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Eukaryotic mRNA cap structures directly influence mRNA stability, translation,
and immune recognition. While the significance of the mRNA cap itself has been
well-established, recent research has revealed the intricate modifications to the
nucleotides immediately adjacent to the cap. These include 2′-O-methylation
(Cap1, Cap2) andN6-methyladenosine (m6Am), which recent work suggestsmay
be dynamically regulated, interdependent, and vital for gene-regulation. This
perspective explores the expanding role of cap-adjacent modifications. Cap1 is
found on metazoan mRNA, viruses which infect metazoans, and the COVID-19
mRNA vaccines. We combined basic local alignment and 2D-TLC to track cap-
adjacent modifying proteins and the modifications themselves to profile their
prevalence throughout eukaryotes. We confirm that Cap1 is broadly metazoan
specific, but surprisingly also in a brown algae. Additionally, we find genomic
presence of the eraser, FTOmore predictive of the occurrence ofm6Am than the
m6Am-writer, PCIF1. We then outline future directions to understand and exploit
these enigmatic modifications.
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Introduction

Eukaryotic cells finely control protein production, partly by modulating mRNA
production, transport, translation and decay. A component of this is the inverted
guanosine “cap” connected to the first nucleotide transcribed from DNA. The cap is
added co-transcriptionally to RNAP-II transcribed RNAs (e.g., mRNA, lncRNA, eRNAs)
and is involved throughout the mRNA lifecycle (Galloway and Cowling, 2019).

Over 150 RNA modifications have been identified (Cappannini et al., 2024), leading to
the establishment of the “epitranscriptomics” field. Following early descriptions of essential
roles in organism development (Zhong et al., 2008), m6A has become the prototypical
epitranscriptomic modification, found mostly around the stop codon of eukaryotic mRNA
(Meyer et al., 2012; Dominissini et al., 2012). Epitranscriptomics is characterised through
“writer,” “reader,” and “eraser” proteins which add, bind, or erase modifications,
respectively (Figure 1A).

In animals, cap-adjacent nucleotides undergo complex modifications (Figure 1B).
CMTR1 and CMTR2 methylate the 2′-O ribose position of first (Cap1) and second
(Cap2) nucleosides respectively (Bélanger et al., 2010; Werner et al., 2011). When
Cap1 nucleoside is adenosine, PCIF1 can methylate to create m6Am (Akichika et al.,
2019; Boulias et al., 2019; Sendinc et al., 2019; Sun et al., 2019). RNA-sequencing library
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preparation loses modification information, making modifications
undetectable by standard next-generation sequencing
(NGS) (Figure 1C).

This perspective reviews cap-adjacent modifications and their
assay. We profile cap-adjacent modifications through selected
eukaryotes, confirming broad specificity to metazoans. However,
we surprisingly find writers and Cap1 in brown algae. We consider
the next steps towards understanding and exploiting cap-adjacent
modifications.

Determinants of cap-adjacent modifications

The timing, interplay, and cellular locations of cap-adjacent
modifications is poorly understood. A key step in describing the
mRNA cap is in understanding the regulation of the writer enzymes
and their substrates.

The additions of the Cap1 and m6Ammodifications likely occur
co-transcriptionally. Both CMTR1 and PCIF1 contain WW-
domains, enabling their recruitment to pre-mRNA via the

FIGURE 1
(A) Epitranscriptomics seeks to understand writers, erasers, readers, and downstream consequences of modifications on RNAmetabolism. (B) Cap-
adjacent modification by CMTR1, CMTR2, and PCIF1, the latter of which can be reversed by FTO. (C) Cap-modifications expand the potential molecular
diversity of mRNA transcribed from single genes, but such information is lost during NGS.
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carboxy terminal domain (CTD) of the transcribing RNAP-II (Fan
et al., 2003; Haline-Vaz et al., 2008). The CTD of RNAP-II
undergoes extensive phosphorylation during the transcription
cycle, and this facilities both CMTR1 (Inesta-Vaquera et al.,
2018) and PCIF1 binding (Garg et al., 2023; Fan et al., 2003; Li
et al., 2024). Cap-adjacent modification is not always dependent
upon N7 methylation of the cap (m7G). In vitro, the Vaccinia
Cap1 writer is active on unmodified caps but more efficient onm7G-
caps (Werner et al., 2011), however human CMTR1 does not
(Bélanger et al., 2010). Structural studies have suggested that
sequence specificity is unlikely (Smietanski et al., 2014), and
none has been reported.

