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the UCLA Ribonomics Group*

The abundance and stimulus-responsiveness of mature mRNA is thought to be
determined by nuclear synthesis, processing, and cytoplasmic decay. How-
ever, the rate and efficiency of moving mRNA to the cytoplasm almost cer-
tainly contributes, but has rarely been measured. Here, we investigated mRNA
export rates for innate immune genes. We generated high spatio-temporal
resolution RNA-seq data from endotoxin-stimulated macrophages and para-
meterized a mathematical model to infer kinetic parameters with confidence
intervals. We find that the effective chromatin-to-cytoplasm export rate is
gene-specific, varying 100-fold: for some genes, less than 5% of synthesized
transcripts arrive in the cytoplasm as mature mRNAs, while others show high
export efficiency. Interestingly, effective export rates do not determine tem-
poral gene responsiveness, but complement the wide range of mRNA decay
rates; this ensures similar abundances of short- and long-lived mRNAs, which

form successive innate immune response expression waves.

Gene expression is key to cellular identity and function. Its regulation
is complex allowing for gene-specific control of the abundance of gene
products and the speed at which their abundances may be adapted to
changes or perturbations. Considering mRNA, the gene expression
intermediate whose cytoplasmic presence allows for protein synthesis,
its cytoplasmic abundance is a function of numerous molecular reac-
tions that are grouped within the broader terms of nuclear mRNA
synthesis (transcription initiation, elongation), mRNA processing and
export (e.g., capping, splicing, polyadenylation, and transport), and
cytoplasmic degradation. Studies of immune response gene expres-
sion have been insightful as the dynamical nature of immune gene
expression reveals the underlying kinetics of the regulatory steps. In
response to pathogen-derived substances such as endotoxin, the
expression of hundreds of genes is rapidly induced'. While the primary
regulatory steps control nuclear mRNA synthesis?, mRNAs show widely
different cytoplasmic half-lives (ranging from just a few minutes to
many hours), which thereby contributes to the responsiveness of gene
expression®”,

What remains less well characterized is to what extent mRNA
processing and export regulate gene expression. Genetic perturbation

of the splicing machinery can diminish the abundance of mature
mRNAs* and incompletely spliced mRNAs may be degraded via the
nuclear exosome®”’. Indeed, mRNA export is mediated by RNA-binding
proteins that are recruited to exon-exon junction complexes (EJCs).
Recent studies have shown that while 3-end cleavage and poly-
adenylation are always rapid, many genes have one intron that is
spliced post-transcriptionally, potentially introducing delays in the
appearance of cytoplasmic mature mRNA®°, However, the resulting
effective transport rates have not been measured quantitatively and it
remains unknown to what extent these rates may be gene-specific or
whether they contribute to the regulation of gene expression.

Here, we leveraged the high inducibility of innate immune gene
expression programs to measure effective mRNA chromatin-to-
cytoplasmic transport rate (“export rate”) associated with each
immune response gene. We produced genome-wide mRNA measure-
ments in chromatin, nucleoplasmic, and cytoplasmic compartments at
high temporal resolution, and developed a mathematical modeling
workflow to infer kinetic rate constants and their associated con-
fidence intervals. We report that the mRNA export rates vary over a
100-fold range among genes, but surprisingly do not contribute much

"Department of Microbiology, Immunology, and Molecular Genetics, University of California, Los Angeles, CA 90095, USA. 2Institute for Quantitative and
Computational Biosciences, University of California, Los Angeles, CA 90095, USA. 3Molecular Biology Institute, University of California, Los Angeles, CA
90095, USA. *A list of authors and their affiliations appears at the end of the paper. . e-mail: ahoffmann@ucla.edu

Nature Communications | (2022)13:7197


http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-022-34635-5&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-022-34635-5&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-022-34635-5&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41467-022-34635-5&domain=pdf
mailto:ahoffmann@ucla.edu

Article

https://doi.org/10.1038/s41467-022-34635-5

to the temporal responsiveness of immune response gene expression,
which is primarily controlled by cytoplasmic mRNA half-life. Instead,
export rates determine the efficiency of transport (in the face of
nucleoplasmic decay) and show a high correlation with cytoplasmic
mRNA-degradation rates. Thereby, highly responsive genes with short
half-lives are expressed highly thanks to highly efficient transport, and
later waves of immune responsive genes with long half-lives are not
disproportionately overexpressed due to lower efficiency transport.

Results

A detailed, quality dataset of endotoxin-induced mRNA synth-
esis and transport

To study the kinetics of post-transcriptional mRNA transport and
decay of immune response genes we developed an experimental
approach to follow mRNA expression within the cell. When mRNA is
being transcribed it is linked to the chromatin-bound polymerase and
may be isolated as chromatin-associated RNA (caRNA). It is then
released by 3’-end cleavage and polyadenylation into the nucleoplasm
(npRNA) and exported to the cytoplasm (cytoRNA) (Fig. 1A). We pro-
duced high spatio-temporal resolution RNA-seq data of three biolo-
gical replicates (see Supplementary Fig. S1 for reproducibility of the
replicates) by deeply sequencing RNA from three subcellular fractions
(chromatin-associated, nucleoplasmic, and cytoplasmic) prepared

from murine bone-marrow-derived macrophages (BMDMs) at twelve
timepoints within 2 h of stimulation with the endotoxin analog Lipid A,
(Fig. 1B, see “Methods”). As observed for the Tnf gene, intronic reads
are still present in the caRNA samples, but less in the npRNA samples
and transcripts are fully spliced in the cytoplasmic samples (Fig. 1C). To
enable a reliable quantification of mRNA expression for downstream
analysis we selected strongly inducible genes (based on caRNA data,
Fig. 1D). For the 273 selected genes, the npRNA expression profile is
more similar to the caRNA expression profile than the cytoRNA
expression profile (Fig. 1E). Correlation analysis shows that, overall,
npRNA only slightly lags behind caRNA but that cytoRNA expression is
less well correlated and more delayed (Fig. 1F).

To avoid bias in the caRNAseq data due to partially transcribed
mRNA, genes were quantified based on the exonic portion of their last
5kb. This required highly accurate annotation of the dominant tran-
scription end site (TES). Thus, every selected gene track coverage was
checked against GENCODE annotation database and 62 discrepant
genes were removed, leaving 211 for further analysis (see “Methods”,
Supplementary Fig. S2A-F, and Supplementary Data 1). The observed
TESs were largely consistent (within +/-100 bp) with an established
database of polyA sites'® based on 3’-end sequencing data (Supple-
mentary Fig. S2G, right panel). For some genes (bottom right of Sup-
plementary Fig. S2G, right panel) the observed TESs are even more
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Fig. 1| Determining the kinetics of post-transcriptional events. A Following
mRNA from transcription to degradation. First, the mRNA is attached to the chro-
matin (caRNA), then it is released to the nucleoplasm (npRNA) upon 3’-cleavage,
finally it is transported to the cytoplasm where it is degraded. B Schematic of the
experimental setup. Bone-marrow-derived macrophages (BMDMs) are stimulated
with LPA. Cells are harvested at different time after stimulation and fractionated into
subcellular fractions, and RNA is extracted. C Example of tracks for the Tnf gene.
Many intronic reads are found in the chromatin-associated fraction, fewer in the
nucleoplasmic fraction, and the cytoplasmic fraction RNA is fully spliced. D Gene
selection workflow. Lowly expressed genes were filtered out, and inducible genes at

the chromatin level were selected. E Heatmap of gene expression of the selected
genes in (D) for each fraction. F Correlation analysis of mRNA abundance in each
fraction. Note a stronger correlation between chromatin and nucleoplasmic fraction
for nearby timepoints than between nucleoplasmic and cytoplasmic fractions or
between cytoplasmic and chromatin fractions. Also, note a time shift, that time-
points on the chromatin correlate better with later timepoints in the cytoplasmic
fraction. G Example genes: Top, Cd74 and Btg2 have similar chromatin expression
profiles but exhibit different profiles in the nucleoplasmic and cytoplasmic fraction.
Bottom, Arl5h and Ccr3 show similar cytoplasmic levels but Arl5b expression is few
fold higher than Ccr3 in both chromatin and nucleoplasmic fractions.
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Fig. 2 | Fitting a kinetic model to the stimulus-response data. A Model linking
mRNA measurements in different subcellular fractions, with associated equa-
tions. B Schematic of the fitting workflow that takes the expression of caRNA as
input, simulates the nucleoplasmic and cytoplasmic mRNA abundances, and
iterates to identify the optimal parameter set for each gene. C Heatmap of fitting
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results alongside the data. Most genes fit the data really well, as indicated in the
Fit Quality bar on the left-hand side. Source data are provided as a Source Data
file. D Example of fitting results for £grl and Malt1 genes for the three replicates.
The error bars represent the 95% prediction interval of the model given the data
library size.

consistent with the database than the information provided in the gene
annotation (discrepant by >500 bp).

Tracking RNA expression in time and space illustrates that some
genes, such as Cd74 and Btg2, that have very similar caRNA expression,
may exhibit very different npRNA or cytoRNA expression profiles
(Fig. 1G, top panel); or that some genes with different caRNA expres-
sion profiles exhibit very similar cytoRNA expression profiles, such as
Arl5Sb and Ccr3 (Fig. 1G, bottom panel). This suggests that kinetic
parameters of post-transcriptional processes may be gene-specific and
may regulate gene expression dynamics.

A mathematical model of mRNA dynamics to derive kinetic
transport and decay rates

We developed a simple mechanistic mathematical model (Fig. 2A) to
simulate the abundance of mRNAs in the different subcellular frac-
tions. The model uses the measured caRNA expression profile as input
to calculate npRNA and cytoRNA abundances over time as a function
of kinetic parameters describing transport and decay. Given that RNA
sequencing allows for relative quantification across genes and

samples, the parameter values that may be derived by fitting the model
to the data are also relative. These relative parameters are denoted: k;’
for the fractional appearance rate of mRNA in the nucleoplasm (in
npFPKM/caFPKM min™); k, for the mRNA disappearance rate from the
nucleoplasm (in min™), determined by both nucleoplasmic decay and
nucleoplasm-to-cytoplasm transport; k,’ for the fractional appearance
rate of mRNA in the cytoplasm (in cytoFPKM/npFPKM min™), termed
“the nucleoplasm-to-cytoplasm transport rate”; and kg, qeg for the
cytoplasmic decay rate (in min™).

