in SCR SAL vs. SCR UN;
bolded genes in heatmaps). These heatmaps show clear hyper- or
hypo-induction of many critical innate immune genes in SR/
hnRNP knockdown macrophages (Figures 3A–E and 4A–E).
We validated the expression of a representative “top 10” DEG by
RT-qPCR (Figures 3A–E and 4A–E) using two different
knockdown cell lines for each SR/hnRNP (efficiency of each
knockdown at the RNA level, and protein level (when antibodies
were readily accessible) is shown in Figures S3A–E and S4A–E).
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Several interesting trends emerge from these data. First, we
found that knockdown of SR and hnRNPs impacts expression of
innate immune genes from distinct transcriptional regulons:
NFkB (e.g. Plau, Olr1, Csf2, Csf3) and IRF3 (e.g. Ifit1, Ifit3,
Apol9a/b, Mx1). Second, by creating Venn diagrams to identify
common DEGs, we found that the hnRNPs queried share more
DEGs than do the SRs (Figures 3F and 4F; 104 vs. 11). This result
echoes previous global analyses of hnRNP A1, A2/B1, F, H1, M,
and U targets in human 293T cells, which described considerable
cooperation between hnRNP family members (35). Third, we
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FIGURE 2 | Pathways enriched for SR/hnRNP-dependent DEGs differ between uninfected and Salmonella-infected macrophages. (A) Canonical Ingenuity pathway
analysis (IPA) of functional cellular pathways enriched for differentially expressed genes (DEGs) in uninfected (UN) and Salmonella-infected (+SAL) SR and hnRNP
knockdown RAW 264.7 macrophages. Pathways enriched in eight or more knockdown cell lines in at least one condition are shown. Statistical enrichment is
expressed as [-log (p-value)]. (B) Network diagrams showing DEGs from the IPA category “eIF4 and p70S6K Signaling” from each SR/hnRNP knockdown cell line in
uninfected and Salmonella infected RAW 264.7 macrophages. Only SR/hnRNPs that showed DEG enrichment for the eIF4 pathway are shown. (C) As in (B) but for
DEGs in Salmonella-infected SR/hnRNP knockdown cell lines in the IPA category “Role of Pattern Recognition Receptors in Recognition of Bacteria and Viruses.”
(D) As in (B) but for the IPA category “Communication between Innate and Adaptive Immune Cells.” Purple lines connect SR or hnRNPs with target genes whose
expression is upregulated in knockdown vs. SCR control macrophages. Orange lines connect SR or hnRNPs with target genes whose expression is downregulated
in knockdown vs. SCR control macrophages. Cut-off for inclusion in the IPA was p < 0.05 for differential expression between knockdown and SCR cells.
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discovered that certain genes, particularly those categorized as
ISGs (36–38), including the viral restriction factorsMx1, Ifit1, Ifit3,
and Oasl2, and the cytosolic DNA sensor Zbp1, show altered
abundance inmultiple SR/hnRNP knockdown cell lines. Lastly, we
found that loss of either SR proteins (Figure 3G) or hnRNPs
(Figure 4G) is more likely to impact steady state levels of genes
that are upregulated (>2-fold) at 4h post-Salmonella infection
than those that are downregulated (>2-fold).
Frontiers in Immunology | www.frontiersin.org 8
SR/hnRNP-Mediated Alternative Splicing
Events Are Not Common in DEGs
Data presented so far generally argue against a global up- or down-
regulation of pre-mRNA splicing in Salmonella-infected
macrophages and instead support a model whereby individual
SRs and hnRNPs dictate RNA processing decisions for particular
transcripts.While SR and hnRNP proteins have been implicated in
many steps of gene expression and RNA processing, from
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FIGURE 3 | Knockdown of SR family members causes both up- and down-regulation of gene expression in Salmonella-infected macrophages. (A) On left, heatmap
represents all up- and down-regulated genes in SRSF1 knockdown RAW 264.7 macrophages relative to SCR control at 4h post-Salmonella infection (p<0.05).
Numbers next to heatmap indicate the total number of up- (purple) or down- (orange) regulated genes in SRSF1 knockdown cell lines vs. SCR. Zoom in represents
the top 10 up- and down-regulated genes. Genes whose expression is up- or down-regulated by virtue of Salmonella-infection itself (i.e. innate immune regulated
genes) according to analysis of Salmonella-infected SCR vs. uninfected SCR cells are bolded. Box indicates gene chosen for RT-qPCR validation. On right, RT-
qPCR validation of a representative DEG (Mx1) in two SRSF1 knockdown cell lines vs. SCR control cells (data shown relative to Actb). (B) As in (A) but for SRSF2;
RT-qPCR of Zbp1. (C) As in (A) but for SRSF6; RT-qPCR of Nfatc1; (D) As in (A) but for SRSF7; RT-qPCR of Apol9b; (E) As in (A) but for SRSF9; RT-qPCR of
Tnfsf15. (F) Venn diagram of DEGs common to one or more SR knockdown cell line (p<0.05). The 11 genes whose expression is impacted by loss of all five SRSF
proteins are highlighted. (G) Percentage of all genes induced at 4h post-Salmonella infection (>2.0-fold) that are differentially expressed in each SRSF knockdown
macrophage cell line (p<0.05). For all RT-qPCRs, values are the mean of 2 or 3 biological replicates and error bars indicate standard deviation. *p < 0.05; **p < 0.01;
***p < 0.001.
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chromatin remodeling and transcription to mRNA export and
stability (39–42), the main way that SR and hnRNPs shape the
steady state transcriptome is by influencing pre-mRNA splicing
decisions. To begin to appreciate how SR and hnRNPs mediate
specific alternative splicing events in murine macrophages and
determine whether these events are changed during Salmonella
infection, we employed an algorithm to identify and quantify local
Frontiers in Immunology | www.frontiersin.org 9
splicing variations (LSV) called Modeling Alternative Junction
Inclusion Quantification (MAJIQ) (26). MAJIQ allows
identification, quantification, and visualization of diverse LSVs,
including alternative 5′ or 3′ splice site usage, exon skipping, and
intron retention across different experimental conditions.

Using MAJIQ, we quantified LSVs that were significantly
changed in SR/hnRNP knockdown cells in both uninfected and
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FIGURE 4 | Knockdown of hnRNP family members causes up- and down-regulation of gene expression in Salmonella-infected macrophages. (A) On left, heatmap
represents all up- and down-regulated genes in hnRNP C knockdown macrophages relative to SCR control at 4h post-Salmonella infection (p<0.05). Numbers next
to heatmap indicate the total number of up- (purple) or down- (orange) regulated genes in hnRNP C knockdown cell lines vs. SCR. Zoom in represents the top 10
up- and down-regulated genes. Genes whose expression is up- or down-regulated by virtue of Salmonella-infection itself (i.e. innate immune regulated genes)
according to analysis of Salmonella-infected SCR vs. uninfected SCR cells are bolded. Box indicates gene chosen for RT-qPCR validation. On right, RT-qPCR
validation of a representative DEG (Nos2) in two knockdown cell lines vs. a SCR control (data shown relative to Actb). (B) As in (A) but for hnRNP F; RT-qPCR of
Mx1. (C) As in (A) but for hnRNP K; RT-qPCR of Mx1. (D) As in (A) but for hnRNP M; RT-qPCR of Sema7; (E) As in (A) but for hnRNP U; RT-qPCR of Gbp2;
(F) Venn diagram of DEGs common to one or more hnRNP knockdown cell line (p<0.05). A subset of the 104 genes whose expression was impacted by loss of all
five hnRNP proteins are highlighted. (G) Percentage of all genes induced at 4h post-Salmonella infection (>2.0-fold) that are differentially expressed in each hnRNP
knockdown macrophage cell line (p<0.05). For all RT-qPCRs values are the mean of 2 or 3 biological replicates and error bars indicate standard deviation.
*p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001.
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Salmonella-infected conditions (4h post-infection), generating
a large dataset of SR/hnRNP-dependent alternative splicing
changes (probability [∣delta PSI∣, ≥10%] >95%) (Supplementary
Table 1). We observed all types of alternative splicing changes,
with the majority of changes categorized as exon skipping events
(>7000 total exon skipping events in UN or +SAL vs. >1600 intron
retention, alternative 5’ and 3’SS events in UN or +SAL),
consistent with the canonical roles of SR and hnRNPs in
enhancing or repressing exon inclusion (Figure 5A) (43–45).
There were no dramatic differences between the overall number
of LSVs between different SR/hnRNPs nor major differences in the
number of LSVs in uninfected compared to Salmonella-infected
macrophages (Figure 5A). HnRNP F knockdown macrophages
stood out as a notable exception, whereby there were about one-
quarter as many LSVs identified in Salmonella-infected
macrophages vs. uninfected (Figure 5A).

