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target 5' GGTCTA-TAATTTAGTTCTIG 3'

grape-m0033 VIT_212s50034902556.1 388888 o88888888c888c¢ 3 222-241 Protein
miRNA  3' CCAGATGGTTAAATCAGGAAT 5'
target 5' GGTCTA-TAATTTAGTTCTTIG 3'

grape-m0033 VIT_212s0035g00003.1 TrrriroLrriiiiiionic. 3 222-241 Protein
miRNA  3' CCAGATGGTTAAATCAGGAAT 5'
target 5' ACTCTAGCAGACAGCAACCTAA 3'

grape-m0073 VIT_204s50008g06230.1 38888 B8B8o8888888888885 3 557-578 Large proline-rich protein bat3
miRNA  3' TGAGA-GGTTTGTCGTTGGATT 5'
target 5' ACTCTAGCAGACAGCAACCTAA 3'

grape-m0073 VIT_204s0008906230.2 T orroziiiiiooioo: 3 509-530 Large proline-rich protein bat3
miRNA  3' TGAGA-GGTTTGTCGTTGGATT 5'
target 5' ACTCTAGCAGACAGCAACCTAA 3'

grape-m0073 VIT_204s0008906230.3 38888 8808883888888888 8 557-578 Large proline-rich protein bat3
miRNA  3' TGAGA-GGTTTGTCGTTGGATT 5'
target 5' ACTCTAGCAGACAGCAACCTAA 3'

grape-m0073 VIT_204s0008906230.4 T ori.rriiiiiooo: 3 557-578 Large proline-rich protein bat3
miRNA  3' TGAGA-GGTTTGTCGTTGGATT 5'
target 5' GACTGGTCGGACTTTGTAAA 3'

grape-m0256 VIT_200s0375900020.1 R8808088888880,8888¢ 8 478-497 Tmv resistance protein n
miRNA  3' CTGGCTAGCCTGAGACATTG 5'
target 5' AAGATG-GCTATTGGAGCTG 3'

grape-m0423 VIT_206s0004906795.1 Trrrrriiiiio 25 693-711 Polynucleotidyl ribonuclease h fold
miRNA 3! TTATATGCGATAACCTCGAC 5°'
target 5' AAGAT-CGCTATTGGGGCTG 3'

grape-m0423 VIT_217s0000g08870.1 389898888088838 3 934-952 Protein
miRNA 3! TTATATGCGATAACCTCGAC 5°'
target 5' AAGAT-CGCTATTGGGGCTG 3'

grape-m0423 VIT_217s0000g08870.2 izl 3 934-952 Protein
miRNA 3! TTATATGCGATAACCTCGAC 5°'
target 5' CAGATACGCTATTGGAGCTG 3'

grape-m0423 VIT_218s0001g03430.1 HEE R 2 500-519 Flavonol synthase
miRNA 3! TTATATGCGATAACCTCGAC 5°'
target 5' CAGATACGCTATTGGAGCTG 3'

grape-m0423 VIT_218s0001g03430.2 I 2 500-519 Flavonol synthase
miRNA 3! TTATATGCGATAACCTCGAC 5°'
target 5' GGT-TGTGCTATTGGAGCTG 3'

grape-m0423 VIT_218s0001g04730.1 R0088888888888838 3 520-538 F-box kelch-repeat protein at1g22040-like
miRNA 3! TTATATGCGATAACCTCGAC 5°'
target 5' TTTTCAAGATCAAAAATCCCAA 3'

grape-m0693 VIT_206s0004g07800.1 Do orrriiioiiioo 3 16-37 Pentatricopeptide repeat-containing protein
miRNA 3! ACAAGTT AAGTTTTTAGGGTT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' TACTG-AAAGTTGAGGAAGIG 3

grape-m1203 VIT_214s0060900250.1 58808 $99838855883388¢ 3 1682-1701 Grip and coiled-coil domain-containing
miRNA  3' GTGGCTTTTCAATTCCTTCAC 5'
target 5' TGGAAAGAAGAAAAAGAGGAA 3

grape-m1354 VIT_205s0049902250.1 R I R 3 663-683 Surfeit locus protein 6
miRNA  3' ACCTTTCTTTTATTTCTCCTT 5'
target 5' TGGAGAAGAAAATAAAGAAGAA 3'

grape-m1354 VIT_209s0002906590.1 3858833883888 3 939-960 Udp-glycosyltransferase 75d1-like
miRNA 3! ACCT TTCTTTTATTTCTCCTT 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3!

grape-m1458 VIT_216s0100g00490.1 tLorrrrziiizioc: 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.2 Bo8888888888888 8 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.3 oo 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100900490.4 Bo8888888888888 8 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.5 RS S R S S R N 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.6 otz 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.7 RS S S S S R N 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.8 otz 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' CAGTTTTCGGCGAAACCCCG 3'

grape-m1458 VIT_216s0100g00490.9 HEE S S S S N 3 24-43 Uncharacterized protein
miRNA 3! GTGGCAGGCCGCTTTGGGGC 5°'
target 5' AGTCAATCCTCGACCTTGGTA 3'

grape-m2136 VIT_213s0067g01040.1 R8888888883888888888& 1 179-199 Hypothetical protein
miRNA  3' TCAGTTAGGAGCTGGAACCAT 5'
target 5' TTCAACATCTGCATCCTCATCA 3'

grape-m2483 VIT_201s0011g02270.1 Trorori.riiioiiooo 3 1521-1542 Serine threonine-protein kinase sepa-like
miRNA 3! ACGTTGTCGATGTAGGAGTAGT 5'
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target 5' TTCAACATCTGCATCCTCATCA 3'

grape-m2483 VIT_201s0011g02270.2 38888 88088888888888 3 945-966 Serine threonine-protein kinase sepa-like
miRNA 3! ACGTTGTCGATGTAGGAGTAGT 5'
target 5' TGCCACAGCTACCTCCTCATCA 3'

grape-m2483 VIT_211s0016900160.1 Trrrri:orriiiiio: 3 1793-1814 Formin 2b
miRNA 3! ACGTTGTCGATGTAGGAGTAGT 5'
target 5' GAAGTAGACCTTCTGAAGCAA 3'

grape-m2616 VIT_206s0061g00330.1 383988.983588.8835388¢ 15 176-196 Uncharacterized protein
miRNA  3' CTTCATTTGGAAGGCTTCGTT 5'
target 5' GAAGTAGACCTTCTGAAGCAA 3'

grape-m2616 VIT_206s0061g00330.2 I I 15 269-289 Uncharacterized protein 1oc100258439
miRNA  3' CTTCATTTGGAAGGCTTCGTT 5'
target 5' GAAGTAGACCTTCTGAAGCAA 3'

grape-m2616 VIT_206s0061900330.3 R8888808888880888888§ 1.5 269-289 Uncharacterized protein
miRNA  3' CTTCATTTGGAAGGCTTCGTT 5'
target 5' GGAATAGGAGGGGTAGGAAAGA 3'

grape-m3245-3p VIT_218s00729g01090.1 T orriii.oiiiiiooo: 1 154-175 Hypothetical protein
miRNA  3' CCTTACCCTCCTCATCCTTTCT 5'
target 5' GAGCAGTTCTACTCTCCAATT 3'

grape-m3245-5p VIT_211s0016g05880.1 Ro8888838888888¢ 8 1728-1748 Cgsl mrna stability
miRNA 3! TTCGAAAGGATGAGAGGTTAA 5'
target 5' CCCTCTTCACCTTCCATTCA 3'

grape-m3453 VIT_213s0019902810.1 Trrriororiiiiiiioo 3 179-198 Udp-glycosyltransferase 7691
miRNA  3' AGGAGAAGCGGAAGGTAAGT 5'
target 5' CCCTCTTCACCTTCCATTCA 3'

grape-m3453 VIT_213s0019g02860.1 Triiii:oriiiiiiioio: 3 1502-1521 Udp-glycosyltransferase-like protein
miRNA  3' AGGAGAAGCGGAAGGTAAGT 5'
target 5' CCATCTATTGGAGATCTCAAG 3'

grape-m3778 VIT_205s0029g00750.1 I S A 25 1474-1494 Tmv resistance protein n-like
miRNA  3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCTATTGGAGATCTCAAG 3'

grape-m3778 VIT_205s0029g00750.2 Triii.ziioii:o i 25 1474-1494 Tmv resistance protein n-like
miRNA  3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCTATTGGAGATCTCAAG 3'

grape-m3778 VIT_205s50029g00750.3 A S S 25 436-456 Tmv resistance protein n-like
miRNA  3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCTATTGGAGATCTCAAG 3'

grape-m3778 VIT_205s0029g00870.1 3888808888888 888888E 25 2032-2052 Tmv resistance protein n-like
miRNA 3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCTGTTGGAGTTCTCAAG 3'

grape-m3778 VIT_212s50034g00280.1 HE S A S I 2 631-651 Tmv resistance protein n-like
miRNA 3' GGTAGGTAACCTCGAGAGTTC 5'
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target 5' CCATCTGTTGGAGATCTCAAG 3'

grape-m3778 VIT_212s0034900850.1 3833800983388 8833888 3 2146-2166 Tmv resistance protein n-like
miRNA 3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCTCTTGGAGTTCTCAAG 3'

grape-m3778 VIT_212s0142900590.1 Tirtii. o tiiiiiliiiiioc: 25 1672-1692 Tmv resistance protein n-like
miRNA 3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCCATTGGAGCTCTCCAG 3'

grape-m3778 VIT_215s0045900440.1 3859883983388338888 2 802-822 Tmv resistance protein n-like
miRNA 3o GGTAGGTAACCTCGAGAGTTC 50
target 5' CCATCTATTGGAGCTCTCAAG 3'

grape-m3778 VIT_218s0041g00200.1 S 0.5 1561-1581 Tmv resistance protein n-like
miRNA 3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CCATCTATTGGAGCTCTCAAG 3'

grape-m3778 VIT_218s00419g00250.1 R8888,88888888888888§ 0.5 1630-1650  Tmuv resistance protein n-like
miRNA 3' GGTAGGTAACCTCGAGAGTTC 5'
target 5' CTTTAGATTTTTTACCATCAA 3'

grape-m3816 VIT_212s0034900280.1 Tiriii:or.i.iiiiiioic: 3 407-427 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
target 5' CTTTAGATTTTTTACCATCAA 3'

grape-m3816 VIT_212s500349g00910.1 3882888 2,2,823828838¢ 3 1865-1885 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
target 5' CTTTAGAATCTTTACCAACAA 3'

grape-m3816 VIT_218s0001g05050.1 N R 3 1760-1780 Tmv resistance protein n-like
miRNA 3! GAAATCTTAGAGATGGTAGTT 5°'
target 5' CATTAGAATCTTTGCCATCAA 3'

grape-m3816 VIT_218s0072901230.1 388889888080388888¢8 3 1781-1801 Tmv resistance protein n-like
miRNA 3o GAAATCTTAGAGATGGTAGTT 50
target 5' CTTTAGAATCTCTACCATCAA 3'

grape-m3816 VIT_218s0089g00060.1 trsrriiiiiiiiiiiiiio: 0 1847-1867 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
target 5' CTTTAGAATCTCTACCATCAA 3'

grape-m3816 VIT_218s0089g00060.2 Do 0 1847-1867 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
target 5' CTTTAGAATCTCTACCATCAA 3'

grape-m3816 VIT_218s0089g00060.3 R R 0 1847-1867 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
target 5' CTTTAGAATCTCTACCATCAA 3'

grape-m3816 VIT_218s0089g00090.1 trrriririiioiiiiioioa: 0 1772-1792 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
target 5' CTTTAGAATCTCTACCATCAA 3'

grape-m3816 VIT_218s0089g00090.2 R S 0 1772-1792 Tmv resistance protein n-like
miRNA 3' GAAATCTTAGAGATGGTAGTT 5'
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target 5' GGTGGAATTTCAAATTGATGG 3'
grape-m4846 VIT_213s0067901490.1 3085%08398388850033888 3 1176-1196 Disease resistance protein at3g14460-like
miRNA  3' CTACTTTAAAGTTTGGCTACC 5'
target 5' CAGAGAGCCACCCACTTCATC 3'
grape-m4912 VIT_208s00079g00660.1 Trrrrroiioioo 3 419-439 Laccase 110c
miRNA 3" CTCTGTC GTGGGTGAAGTAG 5'
target 5' GAAACTGACACCCACTTCATC 3'
grape-m4912 VIT_218s0072900510.1 3839883583838¢ 3 43-63 Kda class i heat shock protein
miRNA 3" CTCTGTC GTGGGTGAAGTAG 5'
target 5' CGGCCTTCCTTTAGCTCTAAA 3'
grape-m5176 VIT_205s0029g00780.1 trrrrrziiiiiiooo: 3 741-761 Tmv resistance protein n-like
miRNA 3" TCCGGAZ—\GGAZ—\ATCGAGAGTT 5°'
target 5' TGGCCTTCCTTTAGCTCTAAA 3'
grape-m5176 VIT_205s50029900870.1 3893885885388589838 3 1167-1187 Tmv resistance protein n-like
miRNA 3" TCCGGAAGGAAATCGAGAGTT 5
target 5' AGTCCTTCCTTTAGCICTCAA 3! Regulation of nuclear pre-mrna domain-containin
grape-m5176 VIT_208s0056900770.1 trrrroririiioiioo: 1 381-401 roq[ein 1b P g
MiRNA  3' TCCGGAAGGAAATCGAGAGTT 5 P
target 5' AGTCCTTCCTTTAGCICTCAA 3! Regulation of nuclear pre-mrna domain-containin
grape-m5176 VIT_208s0056900770.2 trirroiiiiiioiiii: 1 255-275 ro%ein 1b P g
miRNA  3' TCCGGAAGGAAATCGAGAGTT 5' P
target 5' AGTCCTTCCTTTAGCICTCAA 3! Regulation of nuclear pre-mrna domain-containin
grape-m5176 VIT_20850056900770.3 Srirririziiiose 1 255-275 rogtein b P g
MiRNA  3' TCCGGAAGGAAATCGAGAGTT 5' P
target 5' AGTCCTTICCTTTAGCICICAA 3! Regulation of nuclear pre-mrna domain-containin
grape-m5176 VIT_208s0056900770.4 B8888888888888888¢ 1 255-275 ro%ein 1b P g
MiRNA  3' TCCGGAAGGAAATCGAGAGTT 5 P
target 5' AGTCCTTICCTTTAGCICICAA 3! Regulation of nuclear pre-mrna domain-containin
grape-m5176 VIT_20850056900770.5 Srirririiiiioce 1 255-275 rogtein b P g
MiRNA  3' TCCGGAAGGAAATCGAGAGTT 5' P
target 5' AGCTCTATCTTTAGCTCTCAA 3'
grape-m5176 VIT_214s0128g00050.1 Lo 3 225-245 Thylakoid lumen kda protein
miRNA 3" TCCGGAAGGAAATCGAGAGTT 50
target 5' AGCTCTATCTTTAGCTCTCAA 3'
grape-m5176 VIT_214s0128g00050.2 R S S 3 225-245 Thylakoid lumen kda protein
miRNA 3" TCCGGAAGGAAATCGAGAGTT 5°'
target 5' AGCTCTATCTTTAGCTCTCAA 3'
grape-m5176 VIT_214s0128g00050.3 5888888888888¢ 3 225-245 Protein
miRNA 3" TCCGGAAGGAAATCGAGAGTT 50
target 5' AGCTCTATCTTTAGCTCTCAA 3'
grape-m5176 VIT_214s50128g00050.4 S R 3 225-245 Thylakoid lumen kda protein
miRNA 3" TCCGGAAGGAAATCGAGAGTT 5°'
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target 5' GGGTCATCCTTTAGCTCTTAA 3'

