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Abstract: The dynamic interactions between RNAs and
proteins play crucial roles in regulating diverse cellular
processes. Proteome-wide characterization of these
interactions in their native cellular context remains
desirable but challenging. Herein, we developed a
photocatalytic crosslinking (PhotoCAX) strategy
coupled with mass spectrometry (PhotoCAX-MS) and
RNA sequencing (PhotoCAX-seq) for the study of the
composition and dynamics of protein-RNA interactions.
By integrating the blue light-triggered photocatalyst
with a dual-functional RNA–protein crosslinker (RPlinker) and the phase separation-based enrichment
strategy, PhotoCAX-MS revealed a total of 2044 RBPs
in human HEK293 cells. We further employed PhotoCAX to investigate the dynamic change of RBPome in
macrophage cells upon LPS-stimulation, as well as the
identification of RBPs interacting directly with the 5’
untranslated regions of SARS-CoV-2 RNA.
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Introduction
The RNA–protein interaction dynamics are critical for
various cellular processes. In particular, RNA regulations
are rigorously controlled by the RNA-binding proteins
(RBPs), which are involved in the RNA splicing, localization, translation and degradation, etc.[1] Perturbation of
these RNA–protein interactions can lead to cellular dysfunctions and severe diseases (e.g., neurodegeneration).[2] Therefore, a comprehensive understanding of the RNA–protein
interaction dynamics is important for disclosing the fundamental mechanisms underlying these cellular processes.[3] As
a result, methodology development for RBPs profiling has
attracted great attentions in recent years. Conventional
approaches require UV-based crosslinking to form covalent
bonds between RBPs and their cognate RNAs, such as
oligo(dT) bead capture,[4] metabolic RNA labeling,[5] and
organic-aqueous phase separation.[6] Such crosslinking only
occurs when there is a direct contact between an RNA and a
protein, ensuring the labeling fidelity of the RNA–protein
interactome. However, the unsatisfying labeling efficiency as
well as the UV cytotoxicity hampered their further
applications.[7] To overcome these problems, proximity
labeling-based enzymatic approaches have been developed.
For example, RNA–protein interaction detection (RaPID)
or CRISPR-assisted method (CARPID) allowed the biotinylation of RBPs via reactive chemical species catalytically
generated by genetically encoded enzymes.[8] However, such
genetic approaches are only applicable to samples that are
capable of gene transfection, rendering a large number of
sample types inaccessible, including immune cells, primary
cells and intact tissues. Furthermore, the diffusive nature of
reactive species generated may lead to false labeling from
the indirect RNA–protein interactions.
With our continued efforts on the development and
exploration of photocatalysis mediated labelling strategy in
living systems,[9] we envisioned that such strategy might be
further adopted for the in situ crosslinking and comprehensive profiling of RNA–protein interactions with integrated
advantages compared to the current existing methods,
including: i) the crosslinking fidelity of direct interactions
between RNAs and RBPs, ii) catalytic generation of the
reactive species for efficient crosslinking, iii) non-genetic
approach renders wide applicability to hard-to-transfect
samples, and iv) temporal resolution provided by an external
photo-trigger.
© 2022 Wiley-VCH GmbH
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Herein, we report a photocatalysis-enabled crosslinking
strategy for efficient labelling and profiling of the direct
RNA–protein interactome in living cells by external light
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(PhotoCAX) (Figure 1a). Eosin was employed as the photocatalyst to generate singlet oxygen (1O2) upon blue light
irradiation, which activates a dual-functional RNA–protein

Figure 1. The development of photocatalytic RNA–protein crosslinking (PhotoCAX) strategy. a) Schematic illustration of the PhotoCAX strategy. A
dual-functional RNA–protein crosslinker (RP-linker) containing the amine and furan moiety at each terminus was designed to capture direct RNA–
protein interactions in living cells. b) Proposed mechanism of photocatalytic oxidation of amino acid side-chains such as tyrosine residues by
photo-irradiation of eosin, which can subsequently react with the amine nucleophile on the dual-functional RP-linker. c) Proposed mechanism of
photocatalytic conjugation reaction between cytosine and the furan moiety from the dual-functional RP-linker. d) LC-MS detection of eosinmediated tyrosine photo-oxidation product (Y-O) and a tyrosine-amine adduct (Y-A). A mixture of eosin (0.05 mM), benzylamine (0.5 mM) and
Cbz-Tyr-OMe (0.2 mM) in 0.1 mL ACN/H2O (1 : 1) was irradiated under a mild blue light (BL, 465–475 nm) at 24 mW cm 2 for 10 min at room
temperature, and subjected to LC-MS analysis without further treatment. The mass of Y-A adduct with the predicted structure shown was detected.
