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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 Q1 Q2 T1 T2 

sof-miR156-3p 4 6 69 7 12 10 0.338 0.51 5.783 0.585 1.06 0.889 

sof-miR156-5p 408 185 15378 721 871 2591 34.454 15.712 1288.8 60.25 76.917 230.45 

sof-miR159-3p 36537 22568 50319 19246 32150 49688 3085.4 1916.8 4217.1 1608.3 2839.1 4419.3 

sof-miR159-5p 90 175 124 295 5 70 7.6 14.863 10.392 24.651 0.442 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 1.784 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 50.45 217.81 112.39 186.16 256.24 

sof-miR162-5p 30 0 4 8 18 12 2.533 0 0.335 0.669 1.59 1.067 

sof-miR164a-3p 4 0 0 4 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 1.173 0 0.177 0.089 

sof-miR164c-3p 4 1 0 6 3 8 0.338 0.085 0 0.501 0.265 0.712 

sof-miR164c-5p 7 6 39 10 14 26 0.591 0.51 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 48 3.969 0 0 1.671 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 13.66 23.064 29.142 44.115 

sof-miR166c-3p 2E+06 480774 854415 694047 830614 917297 134226 40833 71605 57997 73350 81585 

sof-miR166c-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 909069 133587 40259 71114 57593 72262 80853 

sof-miR166d-5p 50 15 245 42 43 86 4.222 1.274 20.533 3.51 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 31.583 5.606 1.257 17.465 7.241 10.94 

sof-miR166f-3p 2E+06 486004 862069 815802 938150 1E+06 137889 41277 72247 68172 82847 100119 

sof-miR166f-5p 167 76 309 222 185 262 14.102 6.455 25.896 18.551 16.337 23.302 

sof-miR166g-3p 39271 12773 23964 32295 18069 22675 3316.3 1084.8 2008.3 2698.7 1595.7 2016.7 

sof-miR166g-5p 667 203 26 712 108 286 56.325 17.241 2.179 59.498 9.537 25.437 

sof-miR167a-3p 40 12 366 3 72 319 3.378 1.019 30.673 0.251 6.358 28.372 

sof-miR167a-5p 296 17 9805 114 727 1460 24.996 1.444 821.72 9.526 64.2 129.85 

sof-miR167b-3p 24 1 260 17 74 492 2.027 0.085 21.79 1.421 6.535 43.759 

sof-miR167b-5p 275 7 9639 137 717 1525 23.223 0.595 807.81 11.448 63.317 135.64 

sof-miR167c-3p 0 0 10 0 6 0 0 0 0.838 0 0.53 0 

sof-miR167c-5p 296 17 9817 114 729 1466 24.996 1.444 822.73 9.526 64.377 130.39 

sof-miR168-3p 6770 3379 14332 5669 6468 13564 571.7 286.99 1201.1 473.73 571.18 1206.4 

sof-miR168-5p 38703 9023 40431 22487 22193 44919 3268.3 766.35 3388.4 1879.1 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 1.341 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 0.679 80.119 2.507 6.8 8.005 

sof-miR171c-5p 166 6 173 22 31 33 14.018 0.51 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 5.21 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 4.714 

sof-miR172-5p 69 1 29 58 88 76 5.827 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 17 404.58 1660.9 163.84 5.766 1.325 1.512 

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 2.633 21.622 44.373 37.09 67.328 

sof-miR393-3p 110 37 360 71 119 237 9.289 3.142 30.17 5.933 10.509 21.079 

sof-miR393-5p 539 141 1795 295 354 938 45.516 11.975 150.43 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 5.615 1.671 9.184 12.541 

sof-miR395a-5p 0 0 7 2 18 1 0 0 0.587 0.167 1.59 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 5.447 1.671 8.036 12.541 

sof-miR395c-5p 23 11 67 20 104 141 1.942 0.934 5.615 1.671 9.184 12.541 

sof-miR396a-3p 21 0 38 6 38 30 1.773 0 3.185 0.501 3.356 2.668 

sof-miR396a-5p 7760 359 75303 1304 10499 18033 655.3 30.491 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 654.12 30.491 6328.7 108.3 927.24 1603.6 

sof-miR396c-3p 37 0 308 14 55 77 3.124 0 25.812 1.17 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 4.526 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 4.151 5.07 

sof-miR528-3p 2 0 4 2 7 8 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 0.53 0.267 

sof-miR5384-3p 18 0 115 10 0 12 1.52 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 294.13 71.173 243.46 390.41 725.1 214.26 

sof-miR5564b-3p 102 46 116 113 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-miR5564c-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-miR5568b-5p 166 57 275 254 305 252 14.018 4.841 23.047 21.225 26.934 22.413 

sof-miR5568c-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 1.512 

sof-miRN004-3p 12 4 1 14 14 12 1.013 0.34 0.084 1.17 1.236 1.067 

sof-miRN005-3p 24 292 608 923 2481 46 2.027 24.8 50.954 77.13 219.09 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 1.17 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 1.413 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 