Recent work from the Baltimore lab showed that innate
immune transcripts are frequently regulated by alternative
splicing events whereby poison exons introduce premature
stop codons that target transcripts to nonsense mediated decay
(22). To determine whether alternative splicing events could be
contributing to differential gene expression in SR/hnRNP
knockdown macrophages, we compared our lists of DEGs and
genes with DIU in both conditions and visualized the overlap by
generating Venn diagrams. Surprisingly, we observed that only a
small fraction of SR/hnRNP-dependent DEGs were also subject
to DIU (i.e. few transcripts were impacted at levels of both steady
state abundance and alternative splicing) (Figure S5A). These
trends were the same in uninfected and Salmonella-infected SR/
hnRNP knockdown macrophages (Figures S5A, B). In line with
this finding, we observed little to no enrichment for SR/hnRNP-
dependent alternative splicing events in genes related to innate
immune pathways via IPA. In fact, no pathway was enriched for
genes with DIU more than -log(p-value) = 5 (Supplementary
Table 1), suggesting that SR/hnRNP-dependent alternative
splicing changes in macrophages do not generally occur in
functionally related genes from any particular pathway. Other
studies have also found a lack of overlap between steady state
transcript level changes and alternative splicing events in
Salmonella-infected human monocytes (21) as well as in
influenza-infected A549 cells (46).

To gain additional insight into how SRs and hnRNPs influence
macrophage biology during infection, we next looked at the most
significant DIUs in each Salmonella-infected knockdown cell line
using a more stringent isoform expression cut-off (probability
[∣delta PSI∣, ≥20%] >95%). As supported by our pathway analysis,
these genes fall into a variety of functional categories, including
protein modification, intracellular trafficking, chromatin
remodeling and transcription, and chromosome biology (Figure
S5D). Notably, there are no obvious candidates for genes likely to
globally alter the innate immune transcriptome, save for Ikbke
(inhibitor of nuclear factor kappa-B kinase subunit epsilon), which
is subject to intron retention in hnRNP F knockdown cells. A
representative DIU in an innate immune-related gene (>20% delta
PSI) is shown for each SR/hnRNP knockdown cell line
(Figures 5B–K). Several of these splicing variations influence the
Frontiers in Immunology | www.frontiersin.org 10
protein coding capacity of their targets, with changes to the balance
of exon skipping events in SRSF knockdowns (Senp7 in SRSF1,
Figure 5B; Nrb1 in SRSF2, Figure 5C; Cd37 in SRSF6, Figure 5D;
andWnk1 in SRSF7,Figure 5E) and hnRNPknockdowns (Emsy in
hnRNPC, Figure 5G; Il2rg in hnRNP F, Figure 5H; andUbqln1 in
hnRNPM,Figure5J). Interestingly,whilemostDIUsweredetected
inbothuninfected and Salmonella-infected SR/hnRNPknockdown
macrophages, changes in SRSF2 dependent-changes to Nrb1,
SRSF9-dependent changes to E2f1, hnRNP C-dependent changes
to Emsy, hnRNP K-dependent changes to E2f1 hnRNP K, and
hnRNP U-dependent changes to Trim3 were only found in +SAL
samples (Figures 5C, F, G, I, K) (Supplementary Table 1).
Together, these data suggest that while SR/hnRNPs do not
control macrophage transcript abundance via changes to
alternative splicing, these factors can mediate distinct alternative
splicing events in uninfected vs. Salmonella-infected macrophages.
A Gene’s Induction Level, Length, and
Number of Exons/Introns Do Not Correlate
With a Transcript’s Reliance on SR/
hnRNPs for Proper Induction During
Salmonella Infection
Having observed a lack of correlation between DEGs and DIU in
each splicing factor knockdown cell line, we wanted to see if we
could identify anything common to SR/hnRNP-sensitive innate
immune genes. We hypothesized that genes whose expression is
the most upregulated in response to Salmonella infection could
be more sensitive to loss of SR/hnRNPs, perhaps via a need to
sequester rate-limiting spliceosome components. To address this
possibility, we first ranked all genes induced in SCR control
macrophages at 4h post-Salmonella infection (Figure 6A). We
observed dramatic upregulation of hundreds of macrophage
genes at this early time point, with some inflammatory
mediators like Il1a and Il1b upregulated approximately 1500-
fold. We then generated another heatmap to visualize how the
expression of each of these top 100 Salmonella-induced genes
was impacted by SR/hnRNP knockdown. We observed no clear
correlation between level of induction/expression level and
whether or not a transcript was differentially regulated by loss
of an SR/hnRNP. This is clearly evidenced by the heatmap itself,
whereby DEGs induced 1000-fold and DEGs induced 5-fold in
control cells were similarly impacted, both in terms of the
number of SR/hnRNPs they were affected by and the
magnitude of their expression change (Figure 6B; top vs.
bottom genes). We can also see this outcome in RT-qPCR
experiments, in which we measured how loss of SR/hnRNPs
impacted expression of Il1a (500-1000 average fold-change in
SCR controls; Figure 6C), Nos2 (Nitric oxide synthase) (20-60
average fold-change; Figure 6D), and Mx1 (MX Dynamin Like
GTPase 1) (10-15 average fold-change; Figure 6E). Each of these
representative innate immune genes responds to loss of
particular SRs and hnRNPs in completely different ways. For
example, loss of hnRNP M causes hyper-induction of Mx1, but
does not affect Il1a levels. Loss of hnRNP C causes hyper-
induction of Il1a but does not impact Nos2 or Mx1 abundance.
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Using the computational prediction software RBPmap (27), we
successfully identified one or more binding sites for each of the
SR/hnRNPs that impacted Il1a, Nos2, and/or Mx1 expression
(Figures S6A–C). While this analysis is merely correlative, it
does begin to support a model whereby exonic and intronic
splicing enhancers/silencers are enriched in innate immune
Frontiers in Immunology | www.frontiersin.org 11
transcripts that rely on particular SR/hnRNPs for proper
expression levels.