[M+H] + : 435.21. e) Conjugation of the amine warhead (1, 2, 3) from the crosslinker with model protein bovine serum albumin (BSA) comparing
with the UV-triggered diazirine crosslinker (4). A mixture of BSA (30 ng) and crosslinkers (0.5 mM) was illuminated with BL or UV (200 mJ cm 2,
254 nm), followed by CuAAC-mediated biotinylation using biotin-azide and subsequent immunoblotting analysis. f) LC-MS detection of eosinmediated furan photo-oxidation product (F-OX) and a furan-cytosine adduct (F-C). The mass of F-C adduct with the predicted structure shown was
detected. [M+H] + : 601.24. g) Conjugation of furan warhead from the crosslinker with total RNA extracted from HEK293 cells. Furan-alkyne was
used to label RNAs, and the adducts were then biotinylated and analyzed by streptavidin dot blotting. h) Comparison of crosslinking efficiency
between PhotoCAX and UV-based crosslinking (200 mJ cm 2, 254 nm). HEK293 cells were subjected to UV-based crosslinking or PhotoCAX. RNA–
protein complexes were extracted with phase separation protocol. Enriched RNAs were analyzed by 2 % agarose gel electrophoresis after removal
of RBPs with Prot K (Proteinase K). i) Venn diagram of the RBPome identified in three independent PhotoCAX experiments in HEK293 cells. j) Venn
diagram comparing three methods for pulling down RBPs in HEK293 cells; PhotoCAX, OOPS and XRNAX. k) GO analysis of the RBPs identified in
PhotoCAX strategy. The count of proteins for each individual term is also shown.
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crosslinker (RP-linker) to capture direct interactions between RNA and RBPs. Subsequently, crosslinked RNA–
protein complexes could be conveniently enriched via phase
separation-based workflow for further analysis (Figure 1a).[6a,b] By combining with quantitative mass spectrometry, we applied our PhotoCAX strategy to monitor the
dynamic remodeling of RBPome in macrophages upon
lipopolysaccharides (LPS)-stimulation, as well as to identify
host proteins associated with 5’ untranslated regions (UTRs)
of SARS-CoV-2 RNA.

Results and Discussion
We started by developing an efficient photocatalytic crosslinking chemistry to capture direct interactions between
RNAs and RBPs. Considering the diversity in reactivity of
these biomacromolecules, we designed a dual functional
crosslinker (RP-linker), which consists of an amine group at
one terminal and a furan group at the other terminal
(Figure 1a). Upon singlet oxygen (1O2) generated by photocatalytic conditions, the electron-rich side chains (e.g.,
tyrosine, tryptophan and histidine) on RBPs are activated to
conjugate with the amine group (Figure 1b).[10] Meanwhile,
based on the furan-based DNA crosslinking chemistry
reported previously,[11] the furan group could be transformed
to a cytosine-reactive 1,4-enedione intermediate to facilitate
RNA labelling (Figure 1c),[12] which results in the covalent
linkage within RNA–protein complexes for subsequent
analysis. Unlike the diffusion-based strategies, the crosslinking fidelity of such dual functional probe strategy relies
on the length and flexibility of the linker, possessing further
optimization space for reducing false positive crosslinking.
