
miRBase precursor : dme-mir-284_MI0000369
Total read count : 516
dme-miR-284-5p_MIMAT0020811 read count: 101
remaining reads : 415
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dme-miR-284-5p_MIMAT0020811

guugcaguuccuggaauuaaguugacuguguagccugugagggcaaggcuugaauaaugcuccugaagucagcaacuugauuccagcaauugcggcccga -3'5'- exp

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

.........ccuggaauuaaguugacu......................................................................... 1 0 seq

.........ccuggaauuaaguugacugug...................................................................... 1 0 seq

.........ccuggaauuaagGugacugugu..................................................................... 1 1 seq

.........ccuggaauuaaguugacugugu..................................................................... 5 0 seq

.........ccuggaauuaaguugacAgugua.................................................................... 1 1 seq

.........ccuggaauuaaguugacuCugua.................................................................... 1 1 seq

.........ccuggaauuaaguugacugugua.................................................................... 5 0 seq

.........cAuggaauuaaguugacuguguag................................................................... 1 1 seq

.........ccuggaauuaaguugUcuguguag................................................................... 1 1 seq

.........ccuggaauuaaguugacuguguag................................................................... 30 0 seq

.........ccuggaaCuaaguugacuguguagc.................................................................. 1 1 seq

.........ccuggaauuaaguuAacuguguagc.................................................................. 1 1 seq

.........ccuggaauuaaguugacuguguagc.................................................................. 18 0 seq

.........ccuggaauuaaguugacuguguUgcc................................................................. 1 1 seq

.........ccuggaauuaaguugacuguguagcG................................................................. 1 1 seq

.........Gcuggaauuaaguugacuguguagcc................................................................. 1 1 seq

.........ccuggaauuaaguugacuguguagUc................................................................. 1 1 seq

.........ccuggaauuaaguugacuguguagcc................................................................. 28 0 seq

.........ccuggaauuaaguugacuguguagGc................................................................. 1 1 seq

.........ccuUgaauuaaguugacuguguagcc................................................................. 1 1 seq

...............................................................ugaagucagcaacuugauuccagcaauug........ 1 0 seq

..................................................................agucagcaacuugauuccagca............ 1 0 seq

...................................................................gucagcaacuugauucca............... 1 0 seq

...................................................................gucagcaacuugauuccag.............. 1 0 seq

...................................................................gucagcaacuugauuccagc............. 5 0 seq

...................................................................gucagcaacuugauucUagca............ 4 1 seq

...................................................................gucagcaacuuCauuccagca............ 2 1 seq

...................................................................gucagcaaAuugauuccagca............ 1 1 seq

...................................................................gucagcaacCugauuccagca............ 1 1 seq

...................................................................gucagAaacuugauuccagca............ 1 1 seq

...................................................................gucagcaacuugauuccCgca............ 2 1 seq

...................................................................gucagcaacuugauuccUgca............ 2 1 seq

...................................................................gucagcaacuugaAuccagca............ 1 1 seq

...................................................................gucagcaacuAgauuccagca............ 3 1 seq

...................................................................gucagcaacuugaCuccagca............ 1 1 seq



guugcaguuccuggaauuaaguugacuguguagccugugagggcaaggcuugaauaaugcuccugaagucagcaacuugauuccagcaauugcggcccga

dme-miR-284-5p_MIMAT0020811

...................................................................gucagcaacuugGuuccagca............ 1 1 seq

...................................................................gucagcaacuCgauuccagca............ 1 1 seq

...................................................................gucagcaacuugauuccagca............ 165 0 seq

...................................................................gucGgcaacuugauuccagca............ 1 1 seq

...................................................................gucagcaacuugauuccaAcaa........... 2 1 seq

...................................................................gucagcaacAugauuccagcaa........... 2 1 seq

...................................................................gucagcaacuugaGuccagcaa........... 1 1 seq

...................................................................gGcagcaacuugauuccagcaa........... 1 1 seq

...................................................................gucagcaacuugauCccagcaa........... 1 1 seq

...................................................................gucagcaacuugauuccagUaa........... 1 1 seq

...................................................................gucaAcaacuugauuccagcaa........... 1 1 seq

...................................................................gucagcaacuuAauuccagcaa........... 1 1 seq

...................................................................gucagcaacuugauuccagcaa........... 174 0 seq

...................................................................gucagcaacuugauuccagcaC........... 3 1 seq

...................................................................gucagUaacuugauuccagcaa........... 1 1 seq

...................................................................gucagcaacuugauuccagcCa........... 1 1 seq

...................................................................gucagcaacuAgauuccagcaa........... 2 1 seq

...................................................................gucagGaacuugauuccagcaa........... 1 1 seq

...................................................................gucagAaacuugauuccagcaa........... 1 1 seq

...................................................................gucagcaacuugauuccagcGa........... 1 1 seq

...................................................................gucagcaacuugauuccGgcaa........... 1 1 seq

...................................................................gucagcaacuugauuccaCcaa........... 1 1 seq

...................................................................gucagcaacuugauucUagcaa........... 1 1 seq

...................................................................gucagcaacuugauAccagcaa........... 3 1 seq

...................................................................gucagcaacuugauuccagcUa........... 1 1 seq

...................................................................gucagcaacuugauuccagcaau.......... 2 0 seq

...................................................................gucagcaacuugauuccagcaaA.......... 6 1 seq

....................................................................ucagcaacuugauuccagca............ 1 0 seq

....................................................................ucagcaacuugauuccagcaa........... 2 0 seq

....................................................................ucagcaacuugauuccagcaau.......... 4 0 seq

....................................................................ucagcaacuugaAuccagcaau.......... 1 1 seq

.....................................................................cagcaacuugauuccagca............ 1 0 seq

.....................................................................cagcaacuugauuccagcaa........... 2 0 seq