sof-miRN080-3p 0 0 0 0 7 0 0 0 0 0 0.618 0 

sof-miRN081-3p 3 7 12 8 10 4 0.253 0.595 1.006 0.669 0.883 0.356 

sof-miRN083-3p 1 1 17 6 3 12 0.084 0.085 1.425 0.501 0.265 1.067 

sof-miRN084-5p 0 11 0 17 0 0 0 0.934 0 1.421 0 0 

sof-miRN085-5p 12 21 1 17 6 6 1.013 1.784 0.084 1.421 0.53 0.534 

sof-miRN086-3p 3 2 13 8 0 3 0.253 0.17 1.089 0.669 0 0.267 

sof-miRN088-3p 19 2 6 5 24 16 1.604 0.17 0.503 0.418 2.119 1.423 

sof-miRN089-5p 36 7 3 3 14 66 3.04 0.595 0.251 0.251 1.236 5.87 

sof-miRN090-3p 0 4 14 0 1 0 0 0.34 1.173 0 0.088 0 

sof-miRN092-3p 26 31 35 18 31 20 2.196 2.633 2.933 1.504 2.738 1.779 

sof-miRN093-3p 24 4 22 9 43 37 2.027 0.34 1.844 0.752 3.797 3.291 

sof-miRN094-3p 1 0 1 0 4 0 0.084 0 0.084 0 0.353 0 

sof-miRN095-5p 2 4 6 5 3 3 0.169 0.34 0.503 0.418 0.265 0.267 

sof-miRN096-5p 66 61 68 59 74 54 5.573 5.181 5.699 4.93 6.535 4.803 

sof-miRN097-5p 534 281 294 277 90 113 45.094 23.866 24.639 23.147 7.948 10.05 

sof-miRN098-3p 1 1 0 0 0 0 0.084 0.085 0 0 0 0 

sof-miRN099-5p 158 85 287 190 212 127 13.342 7.219 24.052 15.877 18.721 11.295 

sof-miRN100-3p 5 8 3 0 5 5 0.422 0.679 0.251 0 0.442 0.445 

sof-miRN101-3p 22 29 8 3 8 11 1.858 2.463 0.67 0.251 0.706 0.978 

sof-miRN102-5p 0 0 0 1 0 0 0 0 0 0.084 0 0 

sof-miRN107-3p 31 27 21 14 13 18 2.618 2.293 1.76 1.17 1.148 1.601 

sof-miRN108-3p 27 19 70 18 12 4 2.28 1.614 5.866 1.504 1.06 0.356 

sof-miRN109-5p 34 4 16 60 47 18 2.871 0.34 1.341 5.014 4.151 1.601 

sof-miRN110-3p 30 19 11 9 24 13 2.533 1.614 0.922 0.752 2.119 1.156 

sof-miRN111-3p 2 1 2 1 0 0 0.169 0.085 0.168 0.084 0 0 

sof-miRN112-3p 50 26 99 30 28 43 4.222 2.208 8.297 2.507 2.473 3.824 

sof-miRN113-3p 13 7 12 6 10 2 1.098 0.595 1.006 0.501 0.883 0.178 

sof-miRN115-5p 116 76 204 82 114 83 9.796 6.455 17.097 6.852 10.067 7.382 

sof-miRN116-5p 3 0 0 0 0 0 0.253 0 0 0 0 0 

sof-miRN117-5p 1 4 8 0 0 1 0.084 0.34 0.67 0 0 0.089 

sof-miRN118-5p 14 7 14 22 3 14 1.182 0.595 1.173 1.838 0.265 1.245 

sof-miRN119-3p 0 0 4 8 4 4 0 0 0.335 0.669 0.353 0.356 

sof-miRN119-5p 1 1 10 3 1 5 0.084 0.085 0.838 0.251 0.088 0.445 

sof-miRN120-3p 16 15 44 0 34 0 1.351 1.274 3.687 0 3.002 0 

sof-miRN120-5p 8 29 1 1 4 2 0.676 2.463 0.084 0.084 0.353 0.178 

sof-miRN123-5p 22 7 13 10 11 2 1.858 0.595 1.089 0.836 0.971 0.178 

sof-miRN124-3p 1 0 0 0 0 0 0.084 0 0 0 0 0 

sof-miRN125-5p 2 6 0 3 4 0 0.169 0.51 0 0.251 0.353 0 

sof-miRN128-3p 0 0 1 0 1 0 0 0 0.084 0 0.088 0 

sof-miRN129-5p 27 0 36 13 8 19 2.28 0 3.017 1.086 0.706 1.69 

sof-miRN130-3p 4 0 2 1 0 10 0.338 0 0.168 0.084 0 0.889 

sof-miRN130-5p 0 0 2 0 0 1 0 0 0.168 0 0 0.089 

sof-miRN131-5p 11 6 3 3 1 1 0.929 0.51 0.251 0.251 0.088 0.089 

sof-miRN133-5p 0 0 0 1 0 0 0 0 0 0.084 0 0 

sof-miRN134-3p 71 152 146 49 93 506 5.996 12.91 12.236 4.095 8.213 45.004 

sof-miRN134-5p 2 12 24 12 5 59 0.169 1.019 2.011 1.003 0.442 5.248 

sof-miRN136-3p 5 6 10 4 1 3 0.422 0.51 0.838 0.334 0.088 0.267 

sof-miRN137-3p 5 6 10 4 1 3 0.422 0.51 0.838 0.334 0.088 0.267 

sof-miRN138-5p 0 1 70 104 0 0 0 0.085 5.866 8.691 0 0 

sof-miRN139-3p 30 0 59 13 8 20 2.533 0 4.945 1.086 0.706 1.779 

sof-miRN140-3p 44 2 0 0 2 14 3.716 0.17 0 0 0.177 1.245 

sof-miRN141-3p 394 18 0 222 0 207 33.272 1.529 0 18.551 0 18.411 

sof-miRN142-5p 12 1 16 15 1 11 1.013 0.085 1.341 1.253 0.088 0.978 

sof-miRN143-5p 12 1 16 15 1 11 1.013 0.085 1.341 1.253 0.088 0.978 

sof-miRN144-3p 30 0 59 13 8 20 2.533 0 4.945 1.086 0.706 1.779 

sof-miRN144-5p 9 0 22 12 0 5 0.76 0 1.844 1.003 0 0.445 

sof-miRN145-3p 16 7 1 1 107 1 1.351 0.595 0.084 0.084 9.449 0.089 

sof-miRN146-5p 0 2 0 16 0 0 0 0.17 0 1.337 0 0 

sof-miRN147-5p 2 2 0 1 0 1 0.169 0.17 0 0.084 0 0.089 

sof-miRN148-5p 0 0 0 0 1 1 0 0 0 0 0.088 0.089 

sof-miRN149-3p 3 2 12 11 6 2 0.253 0.17 1.006 0.919 0.53 0.178 

sof-miRN150-3p 40 8 20 22 38 18 3.378 0.679 1.676 1.838 3.356 1.601 

sof-miRN151-3p 1 0 1 2 0 0 0.084 0 0.084 0.167 0 0 

sof-miRN154-5p 114 126 293 142 199 97 9.627 10.701 24.555 11.866 17.573 8.627 

sof-miRN155-5p 114 126 293 142 199 97 9.627 10.701 24.555 11.866 17.573 8.627 

sof-miRN157-5p 1 1 12 9 4 3 0.084 0.085 1.006 0.752 0.353 0.267 

sof-miRN158-3p 0 0 0 1 0 0 0 0 0 0.084 0 0 

sof-miRN159-3p 0 3 0 0 13 0 0 0.255 0 0 1.148 0 

sof-miRN160-3p 10 7 21 9 2 3 0.844 0.595 1.76 0.752 0.177 0.267 

sof-miRN162-3p 10 0 3 1 0 0 0.844 0 0.251 0.084 0 0 

sof-miRN162-5p 1 0 0 0 0 1 0.084 0 0 0 0 0.089 

sof-miRN164-3p 0 1 0 0 2 4 0 0.085 0 0 0.177 0.356 

sof-miRN164-5p 168 84 0 98 64 111 14.187 7.134 0 8.189 5.652 9.872 

sof-miRN165-3p 2 3 0 2 12 3 0.169 0.255 0 0.167 1.06 0.267 

sof-miRN167-3p 0 0 171 0 2 0 0 0 14.331 0 0.177 0 

sof-miRN168-5p 0 0 0 3 0 0 0 0 0 0.251 0 0 

sof-miRN174-3p 1 0 16 21 0 3 0.084 0 1.341 1.755 0 0.267 

sof-miRN175-5p 0 1 0 0 0 0 0 0.085 0 0 0 0 

sof-miRN177-3p 15 4 32 18 7 34 1.267 0.34 2.682 1.504 0.618 3.024 

sof-miRN183-3p 4 1 0 2 0 0 0.338 0.085 0 0.167 0 0 

sof-miRN183-5p 2 12 2 8 0 2 0.169 1.019 0.168 0.669 0 0.178 

sof-miRN184-3p 97 88 417 104 94 168 8.191 7.474 34.947 8.691 8.301 14.942 

sof-miRN185-5p 1 0 1 0 1 1 0.084 0 0.084 0 0.088 0.089 

sof-miRN187-3p 2 0 0 1 0 0 0.169 0 0 0.084 0 0 

sof-miRN188-5p 0 0 0 1 0 0 0 0 0 0.084 0 0 

sof-miRN189-5p 9 7 21 2 11 7 0.76 0.595 1.76 0.167 0.971 0.623 

sof-miRN190-5p 34 9 1 7 19 3 2.871 0.764 0.084 0.585 1.678 0.267 



sof-miRN191-5p 49 6 62 61 125 33 4.138 0.51 5.196 5.097 11.039 2.935 

sof-miRN192-3p 8 3 7 5 24 21 0.676 0.255 0.587 0.418 2.119 1.868 

sof-miRN193-3p 67 32 320 165 167 114 5.658 2.718 26.818 13.788 14.748 10.139 

sof-miRN193-5p 61 13 150 127 245 78 5.151 1.104 12.571 10.613 21.636 6.937 

sof-miRN194-3p 17 24 14 23 18 20 1.436 2.038 1.173 1.922 1.59 1.779 

sof-miRN196-5p 21 13 16 7 9 7 1.773 1.104 1.341 0.585 0.795 0.623 

sof-miRN197-5p 11 7 47 1 37 1 0.929 0.595 3.939 0.084 3.267 0.089 

sof-miRN198-5p 17 0 16 17 10 11 1.436 0 1.341 1.421 0.883 0.978 

sof-miRN199-3p 13 5 6 6 3 8 1.098 0.425 0.503 0.501 0.265 0.712 

sof-miRN199-5p 1 0 1 0 0 0 0.084 0 0.084 0 0 0 

sof-miRN201-3p 231 322 507 877 308 325 19.507 27.348 42.49 73.286 27.199 28.906 

sof-miRN202-3p 39 15 106 21 24 6 3.293 1.274 8.883 1.755 2.119 0.534 

sof-miRN203-5p 2 0 1 2 1 0 0.169 0 0.084 0.167 0.088 0 

sof-miRN204-5p 2 0 0 2 30 0 0.169 0 0 0.167 2.649 0 

sof-miRN205-5p 4 0 0 1 2 6 0.338 0 0 0.084 0.177 0.534 

sof-miRN207-5p 84 186 63 191 39 35 7.093 15.797 5.28 15.961 3.444 3.113 

sof-miRN210-5p 5 4 4 7 1 2 0.422 0.34 0.335 0.585 0.088 0.178 

sof-miRN212-3p 0 1 0 2 0 0 0 0.085 0 0.167 0 0 

sof-miRN215-5p 17 30 0 0 20 0 1.436 2.548 0 0 1.766 0 

sof-miRN218-3p 15 4 7 16 13 8 1.267 0.34 0.587 1.337 1.148 0.712 

sof-miRN220-5p 9 25 4 6 1 6 0.76 2.123 0.335 0.501 0.088 0.534 

sof-miRN222-5p 31 19 93 57 38 65 2.618 1.614 7.794 4.763 3.356 5.781 

sof-miRN223-5p 20 24 41 13 14 26 1.689 2.038 3.436 1.086 1.236 2.312 

sof-miRN225-5p 1 1 0 2 0 0 0.084 0.085 0 0.167 0 0 

sof-miRN226-5p 5 3 2 14 12 3 0.422 0.255 0.168 1.17 1.06 0.267 

sof-miRN228-3p 9 3 16 4 6 4 0.76 0.255 1.341 0.334 0.53 0.356 

sof-miRN229-5p 2 0 12 4 2 0 0.169 0 1.006 0.334 0.177 0 

sof-miRN230-5p 2 0 12 4 2 0 0.169 0 1.006 0.334 0.177 0 

sof-miRN232-3p 2 5 10 6 3 5 0.169 0.425 0.838 0.501 0.265 0.445 

sof-miRN233-5p 50 4 3 9 2 17 4.222 0.34 0.251 0.752 0.177 1.512 

sof-miRN234-5p 0 0 1 0 0 0 0 0 0.084 0 0 0 

sof-miRN235-5p 61 60 168 32 83 77 5.151 5.096 14.079 2.674 7.33 6.848 

sof-miRN236-5p 85 74 131 100 104 49 7.178 6.285 10.979 8.356 9.184 4.358 

sof-miRN237-3p 117 75 186 68 108 62 9.88 6.37 15.588 5.682 9.537 5.514 

sof-miRN238-3p 12 11 29 21 10 15 1.013 0.934 2.43 1.755 0.883 1.334 

sof-miRN239-3p 13 0 1 3 3 5 1.098 0 0.084 0.251 0.265 0.445 

sof-miRN240-5p 1 0 0 0 0 2 0.084 0 0 0 0 0.178 

sof-miRN241-3p 4 5 0 1 0 3 0.338 0.425 0 0.084 0 0.267 

sof-miRN243-3p 988 0 1 0 360 265 83.433 0 0.084 0 31.791 23.569 

sof-miRN245-5p 1 84 6 13 10 15 0.084 7.134 0.503 1.086 0.883 1.334 

sof-miRN246-3p 14 9 5 13 3 3 1.182 0.764 0.419 1.086 0.265 0.267 

sof-miRN249-5p 22 8 14 12 4 7 1.858 0.679 1.173 1.003 0.353 0.623 

sof-miRN250-3p 3 7 0 2 5 3 0.253 0.595 0 0.167 0.442 0.267 

sof-miRN251-3p 1 3 0 0 0 2 0.084 0.255 0 0 0 0.178 

sof-miRN252-3p 3 4 8 2 11 1 0.253 0.34 0.67 0.167 0.971 0.089 

sof-miRN254-3p 1 1 0 0 19 0 0.084 0.085 0 0 1.678 0 

sof-miRN254-5p 110 60 0 0 182 3 9.289 5.096 0 0 16.072 0.267 

sof-miRN255-3p 20 0 4 15 19 20 1.689 0 0.335 1.253 1.678 1.779 

sof-miRN256-3p 20 0 4 15 23 24 1.689 0 0.335 1.253 2.031 2.135 

sof-miRN259-3p 14 1 7 7 10 12 1.182 0.085 0.587 0.585 0.883 1.067 

sof-miRN259-5p 162 26 313 127 229 160 13.68 2.208 26.231 10.613 20.223 14.231 

sof-miRN260-3p 14 1 7 7 10 12 1.182 0.085 0.587 0.585 0.883 1.067 

sof-miRN260-5p 162 26 313 127 229 160 13.68 2.208 26.231 10.613 20.223 14.231 

sof-miRN261-5p 2 23 22 18 22 16 0.169 1.953 1.844 1.504 1.943 1.423 

sof-miRN262-5p 2 23 22 18 22 16 0.169 1.953 1.844 1.504 1.943 1.423 

sof-miRN264-5p 0 0 0 2 0 0 0 0 0 0.167 0 0 

sof-miRN265-5p 1 0 19 3 3 2 0.084 0 1.592 0.251 0.265 0.178 

sof-miRN266-3p 1 0 0 0 0 0 0.084 0 0 0 0 0 

sof-miRN267-3p 5 0 18 1 0 14 0.422 0 1.509 0.084 0 1.245 

sof-miRN267-5p 28 0 94 9 29 38 2.364 0 7.878 0.752 2.561 3.38 

sof-miRN268-3p 0 0 1 0 0 0 0 0 0.084 0 0 0 

sof-miRN269-5p 8 8 5 6 5 13 0.676 0.679 0.419 0.501 0.442 1.156 

sof-miRN271-3p 26 20 8 8 12 8 2.196 1.699 0.67 0.669 1.06 0.712 

sof-miRN272-5p 8 8 14 18 1 15 0.676 0.679 1.173 1.504 0.088 1.334 

sof-miRN273-3p 44 2 0 0 2 14 3.716 0.17 0 0 0.177 1.245 

sof-miRN275-3p 4 2 7 16 1 1 0.338 0.17 0.587 1.337 0.088 0.089 

sof-miRN276-3p 33 6 53 19 46 27 2.787 0.51 4.442 1.588 4.062 2.401 

sof-miRN276-5p 7 2 14 2 3 9 0.591 0.17 1.173 0.167 0.265 0.8 

sof-miRN279-3p 0 1 4 2 0 0 0 0.085 0.335 0.167 0 0 

sof-miRN282-5p 3 0 0 0 0 0 0.253 0 0 0 0 0 

sof-miRN283-3p 2 19 1 2 0 4 0.169 1.614 0.084 0.167 0 0.356 

sof-miRN284-3p 19 35 37 14 15 10 1.604 2.973 3.101 1.17 1.325 0.889 

sof-miRN285-3p 65 41 166 102 136 97 5.489 3.482 13.912 8.524 12.01 8.627 

sof-miRN286-3p 50 4 44 38 67 24 4.222 0.34 3.687 3.175 5.917 2.135 

sof-miRN287-3p 21 0 0 3 0 16 1.773 0 0 0.251 0 1.423 

sof-miRN288-5p 20 28 29 32 21 28 1.689 2.378 2.43 2.674 1.854 2.49 

sof-miRN289-5p 1 2 13 0 15 0 0.084 0.17 1.089 0 1.325 0 

sof-miRN290-5p 1 0 59 2 0 0 0.084 0 4.945 0.167 0 0 

sof-miRN292-3p 0 0 16 4 0 0 0 0 1.341 0.334 0 0 

sof-miRN293-3p 5 2 12 10 2 13 0.422 0.17 1.006 0.836 0.177 1.156 

sof-miRN294-3p 8 7 26 15 8 9 0.676 0.595 2.179 1.253 0.706 0.8 

sof-miRN296-3p 5 2 3 3 5 5 0.422 0.17 0.251 0.251 0.442 0.445 

sof-miRN296-5p 5 1 1 8 6 2 0.422 0.085 0.084 0.669 0.53 0.178 

sof-miRN297-5p 20 3 15 16 16 6 1.689 0.255 1.257 1.337 1.413 0.534 

sof-miRN298-5p 0 0 0 1 3 2 0 0 0 0.084 0.265 0.178 

sof-miRN299-5p 12 10 13 24 13 17 1.013 0.849 1.089 2.006 1.148 1.512 

sof-miRN300-5p 23 12 30 28 15 22 1.942 1.019 2.514 2.34 1.325 1.957 



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 1.17 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 1.17 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 1.17 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 22 28 10 2.449 1.699 2.43 1.838 2.473 0.889 

sof-miRN401-3p 0 0 0 0 3 0 0 0 0 0 0.265 0 

sof-miRN402-3p 4 12 9 24 22 14 0.338 1.019 0.754 2.006 1.943 1.245 

sof-miRN403-3p 0 0 0 2 0 0 0 0 0 0.167 0 0 

sof-miRN405-5p 19 49 17 39 43 18 1.604 4.162 1.425 3.259 3.797 1.601 

sof-miRN406-5p 1 2 0 13 4 4 0.084 0.17 0 1.086 0.353 0.356 

sof-miRN407-3p 0 0 0 2 0 0 0 0 0 0.167 0 0 

sof-miRN408-3p 1 1 0 0 19 0 0.084 0.085 0 0 1.678 0 

sof-miRN408-5p 110 60 0 0 182 3 9.289 5.096 0 0 16.072 0.267 

 

 

  



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

Group Pathway ID Gene_number p-value q-value miRNA 

Glycan biosynthesis 

and metabolism 

Glycosylphosphatidylinositol(GPI)-

anchor biosynthesis 
ko00563 9 7.83E-06 1.20E-03 sof-miR393-3p,sof-miR393-5p 

Cell growth and 

death 
Meiosis - yeast ko04113 9 2.09E-05 3.20E-03 sof-miRN245-5p,sof-miR5384-3p 

Signal transduction Plant hormone signal transduction ko04075 22 0.000218 3.34E-02 
sof-miR171c-3p,sof-miR393-5p,sof-miR5384-3p,sof-

miR167a-3p,sof-miRN141-3p 

Cell growth and 

death 
Oocyte meiosis ko04114 9 0.0003 4.59E-02 sof-miR5384-3p,sof-miRN245-5p 

Endocrine system Adipocytokine signaling pathway ko04920 4 0.002303 3.52E-01 sof-miRN141-3p,sof-miR166d-5p 

Transport and 

catabolism 
Regulation of autophagy ko04140 4 0.002445 3.74E-01 sof-miRN141-3p,sof-miRN245-5p 

Cell growth and 

death 
Cell cycle - yeast ko04111 7 0.002478 3.79E-01 sof-miRN245-5p 

Endocrine system Oxytocin signaling pathway ko04921 6 0.004325 6.62E-01 sof-miRN141-3p,sof-miR166d-5p,sof-miR5384-3p 

Endocrine system 
Regulation of lipolysis in 

adipocytes 
ko04923 2 0.007803 1.00E+00 sof-miR5384-3p 

Endocrine system Ovarian steroidogenesis ko04913 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 

metabolism 
Tryptophan metabolism ko00380 4 0.01795 1.00E+00 sof-miRN164-5p,sof-miR167a-3p 

Glycan biosynthesis 

and metabolism 

Glycosphingolipid biosynthesis - 

globo series 
ko00603 2 0.02642 1.00E+00 sof-miR5384-3p 

Biosynthesis of 

other secondary 

metabolites 

Betalain biosynthesis ko00965 1 0.02717 1.00E+00 sof-miR408-3p 

Excretory system 
Vasopressin-regulated water 

reabsorption 
ko04962 2 0.03796 1.00E+00 sof-miR5384-3p 

Lipid metabolism 
Biosynthesis of unsaturated fatty 

acids 
ko01040 3 0.03808 1.00E+00 sof-miR408-3p 

Excretory system 
Endocrine and other factor-

regulated calcium reabsorption 
ko04961 2 0.04217 1.00E+00 sof-miR5384-3p 

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 

Infectious diseases: 

Parasitic 
Amoebiasis ko05146 2 0.05339 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 

other secondary 

metabolites 

Tropane, piperidine and pyridine 

alkaloid biosynthesis 
ko00960 2 0.07062 1.00E+00 sof-miRN167-3p 

Carbohydrate 

metabolism 
Galactose metabolism ko00052 4 0.07405 1.00E+00 sof-miR319-3p 

Environmental 

adaptation 
Circadian rhythm ko04710 2 0.08525 1.00E+00 sof-miRN141-3p 

Cell growth and 

death 
Cell cycle ko04110 7 0.09359 1.00E+00 sof-miRN245-5p 

Sensory system Olfactory transduction ko04740 2 0.1007 1.00E+00 sof-miR5384-3p 

Nervous system 
Retrograde endocannabinoid 

signaling 
ko04723 2 0.1021 1.00E+00 sof-miR5384-3p 

Infectious diseases: 