Eosin was chosen as the photocatalyst to generate 1O2 upon
blue light irradiation due to its high efficiency as well as
compatibility with living samples.[13]
The conjugation between amine and proteins triggered
by eosin photocatalysis was first evaluated using benzylamine as a model. The reaction was carried out in aqueous
acetonitrile solution (ACN/H2O = 1 : 1, v/v) with mild blue
light (465–475 nm) at 24 mW cm 2 for 10 min at room
temperature. Liquid chromatography-mass spectrometry
(LC-MS) analysis revealed adduct formation between the
benzylamine probe and tyrosine, histidine or tryptophan
(Figure 1d and Supporting Information Figure 1). To test
whether the reaction is applicable on protein labeling, we
used bovine serum albumin (BSA) as a model and
compared protein labeling efficiencies of alkyne-conjugated
alkylamine (1, 2), arylamine (3), and diazirine (4) probes in
the presence of eosin and blue light (Figure 1e). The
resulting alkyne adducts were derivatized with biotin-azide
via the copper(I)-catalyzed alkyne-azide cycloaddition
(CuAAC) and visualized through immunoblotting. As
shown in figure 1e, alkylamine exhibited the highest crosslinking yield. Negative controls omitting either eosin,
alkyne-amine, or blue light, yielded negligible biotin signal.
We conclude from the above data that alkylamine is an
appropriate functional group for eosin-mediated protein
labeling.
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We next evaluated the labelling efficiency and specificity
of eosin-mediated furan probe on cytosine. The photooxidative conjugation product was confirmed by LC-MS
analysis (Figure 1f and Supporting Information Figure 2).
We further validated that the photo-oxidative product of
furan could be used to label RNA molecules extracted from
HEK293 cells (Figure 1g). Noticeably, glutathione (GSH)
caused negligible perturbation to furan photo-oxidation,
suggesting the high biocompatibility of eosin-mediated
crosslinking in intracellular conditions. To evaluate the
RNA-specificity of eosin-mediated labeling, we compared
the labeling activity of furan probes on DNA, and RNA.
Dot blot analysis showed that the furan-alkyne probe labels
RNA only but not double-strand DNA (Supporting Information Figure 3). We reasoned that the existence of
Watson–Crick base-pairing in double-stranded DNA blocks
the labeling reaction.
After in vitro validation of PhotoCAX, we next
evaluated its crosslinking efficiencies in living cells. We
incorporated eosin and RP-linker to cultured HEK293 cells
expressing the FLAG tagged SFPQ (splicing factor proline/
glutamine-rich, known as an RBP) followed by blue light
irradiation,[14] SFPQ-RNA complexes in the PhotoCAX
extracts were then enriched by FLAG beads (Supporting
Information Figure 4a). Enriched RNAs were analyzed by
2 % agarose gel electrophoresis after removal of RBPs using
Proteinase K. As shown in Supporting Information Figure 4b and c, PhotoCAX exhibited higher crosslinking yield
comparing to conventional UV-mediated crosslinking. Taken together, the above characterizations proved our PhotoCAX strategy as an effective and highly specific measure to
conjugate RNAs and proteins under mild conditions in live
cells.
We then applied our PhotoCAX technique for the global
profiling of RNA–protein interactions in living cells. The
crosslinked RNA–protein adducts were enriched and purified following the phase separation protocol (Supporting
Information Figure 5a).[6a,b] Agarose gel electrophoretic
mobility assay indicated the presence of RNA-RBP complexes in the extract (Figure 1h, left, Supporting Information
Figure 5b). Proteinase K treatment restored in-gel RNA
mobility, which suggested effective binding of RBPs and
RNAs in the extract (Figure 1h, right). A small crosslinking
background was observed in the absence of RP-linker which
was at the similar level as UV-crosslinking (Supporting
Information Figure 5c). This can be explained by the fact
that residues from interface of RBPs may crosslink RNAs
via singlet O2-based reactions (e.g., the amine from lysine
residues directly crosslink photo-oxidation products of
guanosine). We pulled down crosslinked RNA–protein
complexes from HEK293 cells and analyzed the sample with
liquid chromatography-tandem mass spectrometry ( LC-MS/
MS). In this PhotoCAX-MS analysis, a total of 2044 proteins
were identified in three independent experiments, with 1402
proteins from at least two replicates (Figure 1i). Among
these, 827 proteins have not been previously reported by
OOPS or XRNAX methods in HEK293 cells (Figure 1j),[6a,b]
which demonstrated the higher efficiency of PhotoCAX-MS
for in-depth RBPome profiling. Gene Ontology (GO)
© 2022 Wiley-VCH GmbH
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analysis revealed an over-representation of RNA-related
terms, including ribonucleoprotein complex biogenesis,
processing of pre-mRNA, translation and metabolism of
RNA (Figure 1k).
