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Welander distal myopathy-associated TIA1
mutation exacerbates P-body and stress
granule dynamics concomitant with
nucleolar stress under oxidative stress
Welander distal myopathy (WDM) is a rare autosomal
dominant inherited muscular dystrophy.1 WDM patients
share an unusual haplotype on chromosome 2p13, where a
heterozygous missense founder mutation (c.1362G > A;
p.E384K; substitution of glutamic acid for lysine in the
protein) has been identified in TIA1, an RNA-binding protein
and a core component of stress granules (SGs).2 SGs are
stress-induced non-membranous cytoplasmic aggregates
from proteins and RNAs.3 The effects of the WDM-TIA1
mutation have been associated with abnormalities in the
dynamics of TIA1-dependent SGs.2 Although its genetic
cause is known, WDM is poorly understood. Understanding
the WDM-associated molecular mechanisms, particularly
the alterations in cellular homeostasis, is essential to
identify therapeutic opportunities. Here, we sought to
elucidate the molecular and cellular defects associated
with mutant TIA1 expression, which may be partly respon-
sible for the deficiencies observed in WDM patients.

We first explored the molecular differences of proteins
and RNAs between TIA1WT/WDM-SGs under oxidative stress
(Fig. 1A). We used isogenic HEK293 cell lines with inducible
expression of GFP-tagged TIA1aWT/WDM based on the Flp-In
T-Rex system.4 We collected cells at 24 h post-induction
and treated them with 0.5 mM NaAsO2 for 1 h. Cells were
then fractionated by centrifugation and processed for
immunopurification (Fig. 1A; Fig. S1A).5 The differential
enrichment of several cellular components such as ectopic
GFP-tagged TIA1WT/WDM, endogenous TIA1, U2AF2 (nuclear
marker), and TUBA (cytoplasm marker) was examined (Figs.
S1BeE). The fractions of enriched proteins and RNAs iso-
lated with TRIzol reagent were used for mass spectrometry
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and RNA sequencing analysis, respectively (Fig. 1A). To
uncover possible differences between TIA1WT/WDM-SGs, we
used a label-free quantification mass spectrometry.
Immunoprecipitated material was obtained from four in-
dependent experiments per condition, corresponding to the
enriched TIA1-SG fractions under the indicated conditions
of proteostasis and in the absence or presence of oxidative
stress (Fig. 1BeE; Figs. S1D and E). The set of proteins
differentially identified from the peptide precursors
generated by trypsin digestion and their subsequent frac-
tionation and spectrometric identification allowed the
assignment of 183 identified proteins with a significance �
20, according to the requirements established for a label-
free quantification proteomic approach (Fig. 1B, C). The
values represented are identified as red dots for positive
values and green dots for negative values. Similarly, heat
maps were generated for the tested conditions (Fig. 1B, C).
The 183 proteins were translated to unique gene names
(Fig. S2A). The functional nature and biological processes
assigned to 84% of the 183 genes were RNA-binding pro-
teins, as shown in the Venn diagrams with the EuRBPDB
database (Figs. S2B and C). Notably, a significant number
(32%) of the genes involved in the control of expression and
post-transcriptional processing were found in those
described in the core of G3BP1-dependent SGs identified by
experimental immunoaffinity approaches similar to that
employed in this study (Fig. S2D), with similar heteroge-
neity depending on the pairs compared and the experi-
mental approaches used in the analysis of TIA1 and G3BP1
SG composition. The shared genes were clustered into
biological process categories related to post-transcriptional
regulatory aspects of gene expression control (Figs.
S2EeH). Genes associated with TIA1-SGs with significant
changes were also compared with those assigned to a P-
body database and their functional categories of biological
behalf of KeAi Communications Co., Ltd. This is an open access
by/4.0/).
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Figure 1 Differential transcriptomic and proteomic interactome of enriched wild-type (WT) and Welander distal myopathy
(WDM) green fluorescent protein (GFP)-tagged TIA1-dependent stress granules (SGs) from genetically modified WT and WDM FT293-
GFP-TIA1 cell lines under oxidative stress using affinity immunopurification, mass spectrometry, and RNA sequencing. (A) Details of
workflow for the differential transcriptomic and proteomic analysis of WT and WDM-GFP-TIA1a-dependent SGs under oxidative
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processes were analyzed (Figs. S3AeE). Collectively, we
found a prevalent enrichment of RNA-binding proteins in
TIA1-SGs clustered as P-bodies and canonical SG core-
associated components.

In the same vein, the clustering of proteins into func-
tional categories and biological processes with positive or
negative values for each of the WT and WDM experimental
pairs was performed using the Proteomaps tool (Fig. 1D, E).
The results suggested that the enriched categories of pro-
teins identified were predominantly associated with regu-
latory aspects of RNA metabolism and post-transcriptional
control of gene expression in the WT and WDM experimental
situations analyzed. However, cellular processes related to
DNA-dependent transcription and mRNA processing and
splicing were slightly enhanced by GFP-TIA1aWT expression,
whereas cellular processes related to turnover, stability,
and translation of mRNA were up-regulated and more
interconnected with the expression of GFP-TIA1aWDM

(Fig. 1D, E). Overall, these observations indicate small
regulatory nuances preferentially associated with the
expression of the WDM mutant, which may suggest alter-
ations in the dynamics of the corresponding cellular
stress. (BeE) Differential proteomic analysis of WT and WDM GFP-T
heat plots from proteomic analysis of immunoprecipitated WT (B)
proteomic analysis. (D, E) Proteomaps of the protein components (t
by label-free quantification analysis with significance �20 in experim
sequencing analysis of differentially immunoprecipitated genes in
M-versus-A plot representations of the distributions of over- (spots
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machineries responsible for turnover, stability, and/or
mRNA translational efficiency in the context of WDM and
the response to cellular oxidative stress.