To examine if other attributes of a gene influenced whether its
expression was altered by loss of an SR/hnRNP, we conducted
Pearson’s correlation tests to determine the relationship between
differential expression (p<0.05) and gene length (Figure 6F),
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FIGURE 5 | Local splicing variations are abundant in SR/hnRNP knockdown macrophages, but they do not preferentially occur in SR/hnRNP-dependent differentially
expressed genes. (A) Quantitation of intron retention, exon skipping, alternative 3’ and 5’ splice site events in uninfected and Salmonella-infected SR and hnRNP knockdown
macrophages (probability [∣delta PSI∣, ≥10%], >95%). PSI is defined as “Percent Spliced In” and indicates the abundance of a particular alternatively spliced isoform. DPSI
indicates the abundance of an isoform in knockdown vs. SCR macrophage cell lines. (B) (left) VOILA output, based on RNA-seq reads, of affected exons in a representative
gene (Senp7) in SRSF1 knockdown or SCR RAW 264.7 cells infected with Salmonella. (right) Violin plots depicting the DPSI of the SRSF1-dependent local splicing variations
of Senp7. Violin plot colors correspond to the events depicted in the gene schematic on the left. (C) As in (B) but for SRSF2 and Nrb1. (D) As in (B) but for SRSF6 and
CD37. (E) As in (B) but for SRSF7 andWnk1. (F) As in (B) but for SRSF9 and E2f1. (G) As in (B) but for hnRNP C and Emsy. (H) As in (B) but for hnRNP F and Il2rg. (I) As in
(B) but for hnRNP K and E2f1. (J) As in (B) but for hnRNP M and Unqln1. (K) As in (B) but for hnRNP U and Trim3.
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exon length (total exonic sequence, or sum of all exon
nucleotides) (Figure 6G), intron length (total intronic
sequence, or sum of all intron nucleotides) (Figure 6H), and
number of exons (Figure 6I and Supplementary Table 1). We
observed little to no correlation between any of these gene
Frontiers in Immunology | www.frontiersin.org 12
attributes and the degree to which a gene’s expression was
altered in the hnRNP and SR knockdown cell lines, with all
tests generating Pearson correlation coefficients close to zero.
Thus, it is likely that additional features, for example the
presence or absence of specific binding sites/consensus
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FIGURE 6 | Level of induction upon Salmonella infection, gene length, and number of introns/exons do not positively correlate with a gene’s reliance on SR/hnRNPs
to maintain proper expression levels. (A) Heatmap of the top 100 genes induced at 4h post-Salmonella infection in SCR control RAW 264.7 macrophages. Data shown
as fold change in SCR cells + Salmonella vs. SCR cells uninfected. (B) Heatmap of up- or down-regulation (fold change) of each induced gene conferred by hnRNP or
SRSF knockdown. Purple genes are upregulated in SR/hnRNP knockdowns relative to SCR; Orange genes are downregulated in SR/hnRNP knockdowns. (C) RT-
qPCR of Il1a abundance relative to Actb in Salmonella-infected SRSF and hnRNP knockdown macrophages (shown as fold change relative to uninfected for each cell
line). (D) As in (C) but for Nos2. (E) As in (C) but for Mx1. (F) Scatter plot depicting correlation of the fold change of each DEG vs. coding sequence (CDS) length in
Salmonella-infected hnRNP (top) and SRSF (bottom) knockdown macrophages. (G) as in (F) but comparison of DEG fold change vs. exon length. (H) As in (F) but
comparison of DEG fold change vs. intron length. (I) As in (F) but comparison of DEG fold change vs. number of exons in a DEG. Genes included in analysis were
differentially expressed (p < 0.05) in each knockdown compared to SCR controls. Y-axes were made all the same to facilitate comparison between multiple knockdown
cell lines. For all RT-qPCRs values are the mean of 2 or 3 biological replicates and error bars indicate standard deviation. *p < 0.05; **p < 0.01; ***p < 0.001.
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sequences or misregulation of an upstream transcription or
chromatin factor, dictate whether an innate immune transcript
is sensitive to loss of a particular SR/hnRNP.
SR/hnRNP Knockdown Leads to Hyper-
Induction of Early-Induced Innate
Immune Genes
With no apparent correlation between various gene architecture
attributes and SR/hnRNP reliance, we looked to see if we could
correlate an innate immune gene’s reliance on SR/hnRNPs for
proper induction with the dynamics of its transcriptional
activation as previously described by other studies (6, 7, 10).
One commonly used categorization of innate immune genes is
into primary and secondary response genes. Of the 53 LPS-
driven primary response genes annotated by (10), 35 of them
were more abundant in one or more SR/hnRNP knockdown cell
line (Figure 7A, top heatmap; Supplementary Table 1). This
suggests a role for factors like hnRNP C, K, M, U and SR6 in
repressing the expression of primary response genes at the 4h
time point we interrogated. A repressive role for these same
factors was less evident for secondary response genes, which were
mostly downregulated in the absence of the SR/hnRNPs (save for
hnRNP M and SRSF6) (Figure 7A, bottom heatmap;
Supplementary Table 1). This analysis begins to suggest that
primary response genes may be particularly reliant on pre-
mRNA splicing to control the proper magnitude of their
induction than are secondary response genes, which rely on
multiple additional layers of regulation.

We next looked at our data in a different way, leveraging
macrophage gene categories as defined by (6). This study
divided RefSeq genes exceeding 400bp in length into 12
clusters based on their pattern of transcript levels in three
cellular compartments (chromatin, nucleoplasm, cytoplasm) in
primary macrophages over a time-course of Lipid A treatment
(Figure S7A and Supplementary Table 1). Resorting our own
data into these groups, we found that the vast majority of genes
we identified as SR/hnRNP-sensitive in Salmonella-infected
RAW 264.7 macrophages fell into Groups 1-3 (Figure S7A
and Supplementary Table 1), which are composed mainly of
Lipid A-induced genes. This supports our hypothesis that SR/
hnRNPs play a specific role in controlling macrophage genes
that are activated upon pathogen sensing.

To gain additional insight into how different categories of
induced genes respond to SR/hnRNP knockdown, we re-sorted
our data again, this time using a more detailed grouping of
macrophage induced genes from Bhatt et al. These groups
of genes (A1-F; Figure 7B and Supplementary Table 1) were
defined on basis of when chromatin-associated RNA-seq reads
for each gene reach peak levels following Lipid A treatment:
Group A1 peaks at 15 min, A2 at 30 min, B at 60 min, C and D
levels peaked around 30 min and then were sustained through
2h, and Groups E and F steadily increased over the 2h time-
course (represented schematically in Figure 7B). One interesting
trend that emerged from this data is that the majority of SR/
hnRNP-sensitive genes in Groups A1-C were hyper-induced
Frontiers in Immunology | www.frontiersin.org 13
(68.8% of Group A1 genes were upregulated in one or more
knockdown macrophage cell line vs. SCR; 41.3% in Group A2
and 54.1% in Group C). This suggests that LPS-activated genes
expressed via a transcriptional “burst” are uniquely sensitive to
repression from SR/hnRNPs, in particular hnRNP C, hnRNP K,
hnRNP M, hnRNP U, SRSF2, 6, and 7. We also found that genes
in Group C were disproportionately impacted by loss of hnRNP
M, with nearly half of all genes in the category (40/98)
upregulated in hnRNP M knockdown macrophages at 4h post-
Salmonella infection, including the chemokine receptor Ccrl2,
the regulator of NFkB Nfkbiz, and the repressor of JAK/STAT
signaling Socs3.
hnRNP U and hnRNP K Play a Role
in the Control of Intracellular Viral and
Bacterial Replication
Lastly, we wanted to test whether we could use DEG and/or DIU
profiles of SR/hnRNP knockdown macrophages to predict if a
particular knockdown cell line would be better or worse at
restricting pathogen replication. We began by applying a
simple hierarchical clustering algorithm to calculate similarities
in DEG profiles between knockdowns (Cluster 3.0). We found
significant similarity between genes affected by loss of hnRNP K
and hnRNP U (and to a lesser extent, hnRNP C) in uninfected
cells (correlation between K/U: 0.78; correlation between C/K/U:
0.69). Previous studies have shown that hnRNP K binds strongly
to poly C stretches of RNA (47, 48) and hnRNP U preferentially
binds CUGUGGAU and UGUAUUG motifs (35). At the amino
acid level, hnRNP K and U proteins are only 31% similar in mice
(EMBOSS Stretcher Pairwise Sequence Alignment). While their
consensus binding motifs argue against their recognizing
overlapping sequences, there is evidence from high-throughput
studies in humans and mice that hnRNP K and U proteins
immunopurify (49) and cofractionate (50, 51) together.

To determine if hnRNP K and U knockdown RAW 264.7 cell
lines may be phenotypically similar, we identified several clusters
of up- and down-regulated genes common to both cell lines. Two
clusters of upregulated genes are highlighted in Figure 8A.
Interestingly, Cluster 1 contains mostly ISGs (Ifi202b, Bst2, Irf7,
Ifitm3, Isg15, Ifi44l, Oasl1) while Cluster 2 is enriched for a diverse
group of kinases (Dmpk, Ripk3), regulators of GTPase activity
(Gng10, Rgs16, Fgd2), and mitochondrial related factors (Pmaip1,
Ucp2). Differential expression of ISGs in uninfected hnRNP K and
U knockdown cell lines is notable because it suggests that loss of
these factors somehow activates macrophages to upregulate type I
interferon stimulated genes (see model in Figure 1B). This basal
ISG phenotype can also be appreciated by looking at RNA-seq
reads via the Integrated Genome Viewer (Broad), whereby Isg15,
Ifi44i, and Apol9a are expressed at 2-3-fold higher than SCR
controls in both hnRNP K and hnRNP U knockdown uninfected
macrophages, but Actb showed no difference in expression
(Figure 8B). We confirmed this high basal ISG phenotype via
RT-qPCR in both hnRNP K and U knockdown cell lines for
several representative ISGs: Irf7 (Figure 8C), Isg15 (Figure 8D),
Ifi44l (Figure 8E), and Trex1 (Figure 8F).
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While the profiles of SR/hnRNP-sensitive genes change
dramatically upon Salmonella infection, we still observe significant
correlation between genes impacted by loss of hnRNPK and hnRNP
U (Figure 8G) (correlation between K/U: 0.79; correlation between
C/K/U: 0.76). Interestingly, upon Salmonella infection, several of the
Cluster 1 ISGs actually became less abundant relative to SCR controls
(Figure 8G; Oasl2, Ddx58, Isg15, Usp18; +SAL Cluster 3),
highlighting dysregulation of specific type I interferon genes in the
absence of hnRNPKandU.Cluster 2DEGs, on the other hand, were
more abundant in both uninfected and Salmonella-infected hnRNP
K andU knockdownmacrophages (Figure 8G; +SALClusters 4 and
5).OverlapbetweenhnRNPKandUDEGsandDIUs is illustratedby
Venndiagrams that showthat one-thirdof totalDEGsare sharedand
three-fourths of DIUs (Figure 8H).