CMTR2 and its methylating activity is found in the cytoplasm
(Langberg and Moss, 1981; Werner et al., 2011; Despic and Jaffrey,
2023). Human CMTR2 can methylate regardless of the m7G or
Cap1 (Werner et al., 2011), suggesting Cap2may exist without Cap1.
Such “Cap2-1” mRNAs have distinct properties when transfected
into cells (Drazkowska et al., 2022). Drosophila melanogaster and
Caenorhabditis elegans CMTR1 and CMTR2 act redundantly (Dix
et al., 2022; Haussmann et al., 2022). However, in human and
mouse, they do not (Dohnalkova et al., 2023).

PCIF1 requires m7G and Cap1-adenosine to create m6Am
structures (Sendinc et al., 2019; Boulias et al., 2019). Early work
found cytoplasmic m6Am-modifying activity (Keith et al., 1978) and
this is corroborated by descriptions of m6Am on the mRNA of
viruses which replicate in the cytoplasm (Tartell et al., 2021). m6Am
is reversible; the obesity related protein, FTO, erases m6A (Jia et al.,
2011), including the m6A within Cap-adjacent m6Am, which may
actually be FTO’s preferred substrate (reverting m6Am to Cap1-
Am) (Mauer and Jaffrey, 2018; Mauer et al., 2017). PCIF1 has
functions beyond catalysing m6Am. For example, it is catalytically
inactive in drosophila, but essential for fertility (Franco et al., 2023).
Perturbing mouse PCIF1 catalytic activity does not affect fertility,
but causes reduced body weights (Pandey et al., 2020).

With gene-regulatory roles, but no identified sequence
preference, CMTR1 and CMTR2 are likely regulated by proteins
beyond RNAP-II. The first identified was DHX15, an RNA helicase
that reduces CMTR1 activity (Inesta-Vaquera et al., 2018), but can
unwind complex 5′ untranslated regions to facilitate
CMTR1 activity on structured mRNAs (Toczydlowska-Socha
et al., 2018). Lukoszek et al. (2024) identified a p-patch domain
that, when phosphorylated by CK2, enhances CMTR1 activity.

Roles of cap-adjacent modifications

Early work identified gene-regulatory roles for cap-adjacent
modifications. In sea urchin, histone mRNAs were found to gain
cap-adjacent modifications following fertilisation, increasing their
polysome loading (Caldwell and Emerson, 1985). Similarly,
Cap1 facilitates mRNA translation during oocyte maturation
(Kuge et al., 1998; Kuge and Richter, 1995). Recent findings
corroborate this; CMTR1 was found to be important for normal
histone gene expression in embryonic stem cells (Liang et al., 2022);
and mouse CMTR1 knockout impairs fertility (Dohnalkova et al.,
2023). A regulatory role is consistent with direct measurements of
Cap-adjacent modifications by Kruse et al. (2011) which described

varying levels of Cap1 and m6Am across mouse tissues, even among
mRNAs derived from the same gene.

Cap-adjacent modifications mark mRNA as “self”, preventing
sequestration by IFIT-1 (Daffis et al., 2010) and de-capping by DXO
(Picard-Jean et al., 2018). The foreign RNA sensor, RIG-I, can be
triggered by double-stranded Cap0-RNA (Devarkar et al., 2016).
However, removing Cap1 from viral mRNA lowers infectivity
without increased RIG-I binding or interferon signalling (Daffis
et al., 2010). This aligns with work in which the productivity of
transfected mRNA is enhanced by Cap1 when crude RNA is
transfected into cells, likely due to contamination with immune-
stimulatory byproducts such as uncapped RNA (Drazkowska et al.,
2022; Sikorski et al., 2020). Evading the host cell’s own response is
likely why Cap1 is essential for translation of a subset of mRNAs
during the type I interferon response (Williams et al., 2020), and
CMTR1 activity required for both the immune response and,
interestingly, influenza propagation (Lukoszek et al., 2024).

Whole-organism Drosophila Cap1 knockout is viable, but with
reduced memory and learning performance (Haussmann et al.,
2022). Mechanistically, this is due to altered binding of the cap-
binding complex to mRNA, perturbing the spatio-temporal control
over translation required in neurons. Although recent work has
shown that CMTR1 is required for neuronal development (Lee et al.,
2020), and differentiation (Liang et al., 2023) the drosophila
phenotype could be rescued by expression in the developed brain
(Haussmann et al., 2022) – demonstrating a role distinct from
differentiation. In mouse, CMTR1 knockout is embryo-lethal
(Dohnalkova et al., 2023). However, Dohnalkova et al. (2023)
developed a conditional, tissue-specific knockout via floxing
which indicated a role for CMTR1 in mammalian fertility. These
authors also found that CMTR1 knockout in liver caused chronic
activation of the interferon pathway, suggesting that the immune-
stimulatory potential of Cap0 mRNA is tissue-specific (Dohnalkova
et al., 2023).

