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SUPPLEMENTARY DATA

Supplementary Figure 1: miRge3.0 visualization with minimalistic output showing annotation summary, A)
total read distribution across small RNA types, B) Read length distribution

Supplementary Figure 2: miRge3.0 visualization showing: A) Top 40 abundant miRNAs and B) table
browser with predicted novel miRNAs

Supplementary Figure 3: miRge3.0 visualization showing isomiRs as A) Cumulative distribution of variant

types B) Heatmap showing read distribution of isomiRs for the top 20 abundant miRNAs
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Read Per Million (RPM) values of 40 most abundant miRNAs
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Interactive table representing predicted novel miRNAs
Show | 10~ |entries Search:
id Name Probability Chr S;::: ?ﬂlg Mature miRNA sequence m:i:lA
Count
1 SRR772403 _novel miRNA 1 0.9999965022794779 chrg 22244976 22244996 AMAAAGCUGGGUUGAGAGGGCG 48
2 SRR772404 novel miRNA 1 0.9942467596966893  chrl7 74748663 74748684 UCUCUCGGCUCCUCGCGGCUCG 30
3 SRR772404 novel miRNA 2 0.8102699854996018 chrill 96341447 96341464 AUCCCACCACUGCCACCA 166
4 SRR772405 novel miRNA 1 0.9999996759250105 chrl 117094657 117094676 UUCUCUGUUUUGGCCAUGUG 41
5 SRR772405 _novel miRNA 2 0.9951636605762367 chrl2 69584745 69584764 UUGGGACUGAUCUUGAUGUC 15
6 SRR772405 _novel miRNA 3 0.972192331635008 chr1% 4445987 4446007 CCGGUCCCAGGAGAACCUGCA 11
7 SRR772405 _novel miRNA 4 0.9642877059352425 chrl0 101601466 101601486 AAGGGCUUCCUCUCUGCAGGA 115
8 SRR772405_novel miRNA 5  0.9502450522474112  chrl7 74748663 74748682 UCUCUCGGCUCCUCGCGGCU 220
9 SRR772405 novel miRNA 6 0.9155857292040405 chrl 95154875 95154854 UUGAGACUCUGGGUCAGUCU 15
10 SRR772406_novel miRNA 1 0.8109794021326663 chrl7 74748663 74748682 UCUCUCGGCUCCUCGCGGCU 22

Showing 1 to 10 of 33 entries Previous m 2 3 4 Next
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Cumulative isomiR variant type distribution of the samples
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