grape-m5176 VIT_218s0001g03900.1 58808 $998338858835%088 3 1104-1124 Tmv resistance protein n-like
miRNA  3' TCCGGAAGGAAATCGAGAGTT 5'
target 5' ATTCCTTCTCTTTAGCTCTCAA 3'

grape-m5176 VIT_218s0001910420.1 R I 3 236-257 Dna binding
miRNA 3! TCCGGAAG GAAATCGAGAGTT 5'
target 5' AGGGCTTCCTTTGGCTCTTAA 3'

grape-m5176 VIT_218s0001g11250.1 38398883083983088 3 1101-1121 Nbs-Irr resistance protein
miRNA 3! TCCGGAAGGAAATCGAGAGTT 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m5380 VIT_200s1313g00010.1 R R R R 0 240-259 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m5380 VIT_200s1313g00010.2 R8888388888888888888 0 240-259 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m5380 VIT_205s0049900330.1 S R 0 111-130 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m5380 VIT_205s0049900340.1 R8888388888888888888 0 138-157 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m5380 VIT_205s0049900340.2 Trrrrriiioiiioiiioon 0 138-157 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAGCATTATCTCC 3'

grape-m5380 VIT_205s0049g00350.1 Trrziroiioi:oriioo 3 132-151 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAGCATTATCTCC 3'

grape-m5380 VIT_205s0049900350.2 Trrrrriiioiioriioo 3 132-151 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCT 3'

grape-m5380 VIT_205s0049g00370.1 Trriiriiiiiiiiiiion. 0.5 132-151 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCA-CTACAACATAATCTCT 3'

grape-m5380 VIT_216s0022902420.1 A 2 1470-1488 Protein
miRNA 3! GGTZ—\GGTGTTGTATTAGAGG 5'
target ©5' CCA-ATACAACATAATCTCC 3'

grape-m5380 VIT_216s0022902450.1 58888888888888¢8 25 2439-2457 Protein
miRNA 3! GGTZ—\GGTGTTGTATTAGAGG 50
target 5' CCA-ATACAACATAATCTCC 3'

grape-m5380 VIT_216s0100g00030.1 crririziioizioo: 25 1245-1263 Cucumisin-like
miRNA 3! GGTZ—\GGTGTTGTATTAGAGG 5'
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target 5' TCGTACCAAAAAACCTAAAAT 3'
grape-m6251 VIT_211s0016901760.1 38398853853983538¢ 25 743-763 Pre-mrna cleavage factor 25kd
miRNA 3’ ATTTTGGTTTTTTGGATTTTA 5!
target 5' TCGTACCAAAAAACCTAAAAT 3'
grape-m6251 VIT_211s0016901760.2 Trrrrrriiiiiiooo 25 743-763 Pre-mrna cleavage factor 25kd
miRNA 3’ ATTTTGGTTTTTTGGATTTTA 5!
target 5' AACA-AACATCTTATGAACA 3'
grape-m6580 VIT_201s0127g00500.1 38398833885389838 3 869-887 Uncharacterized protein
miRNA 3! GTGTAGTGTAGAATACTTGT 5°'
target 5' AACA-AACATCTTATGAACA 3'
grape-m6580 VIT_201s0127g00500.2 Trrrrriziiooo 3 809-827 Uncharacterized protein
miRNA 3! GTGTAGTGTAGAATACTTGT 5°'
target 5' TATATT-CATCTTATGAACA 3'
grape-m6580 VIT_205s501029g00460.1 580880 8888888888888 25 1066-1084 Ubiquitin carboxyl-terminal hydrolase-like protein
miRNA  3' GTGTAGTGTAGAATACTTGT 5'
target 5' TATATT-CATCTTATGAACA 3'
grape-m6580 VIT_205s501029g00460.2 I R R 25 1066-1084 Ubiquitin carboxyl-terminal hydrolase-like protein
miRNA  3' GTGTAGTGTAGAATACTTGT 5'
target 5' CACAGAACATTTTATGAACA 3'
grape-m6580 VIT_209s00029g04070.1 3888838888888 8 1041-1060 Uncharacterized protein
miRNA 3! GTGTAGTGTAGAATACTTGT 50
target 5' TATATT-CATCTTATGAACA 3'
grape-m6580 VIT_216s0013g00774.1 Lr.oTi.oriiiiioiiooo 25 487-505 Ubiquitin carboxyl-terminal hydrolase-like protein
miRNA  3' GTGTAGTGTAGAATACTTGT 5'
target 5' AAGCTCCTGCTCCAACGCGGC 3'
grape-m6905 VIT_203s0110g00350.1 Do 0 67-87 Cinnamoyl reductase-like protein
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' AAGCTCCTTCTCCAACGCGGC 3' . N . . i
grape-m6905 VIT_21350047g00540.1 Ciiriiiioiiiiiiiiics 2 67-87 'r‘ecé‘ﬁ’cct*::;';m;?gr'lg 4b_'rfe“d”ucg;gsne"‘_'lidk':yd“’ﬂa"ono' 4
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' AAGCTCCTGCTCCAACGCGGC 3' . s . . i
grape-m6905 VIT_2135004700940.1 RIREIIESiiraRIREA: 0 67-87 E%ﬁé’sa!'ﬁmgﬂfég ﬁ'::;;é:g:i'lidk'g‘ydmﬂa‘mm' 4
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' AAGCTCTTGCTCCAACGCGGC 3' . N . . i
grape-m6905 VIT_2135004700990.1 Ciirii.iiiiiiiiiiiics 05 67-87 :‘B%V&’C‘t‘;sa;'%;s;‘r’]fr'lg 4b_'rfe“d”u°g;g:ea_'lidk':ydmﬂa"ono' 4
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' AAGCTCCTGCTCCAACGCGGC 3' . N . . :
grape-m6905 VIT_2135006400290.1 Crrriiiiiiiiiiiiiiscs 0 67-87 ;%"J;:;’:‘;'}E%;S;ﬂfr']’; ﬁ'f:d”ucé;;’:i'lidk':ydmﬂa"ono' 4
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' AAGCTCCTGCTCCAACGTGGC 3'
grape-m6905 VIT_213s0064g00340.1 S S S R I 1 Nov-31 Phenylacetaldehyde reductase
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' AAGCTCCTGCTCCAACGTGGT 3 . s . .

grape-m6905 VIT_21350067g00460.1 rrriiiiiiiiiiiii.ic. 15 7090 -ondually protein: bifunctional sifydroflavonol 4-
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' AAGCTCCTGCTCCAACGTGGT 3 . s . .

grape-m6905 VIT_21350067g00530.1 Critrriiiiiiiiiii.c:. 15 7090 Lowdualily protein: bifunctiona’ ihydrofiavonol 4-
miRNA  3' TTCGAGGACGAGGTTGCGCCG 5'
target 5' CAG-ATCCATCTCTTCTTCC 3'

grape-m7192 VIT_219s0090901460.1 3858833883888 3 151-169 Brg-1 associated
miRNA 3! CTCGTACGTAGAGAAGAAGG 5°'
target 5' AGATGGCACTTAACAGCCAA 3'

grape-m7484 VIT_205s50102g00030.1 R R R R 3 1148-1167 Ankyrin repeat-containing protein at3g12360-like
miRNA 3! TCACTTGTGAATTGTCGGTT 5'
target 5' AGATGATACTTAACAGCCAA 3'

grape-m7484 VIT_205s50165900290.1 5808888888888888 8 1172-1191  Ankyrin repeat-containing protein at3g12360-like
miRNA 3! TCACTTGTGAATTGTCGGTT 5'
target 5' AATGACACAGTCCTCCATATG 3

grape-m7644 VIT_203s50110g00030.1 S R R 25 139-159 Ankyrin repeat-containing protein at3g12360-like
miRNA 3! TTCTTGTGTCAGGAGGTATAA 5°'
target 5' AAGAACACAGTCCTCCATATT 3'

grape-m7644 VIT_205s50124900345.1 R8888388888888888888§ 0 385-405 Ankyrin repeat-containing protein at3g12360-like
miRNA  3' TTCTTGTGTCAGGAGGTATAA 5'
target 5' GAGAACACAGTCCTCCACATT 3'

grape-m7644 VIT_205s0124g00697.1 Lrrriiiiiiiiiooo 25 208-228 Ankyrin repeat-containing protein at3g12360-like
miRNA 3! TTCTTGTGTCAGGAGGTATAA 5°'
target 5' AAGAACACAGTTCTCCATGTT 3'

grape-m7644 VIT_205s0124g00720.1 Trrririiiii.iiiioii.ic 2 220-240 Ankyrin repeat-containing protein at3g12360-like
miRNA  3' TTCTTGTGTCAGGAGGTATAA 5'
target 5' AAGAACACAGTTCTCCATGTT 3!

grape-m7644 VIT_205s0124900720.2 Trrririiioi.iiiioo.o 2 220-240 Ankyrin repeat-containing protein at3g12360-like
miRNA  3' TTCTTGTGTCAGGAGGTATAA 5'
target 5' CAGAACACTGTCCTCCATATT 3'

grape-m7644 VIT_205s0165g00080.1 Triiii:oriiiiiiioioo: 3 220-240 Ankyrin repeat-containing protein at3g12360-like
miRNA  3' TTCTTGTGTCAGGAGGTATAA 5'
target 5' AAGAACACAGCCCTTCATATT 3'

grape-m7644 VIT_219s50014g05330.1 Troririiiooriiiiiiios 3 133-153 Ankyrin repeat-containing
miRNA  3' TTCTTGTGTCAGGAGGTATAA 5'
target 5' AAGAACACAGTCCTCCATATT 3!

grape-m7644 VIT_219s50085g00470.1 R8888888883888888888& 0 179-199 Uncharacterized protein loc100854011
miRNA  3' TTCTTGTGTCAGGAGGTATAA 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m7774 VIT_200s1313g00010.1 Trrrrrrioiiioiiooo 0 240-259 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' CCATCCACAACATAATCTICC 3'

grape-m7774 VIT_200s1313g00010.2 3839885985398358893% 0 240-259 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m7774 VIT_205s0049900330.1 R R R R 0 111-130 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTICC 3'

grape-m7774 VIT_205s0049900340.1 3839885985398358893% 0 138-157 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCC 3'

grape-m7774 VIT_205s0049900340.2 R R R R 0 138-157 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAGCATTATCTCC 3'

grape-m7774 VIT_205s0049900350.1 3888838880888 888888 8 132-151 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAGCATTATCTCC 3'

grape-m7774 VIT_205s0049900350.2 Trrrrriii.roro oz 3 132-151 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCATCCACAACATAATCTCT 3'

grape-m7774 VIT_205s0049900370.1 R888838888888888888¢ 0.5 132-151 1-aminocyclopropane-1-carboxylate oxidase homolog 1
miRNA  3' GGTAGGTGTTGTATTAGAGG 5'
target 5' CCA-CTACAACATAATCTCT 3'

grape-m7774 VIT_216s0022902420.1 A S R N 2 1470-1488 Protein
miRNA 3! GGTAGGTGTTGTATTAGAGG 5°'
target 5' CCA-ATACAACATAATCTCC 3'

grape-m7774 VIT_216s00229g02450.1 ©88888888888888 25 2439-2457 Protein
miRNA 3! GGTAGGTGTTGTATTAGAGG 50
target 5' CCA-ATACAACATAATCTCC 3'

grape-m7774 VIT_216s0100g00030.1 Ltz 25 1245-1263 Cucumisin-like
miRNA 3! GGTAGGTGTTGTATTAGAGG 5°'
target 5' GATCTATGTTTTCTCTTTTGA 3'

grape-m7969 VIT_212s0034901000.1 B8B0B800888888888888¢ 25 117-137 Mrna turnover protein 4
miRNA  3' GTAGGTGTAAAAGAGAAAACT 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

grape-m8278-5p VIT_201s0010g02270.1 Trrrrririoiiioiioo: 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

grape-m8278-5p VIT_217s50000g10300.1 388888388888888888¢ 1 748-768 Gras family transcription factor
miRNA 3! TTTZ—\ACCTTCGGAAACTCCCT 50
target 5' TCCTCTCCCTCTCCTCCCTCGG 3'

grape-m8937-5p VIT_207s0005g00700.1 HEEE i 3 131-152 Epoxide hydrolase 2-like
miRNA 3! AGGAGAGCGAGA GAGGGAGCC 5'