A major role for interferon stimulated genes is controlling
viral replication through a variety of restriction mechanisms
[e.g. limit viral entry, inhibit replication of the viral genome,
interfere with host cell translation, etc. (36)]. Thus, we asked
whether viral replication was impacted at early infection time
Frontiers in Immunology | www.frontiersin.org 14
points in hnRNP K and U knockdown cell lines compared to
SCR controls. We infected SCR, hnRNP K and hnRNP U
knockdown RAW 264.7 macrophages with vesicular stomatitis
virus (VSV) at a MOI of 1 and measured viral replication over a
12h time course by quantifying expression of two viral genes,
VSV-G and VSV-M by RT-qPCR. VSV is a single-stranded,
enveloped RNA virus that can replicate and elicit robust gene
expression changes in RAW 264.7 cells (52). Remarkably, we
observed almost no replication of VSV in either hnRNP
knockdown cell line at any time point (Figures 8I, J). A
similar hyper-restriction phenotype was recently reported for
hnRNP K knockdown A549 cell lines infected with influenza
virus by (46). Thompson et al. attribute this phenotype to
hnRNP K-dependent alternative splicing of a number of genes
required for viral replication. Notably, we detect DIUs for several
of the same genes (Setd5, Arhgap12, Gpbp1, and Eri2)
(Supplementary Table 1), suggesting that hnRNP K’s role in
viral infection is conserved between mice and humans and may,
in part, be mediated by the same alternative splicing events.
A B

FIGURE 7 | Many primary response and early induced innate immune genes are repressed by SR/hnRNPs. (A) Fold change of SR/hnRNP DEGs in Salmonella-
infected RAW 264.7 macrophages compared to SCR controls for genes categorized as primary (top) and secondary (bottom) response genes according to 10. 35/
53 primary response genes are upregulated by loss of one or more SR/hnRNPs at 4h post-Salmonella infection. (B) Fold change of SR/hnRNP DEGs in Salmonella-
infected RAW 264.7 macrophages compared to SCR controls with Lipid A-induced genes categorized on basis of induction kinetics as defined by 6. Percentages
on right indicate the number of genes in each category that are differentially expressed (up- or down-regulated) by loss of one or more SR/hnRNP. (left) Blue curves
are schematic representations of the induction kinetics of each Group (A1, A2, B, C, D, E, and F) over a 120-minute time course following Lipid A treatment.
Adapted from 6.
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Lastly, we wanted to determine whether loss of hnRNP K or U
impacted the outcome of Salmonella infection. We infected SCR,
hnRNP K knockdown, and hnRNPU knockdown RAW 264.7 cell
lines with an overnight culture of Salmonella (53) at an MOI of 10
and measured colony forming units (CFUs) at 2h (a measure of
internalization) and 20h (a measure of intracellular replication)
post-infection. We observed an almost two-fold increase in
Salmonella replication in hnRNP K knockdown macrophages
Frontiers in Immunology | www.frontiersin.org 15
relative to SCR controls, but no apparent difference attributable to
loss of hnRNPU (Figure 9A). Leveraging our transcriptomics and
alternative splicing analysis, we looked to see if we could identify
changes thatwere unique to hnRNPK.We observed that hnRNPK
knockdown in RAW 264.7 macrophages preferentially impacted
alternative splicing events of genes involved in RhoA and Cdc42
signaling (Figure 9B, top). These top enriched categories were very
different from those in hnRNP U, which showed enrichment for
A B

D E F

G I

H

J

C

FIGURE 8 | Loss of hnRNP K and hnRNP U affects similar DEGs and DIU and impacts the ability of RAW 264.7 macrophages to control viral replication.
(A) Hierarchical clustering of up- and down-regulated DEGs in uninfected macrophages (SR/hnRNP knockdown vs. SCR). Zoom-ins of clusters of interest (1 and 2)
are shown to the right. Correlation of Cluster 1 is 0.84; Cluster 2 is 0.76. To allow for better visualization of DEGs, the scale is set at -3 to +3. (B) IGV tracks showing
RNA-seq reads for Irf7, Isg15, Ifi44l, and Apol9a in hnRNP K and hnRNP U compared to SCR control reads. Actb is included as a representative unaffected control
gene. (C) RT-qPCR validation of Irf7 basal expression in hnRNP U and K knockdown cell lines vs. SCR controls. Data is displayed as Irf7/Actb. (D) As in (C) but for
Isg15. (E) as in (C) but for Ifi44l. (F) as in (C) but for Trex1. (G) As in (A) but for Salmonella-infected macrophages. Correlation of Cluster 3 is 0.75; Cluster 4 is 0.78;
Cluster 5 is 0.72. (H) Overlap of DIUs and DEGs in uninfected and Salmonella-infected hnRNP K and U knockdown macrophages. (I) Vesicular Stomatitis Virus (VSV)
replication (as measured by RT-qPCR of the VSVM gene relative to Actb) in hnRNP K and hnRNP U knockdown macrophages compared to SCR controls (VSV MOI = 1)
at 4, 8, and 12h post-infection. (J) as in (I) but for VSVG. For all RT-qPCRs, values are the mean of 3 biological replicates and error bars indicate standard deviation.
*p < 0.05; **p < 0.01.
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DIUs in genes involved in cholesterol biosynthesis (Figure 9B,
bottom). RhoA and Cdc42 are Rho GTPases that co-ordinate
cytoskeletal dynamics (54). We detected differential isoform usage
for several transcripts involved in these pathways including
Arhgap30, Arhgap1, and Baiap2 (Figure 9C). In fact, the intron
retention event in Arhgap30 is the one of the most abundant DIUs
in hnRNP K knockdown macrophages (E(DPSI) 0.376)
(Supplementary Table 1). This DIU is predicted to decrease the
Frontiers in Immunology | www.frontiersin.org 16
relative abundance of protein coding-competent Arhgap30mRNA
in the cell, while events in Arhgap1 and Baiap2 are predicted to
change the amino acid sequence of the protein isoform.Ourfinding
that Salmonella can replicate more efficiently in the presence of
these alternative splicing changes is consistent with work showing
that actin polymerization is critical for stabilization of the
Salmonella-containing vacuole and replication of intravacuolar
Salmonella in cells like macrophages (55, 56). These data suggest
A B

DC

FIGURE 9 | hnRNP K regulates Salmonella replication and controls alternative splicing of genes involved in RhoA/Rac1-mediated reorganization of the actin
cytoskeleton. (A) Colony forming units represented as fold replication (20h time point relative to 2h time point) in hnRNP K and hnRNP U knockdown RAW 264.7
macrophages infected with Salmonella Typhimurium (MOI = 10) (B) Ingenuity Pathway Analysis of hnRNP K (top) and hnRNP U (bottom) knockdown macrophages
at 4h post-Salmonella infection. Pathways shown are unique to hnRNP K or hnRNP U cells and enrichment is shown as -log(p-value). (C) Local splicing variations
identified in three genes related to Cdc42-mediated reorganization of the actin cytoskeleton: Arhgap30, Arhgap1, and Baiap2. Color of splicing events in the gene
schematic corresponds to the colors in the violin plots (showing EDPSI). (D) Model of the potential mechanisms through which SR and hnRNP family members could
impact innate immune gene expression in macrophages. For all RT-qPCRs values are the mean of 2 or 3 biological replicates and error bars indicate standard
deviation.*p < 0.05; n.s. is not statistically significant.
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that hnRNP K may impact actin dynamics through alternative
splicing of Arhgap30, Arhgap1, and Baiap2. Furthermore, our
results argue that individual splicing factors can contribute to
innate immune and infection outcomes in unique ways and
demonstrate that together, transcriptomics and alternative
splicing analysis has the potential to identify host factors that
regulate the host-pathogen interface.
DISCUSSION

Our study illustrates the diverse effects the SR/hnRNP family
splicing factors have on the macrophage transcriptome both in
uninfected macrophages and in cells infected with the gram-
negative bacterial pathogen Salmonella Typhimurium. While
implicating SR and hnRNPs in regulating gene expression is
not remarkable, the degree to which each of the splicing factors
queried impacts distinct gene regulons in each of these
conditions is unexpected. Overall, we found that over 70% of
the genes induced as part of the macrophage innate immune
response (>2-fold at 4h post-infection) are hyper- or hypo-
induced in the absence of one or more of the SR/hnRNPs we
investigated. This work highlights a critical role for splicing
regulatory proteins in controlling the magnitude of innate
immune gene induction and calls for a rethinking of how the
innate immune response is post-transcriptionally regulated.

