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Table S1. Raw miRNA reads and normalized miRNA expression in all samples.

miRNA

Raw miRNA reads

Normalized miRNA expression

B1 B2 Q1 Q2 T1 T2 B1 B2 Q1L Q2 T1 T2
sof-miR156-3p 4 6 69 7 12 10 0.338 051 5.783 0.585 1.06 0.889
Sof-miR156-5p 408 185 15378 721 871 2501 34454 | 15712 | 1288.8 | 6025 | 76917 | 230.45
sof-miR159-3p 36537 22568 50319 19246 32150 49688 30854 | 19168 | 42171 | 1608.3 | 2839.1 | 4419.3
sof-miR159-5p 90 175 124 295 5 70 7.6 14.863 | 10.392 | 24.651 | 0442 6.226
sof-miR160a-3p 17 3 0 2 2 0 1.436 0.255 0 0.167 0.177 0
sof-miR160a-5p 49 22 31 72 55 85 4.138 1.869 2.598 6.017 4.857 7.56
sof-miR160b-3p 1 0 0 2 3 3 0.084 0 0 0.167 0.265 0.267
sof-miR160b-5p 32 3 7 1 25 21 2.702 0.255 0.587 0.084 2.208 1.868
sof-miR160c-3p 2 0 0 3 3 2 0.169 0 0 0.251 0.265 0.178
sof-miR160c-5p 49 21 30 72 59 87 4.138 1784 2,514 6.017 5.21 7.738
sof-miR160d-5p 49 22 31 72 55 85 4.138 1.869 2.598 6.017 4.857 7.56
sof-miR162-3p 1855 594 2599 1345 2108 2881 156.65 5045 | 217.81 | 112.39 | 186.16 | 256.24
Sof-miR162-5p 30 0 7 B 18 12 2.533 0 0.335 0.669 159 1.067
sof-miR164a-3p 7 0 0 7 8 7 0.338 0 0 0.334 0.706 0.623
sof-miR164a-5p 7 5 39 9 14 25 0.591 0.425 3.268 0.752 1.236 2.224
sof-miR164b-3p 5 0 0 2 2 0 0.422 0 0 0.167 0.177 0
sof-miR164b-5p 1 3 14 0 2 1 0.084 0.255 1173 0 0.177 0.089
sof-miR164c-3p 7 1 0 6 3 B 0.338 0.085 0 0.501 0.265 0.712
sof-miR164c-5p 7 6 39 10 14 26 0.591 051 3.268 0.836 1.236 2.312
sof-miR166a-3p 2E+06 | 465884 | 692073 | 673343 | 758826 | 864545 | 129817 | 39569 | 58000 | 56267 | 67011 76893
sof-miR166a-5p 47 0 0 20 12 8 3.969 0 0 1671 1.06 4.269
sof-miR166b-3p 132756 | 29259 | 194712 | 167750 | 197451 | 288109 11211 2485 16318 14018 17437 25625
sof-miR166b-5p 225 23 163 276 330 496 19 1.953 1366 | 23.064 | 29.142 | 44.115
Sof-miR166¢-3p 2E+06 | 480774 | 854415 | 694047 | 830614 | 917297 | 134226 | 40833 | 71605 | 57997 | 73350 81585
Sof-miR166¢-5p 129 57 136 141 418 192 10.894 4.841 11.398 | 11.783 | 36.913 | 17.077
Sof-miR166d-3p 2E+06 | 474015 | 848551 | 689212 | 818285 | 900069 | 133587 | 40259 | 71114 | 57593 | 72262 80853
sof-miR166d-5p 50 15 245 42 43 86 4.222 1274 | 20533 351 3.797 7.649
sof-miR166e-3p 101487 | 22073 | 172991 | 146777 | 185199 | 265240 | 8570.2 | 1874.7 | 14498 12265 16355 23591
sof-miR166e-5p 374 66 15 209 82 123 31583 5.606 1.257 17.465 | 7.241 10.94
Sof-miR166f-3p 2E+06 | 486004 | 862069 | 815802 | 938150 | 1E+06 | 137880 | 41277 | 72247 | 68172 | 82847 100119
Sof-miR166f-5p 167 76 309 222 185 262 14.102 6455 | 25.896 | 18.551 | 16.337 | 23.302
Sof-miR166g-3p 39271 12773 23964 32295 18069 22675 3316.3 | 10848 | 2008.3 | 2698.7 | 15957 | 2016.7
sof-miR166g-5p 667 203 26 712 108 286 56325 | 17.241 | 2179 | 59.498 | 9537 25.437
sof-miR167a-3p 40 12 366 3 72 319 3.378 1019 | 30673 | 0.251 6.358 28.372
sof-miR167a-5p 296 17 9805 114 727 1460 24.996 1444 | 82172 | 9.526 64.2 129.85
sof-miR167b-3p 24 1 260 17 74 192 2.027 0.085 21.79 1.421 6.535 43.759
Sof-miR167b-5p 275 7 9639 137 717 1525 23.223 0595 | 807.81 | 11448 | 63.317 | 13564
Sof-miR167¢-3p 0 0 10 0 6 0 0 0 0.838 0 0.53 0
sof-miR167¢-5p 296 17 9817 114 729 1466 24.996 1444 | 82273 | 9526 | 64.377 | 130.39
sof-miR168-3p 6770 3379 14332 5669 6468 13564 571.7 286.99 | 12011 | 473.73 | 57118 | 1206.4
sof-miR168-5p 38703 9023 40431 22487 22193 44919 3268.3 | 766.35 | 33884 | 18791 | 1959.8 | 3995.1
sof-miR169a-3p 0 0 5 0 0 1 0 0 0.419 0 0 0.089
sof-miR169a-5p 1 1 16 0 0 0 0.084 0.085 1341 0 0 0
sof-miR169b-5p 0 0 7 0 0 0 0 0 0.587 0 0 0
sof-miR171a-3p 62 10 71 53 61 167 5.236 0.849 5.95 4.429 5.387 14.853
sof-miR171a-5p 139 25 13 225 151 125 11.738 2.123 1,089 18.802 | 13.335 | 11.118
sof-miR171b-3p 61 10 69 52 60 166 5.151 0.849 5.783 4.345 5.299 14.764
sof-miR171c-3p 298 8 956 30 77 90 25.165 0679 | 80.119 | 2507 6.8 8.005
sof-miR171c-5p 166 6 173 22 31 33 14.018 051 14.499 1.838 2.738 2.935
sof-miR171d-3p 61 10 68 51 59 166 5.151 0.849 5.699 4.262 521 14.764
sof-miR171d-5p 15 0 3 6 15 2 1.267 0 0.251 0.501 1.325 0.178
sof-miR171e-5p 1 0 1 0 0 2 0.084 0 0.084 0 0 0.178
sof-miR171f-3p 36 8 98 108 32 141 3.04 0.679 8.213 9.025 2.826 12,541
sof-miR172-3p 59 5 56 64 31 53 4.982 0.425 4.693 5.348 2.738 4714
sof-miR172-5p 69 1 29 58 88 76 5827 0.085 2.43 4.847 7.771 6.759
sof-miR2275-5p 34 20 1 3 71 14 2.871 1.699 0.084 0.251 6.27 1.245
sof-miR319-3p 4791 19556 1955 69 15 17 40458 | 16609 | 163.84 | 5.766 1.325 1512
sof-miR390-3p 20 3 6 31 20 34 1,689 0.255 0.503 2.59 1.766 3.024
sof-miR390-5p 179 31 258 531 420 757 15.116 2633 | 21.622 | 44373 | 37.09 67.328
sof-miR393-3p 110 37 360 71 119 237 9.289 3.142 30.17 5.933 10509 | 21.079
sof-miR393-5p 539 141 1795 295 354 938 45516 | 11975 | 15043 | 24.651 | 31.261 | 83.426
sof-miR394-5p 57 20 58 58 37 68 4.813 1.699 4.861 4.847 3.267 6.048
sof-miR395a-3p 23 13 67 20 104 141 1,942 1.104 5615 1671 9.184 12,541
sof-miR395a-5p 0 0 7 2 18 1 0 0 0.587 0.167 159 0.089
sof-miR395b-3p 0 0 0 0 2 4 0 0 0 0 0.177 0.356
sof-miR395b-5p 23 13 65 20 91 141 1.942 1.104 5447 1671 8.036 12.541
sof-miR395¢-5p 23 11 67 20 104 141 1.942 0.934 5615 1671 9.184 12,541
sof-miR396a-3p 21 0 38 6 38 30 1773 0 3.185 0.501 3.356 2.668
sof-miR396a-5p 7760 359 75303 1304 10499 18033 655.3 30491 | 6310.9 | 108.97 | 927.15 | 1603.9
sof-miR396b-3p 11 0 22 1 0 12 0.929 0 1.844 0.084 0 1.067
sof-miR396b-5p 7746 359 75516 1296 10500 18030 65412 | 30491 | 6328.7 1083 | 927.24 | 1603.6
sof-miR396¢-3p 37 0 308 14 55 77 3.124 0 25812 117 4.857 6.848
sof-miR408-3p 5 2 217 10 61 130 0.422 0.17 18.186 | 0.836 5.387 11.562
sof-miR408-5p 1 0 54 6 9 47 0.084 0 4526 0.501 0.795 4.18
sof-miR437a-3p 1 1 2 2 2 5 0.084 0.085 0.168 0.167 0.177 0.445
sof-miR437b-3p 61 23 94 61 47 57 5.151 1.953 7.878 5.097 4151 5.07
sof-miR528-3p 2 0 4 2 7 B 0.169 0 0.335 0.167 0.618 0.712
sof-miR528-5p 0 1 3 12 6 3 0 0.085 0.251 1.003 053 0.267
sof-miR5384-3p 18 0 115 10 0 12 152 0 9.638 0.836 0 1.067
sof-miR5564a-3p 28 11 10 24 16 20 2.364 0.934 0.838 2.006 1.413 1.779
sof-miR5564a-5p 3483 838 2905 4672 8211 2409 29413 | 71.173 | 24346 | 39041 | 7251 214.26
sof-miR5564b-3p 102 16 116 113 32 42 8.613 3.907 9.722 9.443 2.826 3.736