miRNA Target id Alignment Score Range Target gene functional annotation
target 5' TCCTCT-GCTCTTTCCCTCGC 3'
grape-m8937-5p VIT_209s0002904913.1 383988 9833908888938 3 2325-2344 Disease resistance protein rps5-like
miRNA  3' AGGAGAGCGAGAGAGGGAGCC 5'
target 5' TCCTCT-GCTCTTTCCCTCGC 3!
grape-m8937-5p VIT_209s0002g05000.2 Trrrirozrrzioriiioo: 3 2481-2500 Disease resistance protein rps5-like
miRNA  3' AGGAGAGCGAGAGAGGGAGCC 5'
target 5' TCCTCT-GCTCTTTCCCTCGC 3'
grape-m8937-5p VIT_209s0002g05070.1 383988 9833908888938 3 2484-2503 Disease resistance protein rps5-like
miRNA  3' AGGAGAGCGAGAGAGGGAGCC 5'
target 5' TCCTCTCTCTCTCTCCCTCTG 3'
grape-m8937-5p VIT_218s0001g02870.1 Trrziirorrriiiiiio: 3 92-112 Unnamed protein product [Vitis vinifera]
miRNA 3! AGGAGAGCGAGAGAGGGAGCC 5!
target 5' TCCTC-CTCTCTCTCTCTCGG 3'
grape-m8937-5p VIT_219s00859g00680.1 38888 3888883,8888¢8 8 56-75 Uncharacterized protein
miRNA 3! AGGAGAGCGAGAGAGGGAGCC 5!
target 5' CGACTCCCAAGGTTACATTGA 3'
grape-m8943 VIT_210s0003g03070.1 R E R 15 312-332 Beta-ketoacyl-acp synthase i
miRNA 3! GTCGAGGGTTCCAATGTAACT 5!
target 5' AGTCAAACAATCTCC-TTTG 3' . . . i
grape-m8960 VIT_21450030g00650.1 RaRARRREAEa Y 25 216-234 Er:fgfg“lggglﬁ;ﬁghydroq“'”ate U eSS
miRNA 3! TCAGTTTGTTAGAGGCAAAT 50 P
target 5' AGTCAAACAATCTCC-TTTIG 3' . . . L
grape-m8960 VIT_21450030g00650.2 iiriiiiiiiiiss 25 216-234 ?Afg[‘:“;ggﬁ;ﬁghydroq“'“ate dehydratase shikimate
miRNA 3! TCAGTTTGTTAGAGGCAAAT 5°' P
target 5' GGAGCTGTCGCAGCCACTACGA 3'
grape-m8993 VIT_208s0007g08500.1 Tz 0 788-809 60s ribosomal export protein nmad3-like
miRNA  3' CCTCGACAGCGTCGGTGATGCT 5'
target 5' GCGTTAATGTCTTCAATCTCA 3'
grape-m9163 VIT_200s2579g00010.1 R N S R R 25 92-112 Phosphoserine aminotransferase
miRNA  3' TGTAGTTTCAGAAGTTAGAGT 5'
target 5' ACATCAAAGCCTTCAATCTCA 3'
grape-m9163 VIT_206s0004g04000.1 Tz oriiiiiiiioc 2 470-490 3-ketoacyl- synthase
miRNA  3' TGTAGTTTCAGAAGTTAGAGT 5'
target 5' GTGGAGAAGACGGTGAGAAGAA 3'
grape-m9269 VIT_208s0007g05240.1 Trriroriiiiiiiiioo 25 1762-1783 Phosphatidylinositol-4-phosphate 5-kinase
miRNA 3! CGACTCTT TGCCACTCTTCTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'
vvi-miR156a VIT_201s0010g03710.1 R88888,8883888888888& 0.5 1145-1165 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'
vvi-miR156a VIT_201s0010g03710.2 I R S 0.5 1208-1228 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_201s0010g03710.3 388288,22828882828838¢ 0.5 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_201s0010g03710.4 R R 0.5 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_201s0010g03710.5 388288,82828882828838¢ 0.5 1208-1228 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_201s0010g03710.6 R I 0.5 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vi-miR156a VIT_201s0010g03910.1 3882388.,838¢88282¢883¢8¢8¢ 15 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156a VIT_201s0010g03910.2 I S E R R 15 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vwi-miR156a VIT_201s00109g03910.3 3882388.,838¢88282¢883¢8¢8¢ 15 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

wi-miR156a VIT_201s0011g00130.1 Trsiriliiiiiiiiiiioc. 1 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

vvi-miR156a VIT_201s0011g00130.2 Triiir.iiiiiiiiiiiic. 1 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_208s0007g06270.1 trsrriliiiiiiiiiiiio 0.5 788-808 Squamosa promoter-binding-like protein 9-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156a VIT_211s0065g00170.1 Triiii.iiiiiiiiiiiio 0.5 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_211s0065g00170.2 e R R I R 0.5 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156a VIT_211s0065g00170.3 R88888,8883888888888& 0.5 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156a VIT_211s0065g00170.4 I R S 0.5 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGGGAGAGAAGACAGTT 5'
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target 5' GTGCTCTCTCTCTITCTGTCAA 3'

vvi-miR156a VIT_211s0065900170.5 383988.98358858835388¢ 0.5 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156a VIT_211s0065g00170.7 Trrrir.riiiiiiiiiio: 0.5 1124-1144  Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTTTCTCTCTITCTGTCAT 3'

vvi-miR156a VIT_214s0068901780.1 3839800988398338893% 2 866-886 Squamosa promoter-binding-like protein 16-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156a VIT_215s50021g02290.1 I R 15 797-817 Squamosa promoter-binding-like protein 7-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156a VIT_217s0000g01260.1 R888883.8888888888888 1.5 953-973 Squamosa promoter-binding-like protein 13
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156a VIT_217s00009g05020.1 Trrrrrariiiiiiiiiooe 15 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156a VIT_217s00009g05020.2 R888883.8888888888888 1.5 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156a VIT_217s50000g05020.3 Trrrir.rioiiioiioon 15 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGGGAGAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_201s0010g03710.1 Do oririiiiiiioo 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_201s0010903710.2 T oririiioiiooo 1 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_201s0010g03710.3 Do oririiiiiiioo 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_201s0010g03710.4 Do orrriiioiiioo 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_201s0010g03710.5 388888 3888888388838 1 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_201s0010g03710.6 Do orrriiioiiooo 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
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target 5' GTGCTCTCTCTCTITCTGTCA 3'
wi-miR156b-5p VIT_201s0010g03910.1 388888 8888888888888 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
wi-miR156b-5p VIT_201s0010g03910.2 T oriiiiiiiioo 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'
vvi-miR156b-5p VIT_201s0010g03910.3 383988 9833983388938 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
wi-miR156b-5p VIT_201s0011g00130.1 T oriiiiiiiioo 1 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
wi-miR156b-5p VIT_201s0011g00130.2 388883 8888888888888 1 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
wi-miR156b-5p VIT_208s00079g06270.1 Trrriroriiiiiiiioo: 1 788-807 Squamosa promoter-binding-like protein 9-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
wi-miR156b-5p VIT_211s0065900170.1 388883 8888888888888 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_211s0065900170.2 T oririiioiiooo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_211s0065g00170.3 Do oririiiiiiioo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_211s0065g00170.4 T oririiioiiooo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_211s0065g00170.5 Do oririiiiiiioo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_211s0065g00170.7 Do orrriiioiiioo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTTTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_214s50068g01780.1 38888c 3888888388838 15 866-885 Squamosa promoter-binding-like protein 16-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'
vvi-miR156b-5p VIT_215s0021g02290.1 Do orrriiioiiooo 1 797-816 Squamosa promoter-binding-like protein 7-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
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target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156b-5p VIT_215s0046901020.1 B88.888888888¢ 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156b-5p VIT_215s0046901020.2 trr.oriiiiiioo: 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156b-5p VIT_215s0046901020.3 B88.888888888¢ 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156b-5p VIT_21550046901020.4 trr.oriiiiiioo: 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156b-5p VIT_215s0046901020.5 8B88,888888888§ 8 836-856 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156b-5p VIT_217s00009g01260.1 Trrriroriiiiiiiioo: 1 953-972 Squamosa promoter-binding-like protein 13
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156b-5p VIT_217s00009g05020.1 388883 8888888888888 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_217s0000905020.2 T oririiioiiooo 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156b-5p VIT_217s50000g05020.3 Do oririiiiiiioo 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

vvi-miR156b-5p VIT_219s50090901180.4 Trrrrriiiioioiiioo 2 161-180 Uncharacterized protein
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

vvi-miR156b-5p VIT_219s50090901180.7 trrriiiiiiuiiiiioo 2 161-180 Uncharacterized protein
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_201s0010g03710.1 Do orrriiioiiioo 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_201s0010g03710.2 388888 3888888388838 1 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_201s0010g03710.3 Do orrriiioiiooo 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTITCTGTCA 3'

vvi-miR156¢-5p VIT_201s0010g03710.4 383988 9833983388938 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156¢-5p VIT_201s0010g03710.5 T oriiiiiiiioo 1 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'

wi-miR156¢-5p VIT_201s0010g03710.6 388888 8888888888888 1 1145-1164  Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_201s0010g03910.1 Trrrirozrrziiioiioo: 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156¢-5p VIT_201s0010g03910.2 388883 8888888888888 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156¢-5p VIT_201s00109g03910.3 Trrriroriiiiiiiioo: 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156¢-5p VIT_201s0011g00130.1 388883 8888888888888 1 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_201s0011g00130.2 T oririiioiiooo 1 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_208s0007g06270.1 Do oririiiiiiioo 1 788-807 Squamosa promoter-binding-like protein 9-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_211s0065g00170.1 T oririiioiiooo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_211s0065g00170.2 Do oririiiiiiioo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_211s0065g00170.3 Do orrriiioiiioo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_211s0065g00170.4 388888 3888888388838 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_211s0065g00170.5 Do orrriiioiiooo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTITCTGTCA 3'

wi-miR156¢-5p VIT_211s0065g00170.7 388888 8888888888888 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTTTCTCTCTTCTGTCA 3'

wi-miR156¢-5p VIT_214s50068g01780.1 T, orriiiiiiioo 15 866-885 Squamosa promoter-binding-like protein 16-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'

wi-miR156¢-5p VIT_215s0021g02290.1 388888 8888888888888 1 797-816 Squamosa promoter-binding-like protein 7-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156¢-5p VIT_215s50046901020.1 trr.oriiiiiioo: 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156¢-5p VIT_215s0046901020.2 8B88,888888888§ 8 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156¢-5p VIT_215s0046901020.3 trr.oriiiiiioo: 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156¢-5p VIT_215s0046901020.4 8B88,888888888§ 8 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_215s0046901020.5 I S S S 3 836-856 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_217s0000g01260.1 Do oririiiiiiioo 1 953-972 Squamosa promoter-binding-like protein 13
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_217s0000g05020.1 T oririiioiiooo 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_217s0000g05020.2 Do oririiiiiiioo 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156¢-5p VIT_217s50000g05020.3 Do orrriiioiiioo 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

vvi-miR156¢-5p VIT_219s50090g01180.4 B888888888,888888838 2 161-180 Uncharacterized protein
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

vvi-miR156¢-5p VIT_219s50090901180.7 RS SR S S R R 2 161-180 Uncharacterized protein
miRNA  3' CACGAGTGAGAGAAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTITCTGTCA 3'

wi-miR156d-5p VIT_201s0010g03710.1 388888 8888888888888 1 1145-1164  Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_201s0010g03710.2 Trrrirozrrziiioiioo: 1 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'

vvi-miR156d-5p VIT_201s0010g03710.3 383988 9833983388938 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_201s0010g03710.4 Trrrirozrrziiioiioo: 1 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156d-5p VIT_201s0010g03710.5 388883 8888888888888 1 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156d-5p VIT_201s0010g03710.6 Trrriroriiiiiiiioo: 1 1145-1164  Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156d-5p VIT_201s0010g03910.1 388883 8888888888888 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_201s0010g03910.2 T oririiioiiooo 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_201s0010g03910.3 Do oririiiiiiioo 1 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_201s0011g00130.1 T oririiioiiooo 1 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_201s0011g00130.2 Do oririiiiiiioo 1 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_208s0007g06270.1 Do orrriiioiiioo 1 788-807 Squamosa promoter-binding-like protein 9-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_211s0065g00170.1 388888 3888888388838 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_211s0065900170.2 Do orrriiioiiooo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTITCTGTCA 3'

wi-miR156d-5p VIT_211s0065g00170.3 388888 8888888888888 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_211s0065900170.4 Trrrirozrrziiioiioo: 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'

vvi-miR156d-5p VIT_211s0065900170.5 383988 9833983388938 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156d-5p VIT_211s0065g00170.7 T oriiiiiiiioo 1 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTTTCTCTCTTCTGTICA 3'

wi-miR156d-5p VIT_214s0068901780.1 388880 3888888888888 1.5 866-885 Squamosa promoter-binding-like protein 16-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156d-5p VIT_215s50021902290.1 Trrriroriiiiiiiioo: 1 797-816 Squamosa promoter-binding-like protein 7-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

wi-miR156d-5p VIT_215s50046901020.1 8B88,888888888§ 8 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

vvi-miR156d-5p VIT_215s0046901020.2 I S S S 3 1781-1801 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

vvi-miR156d-5p VIT_215s50046901020.3 I 3 1781-1801 Uncharacterized protein 1oc100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

vvi-miR156d-5p VIT_215s0046901020.4 I S S S 3 1781-1801 Uncharacterized protein 1oc100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGATCAACTTTCTTCTGTCA 3'

vvi-miR156d-5p VIT_215s0046901020.5 I 3 836-856 Uncharacterized protein 10c100241322
miRNA 3! CACGAG TGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_21750000g01260.1 Do orrriiioiiioo 1 953-972 Squamosa promoter-binding-like protein 13
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_217s50000g05020.1 388888 3888888388838 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156d-5p VIT_217s50000g05020.2 Do orrriiioiiooo 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTITCTGTCA 3'

vvi-miR156d-5p VIT_217s0000g05020.3 383988 9833983388938 1 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

wi-miR156d-5p VIT_219s50090g01180.4 Trrrririii.oriiiioo: 2 161-180 Uncharacterized protein
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

vvi-miR156d-5p VIT_219s0090901180.7 385883988358338883% 2 161-180 Uncharacterized protein
miRNA  3' CACGAGTGAGAGAAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0010g03710.1 Trrrirozrrzioriiioo: 2 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156e VIT_201s0010g03710.2 388883 8888808888888 2 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156e VIT_201s00109g03710.3 T oriiii.oiiioo 2 1145-1164  Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'

wi-miR156e VIT_201s00109g03710.4 388883 8888808888888 2 1145-1164  Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0010g03710.5 Trrriroririi.oiiooo 2 1208-1227 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0010g03710.6 Do oriiii.iiiioo: 2 1145-1164 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0010g03910.1 Trrriroririi.oiiooo 2 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0010g03910.2 Do oriiii.iiiioo: 2 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0010g03910.3 Troriroriiii.oiiioo 2 881-900 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0011g00130.1 388888 38888,83888838 2 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_201s0011g00130.2 Trrriroriiii.oiiooo 2 1250-1269 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTC-TTCTCCTCTGTCA 3'