Parasitic 
African trypanosomiasis ko05143 1 0.1044 1.00E+00 sof-miR167a-3p 

Cellular community Gap junction ko04540 2 0.1079 1.00E+00 sof-miR5384-3p 

Endocrine system 
Progesterone-mediated oocyte 

maturation 
ko04914 3 0.1087 1.00E+00 sof-miR5384-3p,sof-miRN014-3p 

Endocrine system Aldosterone synthesis and secretion ko04925 2 0.1094 1.00E+00 sof-miR5384-3p 

Sensory system 
Inflammatory mediator regulation 

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 

polyketides 

Zeatin biosynthesis ko00908 3 0.1516 1.00E+00 sof-miR395b-5p,sof-miR395c-5p,sof-miR395a-3p 

Global and overview 

maps 
Fatty acid metabolism ko01212 3 0.1527 1.00E+00 sof-miR408-3p 

Environmental 

adaptation 
Plant-pathogen interaction ko04626 20 0.1642 1.00E+00 

sof-miR166e-5p,sof-miR167b-5p,sof-miR393-3p,sof-

miR159-5p,sof-miRN014-3p,sof-miRN141-3p,sof-

miR396b-5p,sof-miR396a-5p,sof-miR167c-5p,sof-

miR167a-5p,sof-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 

repair 
Homologous recombination ko03440 6 0.1827 1.00E+00 

sof-miR167b-5p,sof-miR395b-5p,sof-miRN303-

5p,sof-miR395c-5p,sof-miR408-3p,sof-miR395a-

3p,sof-miR167c-5p 

Carbohydrate 

metabolism 
Starch and sucrose metabolism ko00500 7 0.2055 1.00E+00 sof-miR5384-3p,sof-miRN141-3p,sof-miR319-3p 

Endocrine system Melanogenesis ko04916 2 0.2114 1.00E+00 sof-miR5384-3p 

Circulatory system 
Vascular smooth muscle 

contraction 
ko04270 2 0.2215 1.00E+00 sof-miR5384-3p 

Amino acid 

metabolism 
Arginine and proline metabolism ko00330 2 0.2417 1.00E+00 sof-miRN141-3p,sof-miR167c-5p,sof-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 

metabolic diseases 

Non-alcoholic fatty liver disease 

(NAFLD) 
ko04932 2 0.2671 1.00E+00 sof-miRN141-3p 



Circulatory system 
Adrenergic signaling in 

cardiomyocytes 
ko04261 2 0.2756 1.00E+00 sof-miR5384-3p 

Folding, sorting and 

degradation 
RNA degradation ko03018 8 0.2803 1.00E+00 

sof-miRN003-5p,sof-miRN267-5p,sof-miRN145-

3p,sof-miR5384-3p,sof-miR408-3p,sof-miR393-

3p,sof-miR166g-5p 

Nervous system Long-term potentiation ko04720 2 0.2992 1.00E+00 sof-miR5384-3p 

Signal transduction Calcium signaling pathway ko04020 2 0.3026 1.00E+00 sof-miR5384-3p 

Endocrine system GnRH signaling pathway ko04912 2 0.3094 1.00E+00 sof-miR5384-3p 

Translation RNA transport ko03013 9 0.3166 1.00E+00 

sof-miR156-3p,sof-miR395a-3p,sof-miR166g-5p,sof-

miR166e-5p,sof-miRN145-3p,sof-miR395c-5p,sof-

miR395b-5p,sof-miR408-3p,sof-miR156-5p 

Nervous system Glutamatergic synapse ko04724 2 0.3178 1.00E+00 sof-miR5384-3p 

Replication and 

repair 
Mismatch repair ko03430 2 0.384 1.00E+00 sof-miRN303-5p,sof-miR408-3p 

Carbohydrate 

metabolism 
Inositol phosphate metabolism ko00562 2 0.3872 1.00E+00 sof-miRN141-3p,sof-miR166g-5p 

Infectious diseases: 

Bacterial 
Vibrio cholerae infection ko05110 2 0.3872 1.00E+00 sof-miR5384-3p 

Translation Ribosome biogenesis in eukaryotes ko03008 7 0.4035 1.00E+00 

sof-miRN145-3p,sof-miRN267-5p,sof-miR319-3p,sof-

miRN003-5p,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 

Replication and 

repair 
DNA replication ko03030 2 0.4686 1.00E+00 sof-miRN303-5p,sof-miR408-3p 

Folding, sorting and 

degradation 
Proteasome ko03050 1 0.4797 1.00E+00 sof-miR5384-3p 

Replication and 

repair 
Nucleotide excision repair ko03420 2 0.5446 1.00E+00 

sof-miRN303-5p,sof-miR395b-5p,sof-miR395c-5p,sof-

miR395a-3p 

Signal transduction 
Phosphatidylinositol signaling 

system 
ko04070 2 0.5568 1.00E+00 sof-miR166g-5p,sof-miRN141-3p 

Xenobiotics 

biodegradation and 

metabolism 

Polycyclic aromatic hydrocarbon 

degradation 
ko00624 1 0.5907 1.00E+00 sof-miR408-3p 

Metabolism of 

cofactors and 

vitamins 

Ubiquinone and other terpenoid-

quinone biosynthesis 
ko00130 1 0.6145 1.00E+00 sof-miRN167-3p 

Xenobiotics 

biodegradation and 

metabolism 

Bisphenol degradation ko00363 1 0.6251 1.00E+00 sof-miR408-3p 

Metabolism of 

terpenoids and 

polyketides 

Limonene and pinene degradation ko00903 1 0.6319 1.00E+00 sof-miR408-3p 

Energy metabolism Photosynthesis ko00195 1 0.6404 1.00E+00 sof-miR5384-3p,sof-miRN141-3p 

Xenobiotics 

biodegradation and 

metabolism 

Aminobenzoate degradation ko00627 1 0.6404 1.00E+00 sof-miR408-3p 

Membrane transport ABC transporters ko02010 2 0.6456 1.00E+00 sof-miR156-3p,sof-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 ko04810 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 

metabolism 

Pentose and glucuronate 

interconversions 
ko00040 1 0.7584 1.00E+00 sof-miRN141-3p 

Folding, sorting and 

degradation 

Protein processing in endoplasmic 

reticulum 
ko04141 3 0.7656 1.00E+00 sof-miRN014-3p 

Signal transduction FoxO signaling pathway ko04068 2 0.7738 1.00E+00 sof-miRN141-3p 

Carbohydrate 

metabolism 

Glyoxylate and dicarboxylate 

metabolism 
ko00630 1 0.7788 1.00E+00 sof-miR5384-3p 

Biosynthesis of 

other secondary 

metabolites 

Flavonoid biosynthesis ko00941 1 0.8205 1.00E+00 sof-miR5384-3p 

Metabolism of other 

amino acids 
Cyanoamino acid metabolism ko00460 1 0.8205 1.00E+00 sof-miRN003-5p 

Metabolism of 

terpenoids and 

polyketides 

Terpenoid backbone biosynthesis ko00900 1 0.8262 1.00E+00 sof-miRN141-3p 

Biosynthesis of 

other secondary 

metabolites 

Stilbenoid, diarylheptanoid and 

gingerol biosynthesis 
ko00945 1 0.8286 1.00E+00 sof-miR408-3p 

Infectious diseases: 

Viral 
HTLV-I infection ko05166 2 0.8426 1.00E+00 sof-miR5384-3p 

Transport and 

catabolism 
Peroxisome ko04146 1 0.8438 1.00E+00 sof-miR5384-3p 

Cell growth and 

death 
Apoptosis ko04210 4 0.8473 1.00E+00 sof-miR5384-3p,sof-miR166e-5p 

Infectious diseases: 

Viral 
Measles ko05162 3 0.864 1.00E+00 

sof-miR395a-3p,sof-miR166e-5p,sof-miR395c-5p,sof-

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: 

Viral 
Epstein-Barr virus infection ko05169 4 0.8979 1.00E+00 sof-miRN245-5p,sof-miR5384-3p,sof-miRN003-5p 



Biosynthesis of 

other secondary 

metabolites 

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

Infectious diseases: 

Parasitic 
Leishmaniasis ko05140 2 0.9147 1.00E+00 sof-miR166e-5p 

Carbohydrate 

metabolism 

Amino sugar and nucleotide sugar 

metabolism 
ko00520 1 0.9152 1.00E+00 sof-miR5384-3p 

Infectious diseases: 

Parasitic 

Chagas disease (American 

trypanosomiasis) 
ko05142 2 0.9316 1.00E+00 sof-miR166e-5p 

Infectious diseases: 

Bacterial 
Pertussis ko05133 2 0.9446 1.00E+00 sof-miR166e-5p 

Transcription RNA polymerase ko03020 2 0.9465 1.00E+00 sof-miRN003-5p,sof-miRN245-5p 

Global and overview 

maps 
Metabolic pathways ko01100 38 0.9513 1.00E+00 

sof-miR395a-3p,sof-miR319-3p,sof-miR167c-5p,sof-

miRN141-3p,sof-miRN003-5p,sof-miRN245-5p,sof-

miR166g-5p,sof-miR167b-5p,sof-miR167a-3p,sof-

miR395b-5p,sof-miR395c-5p,sof-miR5384-3p,sof-

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 

degradation 
Ubiquitin mediated proteolysis ko04120 1 0.9565 1.00E+00 

sof-miR396c-3p,sof-miRN375-3p,sof-miR396a-5p,sof-

miR396b-5p 

Replication and 

repair 
Fanconi anemia pathway ko03460 1 0.9683 1.00E+00 sof-miRN303-5p 

Infectious diseases: 

Viral 
Influenza A ko05164 2 0.9701 1.00E+00 sof-miR166e-5p 

Infectious diseases: 

Bacterial 
Tuberculosis ko05152 2 0.9786 1.00E+00 sof-miR166e-5p 

Nucleotide 

metabolism 
Pyrimidine metabolism ko00240 2 0.989 1.00E+00 sof-miRN245-5p,sof-miRN003-5p 

Global and overview 

maps 

Microbial metabolism in diverse 

environments 
ko01120 3 0.9918 1.00E+00 sof-miR5384-3p,sof-miR408-3p,sof-miRN141-3p 

Nucleotide 

metabolism 
Purine metabolism ko00230 2 0.9921 1.00E+00 sof-miRN245-5p,sof-miRN003-5p 

Global and overview 

maps 
Carbon metabolism ko01200 1 0.9935 1.00E+00 sof-miR5384-3p 

Global and overview 

maps 

Biosynthesis of secondary 

metabolites 
ko01110 17 0.9961 1.00E+00 

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

miR395a-3p,sof-miR408-3p,sof-miRN167-3p,sof-

miR5384-3p 

Global and overview 

maps 
Biosynthesis of antibiotics ko01130 2 0.9994 1.00E+00 sof-miR5384-3p,sof-miRN141-3p 

 

 

  



 Table S3. SNPs in sugarcane miRNAs. 

miRNA Position Type 

B1 B2 Q1 Q2 T1 T2 

miRNP 

read 
Percent 

miRNP 

read 
Percent 

miRNP 

read 
Percent 

miRNP 

read 
Percent 

miRNP 

read 
Percent 

miRNP 

read 
Percent 

sof-miR156-3p 5 A->G 7 63.64% 6 37.50% 33 32.35% 0 0 0 0 0 0 

sof-miR156-5p 15 T->C 90 18.07% 150 5.47% 694 4.32% 178 19.80% 90 9.32% 7 3.55% 

sof-miR166a-3p 12 T->C 660 0.04% 392 0.05% 263 0.04% 13032 1.89% 38645 4.82% 535 0.11% 

sof-miR166b-5p 8 T->G 265 53.54% 145 22.45% 0 0 259 48.41% 73 17.06% 42 64.62% 

sof-miR166b-5p 12 G->A 5 1.01% 5 0.77% 0 0 0 0 25 5.84% 0 0 

sof-miR166c-3p 15 T->C 685 0.04% 413 0.04% 334 0.04% 12861 1.81% 38092 4.36% 542 0.11% 

sof-miR166d-3p 12 T->C 681 0.04% 410 0.04% 332 0.04% 12860 1.82% 38086 4.42% 537 0.11% 

sof-miR166f-3p 12 T->C 729 0.04% 580 0.05% 359 0.04% 13131 1.57% 38747 3.94% 544 0.11% 

sof-miR166g-3p 16 A->T 372 0.94% 263 1.14% 219 0.90% 294 0.90% 330 1.79% 171 1.32% 

sof-miR172-5p 9 A->G 6 8.00% 78 50.65% 15 34.09% 0 0 40 31.25% 0 0 

sof-miR2275-5p 8 G->T 0 0 0 0 0 0 0 0 27 27.55% 13 39.39% 

sof-miR395a-3p 8 T->C 0 0 11 3.57% 0 0 0 0 0 0 0 0 

sof-miR395a-3p 13 G->A 46 56.79% 130 42.21% 13 14.13% 7 25.93% 299 71.36% 14 43.75% 

sof-miR395a-3p 14 G->T 12 14.81% 26 8.44% 12 13.04% 0 0 16 3.82% 0 0 

sof-miR395a-5p 12 A->G 0 0 0 0 0 0 0 0 13 41.94% 0 0 

sof-miR395b-3p 8 T->G 0 0 0 0 0 0 0 0 13 65.00% 0 0 

sof-miR395b-5p 8 T->C 0 0 11 3.57% 0 0 0 0 0 0 0 0 

sof-miR395b-5p 13 G->A 46 56.79% 130 42.21% 13 14.44% 7 25.93% 299 73.65% 14 43.75% 

sof-miR395b-5p 14 G->T 12 14.81% 26 8.44% 12 13.33% 0 0 16 3.94% 0 0 

sof-miR395c-5p 8 T->C 0 0 11 3.57% 0 0 0 0 0 0 0 0 

sof-miR395c-5p 13 G->A 46 56.79% 130 42.21% 13 14.13% 7 25.93% 299 71.36% 14 46.67% 

