
species such as budding yeast that apparently do not
possess miRNAs. The evidence provided here and else-
where supports the hypothesis that snoRNAs and/or
their copies can serve as sources of precursors of
miRNAs and thus are not only involved in the chemical
modification of rRNAs and other nuclear RNAs, targeted
through complementary base pairing, but possibly also in

the regulation of gene expression, again targeted through
complementary base pairing.

SUPPLEMENTARY DATA

Supplementary Data are available at NAR Online.

Figure 8. Subcellular localization of box C/D snoRNA-like miRNA precursors. (a) Northern blots of HeLa cell extracts fractionated into cyto-
plasmic, nucleoplasmic and nucleolar fractions were probed for the presence of HBII-239, mir-16-1, mir-27b and mir-31 encoding molecules. In all
panels, bands labelled with ‘a’ represent the expected size of the predicted snoRNAs, those labelled with ‘b’ represent the expected size for the
miRNA hairpins and ‘c’ represents the expected size of the mature miRNA. (b) The fractionation was further controlled using U3 snoRNA, U2
snRNA and 18S rRNA. Blots show the results of two independent fractionations.
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