vvi-miR156e VIT_204s0008902640.1 383988 5883983388938 2 16-34 Plastid-lipid-associated protein 8
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTC-TTCTCCTCTGTCA 3'

wi-miR156e VIT_204s50008g02640.2 T Lo 2 16-34 Plastid-lipid-associated protein 8
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTITCTGTCA 3'

vvi-miR156e VIT_208s0007906270.1 383988 9833908888938 2 788-807 Squamosa promoter-binding-like protein 9-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156e VIT_211s0065g00170.1 T oriiii.iiioo 2 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156e VIT_211s0065g00170.2 388883 8888808888888 2 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156e VIT_211s0065900170.3 T oriiii.oiiioo 2 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

wi-miR156e VIT_211s0065900170.4 388883 8888808888888 2 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_211s0065g00170.5 Trrriroririi.oiiooo 2 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_211s0065900170.7 Do oriiii.iiiioo: 2 1124-1143 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTTTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_214s0068g01780.1 Trrii. oririi.iiiooo 25 866-885 Squamosa promoter-binding-like protein 16-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_215s0021902290.1 Do oriiii.iiiioo: 2 797-816 Squamosa promoter-binding-like protein 7-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_21750000g01260.1 Troriroriiii.oiiioo 2 953-972 Squamosa promoter-binding-like protein 13
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_217s50000g05020.1 388888 38888,83888838 2 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCA 3'

vvi-miR156e VIT_217s50000g05020.2 Trrriroriiii.oiiooo 2 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGTGAGAGGAGACAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTTCTGTCA 3

vvi-miR156e VIT_217s0000g05020.3 388282 83828,888282¢8¢ 2 1232-1251 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGTGAGAGGAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

wi-miR156e VIT_219s0090901180.4 R e R 3 161-180 Uncharacterized protein
miRNA 3' CACGAGTGAGAGGAGACAGT 5'
target 5' ATGCTCACTCTTTTCTGTCA 3'

vvi-miR156e VIT_219s0090901180.7 3282888828,,828288¢ 3 161-180 Uncharacterized protein
miRNA 3' CACGAGTGAGAGGAGACAGT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_201s0010g03710.1 Tiriiiii:otiiiiiiiic: 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_201s0010g03710.2 38822888882 2888328838¢ 2 1208-1228 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_201s00109g03710.3 Trrriiiit oriiiiiiioo: 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_201s00109g03710.4 3882288882 28883¢28838¢ 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_201s0010g03710.5 trsiiiii:oziiiiiiiio: 2 1208-1228 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156f VIT_201s0010g03710.6 Tz oriiiiiiiioc 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156f VIT_201s0010g03910.1 tririiii: o osiiiiiiioc 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156f VIT_201s0010g03910.2 Tz oziiiiiioio 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156f VIT_201s0010g03910.3 Trrriiii:oriiiiiiio 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

vvi-miR156f VIT_201s0011g00130.1 388888888 3888888888c 25 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

wi-miR156f VIT_201s0011g00130.2 Troriiiirorriiiioooio. 25 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
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target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_208s0007906270.1 3882888882 28882828838¢ 2 788-808 Squamosa promoter-binding-like protein 9-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_211s0065900170.1 Tiriiiii:otiiiiiiiic: 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_211s0065900170.2 3882888382 28882828838¢ 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_211s0065900170.3 Tiriiiii:otiiiiiiiic: 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_211s0065900170.4 38822888882 2888328838¢ 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_211s0065900170.5 Trrriiiit oriiiiiiioo: 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156f VIT_211s0065900170.7 3882288882 28883¢28838¢ 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156f VIT_215s0021g02290.1 tririiii: o osiiiiiiioc 3 797-817 Squamosa promoter-binding-like protein 7-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156f VIT_217s0000g01260.1 338883888 8883888388 3 953-973 Squamosa promoter-binding-like protein 13
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156f VIT_217s0000g05020.1 tririiii: o osiiiiiiioc 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156f VIT_217s0000g05020.2 Tz oziiiiiioio 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156f VIT_217s50000g05020.3 Trrriiii:oriiiiiiio 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_201s0010g03710.1 388888888 3888888888& 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_201s0010g03710.2 Trorioiirorriiiioiio 2 1208-1228 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTITCTGTCAA 3'

vvi-miR156g-5p VIT_201s0010g03710.3 383988398 388588353888 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_201s0010g03710.4 Trrririirozriiiiioio: 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTITCTGTCAA 3'

vvi-miR156g-5p VIT_201s0010g03710.5 383988398 388588353888 2 1208-1228 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_201s0010g03710.6 Trrririirozriiiiioio: 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_201s0010g03910.1 388883888 8888888888 8 881-901 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_201s0010g03910.2 Trrrrriiorrriiiiooe 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_201s00109g03910.3 388883888 8888888888 8 881-901 Squamosa promoter-binding-like protein 13-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

vvi-miR156g-5p VIT_201s0011g00130.1 Trrrrroii:orriiiiiioc. 25 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

vvi-miR156g-5p VIT_201s0011g00130.2 Troririiioriiiiiiiic. 25 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_208s0007g06270.1 A R 2 788-808 Squamosa promoter-binding-like protein 9-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_211s0065g00170.1 383833888 88388888888§ 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_211s0065g00170.2 Trrrioiirorriiiioiio 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_211s0065g00170.3 388888888 88388888888 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156g-5p VIT_211s0065g00170.4 Trorioiirorriiiioiio 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
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target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156g-5p VIT_211s0065900170.5 383988398 388588353888 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156g-5p VIT_211s0065900170.7 Trrririirozriiiiioio: 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_215s50021902290.1 383988338 9983388938 3 797-817 Squamosa promoter-binding-like protein 7-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156g-5p VIT_217s0000g01260.1 Trrrrrirozririiioo 3 953-973 Squamosa promoter-binding-like protein 13
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_217s00009g05020.1 388883888 8888888888 8 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_217500009g05020.2 Trrrrriiorrriiiiooe 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156g-5p VIT_217s0000905020.3 388883888 8888888888 8 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vvi-miR156i VIT_201s0010g03710.1 Trrririiroriiiiioiio 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_201s0010g03710.2 388988383 83858388388 2 1208-1228 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_201s0010g03710.3 R R 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_201s0010g03710.4 388988383 83858388388 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_201s0010g03710.5 I 2 1208-1228 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

vVi-miR156i VIT_201s0010g03710.6 388888888 3888888888& 2 1145-1165 Squamosa promoter-binding-like protein 2
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156i VIT_201s0010g03910.1 Trrriioioziioiiioo 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
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target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156i VIT_201s0010g03910.2 388282883 282888882¢8¢ 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156i VIT_201s0010g03910.3 R R R 3 881-901 Squamosa promoter-binding-like protein 13-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

wi-miR156i VIT_201s0011g00130.1 38828883882 28882828838, 25 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAG 3'

wi-miR156i VIT_201s0011900130.2 S R 25 1250-1270 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_208s00079g06270.1 38822888882 2888328838¢ 2 788-808 Squamosa promoter-binding-like protein 9-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_211s0065900170.1 Trrriiiit oriiiiiiioo: 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_211s0065900170.2 3882288882 28883¢28838¢ 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_211s0065g00170.3 trsiiiii:oziiiiiiiio: 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

VVi-miR156i VIT_211s0065g00170.4 Tz oriiiiiiiioc 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

wi-miR156i VIT_211s0065g00170.5 trsriiiiioziiiiiiiio 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAA 3'

VVi-miR156i VIT_211s0065900170.7 Tz oriiiiiiiioc 2 1124-1144 Squamosa promoter-binding-like protein 12-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wi-miR156i VIT_215s0021g02290.1 Trrriiii:oriiiiiiio 3 797-817 Squamosa promoter-binding-like protein 7-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vVi-miR156i VIT_217s50000g01260.1 388888888 88883888838 3 953-973 Squamosa promoter-binding-like protein 13
miRNA 3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156i VIT_217s50000g05020.1 Trrriioioziioiiioo 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA 3' CACGAGAGATAGAAGACAGTT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GTGCTCTCTCTCTTCTGTCAT 3'

wWi-miR156i VIT_21750000g05020.2 388888888 8888888888 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' GTGCTCTCTCTCTTCTGTCAT 3'

vvi-miR156i VIT_217s0000g05020.3 Trrrrrirozririiioo 3 1232-1252 Squamosa promoter-binding-like protein 6-like
miRNA  3' CACGAGAGATAGAAGACAGTT 5'
target 5' CAGAACTCTCTTCACTCCAA 3'

wvi-miR159a VIT_200s0226g00070.1 B88.888888888885 3 25-Jun Gras family transcription factor
miRNA 3" CTCTCGAGGGAAGTGAGGTT 5'
target 5' GAGAGGTCCCTTCACTCCCA 3!

vvi-miR159a VIT_202s0025904120.1 Tz ozririiiioo: 3 1143-1162 Calmodulin binding
miRNA 3" CTCTCGAGGGAAGTGAGGTT 5'
target 5' GA-AGCACCCTTCATTCCAA 3'

vvi-miR159a VIT_203s0038901150.1 3888388588888 3 153-171 Auxin-induced protein 10a5
miRNA 3" CTCTCGAGGGAAGTGAGGTT 5'
target 5' TGGAGCTCCCTTCACTCCAA 3'

wvi-miR159a VIT_213s0067901630.1 R R 15 956-975 Transcription factor gamyb-like
miRNA  3' CTCTCGAGGGAAGTGAGGTT 5'
target 5' TAGAGCCCCCTTCAAACCAAA 3'

wi-miR159c.1-3p VIT_219s0014901700.1 388883 88888888 B8888E 8 659-679 Uncharacterized protein 1oc100505457
miRNA  3' ATCTCGAGGGAAGTTAGGTTT 5'
target 5' CTATTGGCCTACAAGGAGCTC 3

vvi-miR159c.1-5p VIT_201s0011g06470.1 S trrirrzic: 3 336-356 Probable nad h-dependent oxidoreductase 1
miRNA 3! GATAACCTGAAGTTCCTCGAG 5°'
target 5' CTATTGGCCTACAAGGAGCTC 3

vvi-miR159c.1-5p VIT_201s0011g06470.2 HEEE 385383388¢ 3 336-356 Probable nad h-dependent oxidoreductase 1
miRNA 3! GATAACCTGAAGTTCCTCGAG 50
target 5' CTATTGGCCTACAAGGAGCTC 3!

vvi-miR159c.1-5p VIT_201s0011g06470.3 S trrirriic: 3 336-356 Probable nad h-dependent oxidoreductase 1
miRNA 3! GATAACCTGAAGTTCCTCGAG 5°'
target 5' CTATTGGCCTACAAGGAGCTC 3

vvi-miR159c.1-5p VIT_201s0011g06470.4 HEEE 385383388¢ 3 336-356 Probable nad h-dependent oxidoreductase 1
miRNA 3! GATAACCTGAAGTTCCTCGAG 50
target 5' CTATTGGCCTACAAGGAGCTC 3

vvi-miR159c.1-5p VIT_201s0011g06470.5 HEEHE HHHEE S 3 336-356 Probable nad h-dependent oxidoreductase 1
miRNA 3! GATAACCTGAAGTTCCTCGAG 5°'
target ©5' GTAGCTCCTGA-ATATGCAAG 3'

vvi-miR159c.2-3p VIT_207s50031g00480.1 R, 888888888 B8R888888E 25 1027-1046 Probable serine threonine-protein kinase at1g01540-like
miRNA  3' CGTCGAGGACTCTATACGTTC 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160c VIT_206s0004g02750.1 Trrrrriiioiiioiiiooo 1 1320-1340 Auxin response factor 18-like
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
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target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160c VIT_206s0004902750.2 38938898853883398388¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160c VIT_206s0004902750.3 trrrrrziirziiioiooo: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160c VIT_206s0004902750.4 38938898853883398388¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160c VIT_206s0004902750.5 trrrrrziirziiioiooo: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vvi-miR160c VIT_208s0040g01810.1 388288,82828883¢288838¢ 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

wi-miR160c VIT_208s0040901810.2 I I 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vvi-miR160c VIT_208s0040901810.3 388288,828288823¢288838¢ 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

wi-miR160c VIT_208s0040901810.4 I R R I R 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160c VIT_213s0019g04380.1 trrriiiiiiiiiiiiioo: 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160c VIT_213s0019g04380.2 Trrrrrriioiiioiiiooo: 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160c VIT_213s0019g04380.3 trrriiiiiiiiiiiiioo: 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160c VIT_213s0019904380.4 Trrrririiiiioiiiooo 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vvi-miR160c VIT_218s0001g04180.1 R88888,8883888888888& 0.5 1293-1313 Auxin response
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vvi-miR160c VIT_218s0001g04180.2 I R S 0.5 1293-1313 Auxin response
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
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target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160d VIT_206s0004902750.1 38938898853883398388¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160d VIT_206s0004902750.2 trrrrrziirziiioiooo: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160d VIT_206s0004902750.3 38938898853883398388¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160d VIT_206s0004902750.4 trrrrrziirziiioiooo: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160d VIT_206s0004902750.5 32828288822888238¢8888¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

wi-miR160d VIT_208s0040g01810.1 I I 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vi-miR160d VIT_208s0040g01810.2 388288,828288823¢288838¢ 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

vvi-miR160d VIT_208s0040g01810.3 Trrrir.rriiiiiiioooo 0.5 1353-1373 Auxin response factor 18-like
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

vvi-miR160d VIT_208s0040901810.4 388888.8838388888888§ 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160d VIT_213s0019g04380.1 Trrrrrriioiiioiiiooo: 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160d VIT_213s0019g04380.2 trrriiiiiiiiiiiiioo: 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160d VIT_213s50019g04380.3 Trrrririiiiioiiiooo 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160d VIT_213s0019g04380.4 B888888888888888888¢% 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vvi-miR160d VIT_218s0001g04180.1 I R S 0.5 1293-1313 Auxin response
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
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target 5' TGGCATGCAGGGAGCCAGGCA 3'

wi-miR160d VIT_218s0001904180.2 388288,22828882828838¢ 0.5 1293-1313 Auxin response
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160e VIT_206s0004902750.1 trrrrrziirziiioiooo: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160e VIT_206s0004902750.2 38938898853883398388¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

wi-miR160e VIT_206s0004902750.3 trrrrrziirziiioiooo: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160e VIT_206s0004902750.4 32828288822888238¢8888¢ 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

wi-miR160e VIT_206s00049g02750.5 Trrrriiiiiiiiiiiiio: 1 1320-1340 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'

vvi-miR160e VIT_208s0040g01810.1 388288,828288823¢288838¢ 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

vvi-miR160e VIT_208s0040901810.2 N R 0.5 1353-1373 Auxin response factor 18-like
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

vvi-miR160e VIT_208s0040g01810.3 Triiii.iiiiiiiiiiiio 0.5 1353-1373 Auxin response factor 18-like
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3!