We fit the model to the expression data for each gene to estimate
these kinetic parameters using an optimization pipeline with a cost
function defined by the negative log-likelihood of reproducing the
experimental data given the model; for the error model, we used a
negative binomial distribution to account for both biological varia-
bility and sampling error for lowly expressed timepoints (schematized
in Fig. 2B and described in “Methods”). A visual comparison of model-
simulated and measured data graphed for all genes in a heatmap
(Fig. 2C) or line graphs for two sample genes (Fig. 2D) illustrate the
quality of the fits (see Supplementary Document 1 for detailed graphs
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of individual genes). As the negative log-likelihood depends on the
expression level, we developed a “fit quality” metric that also includes
autocorrelation of the residuals (see Methods). Most genes exhibit
excellent fits (Supplementary Fig. S3A) with fit quality values <0.06
(e.g., Tnfaip2 and /[10 have fit quality scores of 0.011/0.014 and 0.050/
0.041, for the two replicate datasets, respectively, Supplementary
Fig. S3B, top row). Only 9 genes have scores >0.06, and 2 have scores
>0.1 for both replicates (e.g., Cpd and Cd44 have fit quality scores of
0.096/0.084 and 0.15/0.012, respectively, Supplementary Fig. S3B,
bottom row). Poor fit quality is typically due to discrepancies with the
data from the nucleoplasmic fraction.

Model fitting reveals which kinetic rate constants are identifi-
able from the data

Using the profile likelihood method, we also computed the 95% con-
fidence interval of the estimated parameters (Supplementary Data 2).
While k>’ and Ky, e Were identifiable for almost every gene (ky: 207
and 202 for replicate 1 and 2, respectively; Keyo qeo: 199 for both
replicates out of the 211 fitted genes), k;" and k, were identifiable for
only -130 genes (k;* 142 and 117; k: 144 and 116 for replicate 1 and 2,
respectively; Fig. 3A left panel, see “Methods” for confidence interval
estimation for each individual gene). However, in most cases where
these parameters were not fully identifiable the lower bound could be
found (k% 46/69 and 50/95; k. 44/67 and 49/94 for replicate 1 and 2,
respectively). Moreover, the confidence interval of the identifiable
parameters was relatively narrow, around threefold between the upper
bound and lower bound (i.e., +/- 1.8x) for k5" and Kk geg, and about
tenfold (i.e., +/- 3.2x) for k;” and k, (Fig. 3A, right panel). To compare
genes, we first examined the distribution of parameters that were
identifiable; their values spread over a broad range, around 100-fold
for ky’ and Kcyr qee, and about 30-fold for k;” and k; (Fig. 3B). The
parameter distributions resulting from fitting each replicate separately
were similar (with a Kolmogorov-Smirnov distance of <0.14 between
replicates for all parameters). Examining each parameter individually
revealed that optimally fitted values (for genes that yielded identifiable
parameter values) were reproducible across replicates (Fig. 3C), with
the estimated values differing by less than +/- 2x for most genes (red
dashed lines). Even when k;” and k, parameters were not identifiable,
their ratio (k;/k,), was almost always identifiable (202 and 198 for
replicates 1 and 2 respectively) and highly reproducible (Fig. 3D), and
this ratio’s spread across the tested genes was much narrower than the
individual parameters (only threefold).

To obtain an external validation, we compared the model-inferred
mRNA half-life values to estimates obtained using Actinomycin-D
treatment (Supplementary Fig. 4). The two methods led to very similar
results (Fig. 3E) with a spearman rank correlation of 0.8 (P value
<2x107). Interestingly, model inference led to a broader range of
estimated half-lives than estimates with actinomycin-D experiments.
The actinomycin-D approach estimated half-lives of within
15-300 min, whilst model-inferred half-lives ranged from 1 to over
1000 min. This reflects the shortcomings of actinomycin-D experi-
ments in estimating very short and long half-lives™.

Nuclear export efficiencies and effective transport rates are
highly gene-specific

One meaningful composite variable, k»/k, represents the efficiency of
the nuclear export, i.e., how much mRNA arrives in the cytoplasm
versus how much leaves the nucleoplasm by either export or nucleo-
plasmic decay. This measure spreads over 30-fold (10**, Fig. 4A, left
panel) meaning that if we assume no loss for the most efficiently
transported genes, then for the least efficiently transported genes only
~3% of the nucleoplasmic mRNA will actually arrive in the cytoplasm.
Similar to k,, the export efficiency was not always identifiable (Fig. 4A,
right panel), but we were able to identify it with the present dataset for
~130 genes out of the 211 (144 and 118 for replicates 1 and 2,

respectively) fitted genes, and for most unidentifiable genes the 95%
confidence upper bound could still be defined (43/67 and 49/93 for
replicates 1and 2, respectively). For the genes for which this composite
variable was identifiable the estimated value was also highly repro-
ducible (Fig. 4A, middle panel).

Another composite variable is k;’k>/k> which describes how fast a
gene’s caRNA transcript reaches the cytoplasmic fraction. We denote
this composite measure “effective transport rate”, and it is composed
of the fractional cytoplasmic appearance rate k;’multiplied the nuclear
export efficiency k»7k>. This composite variable spreads across an even
wider range of values: 100-fold between the fastest genes and the
slowest (Fig. 4B, left panel). This effective transport rate is highly
reproducible (Fig. 4B, middle panel) and almost always identifiable
(203 and 198 for replicate 1 and 2, respectively, out of the 211 fitted
genes; Fig. 4B, right panel).

These composite measures, “export efficiency” and “effective
transport rate”, correlate strongly (Fig. 4C, Pearson’s correlation of
~0.82; 0.83 and 0.81 for replicates 1 and 2, respectively) for the genes
for which they are identifiable. The genes for which the export effi-
ciency was not identifiable tend to have a lower effective transport
rate. Given that the effective transport rate is identifiable for almost all
genes and is strongly correlated with export efficiency, we focused on
this composite parameter in subsequent analyses.

Interestingly, cytokines and chemokines have relatively high
effective transport rates (Fig. 4D), as do some inflammatory tran-
scription factors (Junb, Egrl/2, Fos, Fosb), while for others it is lower
(FosL2, Irf1, Rel, Relb). Negative feedback genes span a broad range in
effective transport rates, with negative regulators of MAPK having
higher values than negative regulators of NFkB. Genes involved in cell
growth and cell adhesion tend to locate at the lower to medium range
of the effective transport distribution.

Examining two genes on opposite ends of the effective transport
rate range (£grl and Maltl), we observe that even though they both
reach similar levels on the chromatin, Egri, which has a higher effective
transport rate, is present at higher levels in the cytoplasmic fraction
than Maltl (Fig. 4E). This is the case even though MaitI has a longer
cytoplasmic half-life than Egr1 (-135 min for Malt1 and ~15 min for Egr1).

Transport parameters correlate with gene structure and
sequence motifs rather than epigenetic signatures

To determine if the effective transport rate is an intrinsic gene char-
acteristic or if it is context-dependent, we examined gene structure
characteristics. We found that the effective transport rate is sig-
nificantly anti-correlated with gene length (Fig. 5A) and the number of
introns (Fig. 5B). Short genes with few introns have higher effective
transport rates (potentially mediated by TPR) than longer ones with
more introns, whose transport may depend on exon-exon junction
complexes. Interestingly, even though cytokines and chemokines have
similar gene lengths and intron numbers, cytokines tend to have
higher effective transport rates than chemokines.

To examine if the need to splice in the nucleoplasm (rather than
on the chromatin) might slow the effective transport rate, we calcu-
lated the percentage of spliced junction reads over the total of junction
reads (spliced or unspliced) for each intron in the nucleoplasmic
fraction using SIRI'> and assumed that each intron is independently
spliced. Interestingly, this measure of post-transcriptional splicing in
the nucleoplasm, correlates with the effective transport rate even
more strongly (Fig. 5C), though not necessarily due to a single bottle-
neck intron (Supplementary Fig. S5A). These data suggest that when
splicing is not completed co-transcriptionally, it slows the effective
mRNA transport rate to the cytoplasm.

To examine if RNA-binding proteins (RBPs) may also play a role in
regulating the effective transport rate, we tested for enrichment of
number of motifs for known RBP in the 5-UTR and 3’-UTR of the genes
and tested against the estimated effective transport rate
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between the two half-life estimates (Spearman rank correlation of 0.8) but that the
model seems to capture a larger range in half-lives than the actinomycin-D method.

(Supplementary Fig. S5B). Some of these RBP motifs were correlated
with a higher effective transport rate, e.g., HNRNPK and QKI“,
Conversely, there are some RBP motifs on the 3’-UTR that correlate
with a lower effective transport rate, e.g., HNRNPLL" " and YBX1°%,
These proteins were shown to be involved in mRNA splicing, transport,
and decay.

Next, we examined if the effective transport rate may be affected
by the chromatin context of the gene. We measured four histone
marks using ChIP-seq in cells prior to stimulation: H3K27ac is asso-
ciated with active enhancers, H3K4me3 with promoters, H3K36me3
and H3K79me2 with actively transcribed gene bodies***. The average

peak ChIP-seq signal of all peaks assigned to the closest gene TSS was
quantified (see “Methods”), but none of the marks showed a strong
correlation with the effective transport rate (Fig. 5D). In addition,
machine-learning models were trained to assess if the ChIP-seq signal
would add information to the other metrics in predicting the effective
transport rate values (see “Methods”). While predicting the effective
transport rate using the combination of gene length, intron number,
and intron retention significantly improved the prediction over to
using just one of these variables, adding ChIP-seq signals in a variety of
different windows or measures to those did not increase the predictive
power of the models (Fig. 5E).