sof-miR5564b-5p 1050 260 595 794 1022 769 88.668 22.082 49.865 66.35 90.252 68.395
sof-miR5564¢-5p 3772 868 3014 4915 8628 2597 318.53 73.721 252.59 410.72 761.93 230.98
sof-miR5568a-5p 13 1 15 20 6 10 1.098 0.085 1.257 1.671 0.53 0.889
sof-miR5568h-5p 166 57 275 254 305 252 14.018 4.841 23.047 21.225 26.934 22.413
sof-miR5568¢c-5p 0 0 1 6 2 6 0 0 0.084 0.501 0.177 0.534
sof-miR5568d-3p 30 5 34 28 35 34 2.533 0.425 2.849 2.34 3.091 3.024
sof-miR5568e-3p 0 0 0 2 0 0 0 0 0 0.167 0 0
sof-miR5568e-5p 114 49 165 187 207 147 9.627 4.162 13.828 15.626 18.28 13.074
sof-miR6223a-3p 1 0 0 1 7 1 0.084 0 0 0.084 0.618 0.089
sof-miR6223b-5p 1 0 0 6 0 0 0.084 0 0 0.501 0 0
sof-miRN001-5p 1 1 0 0 3 0 0.084 0.085 0 0 0.265 0
sof-miRN002-3p 1 0 0 2 1 0 0.084 0 0 0.167 0.088 0
sof-miRN002-5p 4 0 5 12 12 5 0.338 0 0.419 1.003 1.06 0.445
sof-miRN003-3p 0 3 3 5 0 3 0 0.255 0.251 0.418 0 0.267
sof-miRN003-5p 62 1 3 6 2 17 5.236 0.085 0.251 0.501 0.177 1512
sof-miRN004-3p 12 4 1 14 14 12 1.013 0.34 0.084 117 1.236 1.067
sof-miRN005-3p 24 292 608 923 2481 46 2.027 248 50.954 7713 219.09 4.091
sof-miRN005-5p 0 4 6 8 1 0 0 0.34 0.503 0.669 0.088 0
sof-miRN006-3p 2 0 0 0 0 0 0.169 0 0 0 0 0
sof-miRN006-5p 3 1 0 0 0 0 0.253 0.085 0 0 0 0
sof-miRN007-5p 166 57 275 254 305 252 14.018 4.841 23.047 21.225 26.934 22.413
sof-miRN008-3p 0 0 0 0 0 3 0 0 0 0 0 0.267
sof-miRN009-5p 1 1 0 6 2 3 0.084 0.085 0 0.501 0.177 0.267
sof-miRN010-5p 57 28 172 149 92 76 4.813 2.378 14.415 12.451 8.124 6.759
sof-miRN011-3p 2 0 0 5 5 6 0.169 0 0 0.418 0.442 0.534
sof-miRN013-3p 17 17 6 0 20 5 1.436 1.444 0.503 0 1.766 0.445
sof-miRN013-5p 5 23 1 4 1 0 0.422 1.953 0.084 0.334 0.088 0
sof-miRN014-3p 0 5 81 46 76 4 0 0.425 6.788 3.844 6.711 0.356
sof-miRN014-5p 2 131 442 269 477 40 0.169 11.126 37.042 22.479 42.123 3.558
sof-miRN015-3p 0 0 0 0 0 1 0 0 0 0 0 0.089
sof-miRN016-3p 8 2 8 12 38 15 0.676 0.17 0.67 1.003 3.356 1.334
sof-miRN017-3p 27 9 11 13 6 27 2.28 0.764 0.922 1.086 0.53 2.401
sof-miRN018-5p 31 69 53 62 47 26 2.618 5.86 4.442 5.181 4.151 2.312
sof-miRN019-3p 28 22 14 14 20 10 2.364 1.869 1.173 117 1.766 0.889
sof-miRN020-3p 20 43 10 18 8 10 1.689 3.652 0.838 1.504 0.706 0.889
sof-miRN021-5p 9 7 8 7 4 13 0.76 0.595 0.67 0.585 0.353 1.156
sof-miRN022-5p 13 2 5 7 9 9 1.098 0.17 0.419 0.585 0.795 0.8
sof-miRN023-5p 42 27 33 18 20 16 3.547 2.293 2.766 1.504 1.766 1.423
sof-miRN024-3p 2 1 3 11 2 2 0.169 0.085 0.251 0.919 0.177 0.178
sof-miRN024-5p 0 0 1 1 2 0 0 0 0.084 0.084 0.177 0
sof-miRN026-3p 24 6 17 26 20 23 2.027 0.51 1.425 2.173 1.766 2.046
sof-miRN027-5p 79 17 133 104 133 131 6.671 1.444 11.146 8.691 11.745 11.651
sof-miRN028-3p 17 4 79 39 30 19 1.436 0.34 6.621 3.259 2.649 1.69
sof-miRN028-5p 9 3 15 11 20 40 0.76 0.255 1.257 0.919 1.766 3.558
sof-miRN029-5p 24 5 47 16 26 19 2.027 0.425 3.939 1.337 2.296 1.69
sof-miRN030-5p 2 3 0 3 1 2 0.169 0.255 0 0.251 0.088 0.178
sof-miRN031-3p 7 8 12 25 32 11 0.591 0.679 1.006 2.089 2.826 0.978
sof-miRN032-5p 4 0 12 0 1 0 0.338 0 1.006 0 0.088 0
sof-miRN033-3p 12 0 3 1 13 16 1.013 0 0.251 0.084 1.148 1.423
sof-miRN034-3p 7 0 0 0 2 2 0.591 0 0 0 0.177 0.178
sof-miRN035-3p 0 0 13 0 0 0 0 0 1.089 0 0 0
sof-miRN036-3p 0 0 0 0 0 2 0 0 0 0 0 0.178
sof-miRN038-5p 1 2 1 5 0 2 0.084 0.17 0.084 0.418 0 0.178
sof-miRN039-5p 3 7 0 2 4 3 0.253 0.595 0 0.167 0.353 0.267
sof-miRN041-3p 0 0 18 1 5 0 0 0 1.509 0.084 0.442 0
sof-miRN042-5p 5 0 2 0 19 1 0.422 0 0.168 0 1.678 0.089
sof-miRN043-5p 0 0 0 1 0 4 0 0 0 0.084 0 0.356
sof-miRN044-5p 22 15 43 7 20 1 1.858 1.274 3.604 0.585 1.766 0.089
sof-miRN045-3p 16 15 24 10 4 21 1.351 1.274 2.011 0.836 0.353 1.868
sof-miRN047-3p 0 0 1 0 0 1 0 0 0.084 0 0 0.089
sof-miRN048-3p 10 48 48 34 41 67 0.844 4.077 4.023 2.841 3.621 5.959
sof-miRN049-3p 14 1 0 0 0 0 1.182 0.085 0 0 0 0
sof-miRN049-5p 3 0 0 0 0 0 0.253 0 0 0 0 0
sof-miRN050-5p 20 24 41 13 14 26 1.689 2.038 3.436 1.086 1.236 2.312
sof-miRN051-3p 0 0 0 12 6 0 0 0 0 1.003 0.53 0
sof-miRN054-3p 225 165 1383 96 221 717 19 14.014 115.9 8.022 19.516 63.771
sof-miRN055-3p 0 1 9 5 3 6 0 0.085 0.754 0.418 0.265 0.534
sof-miRN056-3p 23 18 68 58 97 58 1.942 1.529 5.699 4.847 8.566 5.159
sof-miRN057-5p 50 21 208 59 39 38 4.222 1.784 17.432 4.93 3.444 3.38
sof-miRN058-5p 0 1 7 0 0 0 0 0.085 0.587 0 0 0
sof-miRN059-3p 1 0 0 0 0 1 0.084 0 0 0 0 0.089
sof-miRN060-3p 100 114 66 106 52 46 8.445 9.682 5.531 8.858 4.592 4.091
sof-miRN061-5p 8 7 33 22 16 10 0.676 0.595 2.766 1.838 1413 0.889
sof-miRN062-3p 18 21 23 26 17 30 1.52 1.784 1.928 2.173 1.501 2.668
sof-miRN063-3p 1 6 13 3 5 10 0.084 0.51 1.089 0.251 0.442 0.889
sof-miRN064-3p 0 0 0 0 0 1 0 0 0 0 0 0.089
sof-miRN065-3p 0 3 2 2 20 14 0 0.255 0.168 0.167 1.766 1.245
sof-miRN066-3p 7 13 12 10 24 18 0.591 1.104 1.006 0.836 2.119 1.601
sof-miRN070-3p 12 17 2 3 4 4 1.013 1.444 0.168 0.251 0.353 0.356
sof-miRN071-5p 0 0 0 1 0 1 0 0 0 0.084 0 0.089
sof-miRN072-3p 4 2 7 16 1 1 0.338 0.17 0.587 1.337 0.088 0.089
sof-miRN073-5p 11 0 0 0 1 0 0.929 0 0 0 0.088 0
sof-miRN074-3p 11 1 18 18 12 1 0.929 0.085 1.509 1.504 1.06 0.089
sof-miRN075-3p 0 0 1 4 2 11 0 0 0.084 0.334 0.177 0.978
sof-miRN078-3p 8 1 0 4 0 3 0.676 0.085 0 0.334 0 0.267
sof-miRN078-5p 17 7 4 22 12 34 1.436 0.595 0.335 1.838 1.06 3.024
sof-miRN079-3p 8 4 8 15 5 0 0.676 0.34 0.67 1.253 0.442 0
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sof-miRN301-5p 0 0 2 5 1 12 0 0 0.168 0.418 0.088 1.067
sof-miRN302-3p 1 1 0 1 0 2 0.084 0.085 0 0.084 0 0.178
sof-miRN303-5p 12 141 7 1 27 17 1.013 11.975 0.587 0.084 2.384 1.512
sof-miRN304-3p 0 0 1 0 1 1 0 0 0.084 0 0.088 0.089
sof-miRN305-5p 32 48 13 25 11 14 2.702 4.077 1.089 2.089 0.971 1.245
sof-miRN306-3p 27 0 36 13 8 19 2.28 0 3.017 1.086 0.706 1.69
sof-miRN307-3p 4 1 3 1 2 1 0.338 0.085 0.251 0.084 0.177 0.089
sof-miRN308-3p 8 8 26 11 6 11 0.676 0.679 2.179 0.919 0.53 0.978
sof-miRN310-3p 17 24 3 10 9 9 1.436 2.038 0.251 0.836 0.795 0.8
sof-miRN312-3p 7 1 11 6 14 2 0.591 0.085 0.922 0.501 1.236 0.178
sof-miRN313-5p 0 0 0 0 1 1 0 0 0 0 0.088 0.089
sof-miRN314-5p 0 4 9 9 4 3 0 0.34 0.754 0.752 0.353 0.267
sof-miRN316-3p 0 0 2 0 12 0 0 0 0.168 0 1.06 0
sof-miRN318-3p 1 0 2 3 3 2 0.084 0 0.168 0.251 0.265 0.178
sof-miRN319-5p 1 11 0 35 39 0 0.084 0.934 0 2.925 3.444 0
sof-miRN320-3p 0 1 0 0 0 0 0 0.085 0 0 0 0
sof-miRN320-5p 4 2 1 0 4 1 0.338 0.17 0.084 0 0.353 0.089
sof-miRN321-3p 1 0 0 1 0 2 0.084 0 0 0.084 0 0.178
sof-miRN322-5p 6 4 8 2 3 2 0.507 0.34 0.67 0.167 0.265 0.178
sof-miRN323-3p 3 13 3 14 4 3 0.253 1.104 0.251 117 0.353 0.267
sof-miRN324-5p 11 7 30 16 22 10 0.929 0.595 2.514 1.337 1.943 0.889
sof-miRN325-5p 117 65 106 101 169 41 9.88 5.521 8.883 8.44 14.924 3.647
sof-miRN326-3p 0 0 0 1 0 0 0 0 0 0.084 0 0
sof-miRN327-5p 4 16 67 2 23 0 0.338 1.359 5.615 0.167 2.031 0
sof-miRN328-3p 1 3 5 0 0 1 0.084 0.255 0.419 0 0 0.089
sof-miRN329-3p 1 3 5 0 0 1 0.084 0.255 0.419 0 0 0.089
sof-miRN330-3p 6 5 32 21 5 6 0.507 0.425 2.682 1.755 0.442 0.534
sof-miRN331-3p 58 5 44 89 53 27 4.898 0.425 3.687 7.437 4.68 2.401
sof-miRN331-5p 0 0 0 0 1 1 0 0 0 0 0.088 0.089
sof-miRN332-5p 0 0 15 0 0 0 0 0 1.257 0 0 0
sof-miRN333-3p 5 13 3 6 0 4 0.422 1.104 0.251 0.501 0 0.356
sof-miRN334-3p 7 3 5 14 1 6 0.591 0.255 0.419 117 0.088 0.534
sof-miRN335-5p 17 7 4 22 12 34 1.436 0.595 0.335 1.838 1.06 3.024
sof-miRN337-3p 4 1 18 3 7 8 0.338 0.085 1.509 0.251 0.618 0.712
sof-miRN338-3p 4 6 2 9 10 16 0.338 0.51 0.168 0.752 0.883 1.423
sof-miRN339-5p 45 57 164 154 75 62 3.8 4.841 13.744 12.869 6.623 5.514
sof-miRN340-5p 0 0 21 0 0 0 0 0 1.76 0 0 0
sof-miRN343-3p 3776 1418 1775 13864 6789 4940 318.87 120.43 148.76 1158.5 599.53 439.37
sof-miRN343-5p 9374 3233 9886 8683 10759 13511 791.6 274.59 828.51 725.59 950.11 1201.7
sof-miRN344-5p 7 10 12 1 9 12 0.591 0.849 1.006 0.084 0.795 1.067
sof-miRN345-5p 26 18 39 15 11 18 2.196 1.529 3.268 1.253 0.971 1.601
sof-miRN348-3p 0 0 0 1 0 1 0 0 0 0.084 0 0.089
sof-miRN349-3p 10 1 1 6 4 0 0.844 0.085 0.084 0.501 0.353 0
sof-miRN350-5p 1 4 3 10 12 8 0.084 0.34 0.251 0.836 1.06 0.712
sof-miRN351-3p 2 1 3 4 4 0 0.169 0.085 0.251 0.334 0.353 0
sof-miRN351-5p 1 0 1 0 6 0 0.084 0 0.084 0 0.53 0
sof-miRN352-5p 0 0 0 1 1 0 0 0 0 0.084 0.088 0
sof-miRN353-3p 2 0 0 0 1 1 0.169 0 0 0 0.088 0.089
sof-miRN353-5p 1 0 0 0 0 0 0.084 0 0 0 0 0
sof-miRN354-5p 1 0 0 0 0 0 0.084 0 0 0 0 0
sof-miRN355-5p 0 0 1 2 0 0 0 0 0.084 0.167 0 0
sof-miRN356-5p 8 0 0 12 0 3 0.676 0 0 1.003 0 0.267
sof-miRN357-5p 0 0 0 0 1 0 0 0 0 0 0.088 0
sof-miRN358-3p 0 0 0 1 0 0 0 0 0 0.084 0 0
sof-miRN358-5p 9 2 18 15 3 8 0.76 0.17 1.509 1.253 0.265 0.712
sof-miRN359-5p 10 7 5 5 9 3 0.844 0.595 0.419 0.418 0.795 0.267
sof-miRN360-5p 36 9 11 3 2 7 3.04 0.764 0.922 0.251 0.177 0.623
sof-miRN361-3p 72 67 314 90 134 22 6.08 5.69 26.315 7.521 11.833 1.957
sof-miRN366-3p 80 105 123 53 60 61 6.756 8.918 10.308 4.429 5.299 5.425
sof-miRN367-3p 14 0 2 20 6 0 1.182 0 0.168 1.671 0.53 0
sof-miRN368-3p 22 11 9 20 8 15 1.858 0.934 0.754 1.671 0.706 1.334
sof-miRN368-5p 2 0 0 0 0 0 0.169 0 0 0 0 0
sof-miRN369-3p 15 12 5 24 24 5 1.267 1.019 0.419 2.006 2.119 0.445
sof-miRN371-3p 2 2 10 3 1 0 0.169 0.17 0.838 0.251 0.088 0
sof-miRN371-5p 1 0 3 0 5 6 0.084 0 0.251 0 0.442 0.534
sof-miRN372-3p 37 43 99 44 26 26 3.124 3.652 8.297 3.677 2.296 2.312
sof-miRN373-5p 37 5 54 19 8 25 3.124 0.425 4.526 1.588 0.706 2.224
sof-miRN374-5p 1 0 1 0 1 1 0.084 0 0.084 0 0.088 0.089
sof-miRN375-3p 37 0 308 14 55 77 3.124 0 25.812 117 4.857 6.848
sof-miRN376-5p 0 1 0 2 2 0 0 0.085 0 0.167 0.177 0
sof-miRN377-5p 12 121 16 10 27 20 1.013 10.277 1.341 0.836 2.384 1.779
sof-miRN378-3p 2 3 12 0 1 4 0.169 0.255 1.006 0 0.088 0.356
sof-miRN379-5p 837 229 1433 669 577 806 70.681 19.45 120.1 55.904 50.954 71.686
sof-miRN381-3p 37 57 71 61 56 36 3.124 4.841 5.95 5.097 4.945 3.202
sof-miRN382-5p 3 0 0 0 2 1 0.253 0 0 0 0.177 0.089
sof-miRN383-3p 41 32 11 19 20 3 3.462 2.718 0.922 1.588 1.766 0.267
sof-miRN385-3p 12 26 47 44 52 36 1.013 2.208 3.939 3.677 4.592 3.202
sof-miRN386-5p 27 42 16 12 12 16 2.28 3.567 1.341 1.003 1.06 1.423
sof-miRN389-5p 0 2 0 0 0 0 0 0.17 0 0 0 0
sof-miRN390-3p 3 1 2 1 0 1 0.253 0.085 0.168 0.084 0 0.089
sof-miRN391-3p 3 5 4 3 1 3 0.253 0.425 0.335 0.251 0.088 0.267
sof-miRN392-3p 3 15 4 0 28 13 0.253 1.274 0.335 0 2.473 1.156
sof-miRN393-3p 5 5 23 2 0 5 0.422 0.425 1.928 0.167 0 0.445
sof-miRN394-3p 2 1 14 3 14 3 0.169 0.085 1.173 0.251 1.236 0.267
sof-miRN395-3p 4 0 0 1 1 3 0.338 0 0 0.084 0.088 0.267
sof-miRN396-3p 1305 1197 1318 1565 1908 1092 110.2 101.66 110.46 130.78 168.49 97.123
sof-miRN397-5p 40 24 20 167 82 106 3.378 2.038 1.676 13.955 7.241 9.428