vvi-miR160e VIT_208s0040901810.4 Trrrir.rriiiiiiioooo 0.5 1353-1373 Auxin response factor 18-like
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3!

vvi-miR160e VIT_213s0019g04380.1 trrriiiiiiiiiiiiioo: 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160e VIT_213s0019g04380.2 Trrrririiiiioiiiooo 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160e VIT_213s0019g04380.3 B888888888888888888¢% 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' AGGCATACAGGGAGCCAGGCA 3'

vvi-miR160e VIT_213s0019g04380.4 Trrrrriiioiiioiiiooo 1 1326-1346 Protein
miRNA 3' ACCGTATGTCCCTCGGTCCGT 5'
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target 5' TGGCATGCAGGGAGCCAGGCA 3'
vi-miR160e VIT_218s0001904180.1 388288,22828882828838¢ 0.5 1293-1313 Auxin response
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TGGCATGCAGGGAGCCAGGCA 3'
wi-miR160e VIT_218s0001904180.2 R R 0.5 1293-1313 Auxin response
miRNA  3' ACCGTATGTCCCTCGGTCCGT 5'
target 5' TTGGGT-CAGAGGTTTATTGA 3'
wi-miR162-3p VIT_206s0009903510.1 5885308 98338858835%088 3 337-356 Pentatricopeptide repeat-containing protein
miRNA 3' GACCTACGTCTCCAAATAGCT 5'
target 5' CTGGATGCAGAGGTGTTATCGA 3'
wi-miR162-3p VIT_21550048902380.1 I S R 2 3250-3271 Endoribonuclease dicer homolog 1-like
miRNA 3' GACCTACGTCTCCA-AATAGCT 5'
target 5' CTGGATGCAGAGGTGTTATCGA 3'
wi-miR162-3p VIT_215s0048902380.2 383988358833883 8858888 2 3250-3271 Endoribonuclease dicer homolog 1-like
miRNA 3' GACCTACGTCTCCA-AATAGCT 5'
target 5' CTGGATGCAGAGGTGTTATCGA 3'
wi-miR162-3p VIT_215s0048902380.3 I 2 2005-2026 Endoribonuclease dicer homolog 1-like
miRNA 3' GACCTACGTCTCCA-AATAGCT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'
wi-miR164a-5p VIT_217s0000g06400.1 388823882838¢288288823¢8¢ 2 644-664 Nac domain ipr003441
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'
vvi-miR164a-5p VIT_217s0000g06400.2 trsriiiiiiiiiiiiio 2 740-760 Nac domain ipr003441
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'
vvi-miR164a-5p VIT_217s0000g06400.3 3888898838388388838¢8 2 467-487 Nac domain ipr003441
miRNA 3' ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCACGTGCCCTGGTTCTCCA 3'
vvi-miR164a-5p VIT_219s0014902200.1 Trrrioiiionoziiooo 3 722-742 No apical meristem
miRNA 3' ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCAAGTGCCCTGCTTCTCCG 3'
vvi-miR164a-5p VIT_219s0027g00230.1 Tririiiiiiiioio. 25 623-643 Nac domain protein
miRNA 3" ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCAAGTGCCCTGCTTCTCCG 3'
vvi-miR164a-5p VIT_219s0027g00230.2 HHEEE S SR S 25 488-508 Nac domain protein
miRNA 3" ACGTGCACGGGACGAAGAGGT 5
target 5' GAAGGAGAAGAGGGGCACATC 3'
vvi-miR164c-3p VIT_214s0036901400.1 38888888888888 3 36-56 Protein
miRNA 3" CTACCCCTTCTCCCCGTGTAC 5!
target 5' CTCACGTGCCCTGCTTCTCCA 3'
vvi-miR164c-5p VIT_21750000g06400.1 Trrrrriiioiiioiiio: 2 644-664 Nac domain ipr003441
miRNA 3' ACGTGCACGGGACGAAGAGGT 5'
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target 5' CTCACGTGCCCTGCTTCTCCA 3'

vvi-miR164c-5p VIT_217s0000g06400.2 383988398338833888¢ 2 740-760 Nac domain ipr003441
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'

vvi-miR164c-5p VIT_217s0000g06400.3 Tririiiiiiiiiiiiic: 2 467-487 Nac domain ipr003441
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCACGTGCCCTGGTTCTCCA 3'

wi-miR164c-5p VIT_219s0014g02200.1 B88888888888 888888E 3 722-742 No apical meristem
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCAAGTGCCCTGCTTCTCCG 3'

wi-miR164c-5p VIT_219s50027g00230.1 T, 25 623-643 Nac domain protein
miRNA  3' ACGTGCACGGGACGAAGAGGT 5
target 5' AGCAAGTGCCCTGCTTCTCCG 3'

wi-miR164c-5p VIT_219s0027900230.2 388838888888888¢ 25 488-508 Nac domain protein
miRNA 3" ACGTGCACGGGACGAAGAGGT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'

wi-miR164d-5p VIT_217s0000g06400.1 Tririiiiiiiiiiiiicc 2 644-664 Nac domain ipr003441
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'

wi-miR164d-5p VIT_217s0000g06400.2 3893838898388888838¢ 2 740-760 Nac domain ipr003441
miRNA  3' ACGTGCACGGGACGAAGAGGT 5'
target 5' CTCACGTGCCCTGCTTCTCCA 3'

vvi-miR164d-5p VIT_217s0000g06400.3 Trrrrriiioiiioiio: 2 467-487 Nac domain ipr003441
miRNA 3' ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCACGTGCCCTGGTTCTCCA 3'

vvi-miR164d-5p VIT_219s50014902200.1 Tz oziiiio 3 722-742 No apical meristem
miRNA 3' ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCAAGTGCCCTGCTTCTCCG 3'

vvi-miR164d-5p VIT_219s0027g00230.1 Trrririiiiiioo. 25 623-643 Nac domain protein
miRNA 3" ACGTGCACGGGACGAAGAGGT 5'
target 5' AGCAAGTGCCCTGCTTCTCCG 3'

vvi-miR164d-5p VIT_219s00279g00230.2 Tririiiiiiiioio. 25 488-508 Nac domain protein
miRNA 3" ACGTGCACGGGACGAAGAGGT 5'
target 5' GGAATGAAGTATGGTCCGAGA 3'

vvi-miR166a-3p VIT_218s0075g00480.1 Troririii. oriiiioiio 3 2612-2632 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
target 5' GGAATGAAGTATGGTCCGAGA 3'

vvi-miR166a-3p VIT_218s0075g00480.2 388888888, B888888888E 3 2612-2632 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
target 5' GGAATGAAGTATGGTCCGAGA 3'

vvi-miR166a-3p VIT_218s0075g00480.3 Trrririii. oriiiioiioc 3 1988-2008 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
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target 5' GGAATGAAGTATGGTCCGAGA 3'
vvi-miR166a-3p VIT_218s0075900480.4 383988398. 8858833888 3 950-970 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
target 5' GGAATGAAGTATGGTCCGAGA 3'
vvi-miR166a-3p VIT_218s0075900480.5 Trrririii. ot 3 2612-2632 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
target 5' GGAATGAAGTATGGTCCGAGA 3'
wi-miR166a-3p VIT_218s0075g00480.6 3888888880 888888888E 3 479-499 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
target 5' GGAATGAAGTATGGTCCGAGA 3'
vvi-miR166a-3p VIT_218s0075900480.7 Trrririii. ot 3 950-970 Tmv resistance protein n-like
miRNA 3' CCTTACTTCGGACCAGGCTCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'
wi-miR166b-3p VIT_204s0008903250.1 R8.,888888888888888¢ 8 557-577 Protein
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'
wi-miR166b-3p VIT_204s0008903250.2 R R 3 557-577 Class iii hd-zip protein 8
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'
wi-miR166b-3p VIT_206s00049g02800.1 R8.,888888888888888¢ 8 563-583 Homeobox leucine-zipper protein
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_206s0004902800.2 Troririiioiiioiioa. 3 563-583 Homeobox leucine-zipper protein
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_206s0004g02800.3 Troziriiiiiiiiiioc. 3 563-583 Homeobox leucine-zipper protein
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_209s0002g03740.1 T, 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_210s0003g04670.1 Troziriiiiiiiiiioc. 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_210s0003g04670.2 R S R S R 3 293-313 Homeobox-leucine zipper protein hox32-like
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_210s0003g04670.3 38.888888888888888¢ 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'
vvi-miR166b-3p VIT_213s0019904320.1 S S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CTCCTTACTTCGGACCAGGCT 5'
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target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166b-3p VIT_213s0019904320.2 38.988598338833885%¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166b-3p VIT_213s0019904320.3 I R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166b-3p VIT_213s0019904320.4 38.988598338833885%¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166b-3p VIT_213s0019904320.5 I R R 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166b-3p VIT_213s0019904320.6 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166b-3p VIT_213s0019904320.7 R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CTCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166¢-3p VIT_204s0008903250.1 38,88889883888888838¢ 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_204s0008903250.2 Troririiioiiioiioa. 3 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166¢-3p VIT_206s0004902800.1 3808888838888888885 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_206s0004902800.2 Troririiioiiioiioa. 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_206s0004g02800.3 Troziriiiiiiiiiioc. 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_209s0002g03740.1 Tz, 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_210s0003g04670.1 38.888888888888888¢ 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_210s0003g04670.2 S S R S R 3 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
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target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_210s0003g04670.3 38.988598338833885%¢ 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_213s0019904320.1 I R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_213s0019904320.2 38.988598338833885%¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_213s0019904320.3 I R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wvi-miR166¢-3p VIT_213s0019904320.4 380888883883888888¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166¢-3p VIT_213s0019904320.5 R R 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166¢-3p VIT_213s0019904320.6 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166¢-3p VIT_213s0019904320.7 Troririiioiiioiioa. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_204s50008903250.1 Troziriiiiiiiiiioc. 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_204s50008903250.2 Troririiioiiioiioa. 3 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_206s0004g02800.1 Troziriiiiiiiiiioc. 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_206s0004g02800.2 R S R S R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_206s0004g02800.3 38.888888888888888¢ 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_209s0002g03740.1 T, 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
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target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_210s0003g04670.1 38.988598338833885%¢ 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_210s0003g04670.2 I R R 3 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_210s0003g04670.3 38.988598338833885%¢ 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_213s0019904320.1 I R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166d-3p VIT_213s0019904320.2 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166d-3p VIT_213s0019904320.3 R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166d-3p VIT_213s0019904320.4 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_213s0019g04320.5 Troririiioiiioiioa. 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_213s0019g04320.6 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166d-3p VIT_213s0019904320.7 Troririiioiiioiioa. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' GCCTCAGACCAGACAACAATC 3'

vvi-miR166d-5p VIT_208s0056901350.1 T 3833883883538¢ 25 1750-1770 Protein
miRNA 3! CGGAGCTCGGTCTGTTGTTAG 50
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_204s50008g03250.1 R S R S R 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_204s50008903250.2 38.888888888888888¢ 3 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_206s0004g02800.1 S S R S R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
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target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_206s0004902800.2 38.988598338833885%¢ 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_206s0004g02800.3 I R R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_209s0002g03740.1 383988398338833885%¢ 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_210s0003g04670.1 I R R 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

wi-miR166e-3p VIT_210s0003g04670.2 R8.,888888888888888¢ 8 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

wi-miR166e-3p VIT_210s00039g04670.3 R R 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166e-3p VIT_213s0019904320.1 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_213s0019904320.2 Troririiioiiioiioa. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_213s0019g04320.3 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_213s0019904320.4 Troririiioiiioiioa. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_213s0019g04320.5 Troziriiiiiiiiiioc. 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_213s0019904320.6 R S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166e-3p VIT_213s0019904320.7 38.888888888888888¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166f-3p VIT_204s50008g03250.1 S S R S R 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target ©5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_204s0008903250.2 38.8588983885888838¢ 3 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166f-3p VIT_20650004902800.1 Tr.ririiiiiiiioioo. 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_206s0004902800.2 38.988598338833885%¢ 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166f-3p VIT_206s0004g02800.3 R R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3'

wi-miR166f-3p VIT_209s0002g03740.1 R88888888888888888¢ 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

wi-miR166f-3p VIT_210s0003g04670.1 R R 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

wi-miR166f-3p VIT_210s0003g04670.2 R8.,888888888888888¢ 8 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_210s0003g04670.3 Troririiioiiioiioa. 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_213s0019g04320.1 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_213s0019904320.2 Troririiioiiioiioa. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_213s0019g04320.3 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wvi-miR166f-3p VIT_213s0019904320.4 R S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_213s0019g04320.5 38.888888888888888¢ 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_213s0019904320.6 S S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target ©5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166f-3p VIT_213s0019904320.7 38.988598338833885%¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vwvi-miR166g-3p VIT_204s0008903250.1 Tr.riiiiiiiiiiiioc. 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_204s0008903250.2 38.8588983885888838¢ 3 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166g-3p VIT_206s0004g02800.1 R R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166g-3p VIT_206s00049g02800.2 R8.,888888888888888¢ 8 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166g-3p VIT_206s00049g02800.3 R R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3'

wi-miR166g-3p VIT_209s0002g03740.1 R88888888888888888¢ 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_210s0003g04670.1 Troririiioiiioiioa. 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_210s0003g04670.2 Troziriiiiiiiiiioc. 3 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_210s0003g04670.3 Troririiioiiioiioa. 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_213s0019g04320.1 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_213s0019904320.2 R S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_213s0019g04320.3 38.888888888888888¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_213s0019904320.4 S S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target ©5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_213s0019904320.5 38.988598338833885%¢ 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vwvi-miR166g-3p VIT_213s0019904320.6 I R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166g-3p VIT_213s0019904320.7 38.988598338833885%¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_204s0008903250.1 Tr.riiiiiiiiiiiioc. 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166h-3p VIT_204s0008903250.2 R8.,888888888888888¢ 8 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wi-miR166h-3p VIT_206s00049g02800.1 R R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

wvi-miR166h-3p VIT_206s0004g02800.2 380888883883888888¢ 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_206s0004g02800.3 Troririiioiiioiioa. 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_209s0002g03740.1 Trrziriiiiiiiiiiic. 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_210s0003g04670.1 Troririiioiiioiioa. 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_210s0003g04670.2 Troziriiiiiiiiiioc. 3 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_210s0003g04670.3 R S R S R 3 25-May Homeobox-leucine zipper protein hox32-like
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_213s0019g04320.1 38.888888888888888¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3'

vvi-miR166h-3p VIT_213s0019904320.2 S S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA 3' CCCCTTACTTCGGACCAGGCT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166h-3p VIT_213s0019904320.3 38.988598338833885%¢ 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166h-3p VIT_21350019g04320.4 R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166h-3p VIT_213s0019904320.5 38.988598338833885%¢ 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miR166h-3p VIT_213s0019904320.6 I R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miR166h-3p VIT_213s0019904320.7 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5% GITTAGGTGATGCAAGGCGGG 3! Pentatricopeptide repeat-containing protein