Nature Communications | (2022)13:7197



Article

https://doi.org/10.1038/s41467-022-34635-5

A 10g10(ky/ ko) ko' ko
1 . . I
" 2001 Fit Quality Identifiability
064 Replicate J . e
— Rep1 (0\1) od vid 1504 . I 0.15 Non-identifiable
2 i a2 29 3 - B us icentfiable
c - - Rep2 | © ’ < i 0.10
8 5 p 5 100 B L& identfiable
D -1 z 0.05
021 o 504 [ | Identifiable
00-_? ' ! i 2a/ 04
2 o o . 2 1 0 1 Repl Rep2
Transport efficiency (k,'/ky) in logso Replicate 1
B logo(kykz'/ k) [ C
Replicate
2004 — 19 -Repl
0 ) Rep2
06 g s
N 1504 5 3o +
2 L 5 =i Y
D 04 T I ® .S :
c © 19 'g ] Py 5
ég =3 5 100 gx-1+ 9
[ =z @ b
02 x X J 8= -
) 50 ST
B 1 o > T 5
-3 2 1 0 g T - k
) ) 2 1 0 )
Effective transport rate (k;'k,"/ky) in logy, Replicate 1 Repl Rep2 Eﬁe(ck“‘\lie'/tlza)n'splm rate
D E 1Kz /Kz) IN10g;0

 Allinduced genes

+ Cell growth genes

- Tolerance genes

+ Death or survival genes

+ Cell adhesion genes

+ Tissue remodeling genes

+ Inflammatory response TF

- Positive regulation of MAPK

 Negative regulation of MAPK

10.01
75+
5.0
251

0.0

log,(FPKM)
=
o (4] o

I
wn

10.0

L Negative regulation of NFKB 7.5
5.0

- Cytokines Replicates
251

Repl
- Chemokines 14} Rep2 0.0 1
0 30 60 90 120
-3 2 -1 0 )
Effective transport rate (k;'k,'/ky) in log;o Time (min)

Fig. 4 | Export rates vary widely across immune response genes. A Left panel
shows the histogram of nucleoplasmic export efficiencies (k»/k,) for immune
response genes. The distributions are similar for the different replicates and span a
30-fold difference between genes. Middle panel shows the reproducibility of these
export efficiency estimates. Right panel shows the number of genes for which this
quantity is identifiable. B Left panel shows the histogram of effective transport
rates (kr’k2/kz) for immune response genes. The distributions are similar for the
different replicates and span a 100-fold difference between genes. Middle panel
shows the reproducibility of these effective transport rate estimates. Right panel

shows the number of genes for which this quantity is identifiable. C Correlation of
the nucleoplasmic export efficiency and the effective transport rate for the genes
for which both parameters are identifiable. D The distributions of effective trans-
port rates of genes involved in various biological processes. E Example expression
for two genes having effective transport rates (k;k>/k) on the extremes of the
distribution. Malt1 has a low effective transport rate and £gr] has a high rate. From
the line graph (top), we noticed that even though Egr1 is less expressed than Maltl
in the chromatin fraction, its expression ends up being higher in the cytoplasmic
fraction.

Transport parameters are unaffected by tolerance-inducing pre-
stimulation

To further examine whether effective transport rates are unaffected by
the genes’ chromatin, we produced equivalent experimental datasets
in macrophages that had been pre-stimulated with Lipid A and thus
rendered into a so-called tolerized state in which the epigenome is
substantially altered and gene expression is less responsive to stimu-
lation with the second dose of Lipid A. Similar to the naive condition,
replicate data demonstrated high reproducibility (Supplementary
Fig. S6A, C), but some genes showed such a low level of expression that
they had to be removed from subsequent analyses (Supplementary

Fig. S6B), leaving 186 genes to be fitted. Tolerized macrophages
showed slightly increased basal levels for most genes (Fig. 6A, top),
but, as expected, they exhibited a strong reduction of induction as
observed in the chromatin fraction (Fig. 6A, bottom), and also in
subsequent fractions (Fig. 6B).

Likely due to the lower fold gene induction, the fits were not as
good as for naive macrophages (see Fig. 6C and Supplementary Fig. 7A,
B) with more genes having a fit quality metric of >0.06 for both
replicates (37 vs. 9 for tolerized vs naive macrophages). However, the
number of genes for which parameters were identifiable was similar to
the naive condition (Supplementary Fig. S7B top panel), though the
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Fig. 5| Potential determinants of the effective mRNA transport rate. A Effective
transport rates (k;’k>7/k2) show a significant negative correlation with gene length
(Pearson’s correlation of -0.47 and —0.42 with associated P value of 3e-12 and 9e-10
for replicate 1 and 2, respectively). B Effective transport rates show a significant
negative correlation with the number of introns (Pearson’s correlation of —0.54 and
-0.53 with associated P value of 3e-16 and 8e-16 for replicate 1 and 2 respectively).
C Effective transport rates show a significant positive correlation with splicing
probability, averaged over all introns (Pearson’s correlation of 0.63 and 0.55 with
associated P value <2.2e-16 and of 1e-13 for replicate 1 and 2, respectively). This
correlation coefficient is higher than when only the most retained intron is con-
sidered (Supplementary Fig. S5A). D Sum of ChIP-seq signals of indicated histone

mark associated with the gene do not show a correlation with the effective trans-
port rate (alternatively, windows different sizes along the gene, described in
Methods, were tried but yielded no better correlation). E Machine-learning models
reveal little predictive power in histone modification ChIP-seq signals. Top, plot of
R? values that indicates the predictive power of machine-learning models that
consider indicated features. Error bars indicate the mean +/- standard deviation of
R? value of the cross-validation sets. A two-sided ¢ test was used with */**/** indi-
cating a P value of <0.05, <0.01, <0.001. Bottom, heatmap of the features” impor-
tance, defined by the gain in accuracy brought by each feature normalized by the
total gain. Numbers in the heatmap correspond to the number of ChIP-seq bins
selected by the model.

associated 95% confidence interval was wider for ky” and Keyco deg
(Supplementary Fig. S7B middle panel). The estimated parameters for
genes with good fits showed good reproducibility in replicates (Sup-
plementary Fig. S7B, bottom panel) and were remarkably similar to the
estimated parameters from the naive condition (Fig. 6D); k,’ and
Keyto deg Deing mostly within a +2-fold range. Further, the composite
parameters of transport efficiency and effective transport rate for the
well fitted genes were close to indistinguishable between naive and
tolerized macrophages, with only poorly fitted genes showing some
differences (Fig. 6E). This suggests that while the context of chromatin
and trans-acting factors regulate transcriptional initiation of immune

responses genes, effective transport rates are primarily regulated by
context-independent gene structure and sequence features.

Transport parameters do not regulate the responsiveness but
the abundance of mRNA induction

Two hypotheses address how the mRNA responsiveness of immune
response genes is regulated: Intuitively, the effective transport rate,
which includes any delays in mRNA processing and splicing, would
control responsiveness. The alternative hypothesis posits that cyto-
plasmic mRNA decay rate determines responsiveness, based on the-
oretical considerations and actual experimental observations®* in
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Fig. 6 | Prior LPS exposure diminishes transcriptional initiation but has little
effect on export rates. A Comparison of observed basal expression (top) and max
fold change (bottom) at the chromatin level. Tolerization increases basal expres-
sion and decreases induced expression for most genes. B Heatmap of fold change
in the naive condition and tolerized condition. We observe in all fractions that the
induction is dimmed in the tolerized condition. C Distribution of fit quality for
tolerized and naive macrophages. The fit quality for the tolerized macrophage is
not as good as for the naive (heavier right tail). Source data are provided as a Source

Data file. D Comparison of post-transcriptional parameters in naive and tolerized
cells. We observe that k;” and k; are not well-defined, as in naive macrophages.
However, k" and Kcyto deg are well-defined and very similar between to those in
naive condition. E Comparison of the composite parameters, effective transport
rate (k;’k2/kz), and export efficiency (k>7/k2), between naive and tolerized condi-
tions. These parameters have similar values for most genes, even if less well-defined
in the tolerized condition.

studies that, however, did not consider nuclear-to-cytoplasmic trans-
port. We simulated the gene expression induction of nine hypothetical
genes combining a high, medium, or low transport rates, with a short, a
medium, and long mRNA half-life (Fig. 7A). The results demonstrated
that the mRNA half-life was a primary determinant of responsiveness,
which can be quantified as time to half-maximal expression. Examining
the control of responsiveness further, we identify regimes in which
transport rates may be important. However, plotting the actual
transport and degradation rates of immune response genes onto this
map, we found that almost all genes fall into the regime where the
responsiveness is controlled almost entirely by cytoplasmic mRNA
half-life (Fig. 7B). Quantifying the mRNA responsiveness of immune
response genes, we observed that it is strongly correlated with their
estimated mRNA half-life, but also showed a nonlinear relationship
with the effective transport rate (Fig. 7C). Comparing mRNA-
degradation rates and effective transport rates we then found an

unexpected correlation (Fig. 7D), with short-lived mRNAs having a
higher effective transport rate. We rationalized that the need for rapid
responsiveness requires a high cytoplasmic decay rate, which in turn
would decrease the magnitude of gene expression; by increasing the
effective transport rate, short-lived mRNAs would then be expressed at
high cytoplasmic levels (Fig. 7E). Despite the correlation the magni-
tude of the mRNA-degradation rate tends to be lower than the nuclear
export rate, ensuring that it is generally rate limiting. These observa-
tions suggest that the effective transport rate is not primarily a
determinant of the responsiveness but of the magnitude of gene
expression in innate immune responses.