One critical lingering question raised by these studies relates
to the mechanism(s) through which genes are up or down
regulated in SR/hnRNP knockdown RAW 264.7 macrophages.
While our analysis did identify DIU in transcripts encoding
several transcription factors in the IRF, STAT, and NFkB
families (Irf1, Irf5, Irf7, Irf9, and Stat1), our data does not
generally support a model whereby loss of a particular SR/
hnRNP results in mis-splicing or functional alteration of a
master regulator of a shared transcriptional regulon. Likewise,
although individual cases likely exist, our data does not support a
role for SR/hnRNPs in globally regulating innate immune
transcript abundance via differential inclusion of poison exons
(as DIU was not enriched in DEGs). Indeed, the most overlap
between DIU and DEG we observed was for hnRNP F and even
that was only 10% (Figure S5). Thus, the question remains: how
do individual SR/hnRNPs activate and/or repress induction of
innate immune genes? Several mechanisms are likely and are by
no means mutually exclusive (Figure 9D). The first possible
mechanism driving at least some of these changes is direct
binding of SR/hnRNPs to target pre-mRNAs to promote or
inhibit constitutive intron removal. Second, certain SRs and
hnRNPs could contribute to transcriptional changes by
interacting with RNA polymerase and/or other factors at the
chromatin level. Indeed, to promote co-transcriptional splicing,
some SR proteins interact with the CTD of RNA polymerase II
(57–59) and some SR proteins have been shown to interact with
histones (60). Third, SR/hnRNPs may alter innate immune gene
expression by interacting with components of innate immune
signaling cascades themselves, such as pathogen recognition
receptors or downstream kinases/transcription factors. Such a
Frontiers in Immunology | www.frontiersin.org 17
mechanism was recently described for hnRNPA2B1, which
controls initiation of the type I IFN response in part via
interactions with the kinase TBK1 and its substrate IRF3 (61).
Lastly, although our data does not provide strong support for
such a model, it is possible that loss of SR/hnRNPs alters the
abundance or function of innate immune transcription factors
themselves at either the RNA or protein level. Implicating one or
more of these mechanisms will require detailed follow-up
analysis on individual SR/hnRNPs. Identifying the direct RNA
and protein binding targets of these splicing factors in uninfected
and Salmonella-infected macrophages will certainly help inform
on these mechanisms, as will defining the subcellular localization
of these RNA-binding proteins in the two conditions.

Previous work from our lab found hnRNP M knockdown
leads to hyper-induction of a number of innate immune
transcripts following inflammatory triggers, which suggests
that slowing/inhibiting pre-mRNA maturation may be
involved. Specifical ly , our earl ier work found that
overexpression of hnRNP M promotes accumulation of intron-
containing Il6 pre-mRNAs, while loss of hnRNP M increases
removal of Il6 intron 3 (31). From these findings we concluded
that by repressing constitutive intron removal in Il6, hnRNP M
slows early or spurious transcriptional activation of this pro-
inflammatory cytokine. It is possible that other SR and hnRNPs
work in the same way, by contributing to specific constitutive
intron removal events that can fine-tune the kinetics of transcript
maturation and influence steady state RNA levels. Such a model
would predict increased levels of reads from particular introns in
DEGs. Although we do not see evidence for this in our RNA-seq
data, this is not particularly surprising given the low abundance
of intron-containing pre-mRNAs relative to mRNAs. Indeed, an
important caveat of these studies is that they were carried out at a
single time point following Salmonella infection. While we chose
this time point to maximize mRNA transcript accumulation, we
may have inadvertently minimized our ability to detect transient
accumulation of unprocessed transcript intermediates. Kinetic
transcriptome analysis from the Black and Smale labs
demonstrates that for most transcripts, pre-mRNA splicing of
innate immune transcripts occurs co-transcriptionally but
accumulation of nascent pre-mRNA at the chromatin level is
generally not evident at time points following 15-30 minutes,
except in select cases with especially long transcripts on which
splicing catalysis is delayed (6, 7). Thus, it is possible that for
many of our transcripts of interest, the most important
contribution of SR/hnRNP proteins to constitutive and/or
alternative splicing occurs during that early transcriptional
burst, minutes after pathogen sensing. Thus, future attempts to
elucidate the complexities of post-transcriptional control of
inflammatory gene induction will want to broaden their scope
to inc lude addi t ional ear ly t ime points fo l lowing
macrophage activation.

At the onset of this study, we hypothesized that because
SRSF1, 2, 6, 7, 9 and hnRNP C, F, K, M, and U have been shown
to be differentially phosphorylated during bacterial and fungal
infection of macrophages (23–25), they would impact distinct
gene regulons in uninfected vs. Salmonella-infected cell lines.
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Several studies have linked environmental changes to post-
translational modification (PTM) of splicing factors. For
example, dephosphorylation of SRSF10 by the phosphatase
PP1 represses splicing and limits gene expression in HeLa cells
following heat shock (18, 20, 62). Additionally, arginine
methylation of hnRNPA1/B2 triggers its export to the
cytoplasm where it activates TBK1/IRF3 signaling following
infection with a DNA virus (61). Recent work from the Lynch
lab showed that hnRNP K is redistributed in the nucleus during
influenza infection, becoming enriched in nuclear speckles (46).
Indeed, subcellular redistribution is a common trait of SR/
hnRNPs during infection (63, 64) and many viruses themselves
require RNA binding proteins for the maintenance and
processing of their genomes. Future studies designed to
investigate how pathogen sensing influences post-translational
modification of SR and hnRNPs will provide important insights
into how splicing factors are functionalized during the
macrophage innate immune response as well as in response to
cellular stresses in general.
DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The name of the repository and accession number
can be found below: National Center for Biotechnology
Information (NCBI) Gene Expression Omnibus (GEO),
https://www.ncbi.nlm.nih.gov/geo/, GSE171418.
AUTHOR CONTRIBUTIONS

KW and AW generated the knockdown cell lines, carried out
Salmonella infections and performed RNA sequencing. KW
Frontiers in Immunology | www.frontiersin.org 18
performed bioinformatics analysis. AW, HS, AC, TF, and KC
performed experimental validations. KV, KP, and RW
contributed to data visualization. KP, RW, AW and HS
prepared and edited the figures and manuscript. All authors
contributed to the article and approved the submitted version.
FUNDING

This work was funded by the National Institutes of Health/
NIGMS, R35GM133720 (KLP) and National Institutes of
Health/NIAID R01AI125512 (ROW).
ACKNOWLEDGMENTS

Wewould like to thank members of the KP and RW labs for their
critical reading of and feedback on this manuscript. We would
also like to thank members of Phillip West’s lab at TAMU COM
for help with the VSV infections and Helene Andrews-Polymenis
for sharing the SL1344 Salmonella Typhimurium strain. We
would like to acknowledge Andrew Hillhouse and the Institute
for Genome Sciences and Society at TAMU for performing our
RNA-sequencing experiments.
SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fimmu.2021.656885/
full#supplementary-material
REFERENCES

1. Nathan C. Points of Control in Inflammation. Nature (2002) 420(6917):846–
52. doi: 10.1038/nature01320

2. Foster SL, Medzhitov R. Gene-Specific Control of the TLR-induced
Inflammatory Response. Clin Immunol (2009) 130(1):7–15. doi: 10.1016/
j.clim.2008.08.015