As a central component of the innate immune response,
macrophage can sense pathogen components such as LPS,
the essential constituent of the outer membrane of gramnegative bacteria.[15] While the LPS-stimulated transcriptome-wide changes in macrophage are well documented,[16]
the effect on proteome changes are yet to be discovered. In
addition, emerging evidence highlighted the impact of RBPs
on the post-transcriptional control of immune responses.[17]
To study the dynamic change of RBPs upon such stimuli, we
used LPS to treat mouse-derived macrophage RAW 264.7
cells grown in medium with heavy isotope (Arg10-Lys8).
Unstimulated cells grown in medium with light isotope
(Arg0-Lys0) were used as the control. The PhotoCAX-MS
strategy was applied to both samples and the SILAC ratio
between these two samples was interpreted as the RNAbinding efficiency for a given protein (Figure 2a).
A total of 1926 proteins were identified by using
MaxQuant, with 1299 of them observed in three independent replicates (Figure 2b). GO analysis indicated that RBPs
were strongly enriched in PhotoCAX extracts (Figure 2c).
To better describe the LPS induced changes in the RBPome,
we applied a volcano plot analysis, in which only proteins
with p-value < 0.05 and fold-change > 1.5 (either increase or
decrease) were considered significant (Figure 2d). In particular, the abundance of 11 RNA-associated proteins were upregulated and 12 were down-regulated, including SMU1,
WDR77, PRC1 as well as NLRP3. Since NLRP3 is a key
component of the inflammasome complex and plays essential roles in LPS-induced inflammasome priming and
activation,[18] we were interested in the potential role of
NLPR3-RNA interactions during inflammasome priming
and activation.
To specifically analyze NLRP3-interacting RNAs, we
treated RAW 264.7 cells with LPS and crosslinking was
induced using the RP-linker. NLRP3-RNA complexes in the
PhotoCAX extract were then enriched using anti-NLRP3
antibody. The enriched samples were analyzed by highthroughput sequencing (PhotoCAX-seq, Figure 3a). Two
biological replicates exhibited high reproducibility (Pearson’s correlation coefficient > 0.98, Supporting Information
Figure 6). For both basal and LPS stimulation conditions,
we performed differential expression analysis between
samples post- versus pre-enrichment with the anti-NLRP3
antibody. The enrichment cutoff was defined as log 2 foldchange > 0 and p-value < 0.01, which yielded respectively
1781 and 2761 transcripts from Raw 264.7 cells with and
without LPS stimulation, respectively (Figure 3b and Supporting Information Figure 7). Notably, several lncRNAs
were found to be enriched as targets of NLRP3, including
Gm43660, Gm13833, Morrbid, Neat1, Jpx, Gm38414 and
Malat1 (Figure 3c). Since the conserved lncRNA Malat1 has
been reported to regulate the innate immune responses,[19]
we analyzed the expression level of Malat1 by using RTqPCR before and after LPS stimulation. As expected, an
upregulation trend of Malat1 was observed in Raw 264.7
Angew. Chem. Int. Ed. 2022, 61, e202202008 (4 of 8)
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Figure 2. PhotoCAX-mediated global profiling of RBPome in LPStreated macrophage cells. a) Schematic illustration of PhotoCAX-MS
experimental workflow. RAW 264.7 cells cultured in medium containing
heavy isotope (SILAC Heavy) were treated with LPS, while cells cultured
in medium containing light isotope (SILAC Light) received no treatments. Following PhotoCAX and cell lysis, RBPs were extracted through
the phase separation protocol, followed by LC-MS/MS analysis.
b) Venn diagram of the RBPomes identified in three independent
PhotoCAX experiments in RAW 264.7 cells. c) GO analysis of the RBPs
identified by our PhotoCAX strategy in RAW 264.7 cells. d) Volcano plot
showing the fold changes and p-values of the RNA-interacting
proteome after LPS treatment. Proteins with p-value less than 0.05 and
a minimum of 1.5-fold increase (red) or decrease (blue) were
considered as significantly changed.