Discussion

Here, we report that the effective nucleo-cytoplasmic transport rate of
immune response genes varies over a 100-fold range. Our measure-
ments were based on triplicate deeply sequenced RNA-seq data from
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Fig. 7 | Understanding the link between responsiveness, transport, and mRNA
half-life. A Simulations of gene induction with different parameter values for
mRNA decay (with indicated half-lives, HL) and effective nuclear transport rates
ranging from 0.03 to 0.3 cytoFPKM/caFPKM min™ as observed for the fitted genes.
Responsiveness is measured as time to half induction. B Heatmap of responsive-
ness for various k> and Ky, qes Parameter values. There are three main regimes, in
the top left corner, the responsiveness is determined solely by half-life, in the
bottom right corner the responsiveness is solely defined by k,, and the diagonal
may depend on both. The parameter valued for the immune response genes are
overlaid on top. Most genes fall in the region where responsiveness is solely
determined by the cytoplasmic decay rate. C Scatterplots to show the correlation of

gene responsiveness to a step function with half-life (left panel) and transport (right
panel). A strong relationship between half-life and responsiveness is observed.
There is a weaker, nonlinear relationship with the transport rate. D Scatterplot to
show the correlation between the chromatin-to-cytoplasm transport rate and the
cytoplasmic decay rates. E Heatmap of relative cytoplasmic mRNA abundance as a
function the effective transport and cytoplasmic degradation rate. F Scatterplots
between the peak cytoplasmic expression level of each gene with either the
effective transport rate or the half-life of its mRNA. This confirms that neither
quantity is correlated with the expression level, supporting the model that the two
balance each other to render the level of expression controlled by other mechan-
isms, such as transcriptional initiation.

chromatin-associated, nucleoplasmic and cytoplasmic compartments,
to which a kinetic model of mRNA transport and decay was fit, yielding
confidence intervals for the inferred kinetic parameters. Our method
leveraged the relative quantitation afforded by RNA-seq without the

use of spike-in RNAs, whose addition often introduces variability.
Further, estimates for the effective chromatin-to-cytoplasm transport
rate had tight confidence intervals, even for genes for which
chromatin-release and nucleoplasmic outflux rates (by transport or
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decay) were less well definable when mRNA abundances in chromatin
and nucleoplasmic fractions were more similar. Thus, the effective
transport rates we report could serve for further downstream analysis.

Our regression approach indicated that the effective transport
rate may be accounted for to some degree by intrinsic features of the
gene such as length and exon/intron structure. In contrast, chromatin
context does not seem to be a determinant of effective transport as a
range of histone ChIP-seq data showed little predictive power despite
testing numerous features, and the altered epigenetic state triggered
by prior endotoxin exposure did not alter the kinetic parameters
values. While intron retention that results from experimentally per-
turbing the splicing machinery has been shown to diminish cyto-
plasmic mRNA*, our work suggests that it is also contributes to the
differences in effective transport seen among immune response genes
in wild-type cells. As RBPs mediating export are recruited to
exon-exon junction complexes (EJCs), genes that are spliced co-
transcriptionally may be favored. But not all introns need to necessa-
rily be co-transcriptionally spliced, as the availability of some EJCs may
be sufficient. We do observe that some introns are retained in the
nucleoplasm, and that the correlation of transport with splicing is not
perfect. Thus, future work may determine whether specific exon-exon
junctions are important for recruiting export factors, or whether all
exon-exon junctions could in principle make that contribution, or
whether TPR pathway may apply, allowing fast transport without EJCs.

An unexpected finding of our analysis was that effective transport
rates are highly correlated with cytoplasmic mRNA-degradation rates
among immune response genes. This correlation may not be incidental
but mechanistically linked: our motif analysis identified a host of RNA-
binding proteins that prior literature had implicated in both mechan-
isms: for example, HNRNPK is involved in splicing”?® and shuttles
between the nucleus and cytoplasm in a manner consistent with an
involvement in mRNA export**° but other work demonstrated its
involvement in regulating the mRNA stability of the thymidine phos-
phorylase gene®; further, QKI was shown to be involved in splicing®
and nuclear export of MBP** but other work had implicated it in reg-
ulating the mRNA stability of the AIP gene’*.

Why would cytoplasmic mRNA decay be mechanistically linked
with effective nuclear mRNA export? Prior work has established that
the cytoplasmic mRNA half-life controls the responsiveness of
immune response gene expression®*°. However, if genes that must
be highly responsive to immune signals have evolved a high cyto-
plasmic mRNA-degradation rate, their expression level would also
be dramatically lowered. Mechanistically linking the effective
transport rate to cytoplasmic mRNA-degradation allows rapidly
induced immune response genes to also be expressed at a high
level. Indeed, our modeling analysis shows that the hundred-fold
range of effective transport rates may ensure similar levels of
expression for both rapidly inducible or long half-life mRNAs. Thus,
contrary to expectation, effective transport rates do not directly
regulate the stimulus-responsiveness of immune gene expression
but regulate the magnitude of gene expression in immune response
programs.

Methods

Macrophage cell culture and stimulation

Bone-marrow cells were isolated from wild-type C57 BL/6 mice
(females, 3 months, approved and maintained by the University of
California, Los Angeles Division of Laboratory Animal Medicine
accredited by Association for Assessment and Accreditation of
Laboratory Animal Care International, AAALAC) and plated with 30%
L929-conditioned IMDM 10% serum (Gibco ES) supplemented with
Penicillin/Streptomycin, 2-Mercaptoethanol, and L-Glutamine. At day
7, “naive cells” were kept in media for an extra 24 h, while “tolerized
cells” were generated by pre-stimulation for 12 h with 100 ng/ml Lipid
A, followed by three washes with warm PBS and 12h rest with

differentiation medium. At day 8, naive and tolerized cells were sti-
mulated with 100 ng/ml Lipid A (Invivogen cat. no. tlrl-mpls) with no
change of medium. Three biological replicates were prepared several
weeks apart.

RNA preparation and sequencing

After stimulation, BMDMs were harvested at desired timepoints.
Subcellular fractions were prepared as described®. Cytoplasmic and
nucleoplasmic RNA were isolated using DIRECT-zol micro prep kit
(Zymo Research). For chromatin-associated RNA, chloroform
extraction was done first and then, the aqueous phase was used to
isolate RNA using the DIRECT-zol micro prep kit. In all cases, DNase |
digestion was carried out to remove DNA. The nuclear fraction of
one replicate was mishandled and thus not available for analysis,
however the chromatin and cytoplamic fractions were still used
when possible. Strand-specific libraries were generated from
250 ng-1pg of RNA using KAPA Stranded RNA-seq with RiboErase
Library Preparation kit (KAPA Biosystems, Wilmington, MA)
according to the manufacturer’s instructions. Resulting cDNA
libraries were paired-end sequenced multiple times for appropriate
depth with a length of 101 bp on an lllumina HiSeq 2000 or Illumina
HiSeq4000 (Illumina, San Diego, CA). Replicates run on either
platform revealed little technical variability.

RNA-seq data analysis

Adapter sequences were removed and lower quality 3’-end trimmed if
needed using cutadapt v1.12*. Reads were aligned to the mm10 gen-
ome build with STAR 2.5.2b* using Gencode vMI4 as reference
annotation®. Pairs with unmapped reads were filtered out using sam-
tools 1.3.1°%. Pairs falling onto chrM, chrY and known rRNA regions
were also filtered out based on UCSC table browser®. Bam files for
each sample were merged to a single bam file using samtools®. All
RNA-seq data (fastqs and bams files) was deposited on ENCODE DCC
(https://www.encodeproject.org/awards/U0IHG007912/). For gene
selection, chromatin-level expression was calculated using feature-
Counts 1.5.1*° on the gene whole body for uniquely mapped fragments
based on Gencode vM14 annotations”. Genes for which all samples
had less than 32 fragments were removed from further analysis. Highly
expressed genes (3 data points with FPKM >1) were kept for further
analysis. Then significantly induced genes were selected using R
(3.5.1)" with edgeR package 3.22.5" Induction had to be at least ten-
fold relative to basal and within the first 40 min after LPA stimulation,
with FDR corrected P value <=0.01. Non-protein coding genes and
predicted genes were filtered out leaving a total of 288 genes for the
naive condition. For the tolerized conditions the same list of genes was
used if they also had =32 fragments in at least one sample and three
samples with FPKM >1 on the chromatin, leaving 249 out of the 288 for
further analysis. Furthermore, sample tracks of chromatin-associated
RNA were examined using IGV*, to filter out false positives due to read-
through from a close gene (14 genes for naive and 6 for LPA stimula-
tion, see examples Supplementary Fig. 2). In addition, one gene was
removed because the chromatin tracks/junction reads seemed to
combine annotated transcripts from a different gene. Thus, we con-
sidered 273 genes for the naive condition and 242 for the tolerized
condition.

Actinomycin-D mRNA half-life measurement

Transcription was inhibited by adding 10 pg/ml of Actinomycin D
(ActD; A9415, Sigma-Aldrich), at O, 1, and 3 h of LPA stimulation.
Cells were harvested at 0, 30, 60, 90, 120, 240, and 360 min after
ActD addition (Supplementary Fig. S4A). Cells were harvested in
TRIzol and RNA was isolated using Directzol kit (Zymo) after
DNAase treatment. During RNA library preparation, 2 ul of 1:100
diluted RNA spike-in (Ambion ERCC Spike-In Mix Part no 4456740)
was added for external normalization. Sequencing was done with a
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length of 50 bp on Illumina HiSeq4000 sequencer. RNA sequencing
processing included trimming of remaining using cutadapt v1.12%,
alignment of the reads with STAR* to mm10 genome with Gencode
vMé6 annotations” supplemented by ERCC spike-in sequences.
Unmapped reads were filtered out using samtools®. Gene-wise
counts were generated with featureCounts*® using uniquely map-
ped reads. All sequencing fastq files were deposited to Sequence
Read Archive** under BioProject IDs PRINA641336.

We created an R package, called ActDanalyser (https:/github.
com/dlefaudeux-ucla/ActDAnalyser), which allows users to easily cal-
culate half-life from Actinomycin-D RNA sequencing data. Within the
package, functions were implemented to render every step as easy as
possible. First, genes with low counts (<32) in all samples were
removed from the analysis. Then the median ratio of each sample’s
spike-ins to its geometric mean across samples was used as normal-
ization factor and applied to corresponding sample gene set. The
library size after normalization decreased with time after actD addi-
tion, as expected given that mRNAs were decaying. This helped to flag
some experiments that clearly did not follow that pattern and were not
included in downstream analysis, for example, the sample corre-
sponding to 120 min after actD addition of the 1h post Lipid A sti-
mulation experiment (Supplementary Fig. S4B).