3. Medzhitov R. Recognition of Microorganisms and Activation of the Immune
Response. Nature (2007) 449(7164):819–26. doi: 10.1038/nature06246

4. Fowler T, Sen R, Roy AL. Regulation of Primary Response Genes. Mol Cell
(2011) 44(3):348–60. doi: 10.1016/j.molcel.2011.09.014

5. Ahmed AU, Williams BR, Hannigan GE. Transcriptional Activation of
Inflammatory Genes: Mechanistic Insight Into Selectivity and Diversity.
Biomolecules (2015) 5(4):3087–111. doi: 10.3390/biom5043087

6. Bhatt DM, Pandya-Jones A, Tong AJ, Barozzi I, Lissner MM, Natoli G, et al.
Transcript Dynamics of Proinflammatory Genes Revealed by Sequence
Analysis of Subcellular Rna Fractions. Cell (2012) 150(2):279–90. doi:
10.1016/j.cell.2012.05.043

7. Pandya-Jones A, Bhatt DM, Lin CH, Tong AJ, Smale ST, Black DL. Splicing
Kinetics and Transcript Release From the Chromatin Compartment Limit the
Rate of Lipid a-Induced Gene Expression. RNA (2013) 19(6):811–27. doi:
10.1261/rna.039081.113

8. Thanos D, Maniatis T. Virus Induction of Human Ifn Beta Gene Expression
Requires the Assembly of an Enhanceosome. Cell (1995) 83(7):1091–100. doi:
10.1016/0092-8674(95)90136-1
9. Agalioti T, Lomvardas S, Parekh B, Yie J, Maniatis T, Thanos D. Ordered
Recruitment of Chromatin Modifying and General Transcription Factors to
the IFN-beta Promoter. Cell (2000) 103(4):667–78. doi: 10.1016/S0092-8674
(00)00169-0

10. Ramirez-Carrozzi VR, Braas D, Bhatt DM, Cheng CS, Hong C, Doty KR, et al.
A Unifying Model for the Selective Regulation of Inducible Transcription by
CpG Islands and Nucleosome Remodeling. Cell (2009) 138(1):114–28. doi:
10.1016/j.cell.2009.04.020

11. Ramirez-Carrozzi VR, Nazarian AA, Li CC, Gore SL, Sridharan R, Imbalzano
AN, et al. Selective and Antagonistic Functions of SWI/SNF and Mi-2beta
Nucleosome Remodeling Complexes During an Inflammatory Response.
Genes Dev (2006) 20(3):282–96. doi: 10.1101/gad.1383206

12. Zhong H, May MJ, Jimi E, Ghosh S. The Phosphorylation Status of Nuclear
Nf-Kappa B Determines its AssociationWith CBP/p300 or HDAC-1.Mol Cell
(2002) 9(3):625–36. doi: 10.1016/S1097-2765(02)00477-X

13. Dong J, Jimi E, Zhong H, Hayden MS, Ghosh S. Repression of Gene
Expression by Unphosphorylated Nf-Kappab P65 Through Epigenetic
Mechanisms. Genes Dev (2008) 22(9):1159–73. doi: 10.1101/gad.1657408

14. van Essen D, Engist B, Natoli G, Saccani S. Two Modes of Transcriptional
Activation at Native Promoters by NF-kappaB P65. PloS Biol (2009) 7(3):e73.
doi: 10.1371/journal.pbio.1000073

15. Richards AL, Watza D, Findley A, Alazizi A, Wen X, Pai AA, et al.
Environmental Perturbations Lead to Extensive Directional Shifts in RNA
Processing. PloS Genet (2017) 13(10):e1006995. doi: 10.1371/journal.
pgen.1006995
July 2021 | Volume 12 | Article 656885

https://www.ncbi.nlm.nih.gov/geo/
https://www.frontiersin.org/articles/10.3389/fimmu.2021.656885/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fimmu.2021.656885/full#supplementary-material
https://doi.org/10.1038/nature01320
https://doi.org/10.1016/j.clim.2008.08.015
https://doi.org/10.1016/j.clim.2008.08.015
https://doi.org/10.1038/nature06246
https://doi.org/10.1016/j.molcel.2011.09.014
https://doi.org/10.3390/biom5043087
https://doi.org/10.1016/j.cell.2012.05.043
https://doi.org/10.1261/rna.039081.113
https://doi.org/10.1016/0092-8674(95)90136-1
https://doi.org/10.1016/S0092-8674(00)00169-0
https://doi.org/10.1016/S0092-8674(00)00169-0
https://doi.org/10.1016/j.cell.2009.04.020
https://doi.org/10.1101/gad.1383206
https://doi.org/10.1016/S1097-2765(02)00477-X
https://doi.org/10.1101/gad.1657408
https://doi.org/10.1371/journal.pbio.1000073
https://doi.org/10.1371/journal.pgen.1006995
https://doi.org/10.1371/journal.pgen.1006995
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Wagner et al. Splicing Factors Regulate Innate Immunity
16. Shin C, Feng Y, Manley JL. Dephosphorylated SRp38 Acts as a Splicing
Repressor in Response to Heat Shock. Nature (2004) 427(6974):553–8. doi:
10.1038/nature02288

17. Zhong XY, Ding JH, Adams JA, Ghosh G, Fu XD. Regulation of SR Protein
Phosphorylation and Alternative Splicing by Modulating Kinetic Interactions
of SRPK1 With Molecular Chaperones. Genes Dev (2009) 23(4):482–95. doi:
10.1101/gad.1752109

18. Shi Y, Nishida K, Campigli Di Giammartino D, Manley JL. Heat Shock-
Induced Srsf10 Dephosphorylation Displays Thermotolerance Mediated by
Hsp27. Mol Cell Biol (2011) 31(3):458–65. doi: 10.1128/MCB.01123-10

19. Munoz MJ, Perez Santangelo MS, Paronetto MP, de la Mata M, Pelisch F,
Boireau S, et al. Dna Damage Regulates Alternative Splicing Through
Inhibition of RNA Polymerase II Elongation. Cell (2009) 137(4):708–20.
doi: 10.1016/j.cell.2009.03.010

20. Shkreta L, Toutant J, Durand M, Manley JL, Chabot B. Srsf10 Connects Dna
Damage to the Alternative Splicing of Transcripts Encoding Apoptosis, Cell-
Cycle Control, and DNA Repair Factors. Cell Rep (2016) 17(8):1990–2003.
doi: 10.1016/j.celrep.2016.10.071

21. Pai AA, Baharian G, Page Sabourin A, Brinkworth JF, Nedelec Y, Foley JW,
et al. Widespread Shortening of 3’ Untranslated Regions and Increased Exon
Inclusion are Evolutionarily Conserved Features of Innate Immune Responses
to Infection. PloS Genet (2016) 12(9):e1006338. doi: 10.1371/journal.
pgen.1006338

22. Frankiw L, Mann M, Li G, Joglekar A, Baltimore D. Alternative Splicing
Coupled With Transcript Degradation Modulates OAS1g Antiviral Activity.
RNA (2020) 26(2):126–36. doi: 10.1261/rna.073825.119

23. Budzik JM, Swaney DL, Jimenez-Morales D, Johnson JR, Garelis NE, Repasy
T, et al. Dynamic Post-Translational Modification Profiling of Mycobacterium
Tuberculosis-Infected Primary Macrophages. Elife (2020) 9. doi: 10.7554/
eLife.51461

24. Penn BH, Netter Z, Johnson JR, Von Dollen J, Jang GM, Johnson T, et al. An
Mtb-Human Protein-Protein Interaction Map Identifies a Switch Between
Host Antiviral and Antibacterial Responses. Mol Cell (2018) 71(4):637–48 e5.
doi: 10.1016/j.molcel.2018.07.010

25. Pandey A, Ding SL, Qin QM, Gupta R, Gomez G, Lin F, et al. Global
Reprogramming of Host Kinase Signaling in Response to Fungal Infection.
Cell Host Microbe (2017) 21(5):637–49 e6. doi: 10.1016/j.chom.2017.04.008

26. Vaquero-Garcia J, Barrera A, Gazzara MR, Gonzalez-Vallinas J, Lahens NF,
Hogenesch JB, et al. A New View of Transcriptome Complexity and
Regulation Through the Lens of Local Splicing Variations. Elife (2016) 5:
e11752. doi: 10.7554/eLife.11752