sof-miR395c-5p 14 G->T 12 14.81% 26 8.44% 12 13.04% 0 0 16 3.82% 0 0 

sof-miR396b-3p 15 A->T 0 0 0 0 15 40.54% 0 0 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% 7 1.51% 0 0 

sof-miR5568b-5p 10 G->T 34 16.59% 156 36.11% 64 16.75% 31 9.51% 124 26.78% 9 12.33% 

sof-miR5568b-5p 11 A->T 0 0 15 3.47% 9 2.36% 9 2.76% 0 0 0 0 

sof-miR5568b-5p 12 C->T 0 0 9 2.08% 8 2.09% 20 6.14% 22 4.75% 7 9.59% 

sof-miR5568d-3p 6 T->C 10 25.00% 0 0 21 28.38% 0 0 0 0 9 64.29% 

sof-miR5568d-3p 14 A->G 0 0 0 0 19 25.68% 15 34.88% 0 0 0 0 

sof-miR5568e-5p 6 A->G 16 6.72% 6 2.41% 17 6.75% 24 6.33% 6 1.53% 0 0 

sof-miR5568e-5p 10 G->T 8 3.36% 37 14.86% 17 6.75% 14 3.69% 42 10.71% 0 0 

sof-miR5568e-5p 11 A->T 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 0 

sof-miRN001-5p 5 C->A 69 98.57% 97 100.00% 46 100.00% 60 100.00% 40 93.02% 28 96.55% 

sof-miRN003-3p 8 G->A 129 100.00% 0 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 0 

sof-miRN004-3p 18 A->G 9 42.86% 7 36.84% 12 57.14% 12 46.15% 13 37.14% 9 69.23% 

sof-miRN006-5p 16 G->A 55 94.83% 39 100.00% 45 88.24% 58 100.00% 28 100.00% 29 96.67% 

sof-miRN007-5p 5 A->G 5 2.44% 0 0 19 4.97% 12 3.68% 7 1.51% 0 0 

sof-miRN007-5p 9 G->T 34 16.59% 156 36.11% 64 16.75% 31 9.51% 124 26.78% 9 12.33% 

sof-miRN007-5p 10 A->T 0 0 15 3.47% 9 2.36% 9 2.76% 0 0 0 0 

sof-miRN007-5p 11 C->T 0 0 9 2.08% 8 2.09% 20 6.14% 22 4.75% 7 9.59% 

sof-miRN008-3p 11 A->T 11 100.00% 5 62.50% 9 100.00% 0 0 0 0 0 0 

sof-miRN009-5p 6 T->C 57 98.28% 66 86.84% 51 100.00% 92 93.88% 65 97.01% 58 98.31% 

sof-miRN010-5p 5 G->A 9 13.64% 25 24.75% 26 13.13% 13 7.69% 21 18.58% 5 15.15% 

sof-miRN014-3p 2 A->G 0 0 146 97.33% 802 90.83% 338 88.02% 412 84.43% 321 98.47% 

sof-miRN020-3p 15 G->T 73 70.19% 23 69.70% 82 89.13% 98 73.68% 93 83.78% 239 80.74% 

sof-miRN027-5p 9 G->T 27 25.47% 122 45.52% 52 26.80% 17 13.08% 89 38.70% 5 18.52% 

sof-miRN027-5p 10 A->T 0 0 15 5.60% 9 4.64% 9 6.92% 0 0 0 0 

sof-miRN028-3p 10 T->C 0 0 0 0 12 13.19% 0 0 0 0 0 0 

sof-miRN030-5p 9 T->C 0 0 0 0 0 0 12 80.00% 0 0 0 0 

sof-miRN043-5p 16 C->T 7 58.33% 0 0 5 100.00% 11 57.89% 6 100.00% 6 54.55% 

sof-miRN057-5p 5 G->C 0 0 11 15.28% 5 1.43% 0 0 0 0 0 0 

sof-miRN057-5p 5 G->T 0 0 16 22.22% 60 17.19% 0 0 8 10.53% 0 0 

sof-miRN057-5p 9 C->T 0 0 0 0 35 10.03% 0 0 9 11.84% 0 0 

sof-miRN057-5p 10 C->T 0 0 0 0 7 2.01% 16 18.18% 5 6.58% 0 0 

sof-miRN057-5p 12 A->G 20 26.32% 0 0 16 4.58% 7 7.95% 10 13.16% 37 50.68% 

sof-miRN059-3p 5 T->C 0 0 0 0 10 50.00% 0 0 14 45.16% 0 0 

sof-miRN059-3p 17 A->G 14 93.33% 9 90.00% 10 50.00% 8 100.00% 17 54.84% 7 100.00% 

sof-miRN061-5p 13 T->A 0 0 0 0 83 71.55% 0 0 0 0 0 0 

sof-miRN078-3p 13 G->A 8 50.00% 10 76.92% 0 0 20 83.33% 15 100.00% 0 0 

sof-miRN083-3p 8 T->G 27 71.05% 32 72.73% 45 72.58% 23 79.31% 42 93.33% 11 91.67% 

sof-miRN092-3p 8 G->A 14 35.00% 7 25.93% 0 0 6 25.00% 13 29.55% 9 22.50% 

sof-miRN095-5p 16 T->A 12 85.71% 0 0 25 80.65% 21 80.77% 13 81.25% 23 85.19% 

sof-miRN097-5p 9 T->C 0 0 0 0 0 0 0 0 13 12.62% 0 0 

sof-miRN099-5p 7 C->T 25 12.56% 9 6.29% 23 7.08% 14 6.64% 42 16.54% 10 10.53% 

sof-miRN099-5p 15 G->A 10 5.03% 7 4.90% 15 4.62% 0 0 0 0 0 0 

sof-miRN108-3p 8 C->T 14 16.28% 16 47.06% 7 6.48% 13 23.21% 14 20.90% 14 23.33% 

sof-miRN108-3p 9 C->T 11 12.79% 7 20.59% 24 22.22% 5 8.93% 15 22.39% 9 15.00% 

sof-miRN108-3p 12 G->A 18 20.93% 0 0 7 6.48% 14 25.00% 11 16.42% 5 8.33% 

sof-miRN109-5p 7 G->A 100 54.95% 67 58.77% 58 50.43% 141 55.29% 117 60.62% 26 59.09% 

sof-miRN109-5p 12 T->A 9 4.95% 0 0 0 0 14 5.49% 0 0 0 0 

sof-miRN109-5p 17 T->C 39 21.43% 29 25.44% 41 35.65% 35 13.73% 29 15.03% 14 31.82% 

sof-miRN113-3p 6 T->C 66 78.57% 44 95.65% 373 94.91% 136 95.77% 122 87.14% 92 88.46% 

sof-miRN115-5p 16 C->T 15 11.45% 15 15.31% 62 22.79% 7 7.87% 21 15.56% 31 28.97% 

sof-miRN145-3p 18 C->T 14 46.67% 0 0 0 0 0 0 5 4.46% 0 0 

sof-miRN154-5p 7 G->A 39 25.49% 12 11.01% 10 3.23% 5 3.40% 29 12.72% 11 8.03% 

sof-miRN155-5p 7 G->A 39 25.49% 12 11.01% 10 3.23% 5 3.40% 29 12.72% 11 8.03% 

sof-miRN158-3p 16 A->G 12 100.00% 0 0 6 100.00% 6 85.71% 7 100.00% 14 100.00% 

sof-miRN168-5p 14 G->A 0 0 0 0 156 100.00% 0 0 0 0 0 0 

sof-miRN173-5p 9 A->G 17 100.00% 11 100.00% 26 100.00% 5 100.00% 0 0 10 100.00% 

sof-miRN177-3p 5 A->G 0 0 14 7.14% 13 12.50% 0 0 0 0 0 0 

sof-miRN177-3p 19 C->T 49 76.56% 148 75.51% 59 56.73% 58 76.32% 60 89.55% 112 96.55% 

sof-miRN184-3p 10 G->A 0 0 13 7.18% 15 3.47% 0 0 0 0 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 6.73% 0 0 6 1.72% 

sof-miRN205-5p 8 T->A 591 98.50% 597 99.01% 77 100.00% 157 99.37% 442 99.55% 97 100.00% 

sof-miRN207-5p 17 C->T 10 10.64% 0 0 0 0 12 5.63% 0 0 11 5.58% 

sof-miRN210-5p 13 C->T 28 84.85% 19 90.48% 5 55.56% 29 80.56% 14 93.33% 23 85.19% 

sof-miRN219-5p 5 G->A 48 100.00% 22 100.00% 8 100.00% 12 100.00% 7 100.00% 16 100.00% 

sof-miRN222-5p 9 C->T 10 24.39% 7 9.09% 0 0 6 8.11% 15 24.19% 0 0 

sof-miRN233-3p 7 C->T 437 100.00% 0 0 0 0 0 0 0 0 0 0 

sof-miRN233-5p 12 C->A 32 35.56% 27 61.36% 15 83.33% 12 57.14% 20 90.91% 0 0 

sof-miRN238-3p 16 C->T 10 45.45% 12 44.44% 0 0 0 0 0 0 0 0 

sof-miRN246-3p 13 G->A 6 21.43% 0 0 9 64.29% 7 25.93% 6 42.86% 13 59.09% 

sof-miRN251-3p 9 G->A 13 92.86% 12 85.71% 0 0 0 0 5 100.00% 0 0 

sof-miRN271-3p 4 C->T 0 0 0 0 0 0 11 57.89% 0 0 0 0 

sof-miRN281-3p 6 G->A 7 100.00% 54 100.00% 43 100.00% 8 100.00% 26 100.00% 24 100.00% 

sof-miRN296-5p 20 C->T 12 54.55% 0 0 0 0 0 0 0 0 9 90.00% 

sof-miRN301-5p 12 C->A 17 100.00% 11 47.83% 0 0 12 70.59% 7 87.50% 10 100.00% 

sof-miRN302-3p 20 T->A 21 95.45% 8 80.00% 7 100.00% 0 0 7 100.00% 11 91.67% 

sof-miRN303-5p 7 T->C 59 83.10% 49 74.24% 55 88.71% 66 98.51% 180 86.96% 40 22.10% 

sof-miRN310-3p 14 G->A 0 0 5 16.67% 0 0 0 0 0 0 12 9.09% 

sof-miRN310-3p 18 A->G 55 71.43% 16 53.33% 48 94.12% 61 74.39% 36 80.00% 89 67.42% 

sof-miRN322-5p 18 C->T 0 0 0 0 0 0 14 58.33% 0 0 0 0 

sof-miRN324-5p 11 G->A 11 50.00% 0 0 13 30.23% 0 0 0 0 0 0 

sof-miRN325-5p 9 G->A 0 0 0 0 22 17.19% 0 0 0 0 0 0 

sof-miRN330-3p 13 T->A 0 0 0 0 35 52.24% 0 0 0 0 0 0 

sof-miRN339-5p 13 C->T 5 10.00% 0 0 0 0 30 16.30% 0 0 0 0 

sof-miRN341-5p 9 T->A 241 100.00% 153 100.00% 168 100.00% 295 100.00% 169 100.00% 39 100.00% 

sof-miRN343-3p 4 C->T 20 0.53% 0 0 14 0.78% 62 0.44% 76 1.10% 0 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-miRN366-3p 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-miRN371-5p 8 C->A 49 98.00% 29 82.86% 20 71.43% 111 100.00% 50 90.91% 25 100.00% 

sof-miRN379-5p 17 C->T 0 0 0 0 142 9.02% 0 0 0 0 0 0 

sof-miRN391-3p 14 A->C 9 75.00% 8 72.73% 0 0 12 80.00% 7 87.50% 7 58.33% 

sof-miRN392-3p 13 G->A 0 0 0 0 0 0 14 100.00% 0 0 0 0 

sof-miRN396-3p 6 C->T 2249 53.02% 2364 58.18% 5713 69.38% 958 29.12% 1281 33.65% 1567 47.64% 

sof-miRN396-3p 7 G->A 275 6.48% 249 6.13% 443 5.38% 319 9.70% 245 6.44% 196 5.96% 

sof-miRN396-3p 11 C->A 70 1.65% 41 1.01% 32 0.39% 89 2.71% 69 1.81% 100 3.04% 

sof-miRN396-3p 13 T->A 64 1.51% 29 0.71% 78 0.95% 58 1.76% 110 2.89% 22 0.67% 

sof-miRN396-3p 16 G->A 210 4.95% 207 5.09% 543 6.59% 204 6.20% 121 3.18% 120 3.65% 

sof-miRN401-3p 15 A->G 0 0 0 0 18 100.00% 0 0 6 66.67% 16 100.00% 

sof-miRN402-3p 4 C->T 18 81.82% 0 0 0 0 0 0 0 0 0 0 

sof-miRN405-5p 8 G->A 12 38.71% 0 0 8 26.67% 8 10.67% 7 14.00% 0 0 

sof-miRN405-5p 19 G->A 0 0 0 0 0 0 13 17.33% 0 0 0 0 

sof-miRN406-5p 9 G->C 11 91.67% 9 69.23% 0 0 11 45.83% 0 0 7 77.78% 

sof-miRN407-3p 15 A->T 9 100.00% 9 100.00% 24 100.00% 0 0 14 100.00% 0 0 

 

  



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

Target RT primer forward primer reverse primer 

sof-

miR159-3p 

GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACAG

GCGA 

TTCGGGTACCATTCTGAT

C 

TGCGTGTCGTGGAGTCG 

sof-

miR166a-

3p 

GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACGG

GGAA 
TCGGACCAGGCTTCATTC 

sof-

miR396a-

5p  

GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACCA

GTTC 

TCCACAGGCTTTCTTGAA

C 

sof-5564b-

3p 

GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACGG

AGGA 

AGCTGTTCGACGAATTCC

T 

sof-

miR5564b

V-3p 

GTCGTATCCAGTGCGTGTCGTGGAGTCGGCAATTGCACTGGATACGACGG

AATT 
TccagctgttcgTcgaatt 

actin   
TACGTTGCGATTCAAGCC

GT 

CCAAACGAAGAATGGCAT

GG 

 

 



CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR156

                                                        * ************  ******                                                   *     *  * *****  **   * **   * *****           
sof-MIR156 - - - - - - - - - - - - - - - - - - - - GTGGAGAGGCTCTTGAGAGATTGACAGAAGAGAGTGAGCACAC- - - - GGCGCGACGAA- - CGGC- ATAATATGTA- - - - - TGTC- GTCCTCGCC- - GCGTGCTCACTTCTCTTTCTGTCAGCCTCTTTC-    114
zma-MIR156d - - - - - - - - - - - - - - - - - - - - - - - - - - AGGCTCTCGAGAGATTGACAGAAGAGAGTGAGCACAC- - - - GGCGCGACGAA- - CGAC- ATAGCATGTA- - - - - TGCC- GTCCTCGCC- - GCGTGCTCACTTCTCTTTCTGTCAGCCTCTTTC-    108
sbi-MIR156a - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGACAGAAGAGAGTGAGCACAC- - - - GGCGCGACGAA- - CGGC- ATAATATGTA- - - - - TGTC- GTCCTCGCC- - GCGTGCTCACTTCTCTTTCTGTCA- - - - - - - - - -     84
sbi-MIR156e - - - - - - - - - - - - - - - - - - - - - CGATTAGGCCCTGAAGAGATTGACAGAAGAGAGCGAGCACCC- - - - GGCGCGGCGGC- - CGGC- ATGGAGCGCA- - - - - TGCC- GTCCCCGCC- - GCGTGCTCGCTTCTCTTTCTGTCAGCCTCTCTC-    113
zma-MIR156k - - - - - - - - - - - - - - - - - - - - - GGCTTAGGCCCCGAAGAGATTGACAGAAGAGAGCGAGCACCT- - - - GGCGCGGCGAC- - CGGC- ATGGAACGCA- - - - - TGCC- GTCCCCGCC- - GCGTGCTCGCTTCTCTTTCTGTCAGCCTCTCCC-    113
osa-MIR156j TTGGGGCGGGGCGGGATCGAGCATATGAAAGGCGAGATTGTTGACAGAAGAGAGTGAGCACAC- - - - GGCGCGGCGGC- - TAGCCATCGGCGGGA- - - - - TGCCTGCCCCCGCC- - GCGTGCTCGCTCCTCTTTCTGTCAGCATCTCTCA   137
osa-MIR156e - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCGCGAGGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGTG- ACGGCACCGG- CG- - GGCG- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTTTCTGTCATCCGGTGCC-    104
zma-MIR156h - - - - - - - - - - - - - - - - - - - - - - CGGGCTCGCGCGCGCGCGGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGTG- ACGGCAC- - - - - - - - - - - G- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTTTCTGTCATCCGCTGGTC   107
zma-MIR156e - - - - - - - - - - - - - - - - - - - - - - CCGGCGGGCGCGCGCGCGGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGG- TGTG- ACGGCACCGG- CGCGGATG- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTCTCTGTCATCCGCTGGCA   116
sbi-MIR156h - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGTG- ACGGCACCGGTCAAGGATG- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTTTCTGTCATCCG- - - - - -     94
bdi-MIR156d - - - - - - - - - - - GCCGGCCGGCAGGGTCATGTGTGCGCGCGGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGGG- ACGGCACCCGGCGGATTGG- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTGTCTGTCACCT- TTGCCC   128
osa-MIR156i - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGGA- ACGGCACC- GGCGGAT- - G- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTGTCTGTCATC- - - - - - - -     90
ata-MIR156c - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGCGCGCGGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGGG- ACGGCACCCGCCGGAT- GG- - TGCC- GTCACGGCC- - GCGTGCTCACTGCTCTATCTGTCACCAGCTGCTT   108
zma-MIR156l - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGGA- ACGGCACC- GGCGGAT- - G- - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTATCTGTCACCC- - - - - - -     90
sbi-MIR156g - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGACAGAAGAGAGTGAGCACAC- - - - GGCCGG- CGGA- ACGGCACC- GGCGGAT- G- - - TGCC- GTCGCGGCC- - GCGTGCTCACTGCTCTATCTGTCATCC- - - - - - -     89
zma-MIR156i - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCGGCGGGCGGTGACAGAAGAGAGTGAGCACAC- - - - GGCCGGGCGGA- ACGGCACC- GGCGGAT- GG- - TGCC- GTCGCGGAC- - GCGTGCTCACTGCTCTATCTGTCATCCACTCTCT   109
bdi-MIR156h - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGCTTGGGCGGTGACAGAAGAGAGTGAGCACAC- - - GGCCGGTCGTCACACGACGGC- - GCCG- - - - - - CCGTG- - TCGCGGCC- - GCGTGCTCACTGCTCTTCCTGTCATCCACTAGCT   106
sof-MIR156_D_ - - - - - - - - - - - - - - - - - - - - - GGTGGAGAAGAGGTGGAGGCTGACAGAAGAGAGTGAGCACACATGGTGCCTTTCTTGCATGATGAACGATCGAGAGGTTCATG- CTCGAAGCTATGCGTGCTCACTTCTCTCTCTGTCAGCCGTTAGAA   128
sbi-MIR156d - - - - - - - - - - - - - - - - - - - - - TGGACCTCTGGAGTGAGTGATGACAGAAGAGAGAGAGCACAACCCAGCACCAGCGAGGAGAAGCC- - - - - - - - - - - - - TCGCTTCTGCGAGGGCCGTGTGCTCTCTGCTCTCACTGTCATCGCCGACAG   116
zma-MIR156j - - - - - - - - - - - - - - - - - CGAGTGGACCTCGGGAGCG- - - - ATGACAGAAGAGAGAGAGCACAACCCAGCACCAGCGAGGAAAAGCC- - - - - - - - - - - - - TCGCTTCTGCGAGGGCCGTGTGCTCTCTGCTCTCACTGTCATCGCCCACAG   116
osa-MIR156k - - - - - - - - - - - - - - - - - - - - - - - - - - - TTGAGAGTG- - - - ATGACAGAAGAGAGAGAGCACAACCCGGCAGCAGCGACGACGGCGG- - - - - - - - - - - - - TCGCTTCTGCCAGGGCCGTGTGCTCTCTGATCTATCTGTCATTGCCGTCCA   106
bdi-MIR156j - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTG- - - - ATGACAGAAGAGAGAGAGCACAACCCAGCACCAGCGTGAAACACCGGCCGTCGGCCCGGTCGCTGAGGCAAGGGCCGTGTGCTCTCTGCTCTCTCTGTCATGGCCA- - - -    109
      1. . . . . . . 10. . . . . . . . 20. . . . . . . . 30. . . . . . . . 40. . . . . . . . 50. . . . . . . . 60. . . . . . . . 70. . . . . . . . 80. . . . . . . . 90. . . . . . . 100. . . . . . . 110. . . . . . . 120. . . . . . . 130. . . . . . . 140. . . . . . . 150

                                           
sof-MIR156 TCTTGATGGCTTAC- - - - - - - - - - - - - -    128
zma-MIR156d TCTCGATGGCT- - - - - - - - - - - - - - - - -    119
sbi-MIR156a - - - - - - - - - - - - - - - - - - - - - - - - - - - -     84
sbi-MIR156e TCGTCCTGGG- - - - - - - - - - - - - - - - - -    123
zma-MIR156k TCGTCCTGAG- - - - - - - - - - - - - - - - - -    123
osa-MIR156j TCACTCCCTCCCGCATCCCCCGCCCCGA   165
osa-MIR156e - - - - - - - - - - - - - - - - - - - - - - - - - - - -    104
zma-MIR156h CGGGCCTC- - - - - - - - - - - - - - - - - - - -    115
zma-MIR156e CACCCTCACG- - - - - - - - - - - - - - - - - -    126
sbi-MIR156h - - - - - - - - - - - - - - - - - - - - - - - - - - - -     94
bdi-MIR156d AGAAGGCCGCCTCTTCACGGACA- - - - -    151
osa-MIR156i - - - - - - - - - - - - - - - - - - - - - - - - - - - -     90
ata-MIR156c CT- - - - - - - - - - - - - - - - - - - - - - - - - -    110
zma-MIR156l - - - - - - - - - - - - - - - - - - - - - - - - - - - -     90
sbi-MIR156g - - - - - - - - - - - - - - - - - - - - - - - - - - - -     89
zma-MIR156i CCCCCGCT- - - - - - - - - - - - - - - - - - - -    117
bdi-MIR156h CT- - - - - - - - - - - - - - - - - - - - - - - - - -    108
sof-MIR156_D_ CTCTCTCTC- - - - - - - - - - - - - - - - - - -    137
sbi-MIR156d GCCACCCAA- - - - - - - - - - - - - - - - - - -    125
zma-MIR156j GCCACCGAA- - - - - - - - - - - - - - - - - - -    125
osa-MIR156k - - - - - - - - - - - - - - - - - - - - - - - - - - - -    106
bdi-MIR156j - - - - - - - - - - - - - - - - - - - - - - - - - - - -    109
      . . . . . . . 160. . . . . . . 170. . . . . . . .
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR160

                                            * *************  *****                                                                              *           *    * **  *   
sbi-MIR160f - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCTGGCTCCCTGAATGCCATCCGAGAGA- - AGCAATG- - - - - - CCATCGTGTCCA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGCGTGCCTCCCGGTTGGCGTTG    73
sof-MIR160b - - - - - - - - - - - - - - - - - - - - - CGGCTCGTGCTGCCTGGCTCCCTGAATGCCATCCGAGA- - - - AGCAACG- - - - - - CCATCGTGTCTA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGCGTGCCTCCCGGTTGGCGTTG    81
osa-MIR160f - - - - - - - - - - - - - - - - - - - - - GGATTAACGCTGCCTGGCTCCCTGAATGCCATCCGAGA- - - - AGCG- TG- - - - - - CCGCTGTGGCC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC- TGCTTCCTGGTTGGCATTG    77
bdi-MIR160e - TAAGGTAATTAATGGGTGATGTTGCCTTCCTGCCTGGCTCCCTGAATGCCATCTGAGA- - - - AGCA- CA- - - - - - CCACCGTGCCT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCGTGGCTCCTGGTTGGCATTG    98
osa-MIR160b - - AAGGTTTGGTTTTGATCGGCTTGAGAGCGTGCCTGGCTCCCTGTATGCCACTCATGTAG- - CCCAAT- - - - - - - CCATGGTGTGTT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    98
ata-MIR160c - - - - - - - - - - - - - - - - - - - - CGT- GCTTGTGTGCCTGGCTCCCTGTATGCCACTCATGTAG- - CCCAAC- - - - - - - CCGCGGCGTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    79
bdi-MIR160b - TCGATCCGAATTAATCGATCATCGGCTGCGTGCCTGGCTCCCTGTATGCCACACATGTAG- - CCCGAT- - - - - - - CCGTGCCGAGGT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    99
sbi-MIR160b - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCTGGCTCCCTGTATGCCACACATGTAG- - CCCAAC- - - - - - - CCGTGGCGTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    69
zma-MIR160b - - - - - - - - - - - CGATCGGCTCGTGTCGTGTGTGCCTGGCTCCCTGTATGCCACACATGTAG- - CC- AAC- - - - - - - CCGTGGCGTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    88
sof-MIR160a - - - - - - - - - - - - - - - - - - - - - GGCTCGTGTGTGCCTGGCTCCCTGTATGCCACACATGTAG- - CCCAAC- - - - - - - CCGTGGCGTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    79
zma-MIR160g - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ATGCCTGGCTCCCTGTATGCCACACATGTAG- - CCCAAC- - - - - - - CCGTGATGTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA- TGCTG- - TGGGTGGCGTGC    70
osa-MIR160d - - - - - - - - - - - - - - - - - - - - - - - - GGGGATATGCCTGGCTCCCTGTATGCCACTCGCGTAGCTGCCAA- - ACTCAGTTGAAACAACTGCCTTCTCCCGGCGAGATTCAGGCATTGTGTTCGTACGTTTGGCTCTACTGCGGATGGCGTGC   124
sbi-MIR160d - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCTGGCTCCCTGTATGCCACTCGCTTAGCTGCCAA- - - - - CAACTCATACTAC- - - - - - - - - - - - - - - - - - - - - - - - - GTTGTTAACG- ACGTT- GGCTCTACTGCGGATGGCGTGC    87
bdi-MIR160a TGCGGAAGGAGGTGAAAAAAAAAATGGGATATGCCTGGCTCCCTGTATGCCACTCGCGTAGCTGCCAACAACTCAGTTTGAGCTCC- - - - - - - - CCCGGC- - - - - - - - - - - - CCAAACGCAAACGTT- GGCTCTACCGCGGATGGCGTGC   129
ata-MIR160a - - - - - - - - - - - - - - - - - - - - - CAATGGGATATGCCTGGCTCCCTGTATGCCACTCGCGTAGCTGCCAA- - - - - CTCTCCAAAC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGCGTT- GGCTCTACCGCGGATGGCGTGC    87
tae-MIR160 - - - - - - - - - - AGAGGTGAAAACAATGGGATATGCCTGGCTCCCTGTATGCCACTCGCGTAGCTGCCAA- - - - - CTCCCCAAAC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CTTGCGTT- GGCTCTACCGCGGATGGCGTGC    98
zma-MIR160e - - - - - - - - - - - - - - - - - - - - - - - AGGGAATATGCCTGGCTCCCTGTATGCCACTCGCACGGCTACCA- - - - - - - - - - CAC- CCCGGT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC- - CGCTGCGGCTGGCGTGC    73
sof-MIR160c - - - - - - - - - - - - - - - - - - - - - CTAGGGAATATGCCTGGCTCCCTGTATGCCACTCGCACGGCTACCA- - - - - - - - - - TGCACCCGGT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC- - CGCTGCGGCTGGCGTGC    76
osa-MIR160e - - - - - - - - - - - - - - - - - - - - - GTAGGGGATATGCCTGGCTCCCTGTATGCCGCTCGCATGGCTGCCAAC- - CCA- - ATGAACTCGATCTCG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TTGTTGGC- - CGCTGCGTACGGCGTGC    91
zma-MIR160f - - - - - - - - - - - GAGGTGAAAGATAGGGAATATGCCTGGCTCCCTGTATGCCGCTCGCATGGCTACCA- - - - - - - - - - - - CCGCCTGT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT- - CGTTGCGGCTGGCGTGC    84
sbi-MIR160e - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCTGGCTCCCTGTATGCCACTCGCACGGCTACCACC- - CCAAGAT- CATCGATCGATC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TCGGTGGC- - CGCTGCGGCTGGCGTGC    82
zma-MIR160d - - - - - - - - - - - GGCCAGGGGCGGGATCGATATGCCTGGCTCCCTGTATGCCACTCGCATGGCTGCCAAC- - TCATCATGCATACACTGCTAG- - - - - - - - - - - - - - - - - - - - - - - - - - - CTAGTCGTTGGCTCCACTGCGGATGGCGTGC   110
zma-MIR160c - - - - - - - - - - - - - - - - - - - - - - - - - AGGATGTGCCTGGCTCCCTGTATGCCACTCATCTAG- - AGCAA- - - - - - - - - - - CGACAGCTTGG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TAGGGTTGCCTATAAGATGGATGGCGTGC    81
sof-MIR160d - - - - - - - - - - - - - - - - - - - - - CATTGGGATGTGCCTGGCTCCCTGTATGCCACTCATCTAG- - AGCAA- - - - - - - - - - - CAACTTTTGATG- - - - - - - - - - - - - - - - - - - - - - - - - - - - CCTATGGTTGCCTAT- - GATGGATGGCGTGC    86
sbi-MIR160c - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCTGGCTCCCTGTATGCCACTCATCTAG- - ATCAA- - - - - - - - - - - CAACTACC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TATGGTTGCCTAT- - GATGGTTGGCGTGC    70
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sbi-MIR160f AGGGAGTCATGCAGG- TTGCTTGCATTGCCTCAGCAGC- - - - - - - - - - - -    110
sof-MIR160b GGGGAGTCATGCAGG- TTGCTTGCATTGCCT- - - - - - - - - - - - - - - - - - -    111
osa-MIR160f AGGGAGTCATGCAGG- - - GTTTGCTC- - - - - - - - - - - - - - - - - - - - - - - -    100
bdi-MIR160e AGGGAGTCATGCAGGGTTGCAGGTACGTCCTCGCTTACTCCCTTCA- - - -    144
osa-MIR160b AAGGAGCCAAGCATGCGTGCCATGATCTCTCTTTCTGCCTT- - - - - - - - -    139
ata-MIR160c AAGGAGCCAAGCATGCGTACATACA- - - - - - - - - - - - - - - - - - - - - - - - -    104
bdi-MIR160b AAGGAGCCAAGCATGCATACATACAAGCTCCATGATCGATCCATCCA- - -    146
sbi-MIR160b AAGGAGCCAAGCA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     82
zma-MIR160b AAGGAGCCAAGCATGCATA- - - ACAGGC- - CATGATCA- - - - - - - - - - - -    121
sof-MIR160a AAGGAGCCAAGCATGCATA- - - ACAGGC- - CA- - - - - - - - - - - - - - - - - -    106
zma-MIR160g AAGGAGCCAAGCATGT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     86
osa-MIR160d GAGGAGCCAAGCATGACC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    142
sbi-MIR160d GAGGAGCCAAGCA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    100
bdi-MIR160a GAGGAGCCAAGCATGACCGTCTCTCCCCCTCCCTCCCTCTCTCCCT- - - -    175
ata-MIR160a GAGGAGCCAAGCATGACCGTCTCTCT- - - - - - - - - - - - - - - - - - - - - - - -    113
tae-MIR160 GAGGAGCCAAGCATGACCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT   148
zma-MIR160e GAGGTGCCAAGCATGGCCCCC- - - - - - - - - - - - - - - - - - - - - - - - - - - - -     94
sof-MIR160c GAGGTGCCAAGCATGGCCCTCA- - - - - - - - - - - - - - - - - - - - - - - - - - - -     98
osa-MIR160e GAGGTGCCAAGCATGGCCCTCTT- - - - - - - - - - - - - - - - - - - - - - - - - - -    114
zma-MIR160f GAGGTGCCAGGCATGTTTTAATAATTATCTCC- - - - - - - - - - - - - - - - - -    116
sbi-MIR160e GAGGTGCCAAGCA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     95
zma-MIR160d GTGGAGCCAAGCATGACCGATCATCTCCTCCT- - - - - - - - - - - - - - - - - -    142
zma-MIR160c ATGGTGCCAAGCATATCTC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    100
sof-MIR160d ATGGTGCCAAGCATATCTCTCTA- - - - - - - - - - - - - - - - - - - - - - - - - - -    109
sbi-MIR160c ACGGTGCCAAGCA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     83
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR166