To derive mRNA half-life, the following issues were considered: (i)
after actD addition, polymerase arrest is not instantaneous. (ii) Late
timepoints are less reliable, when short-lived mRNAs are at low levels.
Therefore, the regression was implemented to start at any timepoint
within the first hour, and the last timepoint was picked such that the
regression gives the highest adjusted R? (Supplementary Fig. S4C). The
steps are summarized as follows:

* Identify potential start points as: t<1h after actD addition and
for which the normalized counts (in log,) are not lower than the

max of the 1* hour - 0.25x the max decay per hour.
*  For each ActD timecourse: (i) identify possible end timepoints,

(i) run linear regression between the log, normalized counts and
time allowing removal of one point as long as at least three
timepoints remain. Allow the intercept to be different for each

replicate.
* Select the negative slope regression that has the highest

adjusted R2.
* Calculate slope confidence interval (CI) using the confint func-

tion from the R stats package"
* Convert slope to mRNA half-life

A web interface, called ActDBrowser (https://www.
signalingsystems.ucla.edu/ActDBrowser), was implemented using the
R shiny package allowing users to search half-life for specific mRNA(s)
in specific cell type and conditions as a resource to the community.

ChIP-sequencing

ChlIP-seq protocol was conducted according to published methods*
with 5pg of antibody against H3K4me3 (05-745R, Millipore),
H3K36me3 (ab9050, Abcam), H3K27ac (39133, Active-Motif), and
H3K79me2 (ab3594, Abcam). ChIP-seq libraries were generated
using Kapa Hyper Prep Kit (KAPA Biosystems, Wilmington, MA), and
were single-end sequenced on an Illumina HiSeq 2000 (Illumina, San
Diego, CA) with a length of 50 bp. FASTQ reads were aligned using
the ENCODE-defined analysis pipeline for ChIP-seq read
mapping*®*. Histone ChIP peaks were called using the ENCODE-
defined analysis pipeline for histone ChIP-seq and annotated to the
closest gene with HOMER suite v4.11*%. Biological replicate histone
signals were normalized to peak sequence depth using the ENCODE
pipeline. Histone mark signals were averaged between replicates.
All ChIP-seq data (fastqs files) was deposited on ENCODE DCC
(https://www.encodeproject.org/awards/U0IHG007912/) and pub-
licly available.

Regression and machine-learning modeling with ChIP-seq
signals

Total, upstream, and downstream histone mark levels were calculated
by summing across the mentioned ranges. Alternatively, histone mark
levels were partitioned into windows with fixed width based on the
average width of each mark. Histone windows were symmetrically
centered around the TSS. H3K27ac had four windows with a width of
7500 bp. H3K36me3 had eight windows with a width of 6250 bp.
H3K4me3 had four windows with a width of 2500 bp. H3K79me2 had
six windows with a width of 8333 bp. For each window, the average was
calculated for all ChIP signals located within its bounds. Boundary
ranges for windows were manually defined to incorporate a threshold
of at least 50% of genome-wide peaks for each histone mark, also
taking into account the function of each mark. Thus, for classification,
each histone mark had several features associated: fixed width win-
dows, total, upstream, and downstream signal. Extreme Gradient
Boosting (XGBtree) models were trained to predict derived mRNA
transport parameters using various model with input feature combi-
nations of histone peak features, gene length, number of introns,
splicing probability as defined previously with fivefold cross-validation
repeated three times and 80/20 data split*. Hyperparameters of each
model were tuned to improve model R? in the following order—num-
ber of rounds, learning rate, maximum depth, child weight, column
and row sampling, and gamma. R*> metrics were calculated for the
resamples of each model and used to compare predictive perfor-
mance. Plots were generated using the R package ggplot2*™
complexHeatmap®. All p-values were determined using the
Mann-Whitney U test. Feature importance represent the gain of each
feature (calculated with the varimp function from the caret R package)
over the total gain of all features (i.e., to sum up to 1). This analysis was
done in R.

Estimating splicing probability

Measurement of nuclear intron percentage used SIRI” on the nucleo-
plasmic RNA-seq data. It measures the number of spliced reads across
the junction (EE) and the number of reads spanning the exons-intron
junction on both sides of the introns (EI and IE). The percentage of
intron (PI) for each individual intron was calculated as:

EI+IE
2

pr= EE+ ESIE

@

For each gene having a single main isoform, the splicing prob-
ability (SP) was calculated assuming that each intron was indepen-
dently spliced:

Sp= H (= Plintron) )

intron

The splicing probability was calculated using the average Pls of
the last two timepoints (90 and 120 min) as it correlates well with the
basal steady-state PIs but having more reads on the junctions allowing
for more accurate quantification. Moreover, the splicing probability
was calculated only if the gene had more than ten junction reads
(spliced or unspliced) for all its introns.

RNA-binding protein (RBP) motif analysis

RBP sequence motif analysis used AME tool (Analysis of Motif
Enrichment) from the MEME suite®”. The 5-UTR and 3’-UTR sequences
of each gene main isoform were used and any number of RBP motifs
from human and mouse motif databases® were searched for. Enrich-
ment was tested by spearman correlation (-method spearman) on the
total number of hits (--scoring totalhist) using a threshold of 0.25 times
the maximum log odd ratio of the motif to be considered a hit (--hit-to-
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fraction 0.25) in the respective UTR sequence versus the effective
transport rate derived from the modeling.

Mathematical model formulation

To describe mRNA transport through the different cellular compart-
ments, a two-step model was written as a system of two ordinary dif-
ferential equations:

dRNA
dt e =kca—>np ) RNACa - (knp—wym +knp°) ) RNAnp (3)
dRNA
Tcyto = knpecyto : RNAnp - kcyta_deg : RNAcyto (4)

This model describes the exact number of RNA transcripts in
different cellular compartments. As RNA-seq measurements are only
relative, normalization factors «a, B, y were included:

x=a-RNA_,
y=B-RNA,,
z=y- RNACym
dy_B
E = Ekcaanp X — (knp»cyto +knpdeg) Y (5)
K ks
dz vy
dt = Bknpacyto Y= kcyto,deg "z 6)
K

The value of each normalization factor is the same for all genes,
allowing comparisons between genes.

Summary of mathematical model parameters

Parameter Description Unit

ki’ Transport rate constant from chromatin to the (npFPKM/
nucleoplasmic fraction caFPKM)/min

k> Rate of disappearance from the nucleoplasmic min™
fraction (either by export or degradation)

ks’ Transport rate constant from nucleoplasmic  (cytoFPKM/
to cytoplasmic fraction npFPKM)/min

Keveo deg Cytoplasmic degradation rate min!

ki/kz Chromatin-release efficiency npFPKM/

caFPKM

ko7k> Transport efficiency (from nucleoplasm to cytoFPKM/
cytoplasm) npFPKM

kiks7ks Effective transport rate (rate constant from  (cytoFPKM/

chromatin to a cytoplasmic fraction) caFPKM)/min

Gene annotation for quantifying mRNA abundances

Reliable quantification of mRNA abundances is critical for modeling,
and this relies on accurate gene annotations. The model considers full-
length transcripts, so to estimate chromatin-associated transcripts we
considered the exonic regions within the last 5kb of each gene. To
ensure we have accurate annotation of the transcription end site (TES),
genome browser tracks were manually checked and annotated. Gen-
code annotation and the manual reannotation of the TSS and TES were
compared against external databases, using CAGE peaks®* and 3’-end

sequencing data'® (Supplemental Fig. S2G). The manual annotation
was often closer to the TSS and TES from these external databases than
the Gencode annotation®. One gene with very low cytoplasmic mRNA
levels was removed because it did not allow for reliable identification
of the expressed isoform; another gene was removed, for having
overlapping transcripts with another gene. Genes for which expression
tracks/splice junctions seemed to come from unannotated transcripts
were also removed (35 for naive, 33 for Tolerized). Additionally, genes
for which the TES location was uncertain were also removed (4 for
naive, 3 for Tolerized). Moreover, genes having more than one isoform
corresponding to 210% and =1 FPKM of the total expression in more
than ¥4 of the samples (custom script in Python 3.7) were considered
having multiple isoforms expressed. This curation was based on
examining tracks as well as using estimated isoforms expression from
cufflinks®. When genes were deemed to have multiple isoforms
expressed, the last 5kb was reduced to correspond to the exonic
portion that is shared by all expressed isoforms species. If the exonic
portion of the last 5kb region represented less than 500 bp (21 for
naive, 19 for Tolerized) genes were removed from further analysis to
avoid that the small length undermines the reliability of expression
estimation. Overall, 77 genes were removed in naive condition (15
genes based on chromatin RNA filtering and 62 based on cytoplasmic
RNA filtering) leaving 211 genes for modeling. In Tolerized conditions,
102 genes were removed (46 based on chromatin RNA filtering and 56
based on cytoplasmic RNA filtering) leaving 186 genes. Details of the
manual curation can be found in Supplementary Data 1 and examples
in Supplementary Fig. S2. To fit the model, relative gene expression
was estimated using FPKM as it is proportional to the number of
transcripts.

Error model for RNA-seq analysis

In order to fit the model to each replicate sample individually, we
developed an error model. The main sources of error are measurement
error, timepoint sampling error, and biological variability between
individual samples. We first considered timepoint sampling error and
biological variability between samples. Timepoint sampling error
affects highly dynamic gene expression trajectories and therefore is a
function of the derivative at that timepoint®. Let g be the gene
expression and Ig be the gene expression in log scale, then
18 opservea(timepoint) = Ig(t + At) + g, = lg(t) + At - Ig'(t) +¢&,, where &,
represents the biological variability and At the temporal variability. We
assume that ¢&,~N(0,02) and At~N(0,02) and At-lg'~
N(0,slope? - 02), where slope=1lgr. Hence gy eq(timepoint)
~N(lg(t),slope* - 02 +02) and thus g,psereq(timepoint) =g(t) - €ora
With &4 ~10gN (0,02, = 0% +slope? - o7).

Moreover, mRNA abundance measurements are subject to sam-
pling error, especially when the number of reads for a given gene is
small. Sampling error is usually represented by a binomial distribution
but given that any given gene will be represented by only a small
proportion of the total number of reads (which is large), this can be
approximated by a Poisson distribution.