27. Paz I, Kosti I, Ares MJr., Cline M, Mandel-Gutfreund Y. Rbpmap: A Web
Server for Mapping Binding Sites of RNA-binding Proteins. Nucleic Acids Res
(2014) 42(Web Server issue):W361–7. doi: 10.1093/nar/gku406

28. Fitzgerald KA, Rowe DC, Barnes BJ, Caffrey DR, Visintin A, Latz E, et al. Lps-
Tlr4 Signaling to IRF-3/7 and NF-kappaB Involves the Toll Adapters TRAM
and TRIF. J Exp Med (2003) 198(7):1043–55. doi: 10.1084/jem.20031023

29. Tong AJ, Liu X, Thomas BJ, Lissner MM, Baker MR, Senagolage MD, et al. A
Stringent Systems Approach Uncovers Gene-Specific Mechanisms Regulating
Inflammation. Cell (2016) 165(1):165–79. doi: 10.1016/j.cell.2016.01.020

30. Orecchioni M, Ghosheh Y, Pramod AB, Ley K. Macrophage Polarization:
Different Gene Signatures in M1(LPS+) vs. Classically and M2(LPS-) vs.
Alternatively Activated Macrophages. Front Immunol (2019) 10:1084. doi:
10.3389/fimmu.2019.01084

31. West KO, Scott HM, Torres-Odio S, West AP, Patrick KL, Watson RO. The
Splicing Factor Hnrnp M is a Critical Regulator of Innate Immune Gene
Expression in Macrophages. Cell Rep (2019) 29(6):1594–1609 e5. doi: 10.1016/
j.celrep.2019.09.078

32. Talkish J, Igel H, Perriman RJ, Shiue L, Katzman S, Munding EM, et al.
Rapidly Evolving Protointrons in Saccharomyces Genomes Revealed by a
Hungry Spliceosome. PloS Genet (2019) 15(8):e1008249. doi: 10.1371/
journal.pgen.1008249

33. Pleiss JA, Whitworth GB, Bergkessel M, Guthrie C. Rapid, Transcript-Specific
Changes in Splicing in Response to Environmental Stress. Mol Cell (2007) 27
(6):928–37. doi: 10.1016/j.molcel.2007.07.018

34. Munding EM, Shiue L, Katzman S, Donohue JP, Ares MJr. Competition
Between pre-mRNAs for the Splicing Machinery Drives Global Regulation of
Splicing. Mol Cell (2013) 51(3):338–48. doi: 10.1016/j.molcel.2013.06.012
Frontiers in Immunology | www.frontiersin.org 19
35. Huelga SC, Vu AQ, Arnold JD, Liang TY, Liu PP, Yan BY, et al. Integrative
Genome-Wide Analysis Reveals Cooperative Regulation of Alternative
Splicing by hnRNP Proteins. Cell Rep (2012) 1(2):167–78. doi: 10.1016/
j.celrep.2012.02.001

36. Schoggins JW. Interferon-Stimulated Genes: What Do They All do? Annu Rev
Virol (2019) 6(1):567–84. doi: 10.1146/annurev-virology-092818-015756

37. Schoggins JW, Rice CM. Interferon-Stimulated Genes and Their Antiviral
Effector Functions. Curr Opin Virol (2011) 1(6):519–25. doi: 10.1016/
j.coviro.2011.10.008

38. Schoggins JW, Wilson SJ, Panis M, Murphy MY, Jones CT, Bieniasz P, et al. A
Diverse Range of Gene Products are Effectors of the Type I Interferon Antiviral
Response. Nature (2011) 472(7344):481–5. doi: 10.1038/nature09907

39. Krecic AM, Swanson MS. Hnrnp Complexes: Composition, Structure, and
Function. Curr Opin Cell Biol (1999) 11(3):363–71. doi: 10.1016/S0955-0674
(99)80051-9

40. Long JC, Caceres JF. The SR Protein Family of Splicing Factors: Master
Regulators of Gene Expression. Biochem J (2009) 417p(1):15–27. doi: 10.1042/
BJ20081501

41. Bradley T, Cook ME, Blanchette M. Sr Proteins Control a Complex Network of
RNA-processing Events. RNA (2015) 21(1):75–92. doi: 10.1261/rna.043893.113

42. Geuens T, Bouhy D, Timmerman V. The Hnrnp Family: Insights Into Their
Role in Health and Disease. Hum Genet (2016) 135(8):851–67. doi: 10.1007/
s00439-016-1683-5

43. Han SP, Tang YH, Smith R. Functional Diversity of the Hnrnps: Past,
Present and Perspectives. Biochem J (2010) 430(3):379–92. doi: 10.1042/
BJ20100396

44. Busch A, Hertel KJ. Evolution of SR Protein and Hnrnp Splicing
Regulatory Factors. Wiley Interdiscip Rev RNA (2012) 3(1):1–12. doi:
10.1002/wrna.100

45. Fu XD, Ares MJr. Context-Dependent Control of Alternative Splicing by
RNA-binding Proteins. Nat Rev Genet (2014) 15(10):689–701. doi: 10.1038/
nrg3778

46. Thompson MG, Dittmar M, Mallory MJ, Bhat P, Ferretti MB, Fontoura BM,
et al. Viral-Induced Alternative Splicing of Host Genes Promotes Influenza
Replication. Elife (2020) 9. doi: 10.7554/eLife.55500

47. Swanson MS, Dreyfuss G. Classification and Purification of Proteins of
Heterogeneous Nuclear Ribonucleoprotein Particles by RNA-binding
Specificities. Mol Cell Biol (1988) 8(5):2237–41. doi: 10.1128/MCB.8.5.2237

48. Matunis MJ, Michael WM, Dreyfuss G. Characterization and Primary
Structure of the Poly(C)-Binding Heterogeneous Nuclear Ribonucleoprotein
Complex K Protein. Mol Cell Biol (1992) 12(1):164–71. doi: 10.1128/
MCB.12.1.164

49. Mikula M, Rubel T, Karczmarski J, Statkiewicz M, Bomsztyk K, Ostrowski J.
Beads-Free Protein Immunoprecipitation for a Mass Spectrometry-Based
Interactome and Posttranslational Modifications Analysis. Proteome Sci
(2015) 13:23. doi: 10.1186/s12953-015-0079-0

50. Havugimana PC, Hart GT, Nepusz T, Yang H, Turinsky AL, Li Z, et al. A
Census of Human Soluble Protein Complexes. Cell (2012) 150(5):1068–81.
doi: 10.1016/j.cell.2012.08.011

51. Pourhaghighi R, Ash PEA, Phanse S, Goebels F, Hu LZM, Chen S, et al.
Brainmap Elucidates the Macromolecular Connectivity Landscape of
Mammalian Brain. Cell Syst (2020) 11(2):208. doi: 10.1016/j.cels.2020.08.006

52. Kandasamy RK, Vladimer GI, Snijder B, Muller AC, Rebsamen M,
Bigenzahn JW, et al. A Time-Resolved Molecular Map of the Macrophage
Response to VSV Infection. NPJ Syst Biol Appl (2016) 2:16027. doi: 10.1038/
npjsba.2016.27

53. Drecktrah D, Knodler LA, Ireland R, Steele-Mortimer O. The Mechanism of
Salmonella Entry Determines the Vacuolar Environment and Intracellular
Gene Expression. Traffic (2006) 7(1):39–51. doi: 10.1111/j.1600-
0854.2005.00360.x

54. Martin K, Reimann A, Fritz RD, Ryu H, Jeon NL, Pertz O. Spatio-Temporal
Co-Ordination of RhoA, Rac1 and Cdc42 Activation During Prototypical
Edge Protrusion and Retraction Dynamics. Sci Rep (2016) 6:21901. doi:
10.1038/srep21901