                                                                                                                                                                   
sbi-MIR166g - - - - - - - - TCATGCTCGGATTAGGTTAGGGGGATTGTTGTCTGGCTCGGGGTCTCCGGTCGAGA- - - - - - - - - - - - - - AT- - - - - - - - - CCT- TGGCCT- - - TGCCGGAG- - - - - - - - TTGT- CGTTGACCGGAGATTTCGGACCAGGCT   106
sof-MIR166g - - - - - - - - - - ATGCTCGGATTAGGTTAGGGGGATTGTTGTCTGGCTCGGGGTCTCCGGTCGAGATCGATTGATA- TATAT- - - - - - - - - CTTCTGGCCTC- TTGCCGGAG- - - - - - - - TTGT- CGCCGACCGGAGATTTCGGACCAGGCT   120
zma-MIR166k - - - - - - - - GCATGCTCGGGTTAGGTCAGGGGGATTGTTGTCTGGCTCGGGGTCTCCGGTCGAGATCGATTCATAACATATACGTACGTGCTTCTAGCCTTGCCGGCGGAGC- TAGTCGTTGT- CGTCGACCGGAGATTTCGGACCAGGCT   140
zma-MIR166n - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGATTGTTGTCTGGCTCGGTGTCTCCGGTCGAGAYGG- - - - - - - - - - - - - - - - - - - - - - - - CCTTGCCGG- - CGCCGGAG- - - - - - - - CTGT- CGTCGACCGGAGATCTCGGACCAGGCT    86
bdi-MIR166h - - - - - - - - - - - - - - - - - - - - TAGGTTAAGGGGTTTGTTGTCTGGCTCGGGGCTCCCGGTCTTGATCGATGCGCGAC- - - - - - - - - - - TCCATCTCCCTTCACCGGGGAGACGTGCGTTGCGTACGTTGACCGGGGATCTCGGACCAGGCT   119
osa-MIR166k - - - - - - - - - - - - - - - - - - ATTAGGTTAAGGGGTTTGTTGTCTGGCTCGAGGCATCCGG- - - - - - - - GACTC- CGGT- - - - - - - - - - - TTCTCCTTTCCT- ACTGGAGGCGCCTAATTTCCG- - - GCGAGCTCGGAGCCTCGGACCAGGCT   108
bdi-MIR166j - - - - - - - - GATTGGAGGCGTCGGACCAGGCTTCATTCCTTGTAAACCGATGCATCCA- - TGGCGTCTACATACACATAGATGTAGGTTTCCTGTTAGTTAATCGCGTGGCA- - - - - TGCCAGGATTAGGTTAAGGGGTTTGTTGTCTGGC   135
sbi-MIR166b - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGGAATGATGT- - - - - - - - - - - - - - - - - - CCGGTCCGAAGAC- GCTGTGCG- - - GCGAAAGCGGCGGCGG- - - - - - CTTCGGACCAGGCT    63
sof-MIR166d - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCTTCATGGCTGTCGAGGGGAATGATGT- - - - - - - - - - - - - - - - - - CCGGTCCGAAGAT- GCTGTGCG- - - GCGAAAGCAGCGGCGGTGGCGGCTTCGGACCAGGCT    86
osa-MIR166j - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGATCCATGGCTGTTGAGAGGAATGACGT- - - - - - - - - - - - - - - - - - CCGGTCTGAAGATCGCCGTCC- - - - - CCA- - - - GGCGGTGG- - - - - - CTTCGGACCAGGCT    75
zma-MIR166f - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGGAATGACGT- - - - - - - - - - - - - - - - - - CCGGTCCGAACAAGCCACGGCT- - - GCTGCTGCGCTACCGCCG- CGGCTTCGGACCAGGCT    69
zma-MIR166h - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGGAATGACGT- - - - - - - - - - - - - - - - - - CCGGTCCGAACGAGCCACGGCT- - - GCTGCTGCGCCGCCGCG- - - GGCTTCGGACCAGGCT    67
ssp-MIR166 - - - - - - - - - - - - AGCTATTTGCTTCTGAGTGGAATGTTGTCTGGTTCAAGGTCTCGCTTGC- GATTTAAGGATGAT- - - - - - - - - - - TCGTGCATGGCATGTGTAGTTTTT- - - - ATTCCTTGAATCTGT- - GGGATCTCGGACCAGGCT   120
sof-MIR166e - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGAATGTTGTCTGGTTCAAGGTCTCGCTTGC- GATTTAAGGATGAT- - - - - - - - - - - TCGTGCATGGCATGTGTAGTTTTT- - - - ATTCCTTGAATCTGT- - GGGATCTCGGACCAGGCT   103
sbi-MIR166a - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGAATGTTGTCTGGTTCAAGGTCTCGCTTGT- GATTTAAGGATGAT- - - - - - - - - - - TTGTGCATG- - - - - CGTAATTTTT- - - - ATTCCTTGAATCTAT- - GAGATCTCGGACCAGGCT    99
zma-MIR166b - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGAATGTTGTCTGGTTCAAGGTCTTGCTWTCCGATTTGAGGATGAT- - - - - - - - - - - CCATGCTTG- CATGTGTAGTTTTTTT- TGTTCCTCAGATCTAC- - AAGATCTCGGACCAGGCT   107
zma-MIR166d - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGAATGTTGTCTGGTTCAAGGTCTT- - TTGC- - - TTTG- - - - TGAT- - - - - - - - - - - CCATCTGTG- - - - - TAGAGCTTCTAAGTATTCCTTGGATCTGC- - AAGATCTCGGACCAGGCT    95
sbi-MIR166j - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGGAATGTTGTCTGGTTCTAGGCCTCTCTCTA- - - CATGCAA- - GCA- - - - - - - - - - - TGG- - - - - - - - - - ATGTAGTAGCAGCCTACTGCAATTGCTTGCT- GGGACCTCGGACCAGGCT    96
sof-MIR166a - - - - - - - - - - AGGAAGCCATTGCTCTGTGTGGAATGTTGTCTGGTTCTAGGCCTCTATCTG- - - TGAGAGGATGCA- - - - - - - - - - - TGGCTCCTC- - - - ATGCAGCAGCAGCCGCCTACTGCAA- TTGCT- GGGACCTCGGACCAGGCT   120
ata-MIR166d - - - - - - - - - - - - - - - - - - - - CGTTTTGAGGGGAATGTTGTCTGGCTCGGGGCT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CTCTTTCTTT- CT- - - - CTCT- - - - - CTCTATCCTCCTCCCCTCGACCCC- - - TCC- - - -     76
bdi-MIR166b GCTAGAGAGGGAGCCTTTTTCGTTTTGAGGGGAATGTTGTCTGGCTCGGGGTT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CTCTTTATTT- CTATGCCTCT- - - - - CTCTATCCCCCCCTCCTCAATCTC- - - TCTAGCT   104
osa-MIR166b - - - - - - - - - GGGAGCCTTTTCATTTTGAGGGGAATGTTGTCTGGCTCGGGGCTA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CTTTTAATTT- CTCTCTCTTT- - - - - TGATATCTTCTTTTC- TCGATCTC- - - CTAG- - C    93
sbi-MIR166h - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGGAATGTTGTCTGGCTCGGGGGCG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGCCGCTCCGCTCCGCTCCT- - - - - TCCTTCTCTGGTCTCTCT- CTCTC- - - CC- - - - -     73
zma-MIR166a - - - - - - - - - - - - - - - - - - - - - - - - - TGAGGGGAATGTTGTCTGGCTCGGGGCCG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGCCGC- - - - - - - CGCTCCT- - - - - TCCTTCTCTAGTCTCTCTTCTCTC- - - CTAGCAG    74
sof-MIR166f - - - - - - - - - - GAGCCTTTTCGTCTTTGAGGGGAATGTTGTCTGGCTCGGGGGCG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGCCGCTC- - - - - GGCTCCT- - - - - TCCTCCTCTGGTCTTCGCCATCTC- - - TC- - - - -     86
sof-MIR166b - - - - - - - - - - - - - - - - - - - - - - - - TTGAGGGGAATGTTGTCTGGCTCGAGG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCAGAA- - - - - ACATGCA- GGTTGTTGTTGATCTCGGACCAGGCT    67
sof-MIR166c - - - - - - - - - - - - - - - - - - - - - - - GTTGAGGGGAATGTTGTCTGGTCGGAGACCTA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACCGCGGATCCATGGAGCA- - - - - GCATGCATGGTGGTGGATGGTTTCGGACCAGGCT    87
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR167