When n is large and the proportion p small: Binomial(n,p)
=~ Poisson(A=n - p), thus counts ,e.,,.q(timepoint) ~ Poisson(A=N - p),
where N is the total number of reads and p is the proportion of reads
that should belong to the given gene and is proportional to the true
mRNA abundance, which is assumed to follow a log-normal distribu-
tion. We approximated the log-normal distribution to a Gamma dis-
tribution with equivalent mean and variance. Therefore:

g(timepoint) ~logN (Ig(6),0%,,;)

~r(k=— = (exp(0%) - Trotal
~r (k oxp (G?Ota[)71,6 (exp(07peat) — 1) exp(lg(t)+ >

@
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This leads to the expression that the observed counts follow a
negative binomial:

1 1
Pp= 1-
ofotal) -1 1+u- (exp (O?Dtal) _ 1) . (0:25:111))
®)

counts peeryeq ~ NB (r = e

where p is the true expected number of counts.

Such a negative binomial distribution is commonly used for
representing counts distributions in RNA-seq analyses, for example, in
software packages edgeR, DESeq, cuffdiff from cufflinks.

Cost function for model fitting

The cost function was defined using the likelihood of the model
reproducing the log,(FPKM) data, with the counts following the
negative binomial distribution described above (FKPM are counts
normalized for library size and gene length). The total cost sums the
negative log-likelihood of each timepoint t of each compartment (cpt):

Cost = — log(L£(8,0)D) - P(a))

= 3" —log(P((logy (FPKMey(®)) )

t cpt

9,0()) — log(P(a)) ©)

Here, 0 represents the model parameters k7', k2, k2, Keyeo deg and a
represents additional parameters, such as for smoothing (spar),
time variability (o,) and sample variability (o,) shown below. These
were also included in the error model, however, their effects are
assumed to be relatively small for a single replicate, thus these
parameters were regularized in the cost function by giving them a
certain prior that has a higher probability of low values, see below. In
one replicate the unstimulated timepoint for the chromatin data was
missing; this was added as a parameter (cay) and also regularized as
follows:

Prior distribution used for cost function parameters

Prior distribution

spar . (u=0.45,0%>=0.0025)

o, N1 =0,0%=25)

gy N 1(=0,0%>=0.01)

cap N (u=ca(t;) — Aca,0* =0.25) with Aca= mean,c,e,(ca,(ty) - calty)

where 1" , represents the half-normal distribution.

Model simulation

Each replicate was used separately for fitting the model parameters,
allowing a comparison of the optimal parameter set. For each repli-
cate, the chromatin-associated expression is interpolated using the.s-
pline function in R (with each point weighted based on its log,(FPKM)
probability, accounting for sampling error), then the model is simu-
lated using a defined set of parameters. The numerical simulations
were done using the deSolve R package” as well as the compiler
package*' for faster execution of the ode model and cost function
calculation.

Parameter estimation

Local optimization method (BFGS as implemented in the R optim
function) using 1000 different random initialization sets was used
to find the best parameter set, as it has been shown to be as efficient
as other global methods®™. The initial parameters were sampled
from distributions. This pipeline was done separately for each
replicate.

Distributions used to sample the 1000 initial parameter sets

Parameters Distributions
0 logio(ks) U@a= —5b=5)
logio(ki/k2) Ua= —5b=5)
logio(ko/kz’) #@a=—5b=5)
logio(Ky /Keyto deg) ~ #(a= —5,b=5)
o  spar A (u=0.45,02 =0.0025)
[ N'12(1=0.45,02 =0.0025)
Oy N 12(=0,62=0.01)
Cag A (u=ca(ty) — Aca,0> = 0.25) with Aca =mean, ., (ca,(t,) — ca,(t)))

Fit quality assessment

To assess the fit quality of parameterized models, we considered
that likelihood, used for fitting, is not a sufficient measure.
For example, if the fits of two different genes had the same
likelihood but for one the simulations were consistently below
the data, it would be perceived as worse than the fit for the other
gene that is sometimes below and sometimes above the data,
especially if the data for the second gene are more jaggedy.
Similarly, if one compartment is not well fitted even if the others
are, the perceived fit quality would be strongly affected by the
data from the poorly fitting compartment. Hence, we developed
the following metric which was used to report the perceived fit
quality:

mean <|err0rcpt|)) 0

max |autocorr(errorcpt>| .
cpt rangecpt

A good fit should have independent residuals, i.e., no auto-
correlation and a relatively small remaining error.

To assess the impact of every parameter a profile likelihood
approach was used®. For each parameter, its profile can be estimated
by:

PL = log(L£(6)D
%)= max 1og(£©OID) 1)

The profile likelihood can also be used to estimate confidence

interval of the parameters’*’:

Clga= {9,- =X| = PLg(x)< mein(— log(L£(0|D))) + %A(a)} 12)

Here, a represents the chosen confidence level. For a sufficient
amount of data:

Aa) =icdf (x2,a)

A(0.95)=3.841459

We used the R package dMod® as well as the numDeriv package
to calculate for each parameter from 8 and combinations such as k;'/k5,
ky'/ks, and ki'k,'/k, the profile likelihood up to the confidence interval
limits (or 1000-fold lower to 1000-fold higher, whichever condition
was met first). To be able to apply the profile likelihood measure to the
compound parameters and estimate their confidence interval, the
model was modified to represent those quantities. Specifically, for k;/
ks, ky/k, the model was reparametrized as follows, where four
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parameters of the model are now k5, ki7kz, kz/ka, and Keyeo deg

Dy K

i CXx—ky (13)
2

dz k;

E =k2 . k_z Y= kcyto,deg -z (14)

With this new parameterization the profile likelihood was
employed only for k;7/k,, k2/k- as the confidence interval was already
assessed by the original parametrization for k, and Keyto deg

For ki/k;/k, the model was re-parameterized using the four
parameters k, ki’ko/kz, ka/kz, and Keyeo geg:

dy 1 ki-k,

P )
dz K
dt =k, - <k_§> Y= Keytodeg - Z (16)

Similarly, the profile likelihood was employed only for k;’k»/k as
the confidence interval was already assessed for the other parameters.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability

The data that support this study are available from the corresponding
author upon reasonable request. All next-gen-sequencing data from
fractionated macrophage RNA and from histone modification ChIP are
available at ENCODE DCC (https://github.com/ENCODE-DCC, https://
www.encodeproject.org/awards/U0IHG007912/). ChIP-seq data are
available at GEO under Accession numbers: GSE188145, GSE187745,
GSE188104, GSE187323, GSE187692, GSE187626. RNA-seq data are
available at GEO under Accession numbers: GSE177858, GSE177905,
GSE177815, GSE177670, GSE177332, GSE177152, GSE177914, GSE178056,
GSE176758, GSE177841, GSE177594, GSE177984, GSE176876,
GSE177913, GSE176845, GSE176735, GSE177709, GSE177135, GSE177714,

GSE176868, GSE177217, GSE176817, GSE177668, GSE177430,
GSE177427, GSE177433, GSE176948, GSE176738, GSE177094,
GSE177816, GSE177327, GSE177077, GSE177578, GSE177791, GSE176835,
GSE177470, GSE177946, GSE176632, GSE177317, GSE176950,
GSE177118, GSE176654, GSE177544, GSE177960, GSE177123, GSE177416,
GSE177013, GSE176980, GSE177809, GSE177369, GSE177564,
GSE177011, GSE176830, GSE176694, GSE176772, GSE177076,
GSE176743, GSE176636, GSE177476, GSE177589, GSE176833,
GSE177417, GSE177998, GSE177734, GSE177208, GSE177448,
GSE178064, GSE178037, GSE177563, GSE178016, GSE177278,
GSE177919, GSE176988, GSE176688, GSE177915, GSE176956,

GSE177319, GSE177965. Actinomycin-D next-gen-sequencing data to
determine mRNA half-lives are available at https://www.ncbi.nlm.nih.
gov/bioproject/PRINA641336, https://www.ncbi.nlm.nih.gov/Traces/
study/?acc=PRJNA641336 with the following accession IDs:
SRX8602466, SRX8602467, SRX8602468, SRX8607671, SRX8607672,

SRX8607673, SRX8608046, SRX8608047, SRX8608048,
SRX8607661, SRX8607662, SRX8610539, SRX8607663, SRX8607665,
SRX8607666, SRX8607667, SRX8607668, SRX8607669,

SRX8607670, SRX8610540, SRX8610541, SRX8602465, SRX8610048,
SRX8610049, SRX8610050, SRX8610518, SRX8610519, SRX8610520,
SRX8610521, SRX8610522, SRX8610523, SRX8610524, SRX8610525,
SRX8610526, SRX8610527, SRX8610532, SRX8610533, SRX8610534,
SRX8610535, SRX8610536, SRX8610537, SRX8610538. Source data are
provided with this paper.

Code availability

Code for the analysis of Actinomycin-RNA-seq data can be accessed at
https://github.com/signalingsystemslab/ActDAnalyser. Code for the
model-aided analysis of the RNA-seq data from chromatin, nucleo-
plasm, and cytoplasm can be accessed at https://github.com/
signalingsystemslab/mRNA-nuclear-export.

References

1. Glass, C. K. & Natoli, G. Molecular control of activation and priming
in macrophages. Nat. Immunol. 17, 26-33 (2016).

2. Rabani, M. et al. High-resolution sequencing and modeling identi-
fies distinct dynamic RNA regulatory strategies. Cell 159,
1698-1710 (2014).

3. Sen, S., Cheng, Z., Sheu, K. M., Chen, Y. H. & Hoffmann, A. Gene
regulatory strategies that decode the duration of NFkB dynamics
contribute to LPS- versus TNF-specific gene expression. Cell Syst.
10, 169-182.e5 (2020).

4. Frankiw, L. et al. BUD13 promotes a type | interferon response by
countering intron retention in Irf7. Mol. Cell 73, 803-814.e6 (2019).

5. Bousquet-Antonelli, C., Presutti, C. & Tollervey, D. Identification of a
regulated pathway for nuclear pre-mRNA turnover. Cell 102,
765-775 (2000).

6. Gudipati, R. K. et al. Extensive degradation of RNA precursors by the
exosome in wild-type cells. Mol. Cell 48, 409-421 (2012).

7. Kilchert, C., Wittmann, S. & Vasiljeva, L. The regulation and func-
tions of the nuclear RNA exosome complex. Nat. Rev. Mol. Cell Biol.
17, 227-239 (2016).

