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Supplementary Table S3: Detailed information of known miRNAs identified in Luffa from JAAS-BR and JAAS-BS libraries.

JAAS-BR JAAS-BS
Members Sequences (5'-3") Size Arm LP MFE Counts Normalised Counts Normalised

Conserved
miR156b-3p GCTCACTTCTCTCTCTGTCACC 22 3p 205 -102.9 0 0 2 0.4455
miR156f-3p TGCTCACTGCTCTTTCTGTCAGA 23 3p 177 -71.3 1 0.2152 0 0
miR156¢ TGTCAGAAGAGAGTGAGCAC 20 5p 97 -45.4 1 0.2152 1 0.2227
miR156q TGACAGAAGAGAGTGAGCACT 21 5p 105 -50.8 2 0.4304 1 0.2227
miR156z ATTGGAGTGAAGGGAGCT 18 3p 187 -82.5 2 0.4304 0 0
miR156a TGACAGAAGAGAGTGAGTAC 20 5p 130 -58.71 1 0.2152 4 0.8909
miR156i-3p TGCTCACTTCTCTTTCTGTCATC 23 3p 93 -43.1 0 0 1 0.2227
miR156e-5p TGATAGAAGAGAGTGAGCAC 20 5p 105 -60.2 0 0 1 0.2227
miR156d-3p GCTCTCTATGCTTCTGTCATCA 22 3p 93 -42.99 9 1.9369 8 1.7818
miR156e TGACAGAGGAGAGTGAGCAC 20 5p 108 -48.2 0 0 1 0.2227
miR156a-3p GCTCACTTCTCTCTCTGTCAGT 22 3p 152 -79.9 21 4.5193 20 4.4546
miR156e-3p GCTCACTGCTCTCTCTGTCATC 22 3p 126 -78.8 1 0.2152 0 0
miR156k-3p GCTCGCTTCTCTTTCTGTCAGC 22 3p 123 -72.5 1 0.2152 0 0
miR157d-3p GCTCTCTATGCTTCTGTCATC 21 3p 256 -86.92 1 0.2152 1 0.2227
miR159b-5p GAGCTCCTTGAAGTTCAATGG 21 5p 196 -85.6 1 0.2152 1 0.2227
miR159b-3p ATTGGAGTGAAGGGAGCTCCA 21 3p 186 -85.8 0 0 1 0.2227
miR159c TTTGGTTTGAAGGGGGCTCTG 21 3p 163 -57.6 1 0.2152 0 0
miR159e-5p GAGCTCCTTGAAGTCCAATT 20 5p 211 -108.04 37 7.9626 40 8.9092
miR159b TTTGGATTGAAGGGAGCTCTC 21 3p 187 -92.3 6 1.2912 6 1.3364
miR159a CTTGGATTGAAGGGAGCTCC 20 3p 169 -96.3 432 92.9689 354 78.846
miR159d ATTGGATTGAAGGGAGCTCCG 21 3p 189 -100.1 2 0.4304 5 1.1136
miR159f CTTGGATTGAAGGGAGCTCTA 21 3p 188 -95.5 491 105.666 342 76.1733
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miR396g-3p CTCAAGAAAGCCGTGGGAAAA 21 3p 168 -66.2 7 1.5064 7 1.5591
miR396 TCCCACGGCTTTCTTGAACTT 21 5p 107 -46.7 10 2.1521 3 0.6682
miR396-3p AAGCTCAAGAAAGCTGTGGGA 21 3p 95 -38.1 2380 512.1896 2166 482.4307
miR396a TTCCACAGCTTTCTTGAACGT 21 5p 98 -39 91 19.5837 107 23.832
miR396b-3p GTTCAATAAAGCTGTGGGAAA 21 3p 136 -69.9 68 14.634 30 6.6819
miR397b-3p TCAGCGTTGCATTCAATTATG 21 3p 131 -49.04 10 2.1521 3 0.6682
miR398f GGTGTTCTCAGGTCGCCCCTG 21 3p 88 -37.2 81 17.4317 73 16.2592
miR398b-5p GGGGCGGACTGGGAACACATG 21 5p 108 -61.8 91 19.5837 69 15.3683
miR398 TGTGTTCCCAGGTCGCCCCTG 21 3p 185 -7492 2 0.4304 0 0
miR399¢ AGGGCTTCTCTCCATTGGCAGG 22 5p 69 -33.8 185 39.8131 143 31.8502
miR399h TGCCAAAGGAGACTTGCCCAG 21 3p 99 -59.84 1761 378.9772 700 155.9102
miR399a CGCCAAAGGAGAGTTGCCCTT 21 3p 109 -55 30 6.4562 29 6.4591
miR399 CGCCAAAGGAGAGTTGCCCTC 21 3p 109 -40.12 3 0.6456 2 0.4455
miR399i CGCCAAAGGAGAGTTGCCCTG 21 3p 122 -57.9 0 0 3 0.6682
miR399e-5p GGGCTTCTCTTTCTTGGCAGG 21 5p 124 -58.3 5 1.076 6 1.3364
miR408 TGCACTGCCTCTTCCCTGGCTG 22 3p 109 -53 3 0.6456 0 0
miR408e CTGCACTGACTCTTCCCTGGC 21 3p 283 -1055 1 0.2152 0 0
miR482a-5p AGGAATGGGCTGTTTGGGAAGA 22 5p 155 -93.8 0 0 1 0.2227
miR482d AATGGAAGGGTAGGAAAGAAG 21 5p 106 -45.9 0 0 1 0.2227
miR482e-5p TGTGGGTGGGGTGGAAAGATT 21 5p 188 -77 3 0.6456 0 0
miR482-3p TCTTCCTTGTTCCTCCCATT 20 3p 122 -38 1 0.2152 0 0
miR535b TGACAAGGAGAGAGAGCACGC 21 5p 95 -61.4 1 0.2152 0 0
Non-Conserved

miR403c-5p TTTGTGCGTGGATCTGAGGCC 21 5p 79 4142 0 0 1 0.2227
miR414 TCATCTTCATCATCATCGTCA 21 5p 108 -23.36 2 0.4304 0 0
miR477e CTCTCCCTCAAGGGCTTCTA 20 5p 84 -36.4 5 1.076 4 0.8909
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miR5298a TGGATATGATATGAAGATGAAGAA 24 3p 92 -24.4 0 0 1 0.2227
miR5654a ATAAATCCCAAGCATCATCCA 21 5p 195 -713.11 1 0.2152 0 0