                                   * *******************                                                                                                               
sof-MIR167b_D AGTGGTGCACCACAAGTTGGTGAAGCTGCCAGCATGATCTGAT- - - - - - - - - GGTGGTATATATGA- ATATATGATGTCT- - - TTACCTCTGATCTCT- - - - - - - - - - - - - - - - - - - - - - - CCCTGACTGT- - - - CACGGATCCATGAAT   110
ssp-MIR167b - - - - - - - - - - - - - - - - - - GGTGAAGCTGCCAGCATGATCTGAT- - - - - - - - - GGTGGTATATATGA- ATATATGATGTCT- - - TTACCTCTGATCTCT- - - - - - - - - - - - - - - - - - - - - - - CCCTGACTGT- - - - CACGGATCGATGAAT    92
sbi-MIR167e AGTGGTGCACCACAAGTTGGTGAAGCTGCCAGCATGATCTGAT- - - - - - - GTCTTTATATATATTA- - - - - - - - - - - - - - - - ATTACCTCTGATTTCT- - - - - - - - - - - - - - - - - - - - - - - CCCTGACTGT- - - - TATGGATCGATGAAT   100
zma-MIR167g AGTGGTGCACCACGAGTTGGTGAAGCTGCCAGCATGATCTGGTTATGATGGTGGTGGTATATGTAAGATGGATGTAATCTATACTACTACCGGCCCCTGTCACTCTCTCTCTCTCCCCCGTCCCTGACTGTCATATATGGATCGACGAAT   150
sof-MIR167a_D AGTGGTGCACCACAAGTTGGTGAAGCTGCCAGCATGATCTGAT- - - - - - - - - GGTGGTATATATGA- ATATATGATGTCT- - - TTACCTCTGATCTCT- - - - - - - - - - - - - - - - - - - - - - - CCCTGACTGT- - - - CACCGATCCATGAAT   110
sof-MIR167a AGTGGTGCACCACAAGTTGGTGAAGCTGCCAGCATGATCTGAT- - - - - - - - - GGTGGTATATATGA- ATATATGATGTCT- - - TTACCTCTGATCTCT- - - - - - - - - - - - - - - - - - - - - - - CCCTGACTGT- - - - CACGGATCGATGAAT   110
sbi-MIR167f TCCGGTGCACTAGAGGTGGATGAAGCTGCCAGCATGATCTGAG- - - - - - - AAACTAGTGCTTGATC- - - - - - - - - - - - - - - - - CTTTTACTGATTTCCATC- - - - - - - - - - - - - - - - TAGCCTGCATCTAT- ATATATACCTTGATGCAT   109
sbi-MIR167d GTGGTGCATCCTCTAGTAGCTGAAGCTGCCAGCATGATCTGAT- - - - - - - - - - GAGGTGAGGTTTA- - - - - - - - - - - - - - - - - - - TTTGCTAGTTGGT- - - - - - - - - - - - - - - - - - - - - - - - - - CACAGGC- - - - - - - - TAACA- - - - - -     81
sof-MIR167c - - - - - - - - - - CTCTAGTAGCTGAAGCTGCCAGCATGATCTGA- - - - - - - - - - - - - GGTGTGGTTTA- - - - - - - - - - - - - - - - - - - TTTGCTAGTTGTC- - - - - - - - - - - - - - - - - - - - - - - - - - CACAGGC- - - - - - - - CCACACAGCAT    74
osa-MIR167d - - - - - - - - - - CATTAGGAGCTGAAGCTGCCAGCATGATCTGA- - - - - - - - - - - - - - - TGAG- - - TG- - - - - - - - - - - - - - - - - - - CTTATTAGGTG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGG- - - - - - - - - - - - - - - - - - - -     52
osa-MIR167h - - - - - - - - - - CACAAGTTGGTGAAGCTGCCAGCATGATCTGAT- - - - - - - - - - - - GATGATGATGA- - - - - - - - - - - - - - - - - - - TCCACCTCTCTCA- - - - - - - - - - - - - - - - - - - - - - - - - - TCTGTGT- - - - - - - - T- - - - - - - - - -     65
zma-MIR167h ACTTTGCTGCTGTGAGAGGTTGAAGCTGCCAGCATGATCTGGCTGCTCAGACGCCGGCGGGCGTCTCGAGTGCTCGCTCG- - ATCGTCGGTGACGCTTGGAT- - - - - - - - - - - - - - - TCACCAGATCATGT- - - - TGCAGCTTCACTCTC   129
zma-MIR167i ACTTCGCTGGTGTGAGAGCTTGAAGCTGCCAGCATGATCTGGCTRCTCAAACGCCGCCGGCC- TCCCAAGTGCTCG- - - - - - - - - ATCGGTGGCGCTT- - - - - - - - - - - - - - - - - - - - CACCAGATCATGT- - - - TGCAGCTTCACTCTC   116
sof-MIR167b ACTTTGCTGGTGTGAGAGGTTGAAGCTGCCAGCATGATCTGGCTGCTCAAACGCCGGCCGGC- - - - CGGCGTCTCA- - - - - - - - - - - - - - - AGTGCTCGA- - - - - - - - - - - - - - - - - TCACCAGATCATGT- - - - TGCAGCTTCACTCTC   110
sbi-MIR167c - CTTTGCTGGTGTGAGAGGTTGAAGCTGCCAGCATGATCTGGTGGCCGGCCGGCCGGCGTCTCTCAAGTGCGCTCG- - - - - - - - GATCGGAGACGCGT- - - - - - - - - - - - - - - - - - - - CGCCAGATCATGT- - - - TGCAGCTTCACTCTC   117
bdi-MIR167a - - - - - - - - - - AGAGAAAGCGTGAAGCTGCCAGCATGATCTATCTGACTTG- TGGTGGCAAGTGCCACAGCAAATTC- - - - - - - - - - - - AGCAACGCCGTGG- - - - - - - - - - - - - - - - - CTTCGGGGCCGGC- - - - - - - - - - - - - - - - - - -     91
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sof-MIR167b_D CCAGGAT- - GAGGGGAGGGAAGAAAGAGGGA- - - - - - - TAATGAGCATCAGG- - - - - - TCATGCTGT- - AGTTTCATCTGCTGGTGGGAGCACAT- - -    188
ssp-MIR167b CCAGGAT- - GAGGGGAGGGAA- - - - - - - - - - - - - - - - - TAATGAGCATCAGG- - - - - - TCATGCTGT- - AGTTTCATC- - - - - - - - - - - - - - - - - - - -    143
sbi-MIR167e TCA- GATATGAGGGGAAGGAAGAAAGAGGAA- - - - - - - TAATGAGCATCAGG- - - - - - TCATGCTGT- - AGTTTCATCCGCTGGTGGGAGCACAT- - -    179
zma-MIR167g CCAAGATGAGAGGGGAAGGGAGAGAGAGAGAGGGTAATTAATGAGCACCAGGACCAGGTCATGCTGT- - AGTTTCATCTGCTGGTGGCCGCACAT- - -    243
sof-MIR167a_D CCAGGAT- - GAGGGGAGGGAAGAAAGAGGGA- - - - - - - TAATGAGCATCAGG- - - - - - TCATGCTGT- - AGTTTCATCTGCTGGTGGGAGCACAT- - -    188
sof-MIR167a CCAGGAT- - GAGGGGAGGGAA- - - - - - - - - - - - - - - - - TAATGAGCATCAGG- - - - - - TCATGCTGT- - AGTTTCATCTGCTGGTGGGAGCACATCGA   181
sbi-MIR167f GAATCAT- - GGTCTGATGATAG- - - - - - - - - - - - - - - TTAAGCGAGATCAGA- - - - - - TCGTCTGGC- - AGTTTCATCTTCTTATGGCAGCACAA- - -    179
sbi-MIR167d GCATGAT- - GGCCCAACAA- - - - - - - - - - - - - - - - - - - - ATCAACGATCAGA- - - - - - TCATGCTGTGCAGTTTCATCTGCTCGTGGATGCACAT- - -    148
sof-MIR167c GCGTGAT- - GGCCCAAAGC- - - - - - - - - - - - - - - - - - - - AACGATCGTCAGA- - - - - - TCATGCTGTGCAGTTTCATCTGCTCGTGG- - - - - - - - - - -    133
osa-MIR167d GCAGAAT- - TGACTGCCAA- - - - - - - - - - - - - - - - - - - - AACAAAGATCAGA- - - - - - TCATGCTGTGCAGTTTCATCTGCTTGTG- - - - - - - - - - - -    110
osa-MIR167h - CTTGAT- - TAATTACGGA- - - - - - - - - - - - - - - - - - - - TCAATCGATCAGG- - - - - - TCATGCTGT- - AGTTTCATCTGCTGGTT- - - - - - - - - - - -    120
zma-MIR167h TCGCAGC- - CAGCAAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    143
zma-MIR167i TCGCAAC- - CAGCGAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    130
sof-MIR167b TCGCAAC- - CAGCAAAGGG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    127
sbi-MIR167c TCGCAAC- - CACCAAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    131
bdi-MIR167a - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     91
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR171

                                          *  * **        * **                                                                                           * ******    * *****
zma-MIR171c - - - - - - - GGGGAATCGAAAACCTACGGGATATTGGTGCGGTTCAATCAGAAA- - - GCTTGCGCTCCAAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCAG- GGG- - - - - - - CTCCACT- - - - - CTTT- GACTGAGCCGTGCCAATAT    98
sof-MIR171d - - - - - - - - - - - - - - - - TAAACCTACGGGATATTGGCGCGGTTCAATCAGAAA- - - GCTTGCGCTCCAAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCAG- GGG- - - - - - - CTCCACT- - - - - CTTT- GATTGAGCCGTGCCAATAT    89
sbi-MIR171k - - - - - - - - - - - - - - - - - - - - - - - - CGGGATATTGGCGCGGTTCAATCAGAAA- - - GCTTGCGCTCCAAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCAG- GGG- - - - - - - CTCCACT- - - - - CTTT- GATTGAGCCGTGCCAATAT    81
osa-MIR171c - - - - - - - - - - - - - - - - - GTGGGAACGGGATATTGGTGCGGTTCAATCAGAAA- - - GCTTGTGCTCCGAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCGAG- GGG- - - - - - - CTCCACT- - - - - CTTT- GATTGAGCCGTGCCAATAT    88
zma-MIR171b - - - - - - - - - - - - - - - - - - - - - - - - CGGGATATTGGCGCGGTTCAATCAGAAA- - - GCTTGCGCTCCAGG- - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCGAG- GGG- - - - - - - CTCCACT- - - - - CTTT- GATTGAGCCGTGCCAATAT    81
osa-MIR171b - - - - - - - - - - - - - - - - - GCGACGACGGGATATTGGGGCGGTTCAATCAGAAA- - - GCTTGTGCTCCGGA- - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCGAG- GAG- - - - - - - CTCTACT- - - - - CTTTTGATTGAGCCGTGCCAATAT    89
sbi-MIR171b - - - - - - ATGGC- CGCCGCGCGCGACGGGGTATTGGCGCGGTTCAATTCGAGA- - - GCTCGAGCCCTAGAC- - - - - - - - - - - - - - - TAGACGCCAGGGAGAGAG- GGGG- - - - - - CTCTGCT- - - - - CTCT- GATTGAGCCGTGCCAATAT   112
zma-MIR171j - - - - - AATGGC- CGC- GAGCTAGACGGGGTATTGACGCGGTTCAATTCGAGA- - - GCTCGAGCCCTAG- - - - - - - - - - - - - - - - - CAGAGGCCAGGGGGGGTG- GGG- - - - - - - CTCTGCT- - - - - CTCT- GATTGAGCCGTGCCAATAT   109
sof-MIR171e TGCGGTGCAACGCAATGGCCGCGACGGGGTATTGGCGCGGTTCAATTCGAGA- - - GCTCGAGCCCTAGA- - - - - - - - - - - - - - - - TCGGGGCCAGCCACTGGG- GGG- - - - - - - CTCTGCT- - - - - CTCT- GATTGAGCCGTGCCAATAT   117
osa-MIR171i - - - - - - - - - - - - - - - - - - - TAAAAAGAGGTATTGGCGTGCCTCAATCCGAAG- - - GCATGGCTGATTACAGGC- - - - - - - - - - ACCTCGACCGATCTAGCGCATGCAG- - - - - - CCATGTT- - - - - TCTTGGATTGAGCCGCGTCAATAT   107
zma-MIR171l - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTATTGGCGTGCCTCAATCCGAAG- - - GCGTGGCTGA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CTGGCGCG- GCAG- - - - - - CCATGTT- - - - - - CTTGGATTGAGCCGCGTCAATAT    76
zma-MIR171m - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTATTGGCGCGCCTCAATCCGAAG- - - GCGTGGCTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - AGATTGGCGCG- GCAG- - - - - - CCATGTT- - - - - - CTTGGATTGAGCCGCGTCAATAT    80
sof-MIR171f - - - TGCTAGCCGCTAGGACGGGAGGGAGGTATTGGTGCGCCTCAATCCGAAG- - - GCGTGGCTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGCGCG- ACAG- - - - - - CCATGTT- - - - - - CTTGGATTGAGCCGCGTCAATAT   101
sbi-MIR171h - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTATTGGCGCGCCTCAATCCGAAG- - - GCGTGGCTGAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - TTGGCATG- GCAG- - - - - - CCATGTT- - - - - - CTTGGATTGAGCCGCGTCAATAT    78
sbi-MIR171d - - - - - - - - ATAATGGAATAGTAGCTATGATGTTGGCTCGGCTCACTCAGACC- - - ACCTCTCCGATCCTCAGCTCGTGTCCATTGCGACATCGATCATGTATATATGT- - - - - - CGCTGGTCGTGGTTTCTGATTGAGCCGTGCCAATAT   133
sof-MIR171a - - - - - - - - - TAATGGAATAGTAGCTATGATGTTGGCTCGGCTCACTCAGACC- - - ACCTCGT- - - - - - - - - - - - - - TGTCCATTGCGCGCGAGATCATGTATGC- CGC- - - - - - CGCTGGT- - - - GTTTCTGATTGAGCCGTGCCAATAT   113
zma-MIR171e - - - - - - - AGAAATGGAATAGTAGCTATGATGTTGGCTCGGCTCACTCAGACG- - - ACGTA- - - - - - - - - - - - - - - - - - - - - - - CGCGCGCGAGATCATGTGC- TATGC- - - - - - CGCTGCT- - - - GTTTCTGATTGAGCCGTGCCAATAT   106
sbi-MIR171a - - - - - - - TTGGTTGGCTGAGAGAGTGCGATGTTGGCATGGTTCAATCAAATCATCGCCCGGCAAGGTGACTTAAATTTTGCGCTTTCGA- - TCGATCGAGGTGCAGGGAGGTGTTTCCAGGCACCGTGTTTGATTGAGCCGTGCCAATAT   141
sof-MIR171b - - - - - - - - - - - - - - - - - GAGAGAGTGCGATGTTGGCATGGTTCAATCAAATC- - - GCGCGCCCGGGTGACTTAA- TTTTGCGCTTTCTA- - TCGGTCGAGGTGCTAG- - - - - - TTTCCACG- - - - - - GTTTGATTGAGCCGTGCCAATAT   115
zma-MIR171f - - - - TTGGTTGTTGGCTGAGAGAGTGCGATGTTGGCATGGCTCAATCAACTCGCCGGCCGC- - GGGTGGCTTATAGCTTAATTCTGCGCATTCGATCGAGGTGCGGG- - - - - - - - - - CGCAGTGTTTAATTGATTGAGCCGTGCCAATAT   134
zma-MIR171i - - - - - - - CTGGTTGGCTGAGAGAGTGCGATGTTGGCACGGTTCAATCAAATCGCCGGCCG- - - GGTTGACTTGT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGATTGAGCCGTGCCAATAT    84
sbi-MIR171j - - - - - - - - - - - - - - - - - - - - - GCGAGCGATATTGGTGAGGTTCAATCAGATC- - - AT- CAGATGATGTATTT- - TAAATTTAC- - - - - - - ATGCAT- GAAGGTGAAT- - - - - - - CCCCAGGGACT- - - - - - GATTGAGCCGCGCCAATAT   102
zma-MIR171a - - - - - - - - - - - - - - - - - - - - - - - - - - - GATATTGGCGAGGTTCAATCAGATG- - - ATGTATTTTTCTTATATA- TAAATTTGC- - - - - - - ATGCAT- GAAGGTGTGA- - - - - - - ATCCAGTGTCT- - - - - - GATTGAGCCGCGCCAATAT    98
smo-MIR171a - - - - - - - - - - - - - - - - CGAGCGAGAGCGATATTGGCTCTGCTCAATCGCATG- - - ACGCTGCTGCATCGCACGAAAAATTTGCGATGGGAATGGATCGATGGAGTCG- - - - - - - CAGCAGAGGCAT- - - GAGATTGAGCCGTGCCAATAT   121
bdi-MIR171f - - - - - - - - - - - - - - - ACGACATGGCATGGTATTGTTTCGGCTCATGTCCTTCT- CGA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCTGATGG- - TC- GGATG- - - - - - - - - - - - - - - - - - - - - AGATGTGAGCCGAACCAATAT    77
zma-MIR171h - - - GGGAGGAAGGAGACGACATGGCGTGGTATTGTTTCGGCTCATGTCCTTCTTCGATCGAGTCTT- - - - - - - - - - - - - - - - - - - - - - - - GCCGTTGGATTT- GGATG- - - - - - - - - - - - - - - - - - - - - TGATGTGAGCCGAACCAATAT   101
sbi-MIR171e - - - AGGAGGAAGAAGACGACATGGCGTGGTATTGTTTCGGCTCATGTCCTTCTTGCTTCGAGTCT- - - - - - - - - - - - - - - - - - - - - - - - - GTCGTCGGATTTTGGATG- - - - - - - - - - - - - - - - - - - - - TGATGTGAGCCGAACCAATAT   101
zma-MIR171k - - - GGGAGGAAGAAGACGACATGGCGTGGTATTGTTTCGGCTCATGTCCTTCTTGACT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGATG- - - - - - - - - - - - - - - - - - - - - TGATGTGAGCCGAACCAATAT    81
sof-MIR171c - - - - GGAGGAAGATGACGACATGGCGTGGTATTGTTCCGGCTCATGTCCTTCTTGCTTCGAGTCT- - - - - - - - - - - - - - - - - - - - - - - - - GTCGTTGGACTT- GGACT- - - - - - - - - - - - - - - - - - - - - GGATGTGAGCCGAACCAATAT    99
osa-MIR171h - - - - - - - AGAAGAAGAGGACATGGTTTGGTATTGTTTCGGCTCATG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TCGTTCAC- - - - ACAGA- - - - - - - - - - - - - - - - - - - - - TG- - - TGAGCCGAACCAATAT    70
sbi-MIR171f - - - TGAGAGAATAAGACGACATGGCGTGATGTTGTTTCGGCTCATGCATATCCTTCTT- GAGTGT- - - - - - - - - - - - - - - - - - - - - - - - - ATCATCAGG- - - - AAAGA- - - - - - - - - - - - - - - - - - - - - GGCGATGAGCCGAACCAATAT    96
sbi-MIR171c - - - - - - - AGAACGAGACGACATGGCATGGTATTGACTTGGCTCATCTCTCATCCACAGCAAACTT- - - - - - - - - - - - - - - - - - - - - - - - - - - CACA- AGTGCCTGAGG- - - - - - - - - - - - - - - - - - - - - - - - - - TGAGCCGAGCCAATAT    89
zma-MIR171g - - - - - - - AGAACGAGGCGACATGGCATGGTATTGACTTGGCTCATCTCTCGCCCACACCAGAATC- - - - - - - - - - - - - - - - - - - - - - - - - - - CACA- AGTGCCGGAGG- - - - - - - - - - - - - - - - - - - - - AG- - GTGAGCCGAGCCAATAT    92
osa-MIR171g - - - - - - - - - - - - - - - - - GACATGGCATGGTATTGACTTGGCTCATCT- - CAGCAACAGCAAACTG- - - - - - - - - - - - - - - - - - - - - - - - - - - CATGCAGCGCTGGAGG- - - - - - - - - - - - - - - - - - - - - - - - - - TGAGCCGAGCCAATAT    78
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT OF MIR396