8. Pandya-Jones, A. & Black, D. L. Co-transcriptional splicing of con-
stitutive and alternative exons. RNA N. Y. N. 15, 1896-1908 (2009).

9. Bhatt, D. M. et al. Transcript dynamics of proinflammatory genes
revealed by sequence analysis of subcellular RNA fractions. Cell
150, 279-290 (2012).

10. Herrmann, C. J. et al. PolyASite 2.0: a consolidated atlas of poly-
adenylation sites from 3' end sequencing. Nucleic Acids Res. 48,
D174-D179 (2020).

1. Lugowski, A., Nicholson, B. & Rissland, O. S. Determining mRNA half-
lives on a transcriptome-wide scale. Methods 137, 90-98 (2018).

12. Yeom, K.-H. et al. Tracking pre-mRNA maturation across subcellular
compartments identifies developmental gene regulation through
intron retention and nuclear anchoring. Genome Res. https://doi.
org/10.1101/gr.273904.120 (2021).

13. Shin, C. H. & Kim, H. H. Functional roles of heterogeneous nuclear
ribonucleoprotein K in post-transcriptional gene regulation. Precis.
Future Med. 2, 158-166 (2018).

14. Geuens, T., Bouhy, D. & Timmerman, V. The hnRNP family: insights
into their role in health and disease. Hum. Genet. 135,

851-867 (2016).

15. de Miguel, F. J. et al. A large-scale analysis of alternative splicing
reveals a key role of QKlI in lung cancer. Mol. Oncol. 10,
1437-1449 (2016).

16. Chen, X. et al. The emerging roles of the RNA binding protein QKl in
cardiovascular development and function. Front. Cell Dev. Biol. 9,
1411 (2021).

17. Chang, X., Li, B. & Rao, A. RNA-binding protein hnRNPLL regulates
mRNA splicing and stability during B-cell to plasma-cell differ-
entiation. Proc. Natl Acad. Sci. USA 112, E1888-E1897 (2015).

18. Sakuma, K. et al. HNRNPLL stabilizes mRNA for DNA replication
proteins and promotes cell cycle progression in colorectal cancer
cells. Cancer Sci. 109, 2458-2468 (2018).

19. Cho, V. et al. The RNA-binding protein hnRNPLL induces a T cell
alternative splicing program delineated by differential intron
retention in polyadenylated RNA. Genome Biol. 15, R26 (2014).

20. Eliseeva, I. A., Kim, E. R., Guryanov, S. G., Ovchinnikov, L. P. & Lya-
bin, D. N. Y-box-binding protein 1 (YB-1) and its functions. Biochem.
Mosc. 76, 1402-1433 (2011).

Nature Communications | (2022)13:7197

14


https://github.com/ENCODE-DCC
https://www.encodeproject.org/awards/U01HG007912/
https://www.encodeproject.org/awards/U01HG007912/
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE188145
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE187745
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE188104
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE187323
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE187692
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE187626
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177858
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177905
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177815
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177670
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177332
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177152
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177914
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE178056
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176758
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177841
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177594
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177984
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176876
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177913
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176845
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176735
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177709
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177135
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177714
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176868
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177217
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176817
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177668
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177430
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177427
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177433
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176948
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176738
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177094
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177816
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177327
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177077
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177578
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177791
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176835
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177470
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177946
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176632
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177317
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176950
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177118
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176654
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177544
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177960
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177123
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177416
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177013
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176980
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177809
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177369
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177564
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177011
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176830
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176694
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176772
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177076
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176743
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176636
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177476
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177589
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176833
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177417
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177998
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177734
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177208
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177448
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE178064
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE178037
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177563
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE178016
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177278
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176988
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176688
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177915
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176956
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177319
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE177965
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA641336
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA641336
https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA641336
https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA641336
https://www.ncbi.nlm.nih.gov/sra/SRX8602466/
https://www.ncbi.nlm.nih.gov/sra/SRX8602467/
https://www.ncbi.nlm.nih.gov/sra/SRX8602468/
https://www.ncbi.nlm.nih.gov/sra/SRX8607671/
https://www.ncbi.nlm.nih.gov/sra/SRX8607672/
https://www.ncbi.nlm.nih.gov/sra/SRX8607673/
https://www.ncbi.nlm.nih.gov/sra/SRX8608046/
https://www.ncbi.nlm.nih.gov/sra/SRX8608047/
https://www.ncbi.nlm.nih.gov/sra/SRX8608048/
https://www.ncbi.nlm.nih.gov/sra/SRX8607661/
https://www.ncbi.nlm.nih.gov/sra/SRX8607662/
https://www.ncbi.nlm.nih.gov/sra/SRX8610539/
https://www.ncbi.nlm.nih.gov/sra/SRX8607663/
https://www.ncbi.nlm.nih.gov/sra/SRX8607665/
https://www.ncbi.nlm.nih.gov/sra/SRX8607666/
https://www.ncbi.nlm.nih.gov/sra/SRX8607667/
https://www.ncbi.nlm.nih.gov/sra/SRX8607668/
https://www.ncbi.nlm.nih.gov/sra/SRX8607669/
https://www.ncbi.nlm.nih.gov/sra/SRX8607670/
https://www.ncbi.nlm.nih.gov/sra/SRX8610540/
https://www.ncbi.nlm.nih.gov/sra/SRX8610541/
https://www.ncbi.nlm.nih.gov/sra/SRX8602465/
https://www.ncbi.nlm.nih.gov/sra/SRX8610048/
https://www.ncbi.nlm.nih.gov/sra/SRX8610049/
https://www.ncbi.nlm.nih.gov/sra/SRX8610050/
https://www.ncbi.nlm.nih.gov/sra/SRX8610518/
https://www.ncbi.nlm.nih.gov/sra/SRX8610519/
https://www.ncbi.nlm.nih.gov/sra/SRX8610520/
https://www.ncbi.nlm.nih.gov/sra/SRX8610521/
https://www.ncbi.nlm.nih.gov/sra/SRX8610522/
https://www.ncbi.nlm.nih.gov/sra/SRX8610523/
https://www.ncbi.nlm.nih.gov/sra/SRX8610524/
https://www.ncbi.nlm.nih.gov/sra/SRX8610525/
https://www.ncbi.nlm.nih.gov/sra/SRX8610526/
https://www.ncbi.nlm.nih.gov/sra/SRX8610527/
https://www.ncbi.nlm.nih.gov/sra/SRX8610532/
https://www.ncbi.nlm.nih.gov/sra/SRX8610533/
https://www.ncbi.nlm.nih.gov/sra/SRX8610534/
https://www.ncbi.nlm.nih.gov/sra/SRX8610535/
https://www.ncbi.nlm.nih.gov/sra/SRX8610536/
https://www.ncbi.nlm.nih.gov/sra/SRX8610537/
https://www.ncbi.nlm.nih.gov/sra/SRX8610538/
https://github.com/signalingsystemslab/ActDAnalyser
https://github.com/signalingsystemslab/mRNA-nuclear-export
https://github.com/signalingsystemslab/mRNA-nuclear-export
https://doi.org/10.1101/gr.273904.120
https://doi.org/10.1101/gr.273904.120

Article

https://doi.org/10.1038/s41467-022-34635-5

21. Wei, W.-J. et al. YB-1 binds to CAUC motifs and stimulates exon
inclusion by enhancing the recruitment of U2AF to weak poly-
pyrimidine tracts. Nucleic Acids Res. 40, 8622-8636 (2012).

22. Capowski, E. E., Esnault, S., Bhattacharya, S. & Malter, J. S. Y box-
binding factor promotes eosinophil survival by stabilizing
granulocyte-macrophage colony-stimulating factor mRNA. J.
Immunol. Baltim. 167, 5970-5976 (2001).

23. Chen, C.Y. et al. Nucleolin and YB-1 are required for JNK-mediated
interleukin-2 mRNA stabilization during T-cell activation. Genes
Dev. 14, 1236-1248 (2000).

24. Zhou, V. W., Goren, A. & Bernstein, B. E. Charting histone mod-
ifications and the functional organization of mammalian genomes.
Nat. Rev. Genet. 12, 7-18 (2011).

25. Gates, L. A., Foulds, C. E. & O'Malley, B. W. Histone marks in the
‘driver’s seat’: functional roles in steering the transcription cycle.
Trends Biochem. Sci. 42, 977-989 (2017).

26. Hao, S. & Baltimore, D. The stability of mRNA influences the tem-
poral order of the induction of genes encoding inflammatory
molecules. Nat. Immunol. 10, 281-288 (2009).

27. Cao, W., Razanau, A., Feng, D., Lobo, V. G. & Xie, J. Control of
alternative splicing by forskolin through hnRNP K during neuronal
differentiation. Nucleic Acids Res. 40, 8059-8071 (2012).

28. Expert-Bezancgon, A., Le Caer, J. P. & Marie, J. Heterogeneous
nuclear ribonucleoprotein (hnRNP) K is a component of an intronic
splicing enhancer complex that activates the splicing of the alter-
native exon 6A from chicken beta-tropomyosin pre-mRNA. J. Biol.
Chem. 2717, 16614-16623 (2002).

29. Michael, W. M. The K nuclear shuttling domain: a novel signal for
nuclear import and nuclear export in the hnRNP K protein. EMBO J.
16, 3587-3598 (1997).

30. Mili, S., Shu, H. J., Zhao, Y. & Pifiol-Roma, S. Distinct RNP complexes
of shuttling hnRNP proteins with pre-mRNA and mRNA: candidate
intermediates in formation and export of mRNA. Mol. Cell. Biol. 21,
7307-7319 (2001).

31. Chen, L.-C. et al. Thymidine phosphorylase mRNA stability and
protein levels are increased through ERK-mediated cytoplasmic
accumulation of hnRNP K in nasopharyngeal carcinoma cells.
Oncogene 28, 1904-1915 (2009).

32. Wu, J. 1., Reed, R. B., Grabowski, P. J. & Artzt, K. Function of quaking
in myelination: regulation of alternative splicing. Proc. Natl Acad.
Sci. USA 99, 4233-4238 (2002).