sof-miRN398-3p 29 20 29 2.449 1.699 2.43 2.473 0.889
sof-miRN401-3p 0 0 0 0 0 0 0.265 0
sof-miRN402-3p 4 12 9 0.338 1.019 0.754 1.943 1.245
sof-miRN403-3p 0 0 0 0 0 0 0 0
sof-miRN405-5p 19 49 17 1.604 4.162 1.425 3.797 1.601
sof-miRN406-5p 1 2 0 0.084 0.17 0 0.353 0.356
sof-miRN407-3p 0 0 0 0 0 0 0 0
sof-miRN408-3p 1 1 0 0.084 0.085 0 1.678 0
sof-miRN408-5p 110 60 0 9.289 5.096 0 16.072 0.267




Table S2. KEGG pathway enrichment analysis for differentially expressed miRNAs.

metabolic diseases

(NAFLD)

Group Pathway 1D Gene_number p-value g-value miRNA
Glycan biosynthesis | - Glycosylphosphatidylinositol(GP1)- |\ 50563 9 7.83E-06 | 1.20E-03 | sof-miR393-3p,sof-miR393-5p
and metabolism anchor biosynthesis
g:a'{r?’o"‘"h and Meiosis - yeast k004113 9 2.09E-05 | 3.20E-03 | sof-miRN245-5p,sof-miR5384-3p
. . . . : sof-miR171c-3p,sof-miR393-5p,sof-miR5384-3p,sof-
Signal transduction Plant hormone signal transduction ko04075 22 0.000218 3.34E-02 MiR167a-3p,50f-MiRN141-3p
g:a'{r?’o"‘"h and Oocyte meiosis k004114 9 0.00038 | 4.59E-02 | sof-miR5384-3p,sof-miRN245-5p
Endocrine system Adipocytokine signaling pathway k004920 0.002303 3.52E-01 sof-miRN141-3p,sof-miR166d-5p
I;&”;&‘i’s"ma“d Regulation of autophagy k004140 4 0.002445 | 3.74E-01 | sof-miRN141-3p,sof-miRN245-5p
g:a'{r?’o"‘"h and Cell cycle - yeast k004111 7 0.002478 | 3.79E-01 | sof-miRN245-5p
Endocrine system Oxytocin signaling pathway k004921 6 0.004325 6.62E-01 sof-miRN141-3p,sof-miR166d-5p,sof-miR5384-3p
Endocrine system Regulation of lipolysis in k004923 2 0.007803 | 1.00E+00 | sof-miR5384-3p
adipocytes
Endocrine system Ovarian steroidogenesis k004913 2 0.007803 1.00E+00 | sof-miR5384-3p
Sensory system Taste transduction ko04742 2 0.009448 1.00E+00 | sof-miR5384-3p
Lipid metabolism Fatty acid elongation ko00062 3 0.01792 1.00E+00 | sof-miR408-3p
Amino acid . . i
metabolism Tryptophan metabolism ko00380 4 0.01795 1.00E+00 | sof-miRN164-5p,sof-miR167a-3p
Glycan blosynthe5|s Glycosph_mgollpld biosynthesis - k000603 2 0.02642 1.00E+00 sof-miR5384-3p
and metabolism globo series
Biosynthesis of
other secondary Betalain biosynthesis ko00965 1 0.02717 1.00E+00 sof-miR408-3p
metabolites
Excretory system Vasopressin-regulated water k004962 2 0.03796 | 1.00E+00 | sof-miR5384-3p
reabsorption
Lipid metabolism ch'%ssy“‘hes's of unsaturated fatty k001040 3 003808 | 1.00E+00 | sof-miR408-3p
Excretory system Endocrine and other factor- k004961 2 004217 | 1.00E+00 | sof-miR5384-3p
regulated calcium reabsorption
Nervous system Cholinergic synapse ko04725 2 0.04217 1.00E+00 | sof-miR5384-3p
Nervous system Serotonergic synapse ko04726 2 0.04217 1.00E+00 sof-miR5384-3p
Signal transduction Hedgehog signaling pathway ko04340 2 0.04992 1.00E+00 sof-miR5384-3p
nfectious diseases: | - Amoebiasis k005146 2 005339 | 1.00E+00 | sof-miR5384-3p
Signal transduction AMPK signaling pathway ko04152 4 0.06458 1.00E+00 | sof-miR166d-5p,sof-miRN141-3p
Biosynthesis of Tropane, piperidine and pyridine
other secondary S E . ko00960 2 0.07062 1.00E+00 sof-miRN167-3p
N alkaloid biosynthesis
metabolites
Carbohydrate Galactose metabolism k000052 4 007405 | 1.00E+00 | sof-miR319-3p
metabolism
Environmental . . .
adaptation Circadian rhythm ko04710 2 0.08525 1.00E+00 | sof-miRN141-3p
g:;:r?m"‘"h and Cell cycle k004110 7 009350 | 1.00E+00 | sof-miRN245-5p
Sensory system Olfactory transduction ko04740 2 0.1007 1.00E+00 | sof-miR5384-3p
Nervous system g;:;’ﬁ’;;de endocannabinoid k004723 2 01021 | 1.00E+00 | sof-miR5384-3p
Lr;f:!acsti't?:s diseases: African trypanosomiasis ko05143 1 0.1044 1.00E+00 | sof-miR167a-3p
Cellular community Gap junction k004540 2 0.1079 1.00E+00 | sof-miR5384-3p
Endocrine system Pmr;%?:‘tfg‘r’]”e'me”“a‘ed oocyte k004914 3 01087 | 1.00E+00 | sof-miR5384-3p,sof-miRNO14-3p
Endocrine system Aldosterone synthesis and secretion | ko04925 2 0.1094 1.00E+00 | sof-miR5384-3p
Inflammatory mediator regulation :
Sensory system of TRP channels ko04750 2 0.1168 1.00E+00 | sof-miR5384-3p
Environmental . . . .
adaptation Circadian entrainment ko04713 2 0.1414 1.00E+00 | sof-miR5384-3p
Metabolism of
terpenoids and Zeatin biosynthesis ko00908 3 0.1516 1.00E+00 | sof-miR395b-5p,sof-miR395¢c-5p,sof-miR395a-3p
polyketides
ﬁ;"p’f' and overview | oy acid metabolism k001212 3 01527 | 1.00E+00 | sof-miR408-3p
sof-miR166e-5p,sof-miR167b-5p,sof-miR393-3p,sof-
Environmental g . . miR159-5p,sof-miRN014-3p,sof-miRN141-3p,sof-
adaptation Plant-pathogen interaction ko04626 20 0.1642 1.00E+00 mMiR396b-5p,sof-miR396a-5p,s0f-miR167¢-5p,50f-
miR167a-5p,s0f-miRN245-5p
Endocrine system Estrogen signaling pathway ko04915 3 0.1692 1.00E+00 | sof-miRN014-3p, sof-miR5384-3p
Nervous system GABAergic synapse ko04727 2 0.1717 1.00E+00 | sof-miR5384-3p
Replication and sof-miR167b-5p,sof-miR395b-5p,sof-miRN303-
Pl Homologous recombination ko03440 6 0.1827 1.00E+00 5p,sof-miR395c¢-5p,sof-miR408-3p,sof-miR395a-
repair "
3p,sof-miR167c-5p
E‘gggm/ig;?e Starch and sucrose metabolism ko00500 7 0.2055 1.00E+00 | sof-miR5384-3p,sof-miRN141-3p,sof-miR319-3p
Endocrine system Melanogenesis k004916 2 0.2114 1.00E+00 | sof-miR5384-3p
. Vascular smooth muscle .
Circulatory system contraction ko04270 2 0.2215 1.00E+00 | sof-miR5384-3p
lear;)%ﬁgﬁ Arginine and proline metabolism ko00330 2 0.2417 1.00E+00 | sof-miRN141-3p,sof-miR167c-5p,s0f-miR167b-5p
Nervous system Dopaminergic synapse ko04728 2 0.2603 1.00E+00 | sof-miR5384-3p
Endocrine and - . .
metabolic diseases Insulin resistance ko04931 2 0.262 1.00E+00 | sof-miRN141-3p
Endocrine and Non-alcoholic fatty liver disease k004932 P 0.2671 1.00E400 | sof-miRN141-3p