Wi-miR168-3p VIT_20850007g07890.1 Cri.r: otriiiiiiiiiic 2 sar-367 d‘;ig’l_“ke P gp
miRNA  3' TAAGTCAACTACGTTCCGCCC 5'
target 5' GGTGGTCTAGGACAACCTGCT 3

wi-miR169k-3p VIT_206s0004g00450.1 8880808 888888888888¢c 25 5188-5208 Rna polymerase ii transcription mediator
miRNA  3' CCATCGGTTCCTGTTGGACGG 5'
target 5' GGTGGTCTAGGACAACCTGCT 3

wvi-miR169k-3p VIT_206s0004g00450.2 Trr.i.rorriiiiiioooo. 25 5188-5208 Rna polymerase ii transcription mediator
miRNA  3' CCATCGGTTCCTGTTGGACGG 5'
target 5' GATGAGAAGAATGAGGCAGAAA 3'

vvi-miR169w-3p VIT_204s0008903660.1 Triiiiioiiiiiiiioioc 3 118-139 Embyo flowering 1-like protein
miRNA  3' GTACTCTTC-TACTCCGTCTTT 5'
target 5' GATGAGAAGAATGAGGCAGAAA 3'

vvi-miR169w-3p VIT_204s50008903660.2 Trrriooriiiiiiooooc 3 118-139 Embyo flowering 1-like protein
miRNA  3' GTACTCTTC-TACTCCGTCTTT 5'
target 5' TATG-GAGGATGAGGCAGAAC 3'

vvi-miR169w-3p VIT_212s50028903940.1 tr.iiiziiiiio: 3 933-952 Histone acetyltransferase
miRNA 3! GTACTCTTCTACTCCGTCTTT 50
target 5' TATG-GAGGATGAGGCAGAAC 3'

vvi-miR169w-3p VIT_212s50028903940.2 S S RS S 3 933-952 Histone acetyltransferase
miRNA 3! GTACTCTTCTACTCCGTCTTT 5!
target 5' TATG-GAGGATGAGGCAGAAC 3'

vvi-miR169w-3p VIT_21250028g03940.3 B8.888888888888 3 933-952 Histone acetyltransferase
miRNA 3! GTACTCTTCTACTCCGTCTTT 50
target 5' TATG-GAGGATGAGGCAGAAC 3'

vvi-miR169w-3p VIT_21250028903940.4 HHE S S S S S N 3 834-853 Histone acetyltransferase
miRNA 3! GTACTCTTCTACTCCGTCTTT 5!
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target 5' TATG-GAGGATGAGGCAGAAC 3'

wi-miR169w-3p VIT_21250028g03940.5 B8.888888888888 3 738-757 Histone acetyltransferase
miRNA 3! GTACTCTTCTACTCCGTCTTT 5'
target 5' TATG-GAGGATGAGGCAGAAC 3'

vvi-miR169w-3p VIT_212s0028903940.6 trorrrziiizioo: 3 465-484 Histone acetyltransferase
miRNA 3! GTACTCTTCTACTCCGTCTTT 5°'
target 5' CTTGGAAGGATGAGGCAGAAA 3

vvi-miR169w-3p VIT_217s0053g00583.1 3,9888588838888¢ 3 41-61 Cullin 3-like protein
miRNA 3! GTACTCTTCTACTCCGTCTTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

wi-miR171b VIT_20250154g00400.1 R I S 25 1218-1238 Gras family transcription factor
miRNA  3' CCTCTATAACTGCGCCGAGTT 5'
target 5' GGCGATATTGGCGCGGCTCAA 3'

wi-miR171b VIT_204s50023g01380.1 B8888880888888888¢ 2 585-605 Gras family transcription factor
miRNA  3' CCTCTATAACTGCGCCGAGTT 5
target 5' AGGGATATTGGCGCGGCTCAA 3'

wi-miR171b VIT_215s0048900270.1 R N S 25 1230-1250 Gras family transcription factor
miRNA  3' CCTCTATAACTGCGCCGAGTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

wi-miR171e-3p VIT_202s50154g00400.1 B38883838888888888¢ 1 1218-1238 Gras family transcription factor
miRNA  3' TCACTATAACCGCGCCGAGTT 5
target 5' GGCGATATTGGCGCGGCTCAA 3'

vvi-miR171e-3p VIT_204s50023g01380.1 trrrroririiioiio: 15 585-605 Gras family transcription factor
miRNA 3" TCACTATAACCGCGCCGAGTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

vvi-miR171e-3p VIT_215s0048900270.1 trirriiiiiiiiiii: 1 1230-1250 Gras family transcription factor
miRNA 3" TCACTATAACCGCGCCGAGTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

wi-miR171f-3p VIT_202s0154g00400.1 Trrrroririiioiioo: 1 1218-1238 Gras family transcription factor
miRNA 3" TCACTATAACCGCGCCGAGTT 5'
target 5' GGCGATATTGGCGCGGCTCAA 3'

vvi-miR171f-3p VIT_204s0023g01380.1 trirriiiiiiiiiii: 1.5 585-605 Gras family transcription factor
miRNA 3" TCACTATAACCGCGCCGAGTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

wi-miR171f-3p VIT_215s50048900270.1 Trrrroriiiiioiiio: 1 1230-1250 Gras family transcription factor
miRNA 3" TCACTATAACCGCGCCGAGTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

vwi-miR171h VIT_202s0154g00400.1 B888888888888888888¢% 1 1218-1238 Gras family transcription factor
miRNA 3' GCCCTATAACCGCGCCGAGTT 5'
target 5' GGCGATATTGGCGCGGCTCAA 3'

wi-miR171h VIT_204s50023g01380.1 i 2 585-605 Gras family transcription factor
miRNA 3" GCCCTATAACCGCGCCGAGTT 5"
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target 5' CGGGATATTGGTGCGGTTCAA 3'

wi-miR171h VIT_212s0059900650.1 38398839835808588.388¢ 1 142-166 Hypothetical protein
miRNA  3' GCCCTATAACCGCGCCGAGTT 5'
target 5' AGGGATATTGGCGCGGCTCAA 3'

wi-miR171h VIT_215s0048g00270.1 trrrrrziirziiioiooo: 1 1230-1250 Gras family transcription factor
miRNA  3' GCCCTATAACCGCGCCGAGTT 5'
target 5' CTGCAGCATCATCAGGATTCT 3

wi-miR172c-3p VIT_206s0004g03590.1 38398839833885583388¢ 15 1334-1354 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' CTGCAGCATCATCAGGATTCT 3

wvi-miR172¢c-3p VIT_206s0004g03590.3 R N 15 1289-1309 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' CTGCAGCATCATCAGGATTCC 3

wi-miR172c-3p VIT_207s0031g00220.1 R8888388888888088888§ 1 1430-1450  Transcription factor apetala2
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' CTGCAGCATCATCAGGATTCC 3!

wi-miR172¢c-3p VIT_207s00319g00220.2 Trrrrririiiiiariio: 1 1442-1462  Transcription factor apetala2
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' CTGCAGCATCATCAGGATTCT 3'

wi-miR172c-3p VIT_208s0040g03180.1 R8888388888888088888¢ 1.5 1331-1351  Ap2 domain-containing transcription factor
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' CTGCAGCATCATCAGGATTCC 3!

vvi-miR172c-3p VIT_213s0019g03550.1 Trrririiioiiiiaroiio 1 1304-1324 Ap2 domain-containing transcription factor
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' CTGCAGCATCATCAGGATTCC 3!

vvi-miR172¢c-3p VIT_213s0019g03550.2 Trrririiiiiiiiaiiiio 1 1259-1279 Ap2 domain-containing transcription factor
miRNA  3' GACGTCGTAGTAGTTCTAAGG 5'
target 5' TGTAAAACTTGATGATGCTCA 3'

vvi-miR172c-5p VIT_207s0191g00170.1 Trrrrriiiiio 3 573-593 Lmbrl domain-containing protein 2 homolog a-like
miRNA 3! ACACTTAGAACTACTACGAGG 5°'
target 5' TGTAAAACTTGATGATGCTCA 3

vvi-miR172¢c-5p VIT_207s50191g00170.2 R 3 183-203 Lmbrl domain-containing protein 2 homolog a-like
miRNA 3! ACACTTAGAACTACTACGAGG 50
target 5' TGTAAAACTTGATGATGCTCA 3'

vvi-miR172c-5p VIT_207s50191g00170.3 HHEE S 3 573-593 Lmbrl domain-containing protein 2 homolog a-like
miRNA 3! ACACTTAGAACTACTACGAGG 5°'
target 5' TGTAAAACTTGATGATGCTCA 3'

vvi-miR172c-5p VIT_207s50191g00170.6 3888888888888 3 573-593 Lmbrl domain-containing protein 2 homolog a-like
miRNA 3! ACACTTAGAACTACTACGAGG 50
target 5' TGTAAAACTTGATGATGCTCA 3'

vvi-miR172c-5p VIT_207s0191g00170.7 Trrrrrriiiio 3 573-593 Lmbrl domain-containing protein 2 homolog a-like
miRNA 3! ACACTTAGAACTACTACGAGG 5°'
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target 5' TGTAAAACTTGATGATGCTCA 3'
wi-miR172c-5p VIT_207s0191g00170.8 B888888888888 3 183-203 Lmbrl domain-containing protein 2 homolog a-like
miRNA 3! ACACTTAGAACTACTACGAGG 5!
target 5' TGTGAGTGTTGATGATGCTCT 3'
vvi-miR172c-5p VIT_208s0007g05895.1 Trrriororrriiiiiiooc. 2 702-722 F-box family protein
miRNA  3' ACACTTAGAACTACTACGAGG 5'
target 5' GCATTCATGATCAAGATTCTICA 3' . - .
wi-miR172d VIT_200018400102.1 rrriiiiiiics 3 215236 A2 erfand b3 domain-containing transcription factor
miRNA 3! CGT CGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCTCA 3'
wi-miR172d VIT_206s0004g03590.1 Trrrrririiii.oziiiio: 1 1336-1356 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCTCA 3'
wi-miR172d VIT_206s0004903590.3 R888838888880,8888888§ 1 1291-1311 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCCCA 3
wi-miR172d VIT_207s00319g00220.1 S E 3 1432-1452  Transcription factor apetala?
miRNA 3! CGTCGTAGTAGTTCTAAGAGT 5°'
target 5' GCAGCATCATCAGGATTCCCA 3
wi-miR172d VIT_207s00319g00220.2 R888888888880,88888 8 1444-1464  Transcription factor apetala2
miRNA 3! CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCTIG 3'
vwvi-miR172d VIT_208s0040g03180.1 Trrririiiiii.iiioioo.. 25 1333-1353 Ap2 domain-containing transcription factor
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' AGTAAT-TGCAACCAGAGGAT 3'
vvi-miR2111-3p VIT_209s50002902550.1 Do orriiiiiiiioic. 1.5 955-974 Tudor pwwp mbt superfamily protein
miRNA  3' TCATTAGACGTTGGTCTCCTG 5'
target 5' AGTAAT-TGCAACCAGAGGAT 3'
wvi-miR2111-3p VIT_209s50002902550.2 Do orriiiiiioooc. 15 1399-1418 Tudor pwwp mbt superfamily protein
miRNA  3' TCATTAGACGTTGGTCTCCTG 5'
target 5' AGTAAT-TGCAACCAGAGGAT 3'
vvi-miR2111-3p VIT_209s50002902550.3 Do orriiiiiiiioic. 1.5 955-974 Tudor pwwp mbt superfamily protein
miRNA  3' TCATTAGACGTTGGTCTCCTG 5'
target 5' AGTAAT-TGCAACCAGAGGAT 3'
wvi-miR2111-3p VIT_209s0002902550.4 Do orriiiiiioiooc. 15 955-974 Tudor pwwp mbt superfamily protein
miRNA  3' TCATTAGACGTTGGTCTCCTG 5'
target 5' AGTAAT-TGCAACCAGAGGAT 3'
vvi-miR2111-3p VIT_209s50002902550.5 388888 B8883888888888c¢ 15 955-974 Tudor pwwp mbt superfamily protein
miRNA  3' TCATTAGACGTTGGTCTCCTG 5'
target 5' AGTAAT-TGCAACCAGAGGAT 3'
wvi-miR2111-3p VIT_209s50002902550.6 Do orrriiiiiioiooc. 15 955-974 Tudor pwwp mbt superfamily protein
miRNA  3' TCATTAGACGTTGGTCTCCTG 5'
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target 5' TAGATACTCAGGATGCAGATTA 3'
vvi-miR2111-5p VIT_214s0068902150.1 3833%. 9983388338838888 15 239-260 F-box kelch-repeat protein at3g27150-like
miRNA  3' ATCTG-GAGTCCTACGTCTAAT 5'
target 5' TAGATACTCAGGATGCAGATTA 3'
vwvi-miR2111-5p VIT_214s0068902150.2 T, ozrrriiiiiioooo: 15 239-260 F-box kelch-repeat protein at3g27150-like
miRNA  3' ATCTG-GAGTCCTACGTCTAAT 5'
target 5' TAGATACTCAGGATGCAGATTA 3'
vvi-miR2111-5p VIT_214s0068902150.3 383%. $9983388338838888 15 410-431 F-box kelch-repeat protein at3g27150-like
miRNA  3' ATCTG-GAGTCCTACGTCTAAT 5'
target 5' TAGATACTCAGGATGCAGATTA 3'
vwvi-miR2111-5p VIT_214s0068902150.4 T, ozrrriiiiiioooo: 15 239-260 F-box kelch-repeat protein at3g27150-like
miRNA  3' ATCTG-GAGTCCTACGTCTAAT 5'
target 5' TAGATACTCAGGATGCAGATTA 3'
wi-miR2111-5p VIT_214s0068902150.5 3888, 88888883888888888 1.5 239-260 F-box kelch-repeat protein at3g27150-like
miRNA  3' ATCTG-GAGTCCTACGTCTAAT 5'
target 5' CAACTTTGCAAGAGATGGAAT 3'
wi-miR2950-5p VIT_209s00029g01600.1 Trrrrriiiiiioo: 3 234-254 Dna binding
miRNA 3! GGTCACACGTTCTCTACCTTA 5°'
target 5' GGGAAC-CCCTTCAGTCCAC 3'
wi-miR319b-3p VIT_210s0003g00870.1 B88883888888§ 8 926-944 Transcription factor tcp4-like
miRNA 3! CCCTCGAGGGAAGTCAGGTT 5'
target 5' TGGAGCTCCCTTCACTCCAA 3'
vvi-miR319b-3p VIT_213s0067g01630.1 Trrrioiiiiiioorrii 3 956-975 Transcription factor gamyb-like
miRNA  3' CCCTCGAGGGAAGTCAGGTT 5'
target 5' GGGAAC-CCCTTCAGTCCAC 3'
vvi-miR319¢c-3p VIT_210s0003g00870.1 i 3 926-944 Transcription factor tcp4-like
miRNA 3! CCCTCGAGGGAAGTCAGGTT 50
target 5' TGGAGCTCCCTTCACTCCAA 3'
vvi-miR319c-3p VIT_213s0067901630.1 Trrrioiiiiiioorroo 3 956-975 Transcription factor gamyb-like
miRNA  3' CCCTCGAGGGAAGTCAGGTT 5'
target 5' GAATGCACTGAAGAAAGCTCA 3!
vvi-miR319c¢-5p VIT_214s50081g00480.1 Trrririiiiiio 3 322-342 Protein
miRNA 3! CTCACCTGACTTCTTTCGAGA 50
target 5' GGGAAC-CCCTTCAGTCCAC 3'
vvi-miR319f-3p VIT_210s0003g00870.1 Trrrriiiooo 3 926-944 Transcription factor tcp4-like
miRNA 3! CCCTCGAGGGAAGTCAGGTT 5'
target 5' TGGAGCTCCCTTCACTCCAA 3'
vvi-miR319f-3p VIT_213s0067g01630.1 3888888888888 88838 3 956-975 Transcription factor gamyb-like
miRNA  3' CCCTCGAGGGAAGTCAGGTT 5'
target 5' GGGAAC-CCCTTCAGTCCAC 3'
vvi-miR319g VIT_210s0003g00870.1 i 3 926-944 Transcription factor tcp4-like
miRNA 3! CCCTCGAGGGAAGTCAGGTT 5'
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target 5' TGGAGCTCCCTTCACTCCAA 3'

