Supplementary Table S1. List of novel miRNAs in Exo-G.

miRDeep Total
2 score Consensus Mature sequence read Chromosome Start Stop Strand
counts
3379.5 GCTGTGATGGCCGAGTGG 6656 11 30795998 30796065 +
1604.3 GAAGTCGCAGCTCTCTGGGC 3143 14 163848014 163848071 -
1017.7 GGGGATGTAGCTCAGTGG 2002 11 31944616 31944678 +
694.5 TCAAAAAGTCGGCGGGAAATGC 1359 GL018776 1023377 1023447 -
590.5 AGCCAGCTCTGTGGCGCAGTGG 1164 7 34972538 34972589 +
350 TTCCTGTGCTGTTCTCGGTAG 684 GL018700 9256430 9256486 -
350 TTCCTGTGCTGTTCTCGGTAG 684 GL018700 9286959 9287015 -
344 TTCCTGTGCTGTTCTCGGTAG 672 GL018700 9253158 9253214 -
343.9 TTCCTGTGCTGTTCTCGGTAG 672 GL018700 9246701 9246757 -
343.9 TTCCTGTGCTGTTCTCGGTAG 672 GL018700 9272391 9272447 -
242.1 TGGGAACCTTGGGCAGGAAGT 471 GL018789 1006726 1006784 -
198.6 GTGACCTGTGGTGCTGGTGG 394 GL018724 1521599 1521649 -
196.9 TACTCAGAGCGGGACTGGAATGT 383 GL018700 9301745 9301801 -
196.8 TACTCAGAGCGGGACTGGAATGT 383 GL018700 9297778 9297834 -
176.4 TTGGCTGAGACAGTGTGACAT 343 12 148107814 148107872 +
174.9 TACCTAGAACAGCAACGGAGTGT 341 GL018700 9249628 9249684 -
150 TACCTAGAACAGCAACGGAGTGT 292 GL018700 9259730 9259786 -
135.4 ACCGCGTCTCCGCTCCCCGCAG 269 15 76135699 76135759 -
127.7 TTCTGGGCAGGCATCGCGCTGG 254 GL018928 57136 57193
125.4 AGGGGCTGGCACTGTGGCAT 252 GL018822 301512 301571 +
108.6 TGTCTCCTGTGCACTTCCCAGG 219 17 81223265 81223340 -
72.3 TGCCTGTGCCCCTTGGGAGTCT 146  AAGWO02083711 3744 3803 -
72.3 TGCCTGTGCCCCTTGGGAGTCT 146  AAGW02083842 3863 3922 -
72.3 TGCCTGTGCCCCTTGGGAGTCT 146 GL019111 106599 106658 -
72.3 TGCCTGTGCCCCTTGGGAGTCT 146 GL019111 136410 136469 -
64.1 TGCAGGAACAAGCATGTGTAT 123 5 36025250 36025306 +
58 AGGGGCCAGTGCTGTGGTGTAG 110 7 13262868 13262944 A
57 TGTGGGGACCATTGTTGAGTGC 118 17 73354107 73354166 +
52.9 CCGTGACCGAGAGCGAGAACGA 101 19 43996541 43996610 +
474 TTCCTGTGCTGTTCTGGGTAG 90 GL018700 9242143 9242199 -
47.1 TGACTGCAGTGCCAGTGTCCCAT 90 14 153930371 153930428 +
46.3 TTCTGCCTGTGTAAGGAATGC 99 17 11866993 11867054 +
46 GAAGCGTAGGCGTGCTGGTGG 94 AAGW02083711 3160 3217 -
455 GAAGCGTAGGCGTGCTGGTGG 93 AAGW02083842 3276 3332 -
45.5 GAAGCGTAGGCGTGCTGGTGG 93 GL019111 106017 106073 -
39 ATGATTTTCAGCTAAGAATGG 74 7 99353953 99354012 -
374 TTCCTGGAACGCTCGGGGAGC 70 GL018725 923382 923437 -
37.1 AGGGGCTGGCACTGTGGCAC 80 GL019312 53901 53961 -
35.8 TGGAACCAGGACCTGCGGGGGC 66 AAGW02082842 671 727 -
32.7 TTGGGACTGGTGCTGCGACG 61 2 83442936 83442996 -
324 AGGGACTGGCTCTGTGGCG 69 12 87153697 87153757 -
30.6 TGGCCTGCAGTGCTGGCATCCT 58 19 31771015 31771069 +
29.6 TAAGGGCTGGCGATGTGGCAT 55 GLO018717 1575634 1575696 +
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Supplementary Table S2. List of novel miRNAs in Exo-A.