We next used a massive sequencing approach (RNA
sequencing) to identify RNAs whose expression was preva-
lently associated with TIA1WT/WDM-SG expression (Fig. 1F, G;
Figs. S4e6). RNAs in SGs have been estimated to represent
75%e85% of the biological material. The RNAs identified
from TIA1-SGs had a population distribution similar to that
found in other SGs: 75% mRNAs, 10% long non-coding RNAs
(lncRNAs), and the remaining processed RNAs of different
origin (e.g., pseudogene products, snRNAs, and snoRNAs).
In addition, an enrichment in lncRNAs was observed in TIA1-
SGs (Fig. S4). Furthermore, TIA1WT/WDM immunoprecipita-
tion resulted in a marked alteration in the expression under
oxidative stress compared with that of equivalent cells
without the stress stimulus. M-versus-A plots were used to
illustrate these findings, showing up- and down-regulated
genes for TIA1WT (Fig. 1F) and TIA1WDM (Fig. 1G). A total of
816 (of which 611 and 205 were up- and down-regulated,
respectively) and 1472 (of which 944 and 528 were up- and
down-regulated, respectively) RNAs were differentially
IA1a-dependent SGs under oxidative stress. (B, C) Volcano and
and WDM (C) TIA1-dependent SGs by label-free quantification
otal, up-, and down-regulated proteins) identified in (D) and (E)
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expressed (false discovery rate < 0.05) in TIA1WT and
TIA1WDM cells, respectively. To cluster differentially
expressed genes and identify relevant biological processes
associated with the ectopic expression of the RNA-binding
proteins, transcripts were analyzed with the PANTHER tool.
The top gene ontology (GO) categories were identified from
the sum of significantly over- and under-expressed genes in
TIA1WT plus NaAsO2 versus TIA1WT cells (Fig. S5). These
categories recognized from differentially up-regulated RNAs
involved processes related to development and membrane
signaling dynamics (Fig. S5). By contrast, the top categories
identified from differentially down-regulated genes were
linked to important aspects of RNA metabolism and trans-
lation regulation. Also, the top GO categories from the sum
of significantly over- and under-expressed genes in TIA1WDM

plus NaAsO2 versus TIA1WDM cells were detected (Fig. S6).
The top GO categories from differentially up-regulated RNAs
were linked to specific aspects of neuronal and skeletal
muscle morphogenesis and protein localizations (Fig. S6).
However, the ones from differentially down-regulated genes
were again connected to important aspects of cytoplasmic
translation and SRP-dependent cotranslational machineries
involving ribosomal protein mRNA processing.

We used immunofluorescence confocal microscopy to
determine the subcellular localization of identified compo-
nents related to TIA1-SGs (Fig. 1H), members of P-bodies
(Fig. 1I), components of nucleolar and translational machin-
eries (Fig. 1K), and other related and unrelated cellular
components (Figs. S7e9). In many cases, we noted an overlap
in the visualizationof TIA1-SGs in cellswith ectopic expression
of WTorWDM TIA1 and the above subcellular components. Of
note was the increase in the number and size of P-bodies and
their preferential colocalization with TIA1WDM-SGs (Fig. 1I, J).
These results suggest a concomitant and more robust change
in the dynamics of P-bodies (an average 2-fold increase in
EDC4 and DDX6 biomarkers togetherwithmore fragmentation
of PBs) (Fig. S10) and TIA1-SGs associated with the expression
of TIA1WDM under oxidative stress conditions, which is in
accord with the analysis of the transient proteomic and
transcriptomic composition of TIA1WT/WDM-SGs in a nucleolar
and ribosomal-dependent stress context. These findings also
question us about the regulatory role of PB dynamics in post-
transcriptional regulation associated withWDM-mutated TIA1
expression. In addition, we established the localization of
components of the translational machinery as well as nucle-
olus and nucleusmarkers (Fig. 1K), suggesting a cell context in
the nucleolar stress scenario on TIA1WDM expression.

Collectively, these observations expand our knowledge
of the WDM-mutation role at the interface of SGs and P-
body dynamics, with targeted regulatory effects on the cell
machinery of RNA decay/turnover and/or translation in a
nucleolar stress-dependent scenario.
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tion, Methodology, Investigation, Formal analysis. José M.
Izquierdo: Writing e review & editing, Writing e original
draft, Visualization, Supervision, Resources, Project
administration, Methodology, Investigation, Funding
acquisition, Formal analysis, Conceptualization.
Acknowledgements

We are indebted to SMOA and Proteomic (CBM) and Bio-
infoGP (CNB) facilities.

Appendix A. Supplementary data

Supplementary data to this article can be found online at
https://doi.org/10.1016/j.gendis.2025.101543.

References

1. Welander L. Myopathia distalis tarda hereditaria: 249 examined
cases in 72 pedigrees. Acta Med Scand Suppl. 1951;265:1e124.

2. Hackman P, Sarparanta J, Lehtinen S, et al. Welander distal
myopathy is caused by a mutation in the RNA-binding protein
TIA1. Ann Neurol. 2013;73(4):500e509.

3. Wang J, Choi JM, Holehouse AS, et al. A molecular grammar
governing the driving forces for phase separation of prion-like
RNA binding proteins. Cell. 2018;174(3):688e699.e16.

4. Carrascoso I, Sánchez-Jiménez C, Silion E, Alcalde J,
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