
miRBase precursor : dme-mir-973_MI0005830
Total read count : 202
dme-miR-973-3p_MIMAT0020870 read count: 14
dme-miR-973-5p_MIMAT0005489 read count: 188
remaining reads : 0 5'AC C

G U
C G U

CG A C U U U U
CG U GGU U G G

UG
G UU G A A C

UUCG A U U U U A
A G

U A U
U U
AAAUAAAA

UGAAAUC
U

GUUCA
UU

CUCCGACACAAGAAGUUCACGCAAA
GG3'

freq.

length

1

0.75

0.5

0.25

0

dme-miR-973-3p_MIMAT0020870

dme-miR-973-5p_MIMAT0005489

accgucgucgacuuuucgugguuggugguugaacuucgauuuuaaguauuuaaauaaaaugaaaucuguucauucuccgacacaagaaguucacgcaaagg -3'5'- exp

.((..(((.(((((((.(((.((((.(..(((((...(((((((..(((....)))...))))))).)))))..).))))))).))))))).)))....)) reads mm sample

................cgugguuggugguugaacuucgauu............................................................ 1 0 seq

................cgugguuggugguugaacuucgauuu........................................................... 1 0 seq

..................uCguuggugguugaacuucg............................................................... 1 1 seq

..................ugguuggugguugaacuucga.............................................................. 29 0 seq

..................ugguuggugguugaUcuucga.............................................................. 1 1 seq

..................ugguuggugguugaacuucgau............................................................. 21 0 seq

..................ugguuggugguugaacAucgauu............................................................ 1 1 seq

..................ugguuggugguugaacuucgauu............................................................ 16 0 seq

..................ugguuggugguugaacuucgauuu........................................................... 22 0 seq

..................ugguuggugguugGacuucgauuu........................................................... 1 1 seq

..................ugguuggugguuAaacuucgauuuu.......................................................... 1 1 seq

..................ugguugguggAugaacuucgauuuu.......................................................... 1 1 seq

..................uggCuggugguugaacuucgauuuu.......................................................... 1 1 seq

..................ugguuggCgguugaacuucgauuuu.......................................................... 1 1 seq

..................ugguuggugguugGacuucgauuuu.......................................................... 1 1 seq

..................ugguuggugguugaGcuucgauuuu.......................................................... 2 1 seq

..................ugguugguggCugaacuucgauuuu.......................................................... 1 1 seq

..................ugguuggugguugaacuucgCuuuu.......................................................... 2 1 seq

..................ugguuggugguugaacuucgUuuuu.......................................................... 1 1 seq

..................ugguuggugguugaacuucgauuuA.......................................................... 1 1 seq

..................ugguuggugguugaacuucgauuuu.......................................................... 79 0 seq

..................ugguuggugguugaacuucgauuuuU......................................................... 2 1 seq

..................ugguuggugguugaacuucgauuuuC......................................................... 1 1 seq

..............................................................aaucuguucauucuccgacac.................. 1 0 seq

..............................................................aaucuguucauucuccgacaca................. 1 0 seq

................................................................ucuguucauucuccgacacaa................ 4 0 seq

................................................................ucuguucauucuccgacacaag............... 8 0 seq