In recent years, the role of m6Am in cap-dependent translation
has been reported, though with opposing impacts described (Mauer
et al., 2017; Sendinc et al., 2019). It seems likely that this variation is
due to varied sequence features, variations in cell contexts, or other
modifications in this region.

Where are cap-modifications (and how do
we know)?

Technological advancement drives epitranscriptomics. The
earliest methods relied on feeding cell cultures radioisotope and
separating purified, labelled nucleotides by charge and
hydrophobicity. This was used to detect a “fifth ribonucleotide”
in hitherto discarded fractions of yeast RNA (Davis and Allen,
1957). Methylated bases in tRNA and rRNA are far more common
than in mRNA, and were thus identified first (Littlefield and Dunn,
1958). The purification of mRNA from other species (Perry et al.,
1972; Grady et al., 1978), enabled rejection of earlier claims that only
rRNA and tRNA contained modifications (Borek and Srinivasan,
1966) and described reported modified nucleotides in mRNA (Perry
and Kelley, 1974). Similar dependence on technologies is necessarily
true for the study of cap-adjacent modifications.
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Methods deployed to resolve cap-adjacent nucleotides included
thin layer, column, and liquid chromatography, and thin layer
electrophoresis (Heckle et al., 1977; Adams and Cory, 1975; Wei
C. et al., 1975; Wei et al., 1976; Wei C. M. et al., 1975; Kuo et al.,
1986). Similar principles apply to RNA from tissues and cell lines in
techniques used now, including:

Thin layer chromatography (TLC)
De-capping and de-phosphorylating purified mRNA exposes a

5′ end which can be radiolabelled with 32P and resolved by 2-
Dimensional TLC (Kruse et al., 2011). Labelled RNA can be
hybridised to DNA probes to isolate specific mRNAs and
measure Cap-adjacent modifications. This cannot resolve Cap2 or
guanine-cap modifications, and shows a relatively high abundance
of Cap0 compared to other methods. However, the low quantities of
input RNA required make it valuable in the analysis of RNA
extracted from rare samples, and as a result, it or similar
methods are commonly used (Dix et al., 2022; Haussmann et al.,
2022; Mauer et al., 2017).

Mass-spectrometry (MS)
Nuclease P1 digestion degrades mRNA to single nucleotides and

cap-dinucleotides. These can be subjected to liquid
chromatography-tandem MS (LC/MS-MS) to detect global levels
of cap-adjacent methylation on dinucleotide fragments (Galloway
et al., 2020), high-performance liquid-chromatography can be used
to enrich dinucleotides before LC/MS-MS (Wang et al., 2019).
Detecting dinucleotides enables discrimination of the methylation
status of the cap itself as well as the identity of nucleotides in Cap1.
Mass-spectrometry require greater input quantities of RNA
(approx.2 µg) compared to radioisotope incorporation methods
(approx.50 ng), and cannot detect Cap2.

Recapping
Treatment with yeast de-capping enzyme leaves mRNA with

diphosphate 5′ termini to which vaccinia capping enzyme can add
32P-radiolabelled guanosine. Labelled RNA is digested with RNAse I,
which cannot cleave 2′-O-ribose methylated sites and PAGE used to
resolve the resultant cap-fragments. This method can detect
Cap0 through to the ribose modifications found on the
hypermethylated Cap IV structure of trypanosome brucei, but
not nucleotide identity, G-cap-methylation status, or m6Am (Dix
et al., 2022; Haussmann et al., 2022).

Sequencing
The existence of m6A immunoprecipitation methods (Bodi et al.,

2010; Meyer et al., 2012; Dominissini et al., 2012) made early work on
m6Am possible. As these methods rely on fragmentation and peak
calling, deconvoluting 5′ UTR m6A from cap-adjacent m6Am is
challenging (Meyer and Jaffrey, 2017). To solve this, m6Am-exo-seq
treats fragmented RNA with an exonuclease to degrade uncapped
fragments prior to immunoprecipitation and sequencing. This
dramatically improves the specificity of m6Am mapping (Sendinc
et al., 2019). An intriguing method, CAPturAM uses a modified,
recombinant PCIF1 to propargylate Cap1 adenosines for selective
biotinylation and isolation with streptavidin (Muthmann et al., 2023).
This has the advantage of being independent of antibodies, but is
arguably akin to protein-crosslinking experiments in that it

determines potential targets, rather than the current methylation
status of sequenced mRNA.