Adrenergic signaling in

Circulatory system . ko04261 2 0.2756 1.00E+00 | sof-miR5384-3p
cardiomyocytes
Folding. sorting and sof-miRN003-5p,sof-miRN267-5p,sof-miRN145-
de radg’tion 9 RNA degradation ko03018 8 0.2803 1.00E+00 3p,sof-miR5384-3p,sof-miR408-3p,sof-miR393-
9 3p,sof-miR166g-5p
Nervous system Long-term potentiation ko04720 2 0.2992 1.00E+00 | sof-miR5384-3p
Signal transduction Calcium signaling pathway k004020 2 0.3026 1.00E+00 | sof-miR5384-3p
Endocrine system GnRH signaling pathway ko04912 2 0.3094 1.00E+00 | sof-miR5384-3p
sof-miR156-3p,sof-miR395a-3p,sof-miR166g-5p,sof-
Translation RNA transport ko03013 9 0.3166 1.00E+00 | miR166e-5p,sof-miRN145-3p,sof-miR395¢-5p,sof-
miR395b-5p,sof-miR408-3p,sof-miR156-5p
Nervous system Glutamatergic synapse ko04724 2 0.3178 1.00E+00 | sof-miR5384-3p
izgi'rca“o" and Mismatch repair k003430 2 0.384 | LOOE+00 | sof-miRN303-5p,sof-miR408-3p
ncqiigggﬁgﬁte Inositol phosphate metabolism ko00562 2 0.3872 | 1.00E+00 | sof-miRN141-3psof-miR166g-5p
Infectious diseases: | viprio cholerae infection k005110 2 03872 | 100E+00 | sof-miR5384-3p
sof-miRN145-3p,sof-miRN267-5p,sof-miR319-3p,sof-
Translation Ribosome biogenesis in eukaryotes ko03008 7 0.4035 1.00E+00 | miRNO003-5p,sof-miR5384-3p,sof-miR166g-5p,sof-
miR393-3p
Signal transduction CAMP signaling pathway ko04024 2 0.4192 1.00E+00 | sof-miR5384-3p
Lipid metabolism Glycerolipid metabolism ko00561 2 0.4427 1.00E+00 | sof-miR408-3p
f;;‘:i'fa"on and DNA replication k003030 2 04686 | 1.00E+00 | sof-miRN303-5p,sof-miR408-3p
Folding, sortingand | - proteasome k003050 1 0.4797 | 1.00E+00 | sof-miR5384-3p
egradation
Repl_lcatlon and Nucleotide excision repair k003420 2 0.5446 1.00E+00 so_f-mlRN303-5p,sof—m|R395b-5p,sof-m|R3950—5p,50f—
repair miR395a-3p
Signal transduction SP;;Z'?:‘*“"V““OS"‘" signaling k004070 2 0.5568 | 1.00E+00 | sof-miR166g-5p,sof-miRN141-3p
Xenobiotics Polycyclic aromatic hydrocarbon
biodegradation and Iy 3r’aoyla“0n Y k000624 1 05907 | 1.00E+00 | sof-miR408-3p
metabolism Y
Metabolism of Ubiquinone and other terpenoid:
cofactors and lquinon I€r terpenold- k000130 1 0.6145 | 1.00E+00 | sof-miRN167-3p
s quinone biosynthesis
vitamins
Xenobiotics
biodegradation and Bisphenol degradation ko00363 1 0.6251 1.00E+00 sof-miR408-3p
metabolism
Metabolism of
terpenoids and Limonene and pinene degradation ko00903 1 0.6319 1.00E+00 | sof-miR408-3p
polyketides
Energy metabolism Photosynthesis ko00195 1 0.6404 1.00E+00 sof-miR5384-3p,sof-miRN141-3p
Xenobiotics
biodegradation and Aminobenzoate degradation ko00627 1 0.6404 1.00E+00 | sof-miR408-3p
metabolism
Membrane transport ABC transporters k002010 2 0.6456 1.00E+00 | sof-miR156-3p,s0f-miR5384-3p
Carbohydrate . .
metabolism Ascorbate and aldarate metabolism ko00053 1 0.6766 1.00E+00 | sof-miR408-3p
Signal transduction Phospholipase D signaling pathway | ko04072 1 0.6955 1.00E+00 | sof-miR166g-5p
Cell motility Regulation of actin cytoskeleton k004810 1 0.7106 1.00E+00 | sof-miR166g-5p
Carbohydrate . .
metabolism Pyruvate metabolism ko00620 1 0.7275 1.00E+00 | sof-miRN245-5p
Lipid metabolism Glycerophospholipid metabolism ko00564 2 0.7381 1.00E+00 | sof-miR408-3p
Infectious diseases: : . .
Parasitic Toxoplasmosis ko05145 4 0.7558 1.00E+00 | sof-miRN141-3p,sof-miR166e-5p
Carbohydrate Pentose and glucuronate .
metabolism interconversions ko00040 1 0.7584 1.00E+00 | sof-miRN141-3p
Folding, sorting and Prc_)teln processing in endoplasmic k004141 3 0.7656 1.00E+00 | sof-miRNO14-3p
degradation reticulum
Signal transduction FoxO signaling pathway ko04068 2 0.7738 1.00E+00 | sof-miRN141-3p
Carbohydrate Glyoxylate and dicarboxylate .
metabolism metabolism ko00630 1 0.7788 1.00E+00 | sof-miR5384-3p
Biosynthesis of
other secondary Flavonoid biosynthesis ko00941 1 0.8205 1.00E+00 | sof-miR5384-3p
metabolites
Metabolism of other | ¢, 55amino acid metabolism k000460 1 0.8205 | 100E+00 | sof-miRNO03-5
amino acids 4 i | P
Metabolism of
terpenoids and Terpenoid backbone biosynthesis ko00900 1 0.8262 1.00E+00 | sof-miRN141-3p
polyketides
Biosynthesis of . - .
Stilbenoid, diarylheptanoid and .
other set_:ondary gingerol biosynthesis ko00945 1 0.8286 1.00E+00 | sof-miR408-3p
metabolites
\fectious diseases: | HTLV-1 infection k005166 2 08426 | 100E+00 | sof-miR5384-3p
Transport and . .
catabolism Peroxisome ko04146 1 0.8438 1.00E+00 | sof-miR5384-3p
g:;{ﬁ“’"‘"h and Apoptosis k004210 4 08473 | 1.00E+00 | sof-miR5384-3p,sof-miR166e-5p
Infectious diseases: sof-miR395a-3p,sof-miR166e-5p,sof-miR395¢-5p,sof-
viral Measles ko05162 3 0.864 1.00E+00 miR395b-5p
Translation mRNA surveillance pathway ko03015 2 0.8762 1.00E+00 | sof-miR166g-5p,sof-miRN145-3p
Transport and .
catabolism Lysosome ko04142 1 0.8808 1.00E+00 | sof-miRN245-5p
Transport and . .
catabolism Endocytosis ko04144 1 0.8862 1.00E+00 | sof-miR166g-5p
Infectious diseases: | g pcrein-Barr virus infection k005169 4 08979 | 1.00E+00 | sof-miRN245-5p,sof-miR5384-3p,s0f-miRN003-5p

Viral




Biosynthesis of

other secondary Phenylpropanoid biosynthesis ko00940 2 0.9019 1.00E+00 | sof-miR5384-3p

metabolites

,L';ffaCS‘I't?gS diseases: Leishmaniasis k005140 2 09147 | 1.00E+00 | sof-miR166e-5p

Carbohydrate Amino sugar and nucleotide sugar k000520 1 0.9152 1.00E+00 | sof-miR5384-3p

metabolism metabolism

Infectious diseases: | Chagas disease (American Ko05142 2 09316 | 1.00E+00 | sof-miR166e-5p

Parasitic trypanosomiasis)

Infectious diseases: | by cci k005133 2 09446 | 1.00E+00 | sof-miR166e-5p

Bacterial

Transcription RNA polymerase k003020 2 0.9465 1.00E+00 | sof-miRN003-5p,sof-miRN245-5p
sof-miR395a-3p,sof-miR319-3p,sof-miR167c-5p,sof-
miRN141-3p,sof-miRN003-5p,sof-miRN245-5p,sof-

Global and overview . miR166g-5p,sof-miR167b-5p,sof-miR167a-3p,sof-

maps Metabolic pathways ko01100 38 0.9513 1.00E+00 MiR395b-5p,50f-miR395c-5p,s0f-miR5384-3p,50f-
miR393-5p,sof-miRN167-3p,sof-miR408-3p,sof-
miR393-3p

Nervous system Neurotrophin signaling pathway ko04722 2 0.955 1.00E+00 | sof-miR166e-5p

Folding, sorting and Ubiquitin mediated proteolysis k004120 1 0.9565 1.00E400 so_f-mlR3960-3p,sof—m|RN375-3p,sof—m|R396a—5p,sof—

degradation miR396b-5p

izgi'rca“o" and Fanconi anemia pathway k003460 1 09683 | 1.00E+00 | sof-miRN303-5p

{;‘ifreacl"‘)us diseases: Influenza A k005164 2 09701 | 1.00E+00 | sof-miR166e-5p

Infectious diseases: | o oy josis k005152 2 09786 | 1.00E+00 | sof-miR166e-5p

Bacterial

Nucleotide - . . .

metabolism Pyrimidine metabolism k000240 2 0.989 1.00E+00 | sof-miRN245-5p,sof-miRN003-5p

Global and overview | Microbial metabolism in diverse k001120 3 0.9918 | 1.00E+00 | sof-miR5384-3p,sof-miR408-3p,s0f-miRN141-3p

maps environments

Nucleotide Purine metabolism k000230 2 0.9921 | 1.00E+00 | sof-miRN245-5psof-miRN003-5

metabolism i i P P

gg’pb:' and overview | - . on metabolism k001200 1 09935 | 1.00E+00 | sof-miR5384-3p

. . . sof-miRN003-5p,sof-miR395c-5p,sof-miR395b-5p,sof-

Global and overview | Biosynthesis of secondary k001110 17 0.0961 | 1.00E+00 | miR395a-3p,sof-miRA408-3p,sof-miRN167-3p,s0f-

maps metabolites "
miR5384-3p

Global and overview | gjoc thesis of antibiotics k001130 2 09994 | 1.00E+00 | sof-miR5384-3p,sof-miRN141-3p

maps




Table S3. SNPs in sugarcane miRNAs.

