
miRBase precursor : dme-mir-210_MI0000376
Total read count : 163
dme-miR-210-5p_MIMAT0020816 read count: 51
dme-miR-210-3p_MIMAT0000355 read count: 112
remaining reads : 0
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dme-miR-210-5p_MIMAT0020816

dme-miR-210-3p_MIMAT0000355

aaaggugcuuauugcagcugcuggccacugcacaagauuagacuuaagacucuugugcgugugacagcggcuauuguaagaggccauagaagcaacagcc -3'5'- exp

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

...............agcugcuggccacugcacaag................................................................ 3 0 seq

...............agcCgcuggccacugcacaaga............................................................... 1 1 seq

...............agcugcuggccacugcacaaga............................................................... 26 0 seq

...............agcugcuAgccacugcacaaga............................................................... 4 1 seq

...............agcugcuggccacugcacaagaA.............................................................. 1 1 seq

...............agcugcuggccacugcacaagau.............................................................. 13 0 seq

...............agcugcuggccacugcacaagauu............................................................. 1 0 seq

...............agcugcuggccacugcacaagauA............................................................. 1 1 seq

................gcugcuggccacugcacaaga............................................................... 1 0 seq

...................................................cuugugcgugugacagcggcu............................ 9 0 seq

...................................................cuugugcgugugacagcggcua........................... 6 0 seq

...................................................cuugugcgugugacagcggcuaC.......................... 2 1 seq

...................................................cuugugcgugugacagcggcuau.......................... 35 0 seq

...................................................cuugugcgugugacagcggcuaA.......................... 2 1 seq

...................................................cuugugUgugugacagcggcuau.......................... 1 1 seq

...................................................cuugugcgugugacagcggcuauu......................... 1 0 seq

...................................................cuugugcgugugacagcggcuauA......................... 2 1 seq

....................................................uugugcgugugacagcggcu............................ 6 0 seq

....................................................uugugcgugugacagcggcuau.......................... 46 0 seq

....................................................uugugcgugugacagcggcuaA.......................... 1 1 seq

....................................................uugugcgugugacagcUgcuau.......................... 1 1 seq