33. Larocque, D. et al. Nuclear retention of MBP mRNAs in the quaking
viable mice. Neuron 36, 815-829 (2002).

34. Doukhanine, E., Gavino, C., Haines, J. D., Almazan, G. & Richard, S.
The QKI-6 RNA binding protein regulates actin-interacting protein-1
mRNA stability during oligodendrocyte differentiation. Mol. Biol.
Cell 21, 3029-3040 (2010).

35. Martin, M. Cutadapt removes adapter sequences from high-
throughput sequencing reads. EMBnet. J. 17, 10-12 (2011).

36. Dobin, A. et al. STAR: ultrafast universal RNA-seq aligner. Bioinfor-
matics 29, 15-21 (2013).

37. Frankish, A. et al. GENCODE reference annotation for the human
and mouse genomes. Nucleic Acids Res. 47, D766-D773 (2019).

38. Li, H. et al. The sequence Alignment/Map format and SAMtools.
Bioinformatics 25, 2078-2079 (2009).

39. Karolchik, D. et al. The UCSC Table Browser data retrieval tool.
Nucleic Acids Res. 32, D493-D496 (2004).

40. Liao, Y., Smyth, G. K. & Shi, W. featureCounts: an efficient general
purpose program for assigning sequence reads to genomic fea-
tures. Bioinformatics 30, 923-930 (2014).

41. R Core Team. R: A Language and Environment for Statistical Com-
puting (2020).

42. Robinson, M. D., McCarthy, D. J. & Smyth, G. K. edgeR: a Bio-
conductor package for differential expression analysis of digital
gene expression data. Bioinformatics 26, 139-140 (2010).

43. Robinson, J. T. et al. Integrative genomics viewer. Nat. Biotechnol.
29, 24-26 (2011).

44. Leinonen, R., Sugawara, H. & Shumway, M., International Nucleo-
tide Sequence Database Collaboration. The sequence read archive.
Nucleic Acids Res. 39, D19-D21 (2011).

45. Lee, T. ., Johnstone, S. E. & Young, R. A. Chromatin immunopreci-
pitation and microarray-based analysis of protein location. Nat.
Protoc. 1, 729-748 (2006).

46. Davis, C. A. et al. The Encyclopedia of DNA elements (ENCODE):
data portal update. Nucleic Acids Res. 46, D794-D801 (2018).

47. ENCODE Project Consortium. An integrated encyclopedia of DNA
elements in the human genome. Nature 489, 57-74 (2012).

48. Heinz, S. et al. Simple combinations of lineage-determining tran-
scription factors prime cis-regulatory elements required for mac-
rophage and B cell identities. Mol. Cell 38, 576-589 (2010).

49. Kuhn, M. Building predictive models in R Using the caret package. J.
Stat. Softw. 28, 1-26 (2008).

50. Valero-Mora, P. M. ggplot2: elegant graphics for data analysis. J.
Stat. Softw. 35, 1-3 (2010).

51. Gu, Z., Eils, R. & Schlesner, M. Complex heatmaps reveal patterns
and correlations in multidimensional genomic data. Bioinformatics
32, 2847-2849 (2016).

52. MclLeay, R. C. & Bailey, T. L. Motif enrichment analysis: a unified
framework and an evaluation on ChIP data. BMC Bioinforma. 11,
165 (2010).

53. Ray, D. et al. A compendium of RNA-binding motifs for decoding
gene regulation. Nature 499, 172-177 (2013).

54. Abugessaisa, I. et al. refTSS: a reference data set for human and
mouse transcription start sites. J. Mol. Biol. 431, 2407-2422
(2019).

55. Trapnell, C. et al. Transcript assembly and quantification by RNA-
Seq reveals unannotated transcripts and isoform switching during
cell differentiation. Nat. Biotechnol. 28, 511-515 (2010).

56. Wang, D., Lefaudeux, D., Mazumber, A., Li, J. & Hoffmann, A. Iden-
tifying the combinatorial control of signal-dependent transcription
factors. PLoS Comput. Biol. 17, 1009095 (2021).

57. Soetaert, K., Petzoldt, T. & Setzer, R. W. Solving differential equa-
tions in R: package deSolve. J. Stat. Softw. 33, 1-25 (2010).

58. Raue, A. et al. Lessons learned from quantitative dynamical mod-
eling in systems biology. PLoS ONE 8, 74335 (2013).

59. Kreutz, C., Raue, A., Kaschek, D. & Timmer, J. Profile likelihood in
systems biology. FEBS J. 280, 2564-2571 (2013).

60. Kaschek, D., Mader, W., Fehling-Kaschek, M., Rosenblatt, M. &
Timmer, J. Dynamic modeling, parameter estimation, and uncer-
tainty analysis in R. J. Stat. Softw. 88, 1-32 (2019).

Acknowledgements

This project was a component of the ENCODE Genomics of Gene Reg-
ulation Program and supported by UOTHG007912 “Ribonomics of Gene
Regulation to predict Innate Immune Responses”, awarded to A.H., D.B.,
T.LJ., X.G.X,, Y.X,,S.S.T., J.E., M.P., and K.S. We acknowledge additional
support RO1AIN127864 (to A.H.). We acknowledge the dedication of all
team members and the ENCODE DC team for data deposition.

Author contributions

Sample and data generation was led and coordinated by S.S. Bioinfor-
matic analysis was led by D.L. with contributions by many Ribonomics
Team members. Mathematical modeling was undertaken by D.L., chro-
matin regression and machine-learning analyses by K.J. A.H. supervised
the project. D.L. and A.H. wrote the manuscript with critical contribu-
tions from S.S., and Ribonomics Team principal investigators D.B., T.L.J.,
X.G.X., Y.X, S.S.T, JE, M.P,, and K.S.

Competing interests
The authors declare no competing interests.

Nature Communications | (2022)13:7197

15



Article

https://doi.org/10.1038/s41467-022-34635-5

Additional information

Supplementary information The online version contains supplementary
material available at

https://doi.org/10.1038/s41467-022-34635-5.

Correspondence and requests for materials should be addressed to
Alexander Hoffmann.

Peer review information Nature Communications thanks Vihandha
Wickramasinghe, Ulrich Braunschweig, Kim Sneppen and the other
anonymous reviewer(s) for their contribution to the peer review of this
work. Peer reviewer reports are available.

Reprints and permissions information is available at
http://www.nature.com/reprints

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2022

the UCLA Ribonomics Group

Alexander Hoffmann ® %3 -, Diane Lefaudeux'?, Supriya Sen"3, Kevin Jiang"?, Jose Guillermo Sanchez Arriola?,

Nick Miller?, Zhang Cheng® "2, Emily Yi Hsin Chen’, Sukanya Roy', Roberto Spreafico ® 2, Tracy L. Johnson®4,

Erin M. Wissink ® 34, Shubhamoy Ghosh®#, Douglas L. Black3, Chia-Ho Lin"3, Xinshu Xiao**%, Jae Hoon Bahn?5,
Ashley A. Cass?®, Esther Y. H. Hsiao?®, Stephen T. Smale'3, Jerry Hung-Hao Lo"3, Jason Ernst ® >3, Artur Jaroszewicz>5,
Matteo Pellegrini>®4, Marco Morselli>34, Yi Xing"*3, Eddie Park"? & Sri Kosuri® 237

“Department of Molecular, Cell, and Developmental Biology, University of California, Los Angeles, Los Angeles, CA 90025, USA. ®Department of Integrative
Biology and Physiology, University of California, Los Angeles, Los Angeles, CA 90025, USA. ®Department of Biological Chemistry, University of California, Los
Angeles, Los Angeles, CA 90025, USA. "Department of Chemistry and Biochemistry, University of California, Los Angeles, Los Angeles, CA 90025, USA.

Nature Communications | (2022)13:7197

16


https://doi.org/10.1038/s41467-022-34635-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0002-5607-3845
http://orcid.org/0000-0003-3863-2866
http://orcid.org/0000-0003-3863-2866
http://orcid.org/0000-0003-3863-2866
http://orcid.org/0000-0003-3863-2866
http://orcid.org/0000-0003-3863-2866
http://orcid.org/0000-0001-8282-7658
http://orcid.org/0000-0001-8282-7658
http://orcid.org/0000-0001-8282-7658
http://orcid.org/0000-0001-8282-7658
http://orcid.org/0000-0001-8282-7658
http://orcid.org/0000-0003-1054-4899
http://orcid.org/0000-0003-1054-4899
http://orcid.org/0000-0003-1054-4899
http://orcid.org/0000-0003-1054-4899
http://orcid.org/0000-0003-1054-4899
http://orcid.org/0000-0003-4026-7853
http://orcid.org/0000-0003-4026-7853
http://orcid.org/0000-0003-4026-7853
http://orcid.org/0000-0003-4026-7853
http://orcid.org/0000-0003-4026-7853
http://orcid.org/0000-0002-4661-0600
http://orcid.org/0000-0002-4661-0600
http://orcid.org/0000-0002-4661-0600
http://orcid.org/0000-0002-4661-0600
http://orcid.org/0000-0002-4661-0600

	Kinetics of mRNA nuclear export regulate innate immune response gene expression
	Results
	A detailed, quality dataset of endotoxin-induced mRNA synthesis and transport
	A mathematical model of mRNA dynamics to derive kinetic transport and decay rates
	Model fitting reveals which kinetic rate constants are identifiable from the data
	Nuclear export efficiencies and effective transport rates are highly gene-specific
	Transport parameters correlate with gene structure and sequence motifs rather than epigenetic signatures
	Transport parameters are unaffected by tolerance-inducing pre-stimulation
	Transport parameters do not regulate the responsiveness but the abundance of mRNA induction

	Discussion
	Methods
	Macrophage cell culture and stimulation
	RNA preparation and sequencing
	RNA-seq data analysis
	Actinomycin-D mRNA half-life measurement
	ChIP-sequencing
	Regression and machine-learning modeling with ChIP-seq signals
	Estimating splicing probability
	RNA-binding protein (RBP) motif analysis
	Mathematical model formulation
	Gene annotation for quantifying mRNA abundances
	Error model for RNA-seq analysis
	Cost function for model fitting
	Model simulation
	Parameter estimation
	Fit quality assessment
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