B2
MiRNA Position Type mr';';P Percent mr';gp Percent mr';';P Percent m:;';P Percent mr';';p Percent mr';':P Percent
sof-miR156-3p 5 A>G 7 63.64% 6 7.50% 32.35% 0 0 0 0 0 0
sof-miR156-5; 15 >C 90 18.07% 150 47% 694 4.32% 178 19.80% 90 9.32% 7 3.55%
sof-miR166a-3p 12 ->C 660 0.04% 392 .05% 263 0.04% 13032 1.89% 38645 4.82% 535 0.11%
sof-miR166b-5p 8 >G 265 53.54% 145 22.45% 0 259 48.41% 73 17.06% 4 64.62%
sof-miR166b-5p >A 5 .01% 5 .77% 0 0 0 25 .84% 0
sof-miR166¢-3p >C 685 4% 413 .04% 334 04% 12861 81% 38092 .36% 2 11
sof-miR166d-3p ->C 681 4% 410 .04% 332 04% 12860 82% 38086 .42% 7 11
sof-miR166f-3p > 729 4% 580 .05% 359 04% 13131 57% 38747 .94% 4 11
sof 1669-3p > 372 .94% 263 .14% 219 90% 294 90% 330 1.79% 1 32!
sof-miR172-5; A-> .00% 78 50.65% 15 34.09% 0 40 31.25% 0
sof-miR2275-5p > 0 0 0 0 27 27.55% 13 39.39%
sof-miR395a-3p ->C 11 3.57% 0 0 0 0 0
sof-miR395a-3p 13 >A 4 56.79% 130 42.21% 13 14.13% 25.93% 299 71.36% 14 43.75%
sof-miR395a-3p 14 >T 12 14.81% 26 8.44% 12 13.04% 16 3.82%
sof-miR395a-5p 12 ->G 0 0 13 41.94%
sof-miR395b-3p 8 ->G 0 0 13 65.00%
sof-miR395b-5p 8 >C 1 .57% 0 0 0
sof-miR395b-5p 13 >A 4 56.79% 1 42.21% 13 14.44% 25.93% 299 73.65% 14 43.75%
sof-miR395b-5p 14 ->T 12 14.81% 2 .44% 12 13.33% 0 16 3.94% 0
sof-miR395¢-5p 8 ->C 0 1 .57% 0 0 0 0 0 0
sof-miR395¢-5p 13 >A 46 56.79% 1 42.21% 13 14.13% 7 25.93% 299 7136% 14 46.67%
sof-miR395¢-5p 14 >T 12 14.81% 2 .44% 12 13.04% 0 0 16 3.82% 0
sof-miR396b- 15 >T 0 0 0 15 40.54% 0 0 [ 0 0
sof-miR5564a-3p 15 G->C 0 0 0 0 0 0 51 68.00% 32 66.67% 12 52.17%
sof-miR5564b-3p 10 A>T 1035 85.05% 1798 93.99% 0 0 0 0 764 91.50% 283 83.48%
sof-miR5564b-3p 16 T>G 80 6.57% 73 3.82% 43 27.04% 96 45.93% 39 4.67% 10 2.95%
sof-miR5568b-5p 6 A>G 5 2.44% 0 0 19 4.97% 12 3.68% 151% 0 0
sof-miR5568b-5p 10 G->T 34 16.59% 156 36.11% 64 16.75% 1 9.51% 124 26.78% 12.33%
sof-miR5568b-5p 11 A>T 0 0 15 3.47% 9 2.36% 2.76% 0 0
sof-miR5568b-5p 12 Cc>T 0 0 9 2.08% 8 2.09% 6.14% 22 4.75% 959%
sof-miR5568d-3p 6 T>C 10 25.00% 0 0 21 28.38% 0 0 64.29%
sof-miR5568d-3p 14 A-> 0 0 0 0 19 25.68% 15 34.88% 0
sof-miR5568e-5p 6 A-> 16 6.72% 6 2.41% 17 6.75% 24 6.33% 153%
sof-miR5568e-5p 10 G-> 8 3.36% 37 14.86% 17 6.75% 14 3.69% 42 1071%
sof-miR5568e-5p 11 A-> 93 39.08% 48 19.28% 45 17.86% 131 34.56% 113 28.83% 25 33.78%
sof-miR5568e-5p 12 C->T 7 2.94% 11 4.42% 8 3.17% 23 6.07% 24 6.12% 0
sof-miRN001-5p 5 C->A 69 98.57% 97 100.00% 46 100.00% 60 100.00% 40 93.02% 2 96.55%
sof-miRN003-3p 8 G->A 129 100.00% 0 0 0 0 0 0 0 0 0
sof-miRN003-5p. 12 C>A 31 33.33% 27 61.36% 15 83.33% 12 66.67% 20 90.91% 0
sof-miRN004-3p 18 A->G 9 42.86% 7 36.84% 1 57.14% 12 46.15% 13 37.14% 69.23%
sof-miRN006-5p 16 G->A 55 94.83% 39 100.00% A 88.24% 58 100.00% 28 100.00% 29 96.67%
sof-miRN007-5p 5 A>G 5 2.44% 0 0 1 4.97% 12 3.68% 7 151% 0
sof-miRN007-5p. 9 G->T 34 16.59% 156 36.11% 6: 16.75% 31 9.51% 124 26.78% 12.33%
sof-miRN007-5p 10 A>T 0 0 5 .47% 2.36% 2.76% 0 0 0
iIRNO07-5p 11 C->T 0 0 .08% 2.09% 0 6.14% 2 4.75% 7 9.59%
p 11 A>T 11 100.00% 62.50% 100.00% 0 0 0 0
P 6 T>C 57 98.28% 66 .84% 1 100.00% 2 93.88% 5 97.01% 58 98.31%
P G->A 9 13.64% 2! 4.75% 26 13.13% 13 7.69% 21 58% 5 5.15%
J A->G 0 146 7.33% 802 90.83% 338 88.02% 412 A43% 321 8.47%
p 15 G>T 73 70.19% 2 9.70% 82 89.13% 98 73.68% 93 78% 239 0.74%
P G->T 27 25.47% 122 5.52% 52 26.80% 17 13.08% 89 70% 5 8.52%
1027-5p 10 A>T 0 5 5.60% 9 4.64% 9 6.92% 0 0
1028-3p 10 T->C 0 0 12 13.19% 0 0 0 0
030-5p 9 T>C 0 0 0 0 12 80.00% 0 0
f 1043-5p 16 C>T 58.33% 0 5 100.00% 11 57.89% 100.00% 54.55%
sof-miRN057-5p 5 G->C 11 15.28% 5 1.43% 0 0
sof-miRN057-5p 5 G->T 16 22.22% 60 17.19% 0 10.53%
sof-miRN057-5p 9 Cc>T 0 0 35 10.03% 0 11.84%
sof-miRN057-5p. 10 C>T 0 0 7 2.01% 16 18.18% 6.58%
sof-miRN057-5p 12 A->G 20 26.32% 4.58% 7 7.95% 10 13.16% 37 50.68%
sof-miRN059-3p 5 T->C 0 0 50.00% 0 0 14 45.16% 0 0
sof-miRN059-3p 17 A>G 14 93.33% 90.00% 50.00% 8 100.00% 17 54.84% 7 100.00%
sof-miRN061-5p 13 T>A 0 0 71.55% 0 0 0 0 0
sof-miRN078-3p 13 ->A 8 .00% 10 76.92% 0 20 .33% 1 100.00% 0 0
sof-miRN083-3p 8 >G 27 .05% 32 72.73% 45 72.58% 23 .31% 4 93.33% 11 91.67%
sof-miRN092-3p 8 >A 14 .00% 7 25.93% 0 6 .00% 1 29.55% 9 22.50%
sof-miRN095-5p 16 >A 12 71% 0 0 25 80.65% 21 77% 1; 81.25% 23 85.19%
sof-miRN097-5p T->C 0 0 0 0 0 0 0 0 1 12.62% 0 0
iIRN099-5p C->T 25 12.56% 9 6.29% 23 7.08% 14 6.64% 4 16.54% 10 10.53%
p 15 G->A 10 5.03% 7 4.90% 15 4.62% 0 0 0 0 0 0
P Cc>T 14 16.28% 16 47.06% 7 6.48% 13 23.21% 14 20.90% 14 23.33%
p 9 C->T 11 12.79% 7 20.59% 24 22.22% 5 93% 15 22.39% 15.00%
p 12 G->A 18 20.93% 0 0 7 6.48% 14 .00% 11 16.42% 8.33%
p 7 G->A 100 54.95% 67 58.77% 58 50.43% 141 .29% 117 60.62% 59.09%
p 12 T>A 9 4.95% 0 0 0 0 14 49% 0 0 0
p 17 T->C 21.43% 29 25.44% 41 35.65% 35 13.73% 29 15.03% 14 31.82%
p 6 T->C 78.57% 44 95.65% 373 94.91% 136 95.77% 122 87.14% 92 88.46%
p 16 Cc>T 11.45% 15 1531% 62 22.79% 7 7.81% 21 1556% 31 28.97%
p 18 Cc>T 46.67% 0 0 0 0 0 0 5 4.46% 0 0
p 7 G->A 39 25.49% 12 11.01% 1 3.23% 3.40% 29 12.72% 11 8.03%
p 7 G->A 39 25.49% 12 11.01% 1 3.23% 3.40% 29 12.72% 11 8.03%
p 16 A>G 12 100.00% 0 0 100.00% 85.71% 7 100.00% 14 100.00%
p 14 G->A 0 0 0 0 156 100.00% 0 0 0 0 0
sof-miRN173-5p 9 A-> 17 100.00% 11 100.00% 100.00% 100.00% 10 100.00%
sof-miRN177-3p 5 A-> 0 0 14 7.14% 12.50% 0 0
sof-miRN177-3p 19 C-> 49 76.56% 148 7551% 56.73% 58 76.32% 89.55% 112 96.55%
sof-miRN184-3p 10 G->, 0 0 13 7.18% 3.47% 0 0
sof-miRN192-3p 7 T->A 0 0 0 0 15 68.18% 0 0 0 0 0 0
sof-miRN192-3p 11 C->T 0 0 0 0 0 0 12 70.59% 0 0 0 0
sof-miRN196-5p 12 C>T 0 0 22 75.86% 12 42.86% 9 56.25% 10 52.63% 12 40.00%
sof-miRN201-3p 13 A>G 17 6.61% 19 5.04% 24 3.80% 40 3.96% 29 8.48% 9 2.59%
sof-miRN201-3p 19 T->G 9 3.50% 6 1.59% 66 10.46% 68 73% 0 0 6 2%
sof-miRN205-5p 8 T->A 591 98.50% 597 99.01% 7 100.00% 157 99.37% 442 99.55% 97 100.00%
sof-miRN207-5p 17 C->T 1 10.64% 0 0 0 12 63% 0 0 11 58%
sof-miRN210-5p 13 C->T 2! 84.85% 19 90.48% 55.56% 29 80.56% 14 93.33% 23 85.19%
sof-miRN219-6p 5 G->A A 100.00% 22 100.00% 100.00% 12 100.00% 7 100.00% 16 100.00%
sof-miRN222-5p 9 C->T 1 24.39% 7 9.09% 0 6 8.11% 15 24.19%
sof-miRN233-3p 7 C->T 437 100.00% 0 0 0 0 0 0
sof-miRN233-5p 12 C->A 3 35.56% 27 61.36% 15 83.33% 12 57.14% 20 90.91%
sof-miRN238-3p 16 C>T 10 45.45% 12 44.44% 0 0
sof-miRN246-3p 13 G->A 6 21.43% 0 0 64.29% 7 25.93% 42.86% 13 59.09%
p 9 G->A 13 92.86% 12 85.71% 0 0 100.00% 0
p 4 C->T 0 0 0 0 11 57.89% 0 0
p 6 G->A 7 100.00% 54 100.00% 43 100.00% 8 100.00% 26 100.00% 24 100.00%
p 20 C->T 12 54.55% 0 0 0 0 0 0 9 90.00%
D 12 C->A 17 100.00% 11 47.83% 0 0 12 70.59% 87.50% 10 100.00%
p 20 T->A 21 95.45% 8 80.00% 7 100.00% 0 7 100.00% 11 91.67%
N p 7 T>C 59 83.10% 49 74.24% 55 88.71% 66 98.51% 180 86.96% 40 22.10%
p 14 G->A 0 0 5 16.67% 0 0 0 12 9.09%
p 18 A->G 55 71.43% 1 53.33% 48 94.12% 61 74.39% 3 80.00% 9 67.42%
p 18 ->T 0 0 14 58.33%
p 11 ->A 11 50.00% 1 30.23% 0
p 9 ->A 0 22 17.19% 0
p 13 >A 0 5 52.24% 0
sof-miRN339-5p 13 C->T 5 10.00% 0 16.30%
sof-miRN341-56p 9 T->A 241 100.00% 153 100.00% 168 100.00% 295 100.00% 169 100.00% 9 100.00%
sof-miRN343-3p 4 C->T 20 0.53% 0 0 14 0.78% 62 0.44% 76 110% 0
sof-miRN366-3p 9 G->A 11 11.00% 17 20.00% 24 15.79% 21 28.38% 14 17.50% 11 8.33%
sof- p 9 G->T 9 9.00% 7 8.24% 0 0 0 0 6 7.50% 11 8.33%
sof-miRN369-3p 18 T->G 43 74.14% 7 58.33% 99 95.19% 42 56.76% 28 53.85% 7 36.84%