cells after LPS treatment (Figure 3d). Since the RP-linker
used in our PhotoCAX strategy can capture direct RNA–
protein interactions, we next pulled down the crosslinked
Malat1-protein complexes by using biotinylated antisense
oligos. Control experiments were conducted with nonPhotoCAX conditions, pre-pull-down RNase treatment of
lysate, as well as non-interacting control probes. Silver
staining showed that Malat1 antisense oligo probes pulled
down a significant amount of proteins from cell lysates,
whereas all control samples showed negligible signals
(Supporting Information Figure 8). Indeed, immunoblotting
analysis confirmed that Malat1 directly interacted with
NLRP3 (Figure 3e). Interestingly, we also found that the
Malat1 formed direct complex with DDX3X, which have
been recently shown to interact with NLRP3 under both
LPS-primed and inflammasome-activating conditions.[20]
These observations further indicated the role of Malat1 in
the inflammasome priming and activation processes.
© 2022 Wiley-VCH GmbH
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Figure 3. Transcriptome-wide identification and analysis of NLRP3-interacting RNAs. a) Schematic representation of the PhotoCAX-seq procedure
identifying target transcripts bound by NLRP3 in LPS-activated RAW 264.7 cells. Following PhotoCAX and cell lysis, NLRP3-RNA complexes were
pulled down using NLRP3-specific antibodies and subsequently treated with Proteinase K to release NLRP3-associated RNAs, which were analyzed
by high-throughput sequencing. b) Venn diagram of target transcripts identified in two independent PhotoCAX experiments in the RAW 264.7 cells
with or without LPS stimulation, respectively. c) Enrichment of NLRP3-associated long noncoding RNAs (lncRNAs) in the negative control (NC,
omitting LPS) and LPS-activated RAW 264.7 cells. d) RT-qPCR analysis of the lncRNA Malat1 transcription level upon LPS treatment. Data are the
mean of three technical replicates � 1 s.d. e) Western blot analysis of Malat1-interacting proteins in RAW 264.7 after LPS treatment. Following
PhotoCAX and cell lysis by sonication, RNA–protein complexes were pulled out by biotinylated antisense oligos against lncRNA Malat1. Associated
proteins were eluted with free biotin and analyzed by western blot against DDX3X and NLRP3. f) Visualization of inflammasome assembly in
Malat1-knockdown cells. RAW 264.7 cells stably expressing mCherry-fused ASC protein were co-stimulated with LPS and nigericin (Nig). Scale bar:
5 μm. g) Malat1 promotes caspase-1-dependent pyroptosis. LDH release assay showed suppressed pyroptosis after LPS/Nig treatment in Malat1knockdown cells. h) Proposed mechanism of Malat1-promoted NLRP3 inflammasome assembly. The Malat1 was up-regulated and released from
nucleus to the cytoplasm upon LPS treatment, where it further interacted with NLRP3 and DDX3X to facilitate the priming process. Endogenous
danger signals such as Nig can induce activation of the NLRP3 inflammasome, followed by the recruitment of the adaptor protein ASC, which
undergoes prion-like polymerization that causes caspase-1 activation and Gasdermin D (GSDMD) cleavage. The assembly of the N-terminal
domain of GSDMD (N-GSDM) on cell membrane as oligomeric pores ultimately led to pyroptotic cell death.

