Supplemental Figure 3

ATCCCACCGCTGCCACCAAA

mappable to miR-1260
with one error

ATCCCACCGCTGCCACCAAA
GCTCATCCCACCTCTGCCACCAAAACA
miR-1260 genome region

Total count of transcripts mapping to
miR-1260:

n=285.6

Background probability to have one
mismatch at the indicated position (value
obtained from the error profile):
p=0.0132

Expected number of this transcript at
this locus:

nxp=1.13

Read 69 times by
the sequencer

mappable to the mature
tRNA-Leu with two errors

ATCCCACCGCTGCCACCAAA
TCGAATCCCACCGCTGCCACCA
mature tRNA-Leu sequence

Total count of transcripts mapping to
tRNA-Leu:

n = 6662.6

Background probability to have the two
mismatches at the indicated positions
(values obtained from the error profile):
p =0.0684 x 0.0912 = 0.00623
Expected number of this transcript at
this locus:

nxp=41.52

Odds ratio =41.52/1.13 = 36.67