vvi-miR319g VIT_213s0067901630.1 3858839883583 88338 3 956-975 Transcription factor gamyb-like
miRNA  3' CCCTCGAGGGAAGTCAGGTT 5'
target 5' TGGTGCTTGGAGGAGCTTGTGA 3'

vvi-miR3623-5p VIT_218s0041902180.2 Trrrrriiiiorrlriiiio: 3 115-136 Protein dal-related 1-like
miRNA  3' ACCACGAACCTACTTGAACACT 5'
target 5' TGGTGCTTGGAGGAGCTTGTGA 3'

vVvi-miR3623-5p VIT_218s0041902180.3 38398839833 8858838888 3 271-292 Protein dal-related 1-like
miRNA  3' ACCACGAACCTACTTGAACACT 5'
target 5' AGTAGTATGCTGCTGCCCTGA 3

vvi-miR3624-3p VIT_200s0194g00300.1 Trrrrrziriiiiiiioe: 0 141-161 Uncharacterized protein 1oc100260893
miRNA 3' TCATCATACGACGACGGGACT 5'
target 5' AGTAGTATGCTGCTGCCCTGA 3

wi-miR3624-3p VIT_200s0194900340.1 R8888388888888888888§ 0 29-Sep Uncharacterized protein 1oc100852467
miRNA 3' TCATCATACGACGACGGGACT 5'
target 5' AGTAGTATGCTGCTGCCCTGA 3

wi-miR3624-3p VIT_200s0194900340.2 Trrrrririiioiiiiiio: 0 123-143 Metal ion binding protein
miRNA 3' TCATCATACGACGACGGGACT 5'
target 5' TTTGGTTGCTGAGAAAAT-CG 3

wi-miR3629a-5p VIT_208s0040g01510.1 -88880,888888888888 8 48-67 Uncharacterized protein 1oc100853283
miRNA 3" GAACCGACGACTCTTTTACGC 5'
target 5' ATTGG-TGCTGAGAAAATGCT 3'

vvi-miR3629a-5p VIT_212s50028901350.1 T 3 834-853 Lrr receptor-like serine threonine-protein kinase
miRNA 3" GAACCGACGACTCTTTTACGC 5°'
target 5' ATTGG-TGCTGAGAAAATGCT 3'

vvi-miR3629a-5p VIT_212s0028901350.2 Trrririiiiiio 3 834-853 Lrr receptor-like serine threonine-protein kinase
miRNA 3" GAACCGACGACTCTTTTACGC 50
target 5' ATTGG-TGCTGAGAAAATGCT 3'

vvi-miR3629a-5p VIT_212s50028901350.3 T 3 447-466 Lrr receptor-like serine threonine-protein kinase
miRNA 3" GAACCGACGACTCTTTTACGC 5°'
target 5' ATTGG-TGCTGAGAAAATGCT 3'

vvi-miR3629a-5p VIT_212s50028901350.4 Trrririiiiiio 3 621-640 Lrr receptor-like serine threonine-protein kinase
miRNA 3" GAACCGACGACTCTTTTACGC 50
target 5' ATTGG-TGCTGAGAAAATGCT 3'

vvi-miR3629a-5p VIT_212s50028g01350.5 Trrririiioiio 3 834-853 Lrr receptor-like serine threonine-protein kinase
miRNA 3" GAACCGACGACTCTTTTACGC 5°'
target 5' ATGGTATGGGGGGTCTGGGAAA 3'

vvi-miR3632-3p VIT_213s0067g00790.1 388888 B88888883888888§ 2 575-596 Disease resistance protein
miRNA  3' AACCATAACCCCCAGACCCTTT 5'
target 5' ATGGTATGGGGGGTCTGGGAAA 3'

wvi-miR3632-3p VIT_213s0067g00830.1 Trrriiorriiiiiioooio 2 578-599 Probable disease resistance rpp8-like protein 2-like
miRNA  3' AACCATAACCCCCAGACCCTTT 5'
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target 5' ATGGTATGGGGGGTCTGGGAAA 3'

vvi-miR3632-3p VIT_213s0067g00830.2 389383 8839883583538983 2 578-599 Probable disease resistance rpp8-like protein 2-like
miRNA  3' AACCATAACCCCCAGACCCTTT 5'
target 5' ATGGTATGGGGGGTCTGGGAAA 3'

wi-miR3632-3p VIT_21350067g00830.3 T orrriiiiiiooa: 2 578-599 Probable disease resistance rpp8-like protein 2-like
miRNA  3' AACCATAACCCCCAGACCCTTT 5'
target 5' ATGGTATGGGGGGTCTGGGARAA 3'

vvi-miR3632-3p VIT_213s0067g00830.4 389383 8839883583538983 2 578-599 Probable disease resistance rpp8-like protein 2-like
miRNA  3' AACCATAACCCCCAGACCCTTT 5'
target 5' GGAT-CCAGCCATCCATTCT 3'

vvi-miR3633b-5p VIT_203s0180g00280.1 N 3 431-449 Limonoid udp-glucosyltransferase
miRNA 3! TCTAGGGTCGGTGGGTZ—\AGG 5!
target 5' AGATTTCAGCCACCCATTAC 3'

wi-miR3633b-5p VIT_210s0003g03540.1 R8880,0888888888888 8 633-652 Beta-amyrin synthase
miRNA 3! TCTAGGGTCGGTGGGTAAGG 5°'
target 5' AGATCCCA-CCATCCATTCC 3'

wi-miR3633b-5p VIT_212s0034902470.1 Trrrrriorri.iiioo 3 1081-1099 Disease resistance protein at3g14460-like
miRNA  3' TCTAGGGTCGGTGGGTAAGG 5'
target 5' ATGGCATGAGTG-GAGTCGGAAA 3'

wi-miR3634-3p VIT_219s00859g00430.1 Ro8883888888 8888888888 25 86-107 Uncharacterized protein 1oc100855287
miRNA  3' TGCCGTACTCACGCTCAGCCTTT 5'
target 5' ATGGCATGAGTG-GAGTCGGAAA 3'

vvi-miR3634-3p VIT_219s0085g00470.1 Torririiiooriiiiiioc: 25 116-137 Uncharacterized protein 1oc100854011
miRNA  3' TGCCGTACTCACGCTCAGCCTTT 5'
target 5' GAGGCATGTGTGGGACATAAT 3'

vvi-miR3635-3p VIT_217s0000g05850.1 Do 0 2097-2117 Abc transporter retinal flippase subfamily
miRNA  3' CTCCGTACACACCCTGTATTA 5'
target 5' GAGGCATGTGTGGGACATAAT 3'

wvi-miR3635-3p VIT_217s0000g05850.2 Trrririiioiiiiiiooio 0 2097-2117 Abc transporter retinal flippase subfamily
miRNA  3' CTCCGTACACACCCTGTATTA 5'
target 5' GAGGCATGTGTGGGACATAAT 3'

vvi-miR3635-3p VIT_217s0000g05850.3 Do 0 2175-2195 Abc transporter retinal flippase subfamily
miRNA  3' CTCCGTACACACCCTGTATTA 5'
target 5' GAGGCATGTGTGGGACATAAT 3'

vvi-miR3635-3p VIT_217s0000g05850.4 R S 0 2175-2195 Abc transporter retinal flippase subfamily
miRNA  3' CTCCGTACACACCCTGTATTA 5'
target 5' GAGGCATGTGTGGGACATAAT 3'

vVvi-miR3635-3p VIT_217s50000g05850.5 R8888888883888888888& 0 2175-2195 Abc transporter retinal flippase subfamily
miRNA  3' CTCCGTACACACCCTGTATTA 5'
target 5' CCGCTATGCCCCACACATGCC 3!

vvi-miR3635-5p VIT_219s50015g00010.1 Trrrrririiiiiooa 25 3417-3437 Abc transporter ¢ family member 3-like
miRNA 3! GATAATACGGGGTGTGTACGG 5!
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target 5' CCGCTATGCCCCACACATGCC 3!
vvi-miR3635-5p VIT_219s0015900020.1 38398853853983538¢ 25 2208-2228 Abc transporter ¢ family member 3-like
miRNA 3! GATAATACGGGGTGTGTACGG 5!
target 5' CCGCTATGCCCCACACATGCC 3!
vvi-miR3635-5p VIT_219s0015900050.1 Trrrrrriiiiiiooo 25 3753-3773 Abc transporter ¢ family member 3-like
miRNA 3! GATAATACGGGGTGTGTACGG 5!
target 5' CCGCTATGCCCCACACATGCC 3!
vvi-miR3635-5p VIT_219s0015g00060.1 38398853853983538¢ 25 3486-3506 Multidrug resistance protein abc transporter family
miRNA 3! GATAATACGGGGTGTGTACGG 5!
target 5' GGCGTTCTTCCTCCTGAGCTT 3!
wvi-miR390-5p VIT_210s0003g01890.1 Trri.rot.rziiiiiiooo: 25 319-339 Lrr receptor-like serine threonine-protein kinase rfkl
miRNA  3' CCGCGATAGGGAGGACTCGAA 5'
target 5' GGCTCTATACCTCCTGAGCTT 3
wi-miR390-5p VIT_216s0098901090.1 B88883888888§ 8 1621-1641 Leucine-rich repeat receptor-like protein kinase peprl
miRNA 3! CCGCGATAGGGAGGACTCGAA 5'
target 5' GA-CAATGCGATCCCTTTGGA 3'
wi-miR393a-5p VIT_207s01049g01320.1 R E R 1 1506-1525  Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 5°'
target 5' GA-CAATGCGATCCCTTTGGA 3'
wi-miR393a-5p VIT_207s0104901320.2 B38883838888888888¢ 1 1506-1525  Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 5'
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393a-5p VIT_214s50030901240.1 trrrroririiioiio: 1 1506-1525 Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 5°'
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393a-5p VIT_214s0030901240.2 trirriiiiiiiiiii: 1 1506-1525 Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 50
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393a-5p VIT_214s0030901240.3 Trrrroririiioiioo: 1 1506-1525 Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 5°'
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393a-5p VIT_214s0030901240.4 trirriiiiiiiiiii: 1 1506-1525 Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 50
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393a-5p VIT_214s50068g01330.1 Trrrroriiiiioiiio: 1 1503-1522 F-box family protein
miRNA 3! CTAGTTACGCTAGGGAAACCT 5°'
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393b VIT_207s50104g01320.1 B88888888888838888¢8 1 1506-1525 Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 50
target 5' GA-CAATGCGATCCCTTTGGA 3'
vvi-miR393b VIT_207s0104g01320.2 i 1 1506-1525 Transport inhibitor response 1
miRNA 3! CTAGTTACGCTAGGGAAACCT 5°'
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target 5' GA-CAATGCGATCCCTTTGGA 3'

wi-miR393b VIT_214s500309g01240.1 383588398339833888¢ 1 1506-1525 Transport inhibitor response 1
MiRNA  3' CTAGTTACGCTAGGGAAACCT 5
target 5' GA-CAATGCGATCCCTTTGGA 3'

wvi-miR393b VIT_214s0030901240.2 trrrrrziriiiiiioo: 1 1506-1525 Transport inhibitor response 1
MiRNA  3' CTAGTTACGCTAGGGAAACCT 5'
target 5' GA-CAATGCGATCCCTTTGGA 3'

vvi-miR393b VIT_214s0030g01240.3 335883988339833888¢ 1 1506-1525 Transport inhibitor response 1
MiRNA  3' CTAGTTACGCTAGGGAAACCT 5
target 5' GA-CAATGCGATCCCTTTGGA 3'

wi-miR393b VIT_214s0030901240.4 trrrrrziiiiiiiioo: 1 1506-1525 Transport inhibitor response 1
MiRNA  3' CTAGTTACGCTAGGGAAACCT 5
target 5' GA-CAATGCGATCCCTTTGGA 3'

wi-miR393b VIT_214s0068901330.1 B38883838888888888¢ 1 1503-1522 F-box family protein
MiRNA  3' CTAGTTACGCTAGGGAAACCT 5
target 5' GGAGGTTGACAGAATGCCAA 3'

wi-miR394c VIT_201s0010g03730.1 Trrriroriiiiiiiioo: 1 939-958 F-box family protein
miRNA  3' CCTCCACCTGTCTTACGGTT 5'
target 5' GGAGGTTGACAGAATGCCAA 3'

wi-miR394c VIT_201s0010g03730.2 388883 8888888888888 1 1131-1150 F-box family protein
miRNA  3' CCTCCACCTGTCTTACGGTT 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' )

wi-miR395a VIT_20750031g00940.1 Cirii.iritiiiiiiios 25 37.57 fa“t'_flate bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' :

wi-miR395a VIT_20750031g00940.2 38298.2385BECRRRE2E 25 37.57 ?:t'_ffte DIEITTTELR @7 Gile S TENZE ) (ERen 2y
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' :