sof-miRN371-56p 8 C->A 4 98.00% 29 82.86% 20 71.43% 111 100.00% 50 90.91% 25 100.00%
sof-miRN379-5p 17 C->T 0 142 9.02% 0 0 0 0 0
sof-miRN391-3p 14 A->C 75.00% 72.73% 0 0 12 80.00% 87.50% 7 58.33%
sof-miRN392-3p 13 G->A 0 0 0 14 100.00% 0 0 0
sof-miRN396-3p 6 C>T 2249 53.02% 2364 58.18Y 5713 9.38% 958 29.12% 1281 3.65% 1567 47.64%
sof-miRN396-3p 7 G->A 275 .48% 249 443 38% 319 70% 245 .44% 196 96
sof-miRN396-3p C->A 70 .65% 41 3. 39% 89 1% 69 .81% 100 04
sof-miRN396-3p T>A 64 .51% 29 7 95% 5i 76% 110 .89% 22 67"
sof-miRN396-3p G->A 210 .95% 207 X 5. 59% 204 20% 121 .18% 120 65¢
sof-miRN401-3p A->G 0 100.00% 0 66.67% 100.00%
sof-miRN402-3p ->T 18 81.82% 0 0
sof-miRN405-5p >A 12 38.71% 26.67% 10.67% 14.00%

1405-5p 19 >A 0 13 17.33% 0 0

1406-5p 9 ->C 11 9167% 69.23% 11 45.83% 0 0 77.78%

1407-3p 15 ->T 9 100.00% 100.00% 24 100.00% 0 0 14 100.00% 0




Table S4. RT primers, forward and reverse primers for cDNA synthesize and RT-gPCR.

Target RT primer forward primer reverse primer
sof- GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACAG TTCGGGTACCATTCTGAT
miR159-3p GCGA C
sof-
MiR166a- gg(;g\TATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACGG TCGGACCAGGCTTCATTC
3p
sof-
MiR396a- gL(FgTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACCA 'CI'CCACAGGCTTTCTTGAA TGCGTGTCGTGGAGTCG
5p
sof-5564h- GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACGG | AGCTGTTCGACGAATTCC
3p AGGA T
sof-
MiR5564b GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACGG TecagetgttegTogaatt
V-3p AATT
. TACGTTGCGATTCAAGCC CCAAACGAAGAATGGCAT
actin GT GG




Fig. S1
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR156

HEAXXXXEXAXXXKXAXE XXXXX¥ * ¥ OXXEXXNX XX * % ¥ KX XXX
-------------------- GTGGAGAGGETCTT GT GAGGAGAC- - - - GGGQ - - €GGQ- ATAATATGTA- - - - - TGTC- GTEETCGEC- - GEGT GETEACTTETETTTCTGTEAGECTETTTC-
-------------------------- GGCTCTC GT GAGCACAC- - - - GGCGC - COAC- GTA- - - - - TGEC- GTCCTCGCC- - GEGTGCTCACTTCTCTTTCTGTCAGCCTCTTTC-
----------------------------------------- GT GAGCACAC- - - - GGCGC GTA- - - - - TGTC- GTCCTCGCC- - GEGTGCTCACTTCTCTTTCTGTCA- - - - - - - - - -
--------------------- ceATTAGGECCT T GCGAGCACCC- - - - GGG e CGCA- - - - - TGEC- GTCCCCGCC- - GEGTGCTCGCTTCTCTTTCT GTCAGECTETCTC-
--------------------- GGCCCC CCCACCACCT - - COCCCCCCCAC. - COCC. ATCCARCGCA. - TCCC. CTeCCCace. - CeaTecTCacTTCTCTTTCT e CACEET T L.
TTGGGGCGGGGCGG(]TC(]GCIT.T e GT GAGCACAC- - - - GGEGCGGCGGC- - CGGCGGGA- - - - - TGCCTGECECCGCC - CCGTCCTCCCTCCTCTTTCT GTCACCATCTCT
-------------------------------- GT GAGCACAC- - - - GGCCGGGCGT G- CGG- €G- - GGEG- - TGEC- GTCGCGGCC- - GCGT GCTCACT GCTCTTTCTGT CATCCGGT GEC-
---------------------- ceeeeTaacacacacaeeat GT GAGCACAC- - - - GGCCGGGCGT G- C-----------G - TGCC- GTCGCGGCC- - GCGTGCTCACT GCTCTTTCTGT CATCCGCTGGTC
---------------------- CCGGCGGGCGCGCGCGEGGT GT GAGCACAC- - - - GGCCGG- TGTG- CCGG- CGEGGATG- - TGCC- GTCGCGGCC- - GCGT GCTCACT GCTCTATCTGTCATCCGCT GGCA
---------------------------------------- GT GAGCACAC- - - - GGCCGGGCGT G- CCGGTCAAGGATG- - TGCC- GTCGCGGCC- - GCGT GCTCACTGCTCT TTCTGTCATCCG- - - - - -
----------- GECGGCCGGEAGGGT CAT 6T 6T GLGEGEGaT GT GAGCACAC- - - - GGCCGGGCGGG- CCCGG GG- - TGEC- GTCGCGGCC- - GCGT GCTCACT GCTCTGTCTGT CACCT- TTGECC
--------------------------------------- GT GAGCACAC- - - - GGCCGGGCG CC- GGCGGAT - - G- - TGCC- GTCGCGGCC- - GCGT GCTCACTGCTCTGTCTGTCATC- - - - - - - -
------------------------------- cceeacaeedt GT GAGCACAC- - - - GGCCGGGCG CCOGCCGGAT- GG- - TGCC- GTCACGGCC- - GCGT GCTCACT GCTCTATCT GTCACCAGATGETT
---------------------------------------- GT GT GAGCACAC- - - - GGCCGGGCG CC- GGCGGAT- - G- - TGCC- GTCGCGGCC- - GCGT GCTCACT GCTCTATCTGTCACCC- - - - - - -
---------------------------------------- GT GTGAGCACAC- - - - GGCCGG- CG CC- GGCGGAT- G- - - TGCC- GTCGCGGCC- - GCGT GCTCACTGCTCTATCTGTCATCC- - - - - - -
----------------------------- CGCGGEGGGEGGT GT GAGCACAC- - - - GGCCGGGCG (CC- GGCGGAT- GG- - TGCC- GTCGCGGAC- - GCGT GCTCACT GCTCTATCTGTCATCCACTETCT
----------------------------- CGGCTTGGGCGGT GT GAGCACAC- - - GGECGGTCGT GC- - GCQG- - - - - - GCGT G- - TCGCGGCC- - GCGT GCTCACT GCTCT TCCTGTCATCCACTAGCT
--------------------- GGTGGAG GGI'G cocT GTGAG TGGTGCCTTTCTT GAACGATCGAGAGGT TCAT G- CTCGARGCTATGCGT GCTCACTTCTCTCTCTGTCAGECGTT
--------------------- TG G CCAGCACCAGCGAG GCC- - - - - - - - - - - - - TCGCTTCT GCGAGGGCCGT GT GCTCTCTGCTCTCACT GTCATCGCC
----------------- CGAGTG CCTCGG GC GCACAACCCAGCACCAGCGAG CC---------- - TOGCTTCT GCGAGGGCCGTGT GETCTCTGCTCTCACT GTCATCGCCCACHG
--------------------------- TTC-. GrG---- GCACAACCCGGCAGCAGCGAC - - << - --- - - - - - TOGCTTCTGCCAGGGCCGT GTGCTCTCTGATCTATCT GTCATTGCC
--------------------------------- G CCCAGCACCAGC CICCGGCCGI'CGGCCCGGI’CGCT(]GG GGGCCGTGTGCTCTCTGCTCTCTCTGTCATGGCCA- - - -
....... 10........20........30........40........50........60......0.70........80........90.......100.......110.......120.......130.......140.......150
TCTTGATGGCTTAG- - - - - --------- 128
TCTC%GGCT——. --------------- 119
TCGTEETGGG- - - - - - - - === === = - -~ 123
TEGTCCTGAG -~ 123
TCACTCCCTCCOGCATCCCCCGECCCah 165
CGGGCCTC- - -~ 115
CACCCTCACG- - - - - 126
AGAAGGCCGCCTCTTCACGGACH --- - 151
o 110
---------------------------- 90
---------------------------- 89
CCCCCGET- - - === = mmm o mmmmme 117
-------------------------- 108
CTCTCTCTC- - - -~ == mm e 137
GCCACCCAR------------ - 125
GCCACCGAA- - - - -~ == - === === 125
---------------------------- 106
---------------------------- 109




CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR160

FEXXXXXXXXXXRXK XXXX¥ * * *¥%X% ¥
sbi-MIR160f - ------------omo o GCCATCCGAGAGA- - AGCAATG- - - - - - CGTGIC TGGCGT GCCTCCCGGTTGGCGTITG
sof-MIR160b ~ --------------------- GC - - - - C ------ CGTGTCT, TGGCGT GCCTCCCGGTTGGCGTTG
osa-MIR160f - -------------------- GGATTAACGCT GCCTGGCTCCCT GC - - - - AGCG-TG---- - - CTGTGGC TG
bdi-MIR160e G CCTGCCTGGCTCCCT GC ---- AGCA-CA------ GGCGI' GGCTCCTGGTTGGCATTG
osa-MIR160b GCGT GCCTGGCTCCCT GC G- - CCCAAT------- - TGCT G- - TGGGT GGCGT GC
ata-MIR160c =~ -------------------- CGT- GCTTGT GT GCCTGGCTCCCTGTATGC G- - CC - TGCT G- - TGGGT GGCGT GC
bdi-MIR160b - TC -TCC'T CATCGGCT GCGT GCCTGGCTCCCTGTATGC G- - CC - TGCT G- - TGGGT GGCGT GC
sbi-MIR160b - ---------- - TGCCTGGCTCCCTGTATGC G- - CCCAAC - TGCTG- - TGGGT GGCGT GC
zma-MIR160b ---------- GC G-- CC-AAC------- - TGCTG- - TGGGT GGCGT GC
sof-MIR160a  --------------------- G GC G- - CCCAAC------- - TGCT G- - TGGGT GGCGT GC
zma-MIR160g -------------------"----------- GC G- - CCCAAC-- - - - - - GTGATGT - TGCT G- - TGGGT GGCGT GC
o0sa-MIR160d - --------------"uooo GC GCTGC TGTGTTCGTACGTTTGGCTCTACT GCGGAT GGCGT GC
sbi-MIR160d - ------------ oo GCCACTCGCTTAGCT GCCAA- - - - - CT C TGTTAACG- ACGTT- GGCTCTACT GCGGAT GGCGT GC
bdi-MIR160a  TGCGGAAGGAGGT GC CAAACGT T- GGCTCTACCGCGGAT GGCGT GC
ata-MIR160a  --------------------- GCCT GGCTCCCT GTATGCCACT CGCGTAGCT GCCAA- - - - - CTC C CGIT- GGCTCTACCGCGGAT GGCGT GC
tae-MIR160 ~ ---------- GCCTGGCTCCCTGTATGCCACT CGCGTAGCT GCCAA- - - - - C CTTGCGTT- GGCTCTACCGCGGAT GGCGT GC
zma-MIR160e - ---------------------- GCCTGGCTCCCTGTATGCCACTCG CTACCA---------- CCGGT---- - mmmmmmmm s oo GGC- - CGCTGCGGCTGGCGTGC
sof-MIR160c ~ --------------------- GCCTGGCTCCCTGTAT GCCACTCGCACGGCTACCA---------- TGCACCCGGT - - - - === == === == mmmm oo mmm oo mm o - - - - GGC- - CGCTGCGGCTGGCGTGC
osa-MIR160e - ------------ooomo--- GT GCCT GGCTCCCTGTATGCCGCTCGCAT GGCT C- - CCA- - ATGAACT! C(!;CTCG -------------------------------- TTGT TGG - - CGCTGCGTACGGCGT GC
zma-MIR160f ----------- GCCTGGCTCCCTGTATGCCGCTCGCATGGCTACCA- - ---------- GCCTGT- - - - - - - oo e - GT - - CGT TGCGGCT GGCGT GC
sbi-MIR160e ~ ------------- - GCCTGGCTCCCTGTAT GCCACT CGCACGGCT C CGATCGATC- --------mmmmmmmmmmm oo oo o - - TCGGT GGC— - CGCTGCGGCT GGCGTGC
zma-MIR160d ----------- GGCC.GGGGCGG GCCTGGCTCCCTGTAT GCCACT CGCAT GGCTGCCAAC- - TCATCATGCATACACTGCTAG- - -------=--=--=----------- CTAGTCGTTGGCTC CT GCG TGGCGTGC
zma-MIR160c  ----------------momo - GCCT GGCTCCCTGTATGCCACT TAG- - AGCAA- - --------- CTTGG- - ---------mmmmmmmmo oo - - GGGT TGCCI' TGGCGT GC
sof-MIR160d - -------------------- GT GCCTGGCTCCCTGTATGC CCTATGGTTGCCT, T TGGCGTGC
sbi-MIR160c —1— sm--- _16 ————————————————————— : % ] T GGTTGCCT TGGCGTGC