Despic and Jaffrey (2023) developed the first transcriptome-
wide sequencing method for 2′-O-ribose methylation, CLAM-cap-
seq. This reverse transcribes de-capped mRNA, before using
circligase to join the mRNA 5′ end to the 3′ end of the cDNA.
RNAseT2 is then used to degrade the RNA. RNAseT2 cannot cleave
2′-ribose modified RNA, leaving a “tag” on the 3′ end of the cDNA
detectable via bioinformatics. This is a complex method in terms of
reagent availability, library preparation, and downstream
bioinformatics. For example, analysis must account for a number
(typically 0–4) of random nucleotides introduced during library
preparation, and then detect a palindrome by combining the 3′
cDNA nucleotides with their reverse complement derived from the
RNA. The palindrome length describes the cap structure, four for
Cap1 (two cDNA plus two RNA nucleotides), and six for Cap2. This
method discards Cap0, and cannot capture m6Am – potentially due
to inefficiencies in reverse transcription (Archer et al., 2016).

Cap-adjacent prevalence across organisms
Most methods describe ubiquitous Cap1, approximately 30% of

Cap1-adenosines are further modified to m6Am, and approximately
50% of transcripts are Cap2 (Heckle et al., 1977; Adams and Cory,
1975; Wei C. et al., 1975; Wei et al., 1976; Wei C. M. et al., 1975).
Cap1 is found in animals (Furuichi, 2015) while m6Am in only
found in vertebrates (Dix et al., 2022; Furuichi, 2015; Sendinc et al.,
2019). Despite early reports to the contrary (Furuichi and Shatkin,
2000) there is no cap-adjacent methylation, or the requisite writer
enzymes, found in plants. We sought to expand this understanding,
by combining BLAST analysis and TLC to track the cap-adjacent
writers through animals (Figure 2). We selected representative
species across the evolutionary tree; mammals, birds, fish,
amphibians, insects and cephalopods. We focussed on brain
tissue, as the nervous system has the most clearly described role
for cap-adjacent modifications beyond innate immunity. We added
a brown algae to this analysis as, interestingly, an FTO orthologue
has been reported in Ectocarpus siliculosus (Robbens et al., 2008).

As expected, our 2D-TLC found Cap1 in all animals. Curiously,
our orthologue searches found that a species of algae, Ectocarpus
siliculosus has orthologues for CMTR1 (39.67% identity, 39.67%
coverage) and PCIF1 (36.67% identity, 35% coverage) in addition to
FTO (27.97% identity, 85% coverage) (Figure 2B, Supplementary
Data 2; Robbens et al., 2008). TLC on E. siliculosus confirmed
presence of Cap1, but not m6Am in this algae. Beyond this, our
work corroborated the canon, finding m6Am specific to vertebrates,
but at greater levels inH. sapiens, R. norvegicus,D. rerio andG. gallus
and lower levels in A. mexicanum. Our orthologue search found
PCIF1 orthologues in more species than we detect m6Am. Notably,
FTO – an annotated m6Am eraser - correlated better with m6Am.

Kruse et al., posed that the variations they detected in cap-
adjacent modifications may reflect differences in start site selection.
This seems plausible - in vertebrates, approximately 70% of the
genes have dispersed promoters (Sandelin et al., 2007; Juven-
Gershon and Kadonaga, 2010), with mammals exhibiting a
further increase in dispersed transcription initiation (Carninci
et al., 2006). This would fit a model in which cap-adjacent
modifications facilitates gene regulation by increasing the
potential molecular diversity of mRNAs derived from a single gene.
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FIGURE 2
Cap-adjacent modifications are found throughout the animal kingdom. We used thin layer chromatography (TLC) to measure global cap-adjacent
modification in each of the organisms listed (A). We annotated each of these with their enzyme in the genome and presence (X) or absence (blank) by TLC
(B). The methods used to map or measure cap-adjacent modifications can only detect sub populations of the modification (C). For TLCs (A) N = 3,
representative TLCs shown, replicates are found in Supplementary Data 1. BLAST data are found in Supplementary Data 2. Circles denote
modifications, with colour denoting Cap1 (blue) or m6Am (red).
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Discussion; what next?

Though enigmatic, cap-modifications clearly act as a layer of
selective gene-regulation. A dynamic mRNA cap is a fascinating
possibility, whether by demethylation via erasers or by new
deposition in the cytoplasm by PCIF1 and CMTR2; a feature
which appears unique to the cap region.