miRDeep Total
2 score Consensus Mature sequence read Chromosome Start Stop Strand
counts

64482 GGTGCTGTAGGCTTTAAA 126510 19 54756247 54756283 +
486.7 GAAGTCGCAGCTCTCTGGGC 951 14 163848014 163848071 -
282.1 GTCTGAGCGGCGGCCACT 559 13 110485608 110485664 +
251.8 TGTCTCCTGTGCACTTCCCAGG 500 17 81223265 81223340 -
220.8 TCAAAAAGTCGGCGGGAAATGC 430 GL018776 1023380 1023447 -
70.2 CCGTGACCGAGAGCGAGAACGA 135 19 43996541 43996610 +
62.9 TTCCTGTGCTGTTCTCGGTAG 121 GL018700 9256430 9256486 -
62.9 TTCCTGTGCTGTTCTCGGTAG 121 GL018700 9286959 9287015 -
47.7 TCAAAGGAAGAAGACTGGCGT 91 11 3609112 3609171 +
449 TTGGCTGAGACAGTGTGACAT 85 12 148107814 148107871 +
25.8 CAATCAGCCTACTGGGAACAT 63 1 123190047 123190103 +
20.6 AGGGGTGAGCCCCACAGAGTCT 46 12 20787417 20787486 -
17.5 TGGGCCCACAGAGACTCTGG 31 GL018897 256545 256602 -
17.4 TTCCTGTGCTGCTCTGAGTAG 40 GL018700 9249628 9249684 -
17.3 CCTAGAGTGTCGGCATCCCTTT 40 GL018822 301512 301571 +
16.8 TTCTGCCTGTGTAAGGAATGC 41 17 11866993 11867054 +
15.7 ATCATGTATGATACTGCACACA 35 GL019074 61059 61121 A
13.7 TGTGGGGACCATTGTTGAGTGC 33 17 73354107 73354166 +
133 CGCAGGTCTGGGGTCTGAGCTGC 23 GL019162 55776 55837 -
13 ATGATTTTCAGCTAAGAATGG 23 7 99353950 99354012 -
11.6 GTGTATGATGACTGGATT 20 GLO018725 3255292 3255368 +
10.9 GCGGAGCAGGTCTTGGATCAT 18 19 19424457 19424516 -
10.8 TACTCAGAGCGGGACTGGAATGT 18 GL018700 9301745 9301801 -
10.7 TACTCAGAGCGGGACTGGAATGT 18 GL018700 9297778 9297834 -
9.9 CATCCAGAAGTCCAGGGACTTT 20 GLO018705 625149 625204 +
9.8 TTCCTGGAACGCTCGGGGAGC 16 GLO018725 923381 923437 -
8.8 TACCTAGAACAGCAACGGAGTGT 15 GL018700 9259730 9259786 -
6.9 TGAACCTGTGATGCCAGCATCC 10 8 33724831 33724887 -
6 TATGTTTGCTGTTTTGTGAGAC 13 7 172929928 172929992 -

6 CTTCCTGGCTGACGTGGAGTCC 8 20 9171823 9171886 +
5.7 GGCAGGGCCTGCTTCCTTCC 8 GL019134 104104 104165 -
52 CGTCTGGGCTGGCCCGAGCG 14 GL019068 92002 92058 -
5.1 TACCTAGAACAGCAATGGAGTGT 7 GL018700 9242142 9242199 -
5 CCTCTGCACTCTCTCTCACCAG 14 GL018821 265484 265554 -
4.4 TCTGGCTTCAAGGTGCTGTGT 5 GLO018725 2252226 2252285 -
4.1 ACACAGCAGACTCAGAGG 9 14 122355007 122355074 +




