hme-miR-2788

GTCGCTGTATTGCTGGGGTTTCCTAGCGGCATGTGCCTTCTTCTATGCAATGCCCTTGGAAATCCCAAACGTGCTGGCGAC Sequence abundance

............. TGGGGTTTCCTAGCGGCAT . & v vt i i i i i i i s s st st s s s
............. TGGGGTTTCCTAGCGGCATG. . v v v ittt i i i i i s s sttt i s
............. TGGGGTTTCCTAGCGGCAT GT . & v ittt ittt ittt st it i s sttt as
............. TGGGGTTTCCTAGCGGCATGTG . + v vt v vt ittt ittt s s i s sttt a e
............. TGGGGTTTCCTAGCGGCATGTGC. . . ..ottt ittt st s s s a s a s ety
............. TGGGGTTTCCTAGCGGCATGTGCC . . v v vttt it st s s s s s s s s s e
............. TGGGGTTTCCTAGCGGCATGTGCCT . v v v v v vttt ettt sttt i s e ettt as
................................................ CAATGCCCTTGGAAATCCCAA. . .. .. v v 1t
................................................ CAATGCCCTTGGAAATCCCAAA. .. .......
................................................ CAATGCCCTTGGAAATCCCAAAC. ... .. ...
................................................. AATGCCCTTGGAAATCCCAAA. . ..... ...

hme-miR-193

CCAGCCTTGGTGAGGGTCTTGGCGGTCTAGTGGGTGTGCTCAGTTCTTACTGGCCTGCTAAGTCCCAAGCTATGGTGG

............ AGGGTCTTGGCGGT CTAGT . o . vttt i i i i sttt s s s s s e as
............ AGGGTCTTGGCGGTCTAGTG. . vt ittt i i i it sttt s s s s e
............ AGGGTCTTGGCGGTCTAGTGG . « v v vt vttt it s et s sttt e e e e e
............ AGGGTCTTGGCGGTCTAGTGGG. . v v v v it v i i sttt s s s s
............................................... TACTGGCCTGCTAAGTCCCA. ..........
............................................... TACTGGCCTGCTAAGTCCCAA. . ........
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