*¥ X XX XXX

sbi-MIR160f !GG GTCATG
sof-MIR160b GG
osa-MIR160f GGGAGT

GG- TTGCTTGCATTGCCT------------------- 11

GG- TTGCTTG%.PGCCTC.GC.GC ............ 110
GG---GTTTGCTC---- === -m e mmeemeee oo 100

Gl
Gl
bdi-MIR160e GGGAGT GCAGGGTTG GGI' CGTCCTCGCTT CTCCCTTC.———— 144
osa-MIR160b  AAGGAGCCAAG GCGI'G CTCTCTTTCT il 139
P MIRIo0n  AACCACCCAACCAT CCATACAT ACAAGET CCAT GAT CGATCCATCCA -~ p
i-MIR1 14

shrintets  MCCACEGMGER -~ T L ST
zma- - - - - - CATGATCA------------
sof-MIR160a GGAGCCAAG GEFIIEI GGC- - T 106
zma-MIR160 GGAGCCAAGCATGT - - = - < == == == == == = m = e —mmeme o eeme 86
0sa-MIR160 GGAGCCAAGCAT GACC- - - - - - = === === === = mm o e mm e 142
sbi-MIR160d GGAGCCAAGCA- - - - - == == == == cm o= o e om oo 100
bdi-MIR160a  GAGGAGCCAAG CCGTCTCTCCCCCTCCCTCCCTCTETECCT- - - - 175
ata-MIR160a  GAGGAGCCAAG RGTRTRTRT- - - 113
tae-MIR160 GGAGC G CCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT 148
zma-MIR160e GGT GCCAAG CCCCC--------mmmmmmmmmm oo oo -
sof-MIR160c GGT GCCAAGCAT GGCCCTCA- - - 98
S MIR160f  CACCTCCCAGCCATCITTTARTARTTATCTCC e
zma-MIR160f GAGGTGCCAGGCATGTTTTAATAATTATCTCC------------------ 11
sbi-MIR160e GGT GCCAAGCA- - - - - - LU L 95
zma-MIR160d  GT GGAGCCAAG CC?TC.TCTCCTCCI’ ------------------ 142
zma-MIR160c  ATGGT GCCAAGCATATCTC- - - - = = == == == == == == == me e oe e 100
sof-MIR160d  ATGGT GCCAAG - 109
sbi-MIR160c  ACGGTGCCAAGCA- - - - - - - -~ - === === === == mmmmmm e e oo 83




CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR166

sbi-MIR166g  -------- GCTCG TAGGT TAGGGGGAT TGTTGT €T GGATCGGGGT CTCCGGTCGAGA - - - - === =<~ = - AT- - ===~ CCT- TGGEQT- - - TGECGGAG- - - - - - - - TIGT- €Tt TTCG
sof-MIR166G - -------- GCTCG TAGGTTAGGGGGATTGTTGTCTGGCTCGGGGTETECGATC TGATA. TATAT. - - CTTCTGGCCTC- TTGCCGGAG- - - - - - - - TTCG
zma-MIR166k -------- GCTCG GOGGGATTGTTGTET GEETECCCGTCTECGGTC ACGTACGT GCTTETAGECTTGECCCLCAACE- T|GTCGTTGI' CGTC TTCG
ZMa-MIRT66N =< - - == <<= = =z=--mmzzmzo- - TGTTGTCTGGCTCGGT GTCTCCGGTC YG ------------------------ CCTTGCCGG- - CGECGGAG- - - - - - - - CTGT- CGTC C1CG
bdi-MIR166h CeaTTTaITaTeTCoeTceaaLTeeeaarer CGCGAC---------- TECATCTCCCTTCACCGGE CGTGCGTTGCGI’.CGI’T CCG CTCG
0sa-MIR166k THCT TAACCCGTTTaTT T T eeeTe GGCATCCCC C-CGGT----------- TTCTCCTTTCCT- ACTGGAGGCGCCTAATTTCCG- - - GCGAGCT CGGAGECTCG
bdi-MIR166j CGGACCAGGCT TCAT TCCTTGTARACC CGCGTGGCA- - - - - TGCCAGGAT TAGGT TAAGGGGT TTGT

B L] RRY c'clclc T 1€ 1] e A CCGGTE C- GCTGTGCG- - - G CGGOGGCGG- - - - - - CTTCG
sof-MIR166d GGCTGTCGACCCARTCATGT ... 111 GCAGCGGCGGT GGEGGCTTCG
osa-MIR166; GGCTGTTGAGACGAATGACCT- - ---- - - - --- COCOTCTGAAGATCGECGTCC - - - - GCGGTGG- - - - - - CTTCG
ZMa-MIRTO6f - - - - = << === <o wwc oo GGGGAATGACGT- - - - - GCCACGGCT - - - GCT GET GEGCTACCGECG- CGGCTTCG
zma-MIR166h GT------- GCCACGGCT- - - GCTGCTGCGCCGCCGLG- - - GGCTTCG
ssp-MIR166 GA TTTT-- - - ATTCCTTGAATCTGT- - GGGATCTCG
sof-MIR166e TGTTGTCTGGTTCAAGGTCTCGCTTGC- GITTTT-- - - ATTCCTTGAATCTGT- - GGGATCTCG
sbi-MIR166a TGTTGTCTGGTTCAAGGT CTCGCTTGT- GATTTAAGGATGAT- - - - - - - - - - - TTGTGCATG- - - - - TTTTT-- - - ATTCCTTGAATCTAT- - CT1CG
ZMa-MIRT66b =< - - - === <<= =< oooeco oo TGTTGTCTGGTTCAAGGTCTTGCTVITCCGATTTGAGGAT GAT- - - - - - - - - - - oI TITITT. TCrTECT CTAC- - CT1CG
Zma-MIR166d - - - - === === occcoooaooo- TGITGTCTGGTTCARGGTCTT- TTGC -~ TTTG .. -TGAT----------- CCATCTGTG -~ - AGAGCTTCT TCCTTGGATCTGC- - CT1CG
Sbi-MIRT66] - - - === === ==z mezo o GTGGAATGTTGTCTGGTTCTAGGCCTCTCTCTA- - - CATGCAA- - GCA- - - - - - - - - - - TGG---------- TTGETTGCT- GGGACCTCG
sof-MIR166a  ---------- TGITGTCTGGTTCTACCCCTCTATCTG - T GCA----------- - TTGCT- GGGACCTCGGACCAGGCT
ata-MIR166d - - - -=<<---=-------- TGTTGTCT GGETCGGGGLT - - - - = = = == === == === === === ====< -~~~ CTCTTTQTTT- QT- - - - CTCT- - - - - CCTCCCCTCGACCCC- - - TCC- - - -
bdi-MIRT66b  GETAGAGAGG GCCTTTTTCCTTT TGTTGTCT GGETCGGGGT T~ - - - =< - === === === === ======—-—==- -~ - - CTCTTTATTT- CTATGECTCT- - - - - CTCTATCCCCCLCTCCTCRRTETC. - TCTAGCT
05a-MIR166b  --------- GCCTTTTCATTTT TGTTGTCTGGCTCGGGGETA- - - -~ - - - = = == === == === mm = mme e - CTCTCTCTTT----- TGATATCTTCTTTTC TCGATCTC: - - CT
sbi-MIR166h TGTTGTCTGGCTCGGGGGEG- - - -~ - - = === === === === === === == - - - - - - - CCGECGCTECGCTCCGCTCLT- - - - - CTCTGGTETCTET- CTCTC- - - €C- - - - -
zma-MIR166a T TGTTGTCT GGETCGGGGECG- - - - - = - - = = == === === === === === =cz e GCCGC- - - - - - - CGCTCCT- - - - - TCCTTCTCTAGTCTCTCTTCTCTC: - - CTAGEAG
sof-MIR166f TGTTGTCT GGETCGGGGGEG- - - = - - === === === === === === ===~ -~ - - CCGECGCTE- - - - - GGCTCCT- - - - - TCCTCCTCTGGTCTTCGCCATCTC- - - TC- - - - -
sof-MIR166b TGTTGTCTGGETCGAGG- - - - - - === === === === === === = w == mem oo mem == = = =~ - - - - TGCAGAR- - - - - ! GCA- GGTTGTTGTTGATCTCG CencacT
sof-MiRleec - - - TGTTCTCTGGTCGGAGACCT- - - -~~~ --== - oo o ooooooooe e G- ---- GGTGCT GGATGGTT TCGGACCAGGET




CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR167

--------- areT- - - TTACCTCT CTGT- - - - CACG
--------- CCTCT CTGT- - -- CACG
------- GTCTT e o ATTACCTCTGATTTCT oo - CCCTOACTGT - T

TCTlT CTACT CTGTCATAT Te
--------- GGTG =TT CTCT-----------------------CCCTGACTGI- - - - CACC
--------- GGTG CT---TT N ey

Ui !Ec ORI E] 3-SR
TCT CTGCT:ECGCC C %gc GI'GCTCGCTCG--.TCGI'C GI'&CGC --------------- GI'----TG GCTTCICTCTC

sof-MIR167b_D  AGTGGT GCACCACAAGT TGGI'
ssp-MIR167b - -----------------
sbi-MIR167e GT GGTGCAC

GTGGTGCAC GTTGGT
sof-MIR167a_D GTGGTGCAC
sof-MIR167a GTGGTGCAC
sbi-MIR167f
sof-MIR167¢ ~ ----------
osa-MIR167d ~ ----------
osa-MIR167h - ---------
zma-MIR167i CTTCGCTGGTGT
sof-MIR167b CTTTGCTGGTGT
sbi-MIR167c - CI'TTGCTGGTg

FEXXEXXXXXXXXXXXXXXX¥
zma-MIR167¢g
CCGGTGC CI'
sbi-MIR167d
zma-MIR167h
bdi-MIR167a

TCTGGCTRCT CAAACGCCGCCGGCC- TCCCAAGT GCTCG- - - - - - - - - BTCGGTGGEGETT- - - - - - - = == === - === - - GT————TG GCTTCACTCTC
TCTGGCT GCTCAAACGCCGGCOGGC- - - - CGGCGTCTCA- -~ - - -~ - - - - - - - - AGTGCTCGA- - - - == == == == == == - GT-- - - TGCAGCTTCACTCTC
TCTGGT GGCOGGCCGGCCGGCGT CTCTOAAGT GEGCTCG- - - - - - - - GATCEGGAGACGEGT - - - - < - - - == == == == == - - C IGI---- TG GCTTCACTCTC
TCTATCTGACTTC- TCGTGGCARGT GO