55. Meresse S, Unsworth KE, Habermann A, Griffiths G, Fang F, Martinez-
Lorenzo MJ, et al. Remodelling of the Actin Cytoskeleton is Essential for
Replication of Intravacuolar Salmonella. Cell Microbiol (2001) 3(8):567–77.
doi: 10.1046/j.1462-5822.2001.00141.x
July 2021 | Volume 12 | Article 656885

https://doi.org/10.1038/nature02288
https://doi.org/10.1101/gad.1752109
https://doi.org/10.1128/MCB.01123-10
https://doi.org/10.1016/j.cell.2009.03.010
https://doi.org/10.1016/j.celrep.2016.10.071
https://doi.org/10.1371/journal.pgen.1006338
https://doi.org/10.1371/journal.pgen.1006338
https://doi.org/10.1261/rna.073825.119
https://doi.org/10.7554/eLife.51461
https://doi.org/10.7554/eLife.51461
https://doi.org/10.1016/j.molcel.2018.07.010
https://doi.org/10.1016/j.chom.2017.04.008
https://doi.org/10.7554/eLife.11752
https://doi.org/10.1093/nar/gku406
https://doi.org/10.1084/jem.20031023
https://doi.org/10.1016/j.cell.2016.01.020
https://doi.org/10.3389/fimmu.2019.01084
https://doi.org/10.1016/j.celrep.2019.09.078
https://doi.org/10.1016/j.celrep.2019.09.078
https://doi.org/10.1371/journal.pgen.1008249
https://doi.org/10.1371/journal.pgen.1008249
https://doi.org/10.1016/j.molcel.2007.07.018
https://doi.org/10.1016/j.molcel.2013.06.012
https://doi.org/10.1016/j.celrep.2012.02.001
https://doi.org/10.1016/j.celrep.2012.02.001
https://doi.org/10.1146/annurev-virology-092818-015756
https://doi.org/10.1016/j.coviro.2011.10.008
https://doi.org/10.1016/j.coviro.2011.10.008
https://doi.org/10.1038/nature09907
https://doi.org/10.1016/S0955-0674(99)80051-9
https://doi.org/10.1016/S0955-0674(99)80051-9
https://doi.org/10.1042/BJ20081501
https://doi.org/10.1042/BJ20081501
https://doi.org/10.1261/rna.043893.113
https://doi.org/10.1007/s00439-016-1683-5
https://doi.org/10.1007/s00439-016-1683-5
https://doi.org/10.1042/BJ20100396
https://doi.org/10.1042/BJ20100396
https://doi.org/10.1002/wrna.100
https://doi.org/10.1038/nrg3778
https://doi.org/10.1038/nrg3778
https://doi.org/10.7554/eLife.55500
https://doi.org/10.1128/MCB.8.5.2237
https://doi.org/10.1128/MCB.12.1.164
https://doi.org/10.1128/MCB.12.1.164
https://doi.org/10.1186/s12953-015-0079-0
https://doi.org/10.1016/j.cell.2012.08.011
https://doi.org/10.1016/j.cels.2020.08.006
https://doi.org/10.1038/npjsba.2016.27
https://doi.org/10.1038/npjsba.2016.27
https://doi.org/10.1111/j.1600-0854.2005.00360.x
https://doi.org/10.1111/j.1600-0854.2005.00360.x
https://doi.org/10.1038/srep21901
https://doi.org/10.1046/j.1462-5822.2001.00141.x
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Wagner et al. Splicing Factors Regulate Innate Immunity
56. Yeung ATY, Choi YH, Lee AHY, Hale C, Ponstingl H, Pickard D, et al. A
Genome-Wide Knockout Screen in Human Macrophages Identified Host
Factors Modulating Salmonella Infection. mBio (2019) 10(5). doi: 10.1128/
mBio.02169-19

57. Das R, Dufu K, Romney B, Feldt M, Elenko M, Reed R. Functional Coupling
of RNAP Ii Transcription to Spliceosome Assembly. Genes Dev (2006) 20
(9):1100–9. doi: 10.1101/gad.1397406

58. de la Mata M, Munoz MJ, Allo M, Fededa JP, Schor IE, Kornblihtt AR. Rna
Polymerase Ii Elongation at the Crossroads of Transcription and Alternative
Splicing. Genet Res Int (2011) 2011:309865. doi: 10.4061/2011/309865

59. Sapra AK, Anko ML, Grishina I, Lorenz M, Pabis M, Poser I, et al. Sr Protein
Family Members Display Diverse Activities in the Formation of Nascent and
Mature Mrnps In Vivo. Mol Cell (2009) 34(2):179–90. doi: 10.1016/
j.molcel.2009.02.031

60. Loomis RJ, Naoe Y, Parker JB, Savic V, Bozovsky MR, Macfarlan T, et al.
Chromatin Binding of SRp20 and ASF/SF2 and Dissociation From Mitotic
Chromosomes is Modulated by Histone H3 Serine 10 Phosphorylation. Mol
Cell (2009) 33(4):450–61. doi: 10.1016/j.molcel.2009.02.003

61. Wang L, Wen M, Cao X. Nuclear Hnrnpa2b1 Initiates and Amplifies the
Innate Immune Response to DNA Viruses. Science (2019) 365(6454). doi:
10.1126/science.aav0758

62. Zhou X, Wu W, Li H, Cheng Y, Wei N, Zong J, et al. Transcriptome Analysis
of Alternative Splicing Events Regulated by SRSF10 Reveals Position-
Frontiers in Immunology | www.frontiersin.org 20
Dependent Splicing Modulation. Nucleic Acids Res (2014) 42(6):4019–30.
doi: 10.1093/nar/gkt1387

63. Zhao W, Wang L, Zhang M, Wang P, Qi J, Zhang L, et al. Nuclear to
Cytoplasmic Translocation of Heterogeneous Nuclear Ribonucleoprotein U
Enhances TLR-induced Proinflammatory Cytokine Production by Stabilizing
mRNAs in Macrophages. J Immunol (2012) 188(7):3179–87. doi: 10.4049/
jimmunol.1101175

64. Cao P, Luo WW, Li C, Tong Z, Zheng ZQ, Zhou L, et al. The Heterogeneous
Nuclear Ribonucleoprotein Hnrnpm Inhibits Rna Virus-Triggered Innate
Immunity by Antagonizing Rna Sensing of RIG-I-like Receptors. PloS
Pathog (2019) 15(8):e1007983. doi: 10.1371/journal.ppat.1007983

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.

Copyright © 2021 Wagner, Scott, West, Vail, Fitzsimons, Coleman, Carter, Watson
and Patrick. This is an open-access article distributed under the terms of the Creative
Commons Attribution License (CC BY). The use, distribution or reproduction in other
forums is permitted, provided the original author(s) and the copyright owner(s) are
credited and that the original publication in this journal is cited, in accordance with
accepted academic practice. No use, distribution or reproduction is permitted which
does not comply with these terms.
July 2021 | Volume 12 | Article 656885

https://doi.org/10.1128/mBio.02169-19
https://doi.org/10.1128/mBio.02169-19
https://doi.org/10.1101/gad.1397406
https://doi.org/10.4061/2011/309865
https://doi.org/10.1016/j.molcel.2009.02.031
https://doi.org/10.1016/j.molcel.2009.02.031
https://doi.org/10.1016/j.molcel.2009.02.003
https://doi.org/10.1126/science.aav0758
https://doi.org/10.1093/nar/gkt1387
https://doi.org/10.4049/jimmunol.1101175
https://doi.org/10.4049/jimmunol.1101175
https://doi.org/10.1371/journal.ppat.1007983
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles

	Global Transcriptomics Uncovers Distinct Contributions From Splicing Regulatory Proteins to the Macrophage Innate Immune Response
	Introduction
	Materials and Methods
	Cell Lines and Bacterial Strains
	S. Typhimurium Infections
	RNA-Seq
	Gene Ontology (GO) Ingenuity Pathway Analysis and Hierarchical Clustering
	Scatter Plots and Correlation Analysis
	RNA Isolation and RT-qPCR Analysis
	Alternative Splicing Analysis
	RBP Finder
	VSV Infection
	Quantitation and Statistical Analysis

	Results
	SR and hnRNPs Regulate the Abundance of Distinct Sets of Transcripts in Uninfected and Salmonella-Infected Macrophages
	SR and hnRNPs Contribute to Activation and Repression of Genes in Innate Immune-Related Pathways in Salmonella-Infected Macrophages
	SR/hnRNP-Mediated Alternative Splicing Events Are Not Common in DEGs
	A Gene’s Induction Level, Length, and Number of Exons/Introns Do Not Correlate With a Transcript’s Reliance on SR/hnRNPs for Proper Induction During Salmonella Infection
	SR/hnRNP Knockdown Leads to Hyper-Induction of Early-Induced Innate Immune Genes
	hnRNP U and hnRNP K Play a Role in the Control of Intracellular Viral and Bacterial Replication

	Discussion
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages false
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages false
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 300
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages false
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


