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unknown.

monomer and the dimethylation of m7G caps is
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Fig. 1.Figure 1. Proteins affected in ribosomes lacking methylations of nucleotides C2278 and G2288.
Left: crystal structure of the 60S ribosomal subunit. Proteins that are lost from ribosomes lacking rRNA methylation are highlighted
in orange. Right: Detailed view of the domain IV of 25S rRNA. The methylated nucleotides are in red, the helix H71, which
participates in the intersubunit bridge B3, is highlighted in yellow. From Gigova et al. 2014.
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