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Mapped and unmapped reads to custom precursor arm reference DB (5p and 3p arms) in diseased
(left) and control (right) groups

Templated and non-templated isomiRs

Diseased group (reads) Control group (reads)
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RefSeq miRNAs, templated isomiRs, non-templated isomiRs and unassigned sequences as percentage
of total SRNA reads in diseased (left) and control (right) groups



Templated isomiR subtypes

Templated isomiR profile (redundant reads)

5'3'-isomiRs
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Templated isomiR profile (hon-redundant reads)
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* IsomiRs potentially generated from multiple loci
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Non-templated isomiRs

3'-end additions to RefSeq miRNAs and templated isomiRs

Diseased group (redundant)

Numbers of addltlonal nucleotldes

Control group (redundant)

1.

Numbers of addltlonal nucleotldes

50 4

10 A

50 A

40 4

10 A

Diseased group (redundant)

o0 >

1 2 3
Numbers of additional nucleotides

Control group (redundant)

o0 >

1 2 3
Numbers of additional nucleotides



