miRBase precursor : hsa-mir-3158-2
Total read count : 587845
hsa-miR-3158-5p read count 0
hsa-miR-3158-3p read count 587844
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205 1 GDM
1217 1 GDM
1190 1 GDM
50 1 GDM
72 1 GDM
9 1 GDM
3426 1 GDM
66 1 GDM
66 1 GDM
1217 1 GDM
1875 1 GDM
234 1 GDM
1111 1 GDM
69 1 GDM
276 1 GDM
250 1 GDM
10 1 GDM
49 1 GDM
275 1 GDM
312 1 GDM
241 1 GDM
37 1 GDM
7 1 GDM
54 1 GDM
369 1 GDM
35 1 GDM
7 1 GDM
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369 1 GDM
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................................................. aagggUuuccucucugcagga. - - - - -« - - - - 241 1 GDM
................................................. aagggcuuccucucugcagga. - . .- vn-.--. 229557 0 GDM
................................................. aagggcuuccucuGugcagga. - - - -« aa- - 7 1 GDM
................................................. augggcuuccucucugcagga. - - - -« - - - - 251 1 GDM
................................................. aagggAuuccucucugcagga. - . .- wn-.--. 80 1 GDM
................................................. aagggcuuccucucugcagAa. - - - - ..o 205 1 GDM
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................................................. Uagggcuuccucucugcagga- - - - - === - - - 510 1 GDM
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.................................................. Ggggcuuccucucugcagga - « - v -wn - 65 1 GDM
.................................................. agggcuuccucucuAcagga. « .. .wwwnnn 15 1 GDM
.................................................. aAggcuuccucucugcagga. « - - -« e a- - 73 1 GDM
.................................................. agggcuuccucucugcaggG. .- v v nn 125 1 GDM
.................................................. agggcuuccucucugcagga. « - - -« e a- - 14497 0 GDM
.................................................. Cgggcuuccucucugcagga. « - - - -« - - - - 9 1 GDM
.................................................. agggcuucAucucugcagga. .« - .- wn - 4 1 GDM
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