Whereas murine Malat1 and its human ortholog are
lncRNAs known to reside in the nucleus of unstressed
cells,[21] the assembly of various canonical inflammasomes
occurs in the cytoplasm. We next monitored the subcellular
localization of Malat1 by RNA fluorescence in situ hybridAngew. Chem. Int. Ed. 2022, 61, e202202008 (5 of 8)

ization (FISH) upon LPS stimulation. Indeed, Malat1 was
found in the cytoplasm (Supporting Information Figure 9),
suggesting that Malat1 was transported from the nucleus to
the cytoplasm during NLRP3 inflammasome priming. To
further evaluate the role of Malat1 in NLRP3 inflamma© 2022 Wiley-VCH GmbH
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some, we used small interfering RNAs (siRNAs) to knock
down the expression level of Malat1 in RAW-ASC cells, an
engineered cell line that stably expresses the inflammasome
adapter protein ASC fused to mCherry (Supporting Information Figure 10). After LPS priming, the canonical activator nigericin (Nig) elicited robust inflammasome activation
in RAW-ASC cells, as reflected by the formation of ASC
specks. Notably, we observed that Malat1 silencing dramatically suppressed the ASC speck formation in LPS/Nig costimulated RAW-ASC cells (Figure 3f). Similarly, LDH
release assay showed suppressed pyroptosis after LPS/Nig
treatment in Malat1-knockdown cells (Figure 3g), indicating
that Malat1 likely promoted caspase-1-dependent pyroptotic
cell death. Taken together, our data demonstrated that
Malat1 was up-regulated and released from the nucleus to
the cytoplasm, where it interacted with NLRP3 and DDX3X
to facilitate the priming process, which ultimately led to
Gasdermin D (GSDMD) cleavage and cell pyroptosis (Figure 3h)
Finally, we applied PhotoCAX-MS to identify host
proteins associated with the 5’ UTRs of SARS-CoV-2 RNA.
As the causative virus of the ongoing COVID-19 pandemic,
the SARS-CoV-2 uses its RNA’s UTR region to interact
with proteins in host cells to facilitate the viral replication
and transcription in the life cycle.[22] For example, the 5’
UTR of the viral genome is involved in translation initiation
of viral proteins.[23] We first expressed the 5’ UTR of SARSCoV-2 RNA in HEK293 cells (Supporting Information
Figure 11). RNA–protein complexes were crosslinked in situ
with PhotoCAX, followed by 5’ UTR pull-down using
biotinylated antisense oligos. After streptavidin (SA) beads
enrichment, associated proteins were eluted with free biotin
and the fractions separated through electrophoresis were
subjected to LC/MS-MS analysis (Figure 4a). Silver staining
of enriched samples showed effective isolation of target
proteins (Figure 4b). A total of 193 proteins were identified
using MaxQuant, where 100 of them exsisted in two
independent replicates (Figure 4c). As a positive control, we
co-expressed the SARS-CoV-2 nucleocapsid (N) protein,
which has been shown to bind with the coronavirus 5’ UTR
to facilitate translation of viral RNAs, in HEK293 cells.[24]
Tandem mass spectrometry identified over 33 peptides of
the N protein (Supporting Information Figure 12). GO
analysis showed a strong enrichment of the Nop56passociated pre-rRNA complex, ribonucleoprotein complex
biogenesis, telomere maintenance, RNA localization,
mRNA splicing and regulation of translation (Figure 4d).
Built upon this expanded interactome for the viral 5’
UTR RNA, we constructed a protein-protein association
network to assist the analysis of their function in virusassociated biological processes Network-based analysis revealed broad functional categories of host proteins that
associate with the 5’ UTR, including ribosomal proteins,
translation factors, heterogeneous nuclear ribonucleoproteins (hnRNPs), RNA helicases, minichromosome maintenance proteins (MCMs), as well as eukaryotic chaperonin tcomplex proteins (Supporting Information Figure 13). In
agreement with the crucial roles of mRNA translation, we
identified 19 ribosomal proteins (Supporting Information
Angew. Chem. Int. Ed. 2022, 61, e202202008 (6 of 8)
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Figure 4. PhotoCAX-MS identification of host proteins associated with
5’ UTR of SARS-CoV-2 RNA. a) Schematic illustration of proteomic
experimental workflow. The 5’ UTR of SARS-CoV-2 RNA was expressed
in HEK293 cells. Following PhotoCAX and cell lysis by sonication,
target RNAs were captured by biotinylated antisense oligos. RNAassociated proteins were eluted and analyzed by LC-MS/MS. b) Silver
stain revealing enrichment of proteins associated with 5’ UTR of SARSCoV-2 RNA. c) Venn diagram showing a summary of the host proteins
identified in two independent PhotoCAX experiments in HEK293 cells.
d) GO analysis of host interaction proteins of 5’ UTR of SARS-CoV-2
RNA identified by PhotoCAX-MS.