Elucidating the roles of cap-adjacent modifications requires
developing methods and understanding of the full complex
cap. This includes co-occurring modifications within this small
region of RNA and the identity of the nucleotide itself. There has
been progress here, deploying co-transcriptional capping to generate
mRNAs with complex caps such as Cap2 with m6Am in the first
position (m6Am,Cap2), or without Cap1 (Cap2-1). However,
mapping these structures to native mRNA has not been achieved
even in the latest methods. The 2′-O-ribose modifications can stall
reverse transcriptase under limiting dNTP conditions. This has been
used to map internal 2′-O-ribose modifications (Incarnato et al.,
2017). However, since Cap-adjacent modification occurs at the
terminal end of the mRNA, such a method is not easily
translated to these modifications – it would also not be possible
for such a method to discern Cap1 from Cap2 – or detect m6Am.
Direct-RNA sequencing (DRS) can capture multiple modifications
on the same mRNA (Acera Mateos et al., 2024) and thus holds
promise. Such Oxford Nanopore Technologies (ONT) methods are
steadily improving (Liu-Wei et al., 2024). However, being kmer-
based, Nanopore-sequencing loses accuracy as the terminal end of
the RNA passes through the pore.

Cap-adjacent modifications proved essential in the development
of the COVID-19 mRNA vaccines. Beyond vaccines, there are a
swathe of potential uses for targetted expression of proteins in vivo -
not least CRISPR/Cas editing (for review see Paunovska et al., 2022;
Qin et al., 2022). Future RNA therapeutic and vaccine molecules are
likely to seek to target specific cell contexts, tissues, or expression
characteristics. Under hypoxic conditions, for example, efficacies of
current mRNA molecules vary by cell type (Ma and Fenton, 2023).
Indeed, recent studies using in vitro transcribed mRNAwith defined
cap structures found cell-type specific effects (Drazkowska et al.,
2022; Sikorski et al., 2020), suggesting that Cap-adjacent
modifications offer a useful design modality. Beyond this,
understanding the in vivo function and interactors of cap-
modifications promises new therapeutics targetting the mRNA
cap of viruses (for review see Ferron et al., 2012) or to modulate
host gene expression in disease.

Epitranscriptomics examines writers, readers, and erasers, and the
effects of nucleotide modifications on the RNA itself. A similarly
holistic approach to the “Epicapome” is developing. Compared to
typical individual epitranscriptomic modifications, the Epicapome is
complicated by the varied nucleotides affected by the modification, the
partially interdependent nature of the modifications, and non-catalytic
functions of the writer proteins. While there is no clear sequencemotif,
it is certainly true that we know where on the mRNA to start!

Methods

Portions of Figures 1, 2 and Supplementary Data 1 were created
with BioRender.com.

RNA extractions

RNA from frozen Human brain tissue was extracted using
AllPrep DNA/RNA kit (Qiagen, Germany). Animal tissues were
either collected as frozen samples or stored in RNA later and
processed using the mirVana miRNA kit (ThermoFisher
Scientific, Uited States), with phenol. Ectocarpus siliculosus
(CCAP1310/4) RNA was extracted according to Greco et al. (2014).

Thin layer chromatography

TLCs were performed as described in Kruse et al. (2011).
Following extraction and poly(A) isolation, RppH(New England
Biolabs (NEB), United States) was used to remove the 5′Cap of the
mRNA in Thermopol buffer (NEB). This leaves a single phosphate
group which we removed with CIP (NEB) in the same reaction. PNK
(Thermofisher, United Kingdom) was then used to add a radioactive
5′ phosphate (ATP, [γ-32P]- 3000Ci/mmol 10mCi/mL EasyTide,
Revvity, Wales) to the exposed nucleotide. After clean-up to remove
residual [γ-32P]-ATP, mRNAwas digested to individual nucleotides
with P1 nuclease (Sigma-Aldrich, United States). 1 μL of the labelled
nucleotides were added to cellulose TLC (Merck, Germany) plates
and run in two dimensions before visualisation via phosphor storage
screens and imaging. All nucleotides are separated on this method,
but only those that were exposed prior to radiolabelling are visible
via the phosphor imaging.

BLAST

To identify orthologues of the cap-methyltransferases CMTR1,
CMTR2, PCIF1 and the m6Am demethylase FTO the human
proteins were blasted for somewhat similar sequences (blastp)
against the proteomes of the organisms studied by TLC.
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