[aYaYalalaYalalaYalnlalalaYalnla)]
e e e e e e e e

sof-MIR167b_D  CCAGGAT- - GAGGGGAGGGAAGAAAGAGGGA- - - - - - -

ssp-MIR167b GGAT - - GAGGGGAGGGAA- - - - - - ----------- T G

sbi-MIR167e GGAA- - - - - - - TAATGAGCATCAGG- - - - - - CCGCTGGT GGGAG
zma-MIR167¢g CTGCTGGTGGCCG
sof-MIR167a_D GAAAGAGGGA- - - - - - - T GG------ GC CTGCT GGT GGGAG
sof-MIR167a CCAGGAT- - GAGGGGAGGGAA- - - - ---- - - - - - - - - - TAATGAGCATCAGG- - - - - - CTGCTGGTGGGAG
sbi-MIR167f ~  GAATCAT- - GGTCTGATGATAG---------------TTAAGCGAGATCAGA- - - - - - CTTCTTATGGCAG
sbi-MIR167d CTGCTCGTG
sof-MIR167¢
osa-MIR167d
osa-MIR167h
zma-MIR167h
zma-MIR167i
sof-MIR167b
sbi-MIR167c¢
bdi-MIR167a




CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR171

* XX* * %% KEXXXXXX XXXXX¥*
zma-MIR171c GGGGAATC CCTACGG TGGTGCGGTT CTGAGCCGT GCC
sof-MIR171d CCT CGG TGGCGCGGTT GCCGTGCC
sbi-MIR171k TGGCGCGGTT Cr1c GCCGTGCC
osa-MIR171c TGGTGCGGTT GCCGTGCC
zma-MIR171b G TGGCGCGGTT CTCCACT cT GCCGTGCC
osa-MIR171b TGGGGCGGTT G GCCGTGCC
sbi-MIR171b - - ATGGC- CGCCGCGC C CGG TGGCGCGGTT CGCC GG GCCGTGCC
zma-MIR171j GGC- CGC- CGGGGTATTGACGCGGTT! GGCC GCCGTGCC
sof-MIR1 71 e TGCG C-CGC-T CGGGGTATTGGCGCGGTT! GGCC GCC CTGGG- GGG- - - -- - - CT CTGCT GCCGTGCC
osa-MIR17 GAGGTATTGGCGT GCCT lCCT CGACC: TCT GCG GCCGCGTC
zma-MIR1 71| GI' TGGCGT GCCT GCCGCGTC
zma-MIR171m GTATTGGCGCGCCT lC-.T TGGCGCG- GCAG GCCGCGTC
sof-MIR171f TGGT GCGCCT TGGCGCG- G GCCGCGTC
sbi-MIR171h TGGCGCGCCT GTGGCT GIT CTTG GCCGCGTC
sbi-MIR171d TGGCTCGGCT CCTCAGCTCGTGTCCATTGC T GCCGTGCC
sof-MIR171a T GTTGGCTCGGCT CTCGT TGTCCATTGC GCCGTGCC
zma-MIR171e TGATGT TGGCTCGGCT G CGT GCCGTGCC
sbi-MIR171a G GITGGCATGGIT ElT CCCGGCAAGGT TTTGCGCTTTC GCCGTGCC
sof-MIR171b GTTGGCATGGTT TC- - - GCGCGCCCGGGT CTT TTTGCGCT TTCT - - TC GITT GCCGTGCC
zma-MIR171f GT TGGCAT GGCT TCGCCGGCCGC- - GGGT CTT GCTT.TTCTGC TTCGAT C GGT! GC GCCGTGCC
zma-MIR171i GITGGCACGGIT TCGCCGGCCG- - - GGT T T GCCGTGCC
sbi-MIR171j TGGTGAGGTT T T-- TTT, C ----- G GCCGCGCC
zma-MIR171a TGGCGAGGTT TTTGC G GCCGCGCC
smo-MIR171a GCC! GC TGGCTCTGCT CATG- - - CGC GCTGC'TC TTTGCGATGG G --
bdi-MIR171f CGAC TGTTTCGGCTCATGTCCTTCT- CT - -
zma-MIR171h GGCGTGGTATTGTTTCGGCTCATGTCCTTCTTC C G
sbi-MIR171e GGCGTGGTATTGTTTCGGCTCATGTCCTTCTTGCTTC GTCGTCG
zma-MIR171k GGCGTGGTATTGTTTCGGCTCATGTCCTTCTT
sof-MIR171c GGCGT GGTATTGT TCCGGCT GT CCTTCTT
osa-MIR171h GGTTTGGTATTGTTTCGGCT
sbi-MIR171f GGCGT TGTTTCGGCT
sbi-MIR171c GGCAT T CTTGGCT!
zma-MIR171g GGCATGGT CTTGGCT! CTCT

TGGI' CT TGGCT

osa-MIR171g ] GGC




CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR396

*
sbi-MIR396a - --------mmmmmmmooooooe GGCCCTCCTTGCCGTCTTCCACA- GETTTCTTG- CCGTTCCAAT- - ATTC GCTGTGG 104
2Ma-MIR396a - - - - === <o GGCCCTCCTTGCCGTCTTCCACA- GETTTCTTG- TCC GCTGTGG 116
bdi-MIR396d - - GGCCCTCTTTGCTATCTTCCACA- GETTTCTTG- TG GCTGTGG 117
sbi-MIR396b << --------ccn- GGCCTTCTTTGTGATCTTCCACA- GETTTCTTG- AACT GCAT CTCTAAGAGGAGC- - - - - AGCTTGAACTC- - - - - - GT GCTGTGG 107
Zma-MIR396b - - - === == GGCCTTCTTTGTGATCTTCCACA- GCTTTCTTG- AACT GCAT CTCTCAGAGGAGCGGC- - AGCTTCAACTCC- - - - - GCTGTGG 115
SOF-MIR396 D - ------mmmmmmmmmmmmeee GGCCTTCTTTGTGATCTTCCACA- GETTTCTTG- C----- GCTGTGG 113
SSP-MIR3O6 === - - el TTCCACA- GCTTTCTTG- AACTGCATCTCTAAGAGGAGE- - - - - GCTGTGG 93
ata-MIR396@ << - <<= wmmm oo GGCTTTCTTG- CCATGGC- - - - - - - - - T -2 %
ata-MIR396b === - - =< << oo e GGCTTTCTTG- AACT GT CAACT CGCGCGCGCCGGCCATCCATGGE- - - - - - - - - ---- %
05a-MIR3O6f === - - === m e e GGCTTTCTTG- AACTGT GAACTCGT GTGT GCATGCTCCTCATATA- - - - - - - - - 98
SDI-MIR396A === - - == mmmm e TCCACAGGCTTTCTTG- (o] ERN --- 59
SOF-MIR396b - - - === wecc oo CrTCTCCACACRTTTETTE. C TCATGTGGATCCTTCGTTAG- - - - - < - - === CT- == - - - -- 77
bdi-MIR396a - -------------- GCTCTCCACAGECTTTCTTC CGCCTA- GECTGCTAGETG- - - - - - - - - CTCAATTCGATCTGTCATCCT- - - --------- ceart 108
SDI-MIR396€ === - - =< mmm e oo GGCTTTCTTG- CTCGT GCGGGTAGAAACCTTCCTGCGTTTGGTTCCC TTeecTeciee oc 102
SOF-MIR3962 === - - - === == wwm e GCTTTCCACACECTTTETTE. CTCGTGGG- -~~~ --- - - TGGTGG- - - -~~~ - - GCTTGGCTCCTCC 91
ZMa-MIR396C - - - - === wmm oo GGCTTTCTTG- AACT GT GAACTCGT GGGT GG- - - - - - - - TGGTGG- - - - - - - - - - G GETTGG- - - - - === ===mmm - 74
05a-MIR396€ === == === == =< m oo GGCTTTCTTG- AACT GT GAACT CGT GGGGGTGT - - - - - - ATGTGC- - - - - - - - - GGTCGGTGGCCTCCAATTCTCTG---- 94
ZMa-MIR396d - - - - - === === m e GGCTTTCTTG- AACT GT GAACTCGT GGGEGTGG- - - - - - TGGTGG- - - - - - - - - GLTCC. TOCTCoaTT o S CCTCCARTIETETS -2 74
SOF-MIR396C ==« - - = m e CT T TGCCTTCTTCAAGCTACCTTCTCGCC CATGGCAATGAGCTAG !GE!G ------ CCTCCTTGGTGGTCTTTTTGGGI'TGGI'TTTC%!%!GGCTT--- 107
osa-MIR396 GchcccheeceTGG-GchcqeerGa a GCGCOGGCGCCGGCGEAGTAGCT GGG GA- GECCCGACGAGEGTAGACCGCGREGREEELCLEG - CaLeeg 147
05a-MIR396R  ~-----------emm oo GCCGGGGAGGA- - - - - Cercerecre s ereeTaccece CGCCGGCG GGTGTTC CE Tecce ac-i ----- CGGCGCCCGEGRECT CCECAACOAC 107
0sa-MIR396d  ---oooooncoooooo N T TACAGCGA- GTGGTTCTG - - GAAGECGTG GGTG.CG GGCEGECGEG- CEETGRLGR0C - - - CTGCGAGTGGGGGCEGAC 87

sbi-MIR396a
zma-MIR396a
bdi-MIR396d
sbi-MIR396b
zma-MIR396b
sof-MIR396_D

ssp-MIR396
ata-MIR39%6a  ------------- GTCTCGATCTCGTGC TCT ---CTG----CCTGCCTTGTT GTCCTTGGAAAACATGCCCGC- - --------------------- 174
ata-MIR396b ~ ------------- GTCTCGATCTCGTGC TCT— --CTG---- CCTGCCTTGTT GTCCTTGGAAAACATGCCCGE- - --------------------- 174
osa-MIR396f  ------------- GATCT TAGGTCA- - TGC CAT- - - CTGGITCCCC'TCTTGI’T GTCCTTG TGGTG------- - - - s mm oo - 176
sbi-MIR396d ~ -----------mmmie e L CTCGETT- - - - m e e GGAA------- - - - - 96
sof-MIR396b - ---------mimi oo S TGETTGT - - - - - oo CAT GGCGCGCATCTCTCTT------------- 135
bdi-MIR396a - ------------ CT&T TGCT TGI' !GEC!G! --T TGGCCGCCGCCTCTTTCCCCTGCTGGCTTA 209
sbi-MIR396e CCCGGLCGT GT GGGTTTCT - - TCGGCCGGCTCTACCTGTT GGAAAC---------------"-"--"-"------- --- 189
sof—M,\IAFfaggg Cccaaeear TGCGGGGGCTCTCGCTTCGC- - TCGGCCGGCTCTACCTGTT 1 85
zZma- [ 74
osa—l\{\l/l| FR339966ed ——————— AAAAGAAAGCT GAATTGTCGAGCTCCCCGTTCTGTCTTTGGT CGTCTCTACCTGTTGAT GGT TCAAGAAAGCCCAT GGAAACCATGCCGE- - - - - ----------- -~ 17224
ZMaA-MIR396d - - - - - - - o oo oo o oo oo o e oo
sof-MIR396c - ------------- TCTTGAACGGT GACGGT TT - - - - - = - - - - - - - = o o o o oo o oo o o oo o o o e oo o oo oo 127
osa-MIR396 TTCCACAGGCT TTCTTGAACGGT TCT TGECGE- - - - - - - - - == = - o= oo oo oo oo o oo oo oo oo oo o oo oo oo oo 181
osa- MIR396 TTC GGCTTTCT TGAACGGT TCT TGLOAC- - - - - - - - = - - - = = - o m o oo m o oo oo o oo o oo e b e oo 141
osa-MIR396d CTTC GGCTTTCTT CGGT TGCGGC R e e 121
............................ 190.......200.......210.......220.......230.......240.......250.......260.......270.
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