Figure 13, blue cluster) which have previously been used to
block the viral replication or act as activators for the host
immune factors.[25] Among the translation factors, we found
that the eukaryotic translation initiation factors (EIF3A/3B/
5A) and the eukaryotic translation elongation factors
(EEF1G/1D/1B2) were both strongly enriched in our experiments. Meanwhile, the polypyrimidine tract-binding protein
1 (PTBP1) was also observed, which can interact with the 5’
UTR and canonical translation factors to facilitate the
recruitment of ribosomes.[26] The hnRNPs have been shown
to bind to the 5’ UTR as well. For example, hnRNP A1
binds to the complement of the 5’ leader sequence
(negative-strand leader) and to the complement of the TRSB sequences.[23] In this study, we identified hnRNP A1,
A2B1, K, M and U (Supporting Information Figure 13, red
cluster), which have attracted great attentions as potential
antiviral targets.[27] Besides, RNA helicases such as DDX21
and DHX9 play vital roles in transcription as well as the
regulation of host innate immunity during virus infection.[28]
The role of MCMs in viral replication has been confirmed
© 2022 Wiley-VCH GmbH
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by depleting MCMs and assaying transient and long-term
maintenance of the viral episomes (Supporting Information
Figure 13, red cluster).[29] Eukaryotic chaperonin T-complex
protein (CCT1-7) was identified as a cellular factor required
for late events in the replication of mammalian reovirus
(Supporting Information Figure 13, green cluster).[30] In
addition, we also identified splicing factor 3B subunit 3
(SF3B3) as a new host RBP of SARS-CoV-2, which may be
involved in viral replication and transcription.[31] Taken
together, our network analysis connected the host RBPome
to the emerging SARS-CoV-2 biology and provided a map
of putative regulatory hubs in SARS-CoV-2 infections.
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Conclusion
In summary, we developed the photocatalytic chemistry
enabled PhotoCAX strategy for global and in-depth profiling and mechanistic investigation of direct interactions
between RNA and RBPs in living cells. By coupling with
phase separation-based enrichment protocol and the protein
mass spectrometry, we identified a total of 2044 RBPs in
HEK293 cells, in which 827 were newly discovered RBPs.
Furthermore, by taking the advantage of this chemical
approach, RBPome dynamic of hard-to-transfect RAW
264.7 cells could be characterized. NLRP3 as a newly
defined RNA-binder has been validated in RAW 264.7 cells
upon LPS stimulation, which interacts with lncRNA Malat1
to facilitate the inflammasome priming and activation.
Finally, we also profiled the host proteins associated with 5’
UTR of SARS-CoV-2 RNA. Our method unveils a diverse
array of 5’ UTR binding proteins, including both wellcharacterized host proteins involved in viral replication/
transcription and several other protein families with RNAbinding capacity, thus demonstrated the power of PhotoCAX for discovering pathogen RNA’s interactions with host
proteome during viral infection. The advantages of PhotoCAX include: i) the unique dual-functional RP-linker ensures the labelling efficiency of different biomacromolecules
as well as the labelling fidelity of direct interactions; ii) the
designed catalytic activation provided sufficient reactive
intermediates for efficient labelling; iii) the applicability to
hard-to-transfect cells; and iv) spatial and temporal resolution are conveniently achievable through a light trigger. In
addition, a spatial-resolved approach for RNA–protein
interactome profiling could yield valuable insight into local
functions of RNA–protein complexes. Here, we adopted
triphenylphosphonium (TPP) for the uptake of eosin into
mitochondria (Supporting Information Figure 14). On the
other hand, given the potential issues caused by the inherent
high reactivity of 1O2, certain cell damages are unavoidable
along with the RNA-RBP crosslinking processes, making
the development of more biocompatible techniques or faster
labeling reactions highly desirable. Continued efforts on the
optimization of the crosslinking kinetics as well as other
bioorthogonal methods are currently under investigation in
our lab.
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