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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.

species such as budding yeast that apparently do not the regulation of gene expression, again targeted through
possess miRNAs. The evidence provided here and else- complementary base pairing.

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 SUPPLEMENTARY DATA

through complementary base pairing, but possibly also in Supplementary Data are available at NAR Online.
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Table 1. Prevalence of the box C/D snoRNA-miRNA relationship (top 30 box C/D snoRNA-like miRNA hits)

miRNA Number of Box C Box D’ Box D Total score Presence of region of

box C/D score score score of best hit complementarity to rRNA

snoRNAhits* (best hit) (best hit) (best hit)

58S 18S 288

mir-1201 233 6 14 4 24 . . .
mir-27b 20 5 14 4 23 . .
mir-618 20 6 13 4 23 . . °
mir-28 41 5 13 4 22 . .
mir-423 5 5 13 4 22 . .
mir-449a 12 6 13 3 22 . .
mir-500 32 5 13 4 22 . .
mir-504 5 5 14 3 22 . .
mir-582 13 5 13 4 22 . .
mir-608 1 5 14 3 22 .
mir-621 10 5 14 3 22 . .
mir-765 7 6 12 4 22 . .
mir-1259 13 6 12 4 22 . .
mir-1272 15 6 13 3 22 . °
mir-1288 45 5 13 4 22 . .
mir-1294 8 5 13 4 22 . .
let-7g 18 5 13 3 21 . .
mir-7-3 4 5 12 4 21 .
mir-16-1 3 5 12 4 21 .
mir-18a 4 5 13 3 21 °
mir-25 2 5 12 4 21 . .
mir-26b 2 5 13 3 21 .
mir-29a 9 5 12 4 21 . .
mir-30c-1 3 5 12 4 21 . .
mir-31 4 5 12 4 21 . .
mir-95 3 5 12 4 21 .
mir-101-2 3 5 12 4 21 . .
mir-105-2 19 6 12 3 21 . .
mir-142 6 5 13 3 21 .
mir-151 4 5 12 4 21 .

“Hits represent different arrangements of snoRNA characteristics around a given miRNA. Hits are considered distinct if there is a difference of
positioning of at least one of boxes C, D or D’ and/or a different position of the rRNA target sequence.
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