                                                                            *                                                                                        
sbi-MIR396a - - - - - - - - - - - - - - - - - - - - - - - - - - ACATGGCCCTCCTTGCCGTCTTCCACA- GCTTTCTTG- AACTGCATGC- - - - - - - TGGTAG- - - TGCTGTGTGCATCCGTTCCAAT- - ATTCCAAGAGGC- - A- - - - GTTCAATAAAGCTGTGG   104
zma-MIR396a - - - - - - - - - - - - - - - - - - - - - - - - - - ACATGGCCCTCCTTGCCGTCTTCCACA- GCTTTCTTG- AACTGCATGCCGCCGGCTGGTGGA- - TGCTGCGCGCTTGAATTCCGGTCGATCCCAAGAGGCGCA- - - - GTTCAATAAAGCTGTGG   116
bdi-MIR396d - - - - - - - - - - - - - - TATTGGATGCATGCATGGCCCTCTTTGCTATCTTCCACA- GCTTTCTTG- AACTGCATCTG- - - - - - CAATGGA- - TGCT- - - - ACTTAGCTTATGCTTAACTGCAAGAG- TGCT- - - - GTTCAATAAAGCTGTGG   117
sbi-MIR396b - - - - - - - - - - - - - - - - - - - - - - - - - - AGATGGCCTTCTTTGTGATCTTCCACA- GCTTTCTTG- AACTGCATCTCTAAGAGGAGC- - - - - AGCTTGAACTC- - - - - - TCTACCTGCATGAGCAGGTGCA- - - - GTTCAATAAAGCTGTGG   107
zma-MIR396b - - - - - - - - - - - - - - - - - - - - - - - - - - AGATGGCCTTCTTTGTGATCTTCCACA- GCTTTCTTG- AACTGCATCTCTCAGAGGAGCGGC- - AGCTTCAACTCC- - - - - TCCACCCGCATCAGCAGGTGCATGCAGTTCAATAAAGCTGTGG   115
sof-MIR396_D - - - - - - - - - - - - - - - - - - - - - - - - - - AGATGGCCTTCTTTGTGATCTTCCACA- GCTTTCTTG- AACTGCATCTCTAAGAGGAGC- - - - - AGCTCGAAGCCTCGAACTCTACCTGCATGAGCAGGTGCA- - - - GTTCAATAAAGCTGTGG   113
ssp-MIR396 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TTCCACA- GCTTTCTTG- AACTGCATCTCTAAGAGGAGC- - - - - AGCTCGAAGCCTCGAACTCTACCTGCATGAGCAGGTGCA- - - - GTTCAATAAAGCTGTGG    93
ata-MIR396a - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCCATGCTCTCCACAGGCTTTCTTG- AACTGTCAACTCGCGCGCGCCGGCCATCCATGGC- - - - - - - - - CTTCCTTTGCTGCCGAATTCG- - - CATATGCTCTTGCAT- - - -     96
ata-MIR396b - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCCATGCTCTCCACAGGCTTTCTTG- AACTGTCAACTCGCGCGCGCCGGCCATCCATGGC- - - - - - - - - CTTCCTTTGCTGCCGAATTCG- - - CATATGCTCTTGCAT- - - -     96
osa-MIR396f - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCATGCTCTCCACAGGCTTTCTTG- AACTGTGAACTCGTGTGTGCATGCTCCTCATATA- - - - - - - - - TTGTTCTAGATCCCATGCATGATGCATATCGATCGATCT- - - -     98
sbi-MIR396d - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CTCCACAGGCTTTCTTG- AACTGTGAACTCGATCGC- - - - - - - - - - - - - - - G- - - - - - - - - TGCTCTTAGCTTGCTTGCTCT- - - - - - - - - - - - CG- - - - - - - -     59
sof-MIR396b - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAAGATGGTGGCCATGTTCTCCACAGGCTTTCTTG- AACTGTGAACTCGATCG- - - - - - - - - - - - - - - - G- - - - - - - - - TTCATGTGGATCCTTCGTTAG- - - - - - - - - - - - CT- - - - - - - -     77
bdi-MIR396a - - - - - - - - - - - - - - - GCGCGGCTCAATTACAGGTTGCGGCCATGCTCTCCACAGGCTTTCTTG- AACTGTGAACTCGTGCGCCTA- GCCTGCTAGCTG- - - - - - - - - CTCAATTCGATCTGTCATCCT- - - - - - - - - - - - CGGTTC- - - -    108
sbi-MIR396e - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TTTCCACAGGCTTTCTTG- AACTGTGAACTCGTGGGGGTAGAAACCTTGCTGGGTTTGGTTCCCATGTCGGATGGAATGCTTGGCTCCTCCCAGCGATTCT- - TC   102
sof-MIR396a - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGCATGCTTTCCACAGGCTTTCTTG- AACTGTCAACTCGTGGG- - - - - - - - - - - TGGTGG- - - - - - - - - - TATGTTGGATGGAATGCTTGGCTCCTCCCAGCAATTCTCCTC    91
zma-MIR396c - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGGCATGCTTTCCACAGGCTTTCTTG- AACTGTGAACTCGTGGGTGG- - - - - - - - TGGTGG- - - - - - - - - - TATGTCGGATGGAATGCTTGG- - - - - - - - - - - - - - - - - - - - -     74
osa-MIR396e - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGGGCATGCTTTCCACAGGCTTTCTTG- AACTGTGAACTCGTGGGGGTGT- - - - - - ATGTGC- - - - - - - - - TCATGTTGG- GATTGTGGTCGGTGGCCTCCAATTCTCTG- - - -     94
zma-MIR396d - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGGCATGCTTTCCACAGGCTTTCTTG- AACTGTGAACTCGTGGGCGTGG- - - - - - TGGTGG- - - - - - - - - TGGTGCTGG- TGCTGGGTGT- - - - - - - - - - - - - - - - - - - - - - -     74
sof-MIR396c - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TTAACTTTTGCCTTCTTCAAGCTACCTTGTGGCCCAGCACATGGCAATGAGCTAGCAGCAGCAGGCA- - - - - - CCTCCTTGGTGGTCTTTTTGGGTTGGTTTTCCACAGGCTT- - -    107
osa-MIR396g GGCGACGTCGAGGCGTGGAAGGAGTCGAGGTGGAGCTGGAGAGGAGCGCCGGCGCCGGCGCCGTAGCTGGGCGCGTCGGCGTCGTGCGGCGGCGGCGAGATGGAGA- GCGCGGACGGGCGGTAGACGGCGGCGGCGGCGGGG- - GGCGGC   147
osa-MIR396h - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGCGCCGGGGAGGA- - - - - GGTGGTGGTG- - GTGG- TGGGGGCGACGCCGGCGGAGGTGTTCGACGCGGCGGAGG- TGGCGGAGGAG- - - - - GACGGCGGCGGCGGCGTGGCCAAGGAC   107
osa-MIR396d - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TACAGCGA- GTGGTTCTG- - - GAAGGCGGTGGAGGTGACGGCGGCGGCCGGCG- CCGTGGCGGGG- - - - - GGCTGCGAGTGGGGGGCGACGAGCTGC    87
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sbi-MIR396a GAAATTGCAGAGAGAGACCAG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    125
zma-MIR396a GAAACTGCAGAGAGAGGCCAC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    137
bdi-MIR396d GAAATTGCAGAGAGAGACCAATTGGGCAGCTTAAT- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    152
sbi-MIR396b GAAACTGCAGAGAGAGGCCAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    128
zma-MIR396b GAAACTGCAGAGAGAGGCCAG- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    136
sof-MIR396_D GAAACTGCAGAGAGAGGCCAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    134
ssp-MIR396 GA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     95
ata-MIR396a - - - - - - - - - - - - - GTCTCGATCTCGTGCGATCCGATGGATCT- - - CTG- - - - CCTGCCTTGTTGATGGTTCAAGAAAGTCCTTGGAAAACATGCCCGC- - - - - - - - - - - - - - - - - - - - - - -    174
ata-MIR396b - - - - - - - - - - - - - GTCTCGATCTCGTGCGATCCGATGGATCT- - - CTG- - - - CCTGCCTTGTTGATGGTTCAAGAAAGTCCTTGGAAAACATGCCCGC- - - - - - - - - - - - - - - - - - - - - - -    174
osa-MIR396f - - - - - - - - - - - - - GATCTGAATTAGGTCA- - TCGATGCGCAT- - - CTGGATCCCCATCTTGTTGATAGTTCAAGAAAGTCCTTGGAAAACATGGTG- - - - - - - - - - - - - - - - - - - - - - - - -    176
sbi-MIR396d - - - - - - - - - - - - - - - - - - - - - - - - - - - CTCGCTT- - - - - - - - - - - - - - - - - - - - - - - TGTGTTGATGGTTCAAGAAAGTCCTTGGAA- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -     96
sof-MIR396b - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCTTGT- - - - - - - - - - - - - - - - - - - - - - - CTGGTTGATGGTTCAAGAAAGTCCATGGAAAACATGGCGCGCATCTCTCTT- - - - - - - - - - - - -    135
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osa-MIR396g ATTTCCACAGGCTTTCTTGAACGGTTCTTGCCGC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    181
osa-MIR396h ATTTCCACAGGCTTTCTTGAACGGTTCTTGCCAC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    141
osa-MIR396d GCTTCCACAGGCTTTCTTGAACGGTTGCGGCCGC- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -    121
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