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5-methyl cytosine (5-Me-rC) is a modified ribonucleotide which pairs with rG in an RNA duplex. 5-Me-rC forms a
Watson-Crick base pair with rG in a normal manner. The presence of 5-Me-rC in cellular RNA is widespread, but its function
is not well understood. 5-Me-rC has been observed in several base positions of eukaryotic and archaeal tRNA, most notably
at positions 48/49, at the junction between the variable region and TphiC stem (1), suggesting an important structural role for
it. The location of 5-Me-rC in rRNA from many organisms (bacterial to human) also appears to be fairly well-conserved, again
hinting at an important structural role (2). Archael rRNA is an exception, however, as the number and location of 5-Me-rC is
highly variable, complicating the picture (3,4). 5-Me-rRNA is found in the 5’-cap structure of mRNA, as well as in tRNA-like
structures within other RNA molecules, such as viral RNA and SINE elements (5).

While there is a recognition that 5-methyl-rC plays a structural role in stabilizing tRNA, and appropriate binding of Mg2+ ions
to it (6), little is known about how this modification’s presence within tRNA and rRNA affects mRNA translation within the
ribosome (2). Some evidence exists which suggests that the presence of 5-Me-rC, at least in yeast tRNA, is required to
minimize translation errors, this is not definitive (7). In rRNA, its presence may assist with both tRNA recognition and peptidyl
transfer (8).

One intriguing functional possibility for RNA methylation via 5-Me-rC is as a modulator of the innate human immune system.
In one study, while a set of unmodified RNA strongly stimulated this system via Toll-like receptor activation, incorporation of
5-methyl-C into the oligos of this set dramatically reduced their stimulatory effect (9). These observations suggest that
methylation interferes with the ability of the innate immune system to recognize RNA. Use of this principle may have
therapeutic implications for a number of immune-system-related disorders.

The observation of RNA-dependent inheritance of certain phenotypes in mouse hints at a second possibility for RNA
methylation: as a regulator of epigenetic inheritance patterns (10). The recent discovery that 5-Me-rC is widespread in both
the coding and non-coding mRNA (esp. in the UTRs) of the human transcriptome supports this, and suggests that RNA
methylation may play a much broader role in post-transcriptional control of cellular RNA than was previously believed (11),
raising the possibility that RNA methylation may be critical to the ability of the cell to support various states of growth and
differentiation.
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