Wi-miR395c-3p  VIT_20750031g00940.1 iiii.iiiiiiiiiiiis 25 37-57 fa“t[‘;ate bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' :

Wi-miR395c-3p  VIT_20750031g00940.2 15878, 555355 3583038 25 37-57 ?:t'_ffte ST BESITES B FifD ST B e (e ey
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' TGGTGAAGTGTTCAAGGGAAC 3'

vvi-miR395¢-5p VIT_214s0066900910.1 L.tiiiiiiroriiiiiiio 3 1101-1121 Protein
miRNA  3' GTCACTTCACCAGTTCCCTTG 5
target 5' AAGTTCTCCCAAACACTTCAA 3' :

wi-miR395d VIT_20750031g00940.1 Criii.iiiiiiiiiiis: 25 37-57 ?:t'_fl"’“e EUEEENEE O E EENENE 2 ) Sy
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' ,

wi-miR395d VIT_20750031g00940.2 Cirii.iritiiiiiiios 25 37.57 fa“t'aate bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
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target 5' AAGTTCTCCCAAACACTTCAA 3' .

wi-miR395e-3p VIT_207s00319g00940.1 B8888.8888888888888 2.5 Sif=5 Ss;tl_ffte SIEEITTTEL O il SN e e [ EnEpe T
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

wi-miR395e-3p VIT_207s00319g00940.2 Trrrr.riiiiiiiiioo: 25 37-57 Ssautl_f:{ite bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' TGGTGAAGTGTTCAAGGGAAC 3'

vvi-miR395e-5p VIT_214s0066900910.1 5098885883 888883888¢ 3 1101-1121 Protein
miRNA  3' GTCACTTCACCAGTTCCCTTG 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

wvi-miR395f-3p VIT_207s0031g00940.1 I I 25 37-57 Ssautl_f:{ite bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

wi-miR395f-3p VIT_207s0031g00940.2 triri.iiiiiiiiiiio: 25 3751 SSautl_ffte SIS ! S G e i U Zeitey
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

wi-miR395g-3p VIT_207s0031g00940.1 I R 25 37-57 SSautl-fflte bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

wi-miR395g-3p VIT_207s00319g00940.2 B88883.8888888888888 25 37-57 SSautl_ffte IEETTE @ Gl ETENEED et (EmERen 2y
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

Wi-miR395h-3p  VIT_207s0031g00940.1 Citii.ttaitiiiiiis:s 25 37-57 fa“t'_flate bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

Wi-miR395h-3p  VIT_20750031g00940.2 38298.2385BECRRRE2E 25 37.57 ?:t'_ffte EUEEEER e OE 2 EENEL A ) TR
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' TGGTGAAGTGTTCAAGGGAAC 3'

vvi-miR395h-5p VIT_214s50066900910.1 LotTiiiiiooriiiiiiio 3 1101-1121 Protein
miRNA  3' GTCACTTCACCAGTTCCCTTG 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

WVi-miR395i-3p VIT_2075003100940.1 38298.2385BECRRRE2E 25 37.57 ?:t'_ffte EUEEEER e OE 2 EENEL A ) TR
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

WVi-miR395i-3p VIT_20750031g00940.2 Driii.itiziiiiiiias 25 37-57 fa“t'_aate bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

WVi-miR395j-3p VIT_20750031g00940.1 Crrit.iririiiiiiios 25 37.57 ?:t'_fl"’“e e
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

WVi-miR395j-3p VIT_20750031g00940.2 Sriii.itiziiiiiiias 25 37-57 fa“t'_ff‘te bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
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target 5' AAGTTCTCCCAAACACTTCAA 3 .

vvi-miR395k-3p VIT_207s0031g00940.1 38588.9883585338833¢% 25 37-57 Ss;tl_ffte ST O il N EET e Dy
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3 .

wi-miR395k-3p VIT_207s00319g00940.2 Trrrr.riiiiiiiiioo: 25 37-57 Ssautl_f:{ite bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' TGGTGAAGTGTTCAAGGGAAC 3'

vVvi-miR395k-5p VIT_214s0066900910.1 5089883983 8858833888 3 1101-1121 Protein
miRNA  3' GTCACTTCACCAGTTCCCTTG 5'
target 5' AAGTTCTCCCAAACACTTCAA 3 .

vvi-miR3951-3p VIT_207s0031g00940.1 I I 25 37-57 Ssautl_f:{ite bicarbonate oxalate exchanger and transporter
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' AAGTTCTCCCAAACACTTCAA 3' .

wi-miR395I-3p VIT_207s00319g00940.2 B88883.8888888888888 25 37-57 SSautl_ffte S BEITE S S STy E e U elites
miRNA  3' CTCAAGGGGGTTTGTGAAGTC 5'
target 5' CGAGTTCCTCCAAACTCTTCA 3

wi-miR395n VIT_205s500209g04210.1 Trrrrrriiiroziiiiio: 3 339-359 Atp sulfurylase
miRNA  3' TCTCAAGGAGGTCTGAGAAGT 5'
target 5' CTGTCCACCAGCTTTCTTGAGC 3'

wi-miR396a-3p VIT_200s0208g00090.1 R8888838888888 8 Dec-33 Protein trichome birefringence-like 16
miRNA 3" GGAGGGT GTCGAAAGAACTCG 5'
target 5' CCGTCCACCAGCTTTCTTGAGC 3'

vvi-miR396a-3p VIT_207s0031g02320.1 T 25 837-858 Protein
miRNA 3" GGAGGGT GTCGAAAGAACTCG 5'
target 5' CCGTCCACCAGCTTTCTTGAGC 3'

vvi-miR396a-3p VIT_207s0031g02320.2 Trriiiiiiiiio 25 648-669 Duf231 domain containing family protein
miRNA 3" GGAGGGT GTCGAAAGAACTCG 5'
target 5' CCGTCCACCAGCTTTCTTGAGC 3'

vvi-miR396a-3p VIT_207s0031g02320.3 T 25 501-522 Protein trichome birefringence-like 16
miRNA 3" GGAGGGT GTCGAAAGAACTCG 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_200s0494g00010.1 tririiiiioioriiiiio 3 781-801 Transcription activator
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_202s50025g02680.1 Trrrriiiiooriiiooo 3 307-327 Uncharacterized protein 1oc100258227
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCATGTGGAA 3'

vvi-miR396a-5p VIT_202s0025g04910.1 B88888888888 B888888% 3 445-465 Growth-regulating factor
miRNA  3' TCAAGTTCTTTCG-ACACCTT 5'
target 5' AACTCAAGGAAGCTGTGGAA 3'

vvi-miR396a-5p VIT_207s50191g00220.1 I 3 494-513 Uncharacterized protein 10c100251922
miRNA 3" TCAAGTTCTTTCGACACCTT 5'
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target 5' AACTCAAGGAAGCTGTGGAA 3'

vvi-miR396a-5p VIT_207s50191900220.2 3  9888%08998338893% 3 494-513 Uncharacterized protein loc100251922
miRNA  3' TCAAGTTCTTTCGACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_208s0007g03760.1 trrrrrziioriiiioo 3 538-558 Growth-regulating factor 4
miRNA  3' TCAAGTTCTITTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_209s0002g01350.1 383938838833 8398388¢ 3 334-354 Growth-regulating factor 5
miRNA  3' TCAAGTTCTITTC-GACACCTT 5'
target 5' AGATGGAGAAAGCTGTGGAG 3'

vvi-miR396a-5p VIT_210s0597g00040.1 Tz oLrrrriiiioiioo. 3 1202-1221 Pentatricopeptide repeat-containing protein
miRNA  3' TCAAGTTCTTTCGACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

wi-miR396a-5p VIT_211s00169g01250.1 888883888888 88388888§ 8 343-363 Growth-regulating factor 5
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

wi-miR396a-5p VIT_215s0048901740.1 Trrrrrriiiroziiiiio: 3 439-459 Growth-regulating factor
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

wi-miR396a-5p VIT_215s0048901740.2 888883888888 88388888§ 8 460-480 Growth-regulating factor
miRNA  3' TCAAGTTCTITTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_215s0048901740.4 Trrrioiiiooriiiooo 3 115-135 Growth-regulating factor
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_215s0048901740.5 tririiiiioioriiiiio 3 115-135 Growth-regulating factor
miRNA  3' TCAAGTTCTITTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_215s0048901740.7 Trrrioiiiooriiiooo 3 115-135 Growth-regulating factor
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_216s0039g01450.1 tririiiiioioriiiiio 3 361-381 Growth-regulating factor 1
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_216s0039901450.2 Trrrriiiiooriiiooo 3 361-381 Growth-regulating factor 1
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_216s0039g01450.3 38888888888 88888888 3 361-381 Growth-regulating factor 1
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396a-5p VIT_216s0039g01450.4 Trrrroiiiororiiiooo 3 172-192 Growth-regulating factor 1
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
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target 5' CGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396a-5p VIT_216s0039g01450.5 383938838833 8398388¢ 3 172-192 Growth-regulating factor 1
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396a-5p VIT_216s0098g01080.1 trrrrrziioriiiioo 3 322-342 Protein
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' CGTTCAAGAAAGCCTGTGGAA 3'
wi-miR396a-5p VIT_218s0001g08650.1 B8888888888 B888888E 3 766-786 Uncharacterized protein 1oc100260890
miRNA  3' TCAAGTTCTTTC-GACACCTT 5'
target 5' TTTCCAGCAGCTTTCTTGAAT 3'
vvi-miR396b-3p VIT_201s0011901220.1 Tz oLrrrriiiiiiooc. 2 230-250 Double top
miRNA  3' AAAGGGTGTCGAAAGAACTTG 5'
target 5' AAACTCAAGGAAGCTGTGGAA 3'
wi-miR396b-5p VIT_20750191900220.1 R8888,83888888888 8 493-513 Uncharacterized protein 10c100251922
miRNA 3! TTCAAGTTCTTTCGACACCTT 5'
target 5' AAACTCAAGGAAGCTGTGGAA 3
wi-miR396b-5p VIT_207s50191900220.2 Trrrraziiiiioooo: 3 493-513 Uncharacterized protein 10c100251922
miRNA 3! TTCAAGTTCTTTCGACACCTT 5°'
target 5' TGTT-CAGAATTTTCCTGAGC 3' . S . .
Wi-miR396c-3p  VIT_20550077g02140.1 B.RaRRAERED 3 1659-1678 Gr'g’t"e’i‘g’sg?“f‘;faﬁy pellbeteeRiHa el g el
miRNA  3' ACAAGGTGTTGAAAGGACTCG 5' P P
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_202s50025g02680.1 Trrririiiororriiioo 3 306-327 Uncharacterized protein 1oc100258227
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_208s0007g03760.1 Trriiriiio:oriiiioio 3 537-558 Growth-regulating factor 4
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_209s0002g01350.1 Trrririiiororriiioo 3 333-354 Growth-regulating factor 5
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_211s0016901250.1 Trriiriiio:oriiiioio 3 342-363 Growth-regulating factor 5
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_216s0039g01450.1 Trrrrriiiororriiioo 3 360-381 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_216s0039g01450.2 388888838888 88388838 3 360-381 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'
vvi-miR396¢-5p VIT_216s0039g01450.3 Trrrrriiiororriiioo 3 360-381 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
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target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396¢-5p VIT_216s0039g01450.4 38398839833 83388938 3 171-192 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396¢-5p VIT_216s0039g01450.5 Trrrrriiii:orriiioo 3 171-192 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396¢-5p VIT_216s0098g01080.1 38398839833 83388938 3 321-342 Protein
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CTTTCCATAGTTTTGTTGAAC 3'

vvi-miR396d-3p VIT_215s0024900350.1 Trrlrrilririiorizie: 3 617-637 Tata box binding protein associated factor-like protein
miRNA  3' GAAGGGTGTCGAAATAACTTG 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

wi-miR396d-5p VIT_202s0025902680.1 38888388888 88888888 8 306-327 Uncharacterized protein 1oc100258227
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

wi-miR396d-5p VIT_208s00079g03760.1 Trrrrrioiiro oo 3 537-558 Growth-regulating factor 4
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

wi-miR396d-5p VIT_209s00029g01350.1 38888388888 88888888 8 333-354 Growth-regulating factor 5
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_211s0016901250.1 Trrririiiororriiioo 3 342-363 Growth-regulating factor 5
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_216s0039g01450.1 Trriiriiio:oriiiioio 3 360-381 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_216s0039901450.2 Trrririiiororriiioo 3 360-381 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_216s0039g01450.3 Trriiriiio:oriiiioio 3 360-381 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_216s0039g01450.4 Trrrrriiiororriiioo 3 171-192 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_216s0039g01450.5 388888838888 88388838 3 171-192 Growth-regulating factor 1
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'
target 5' CCGTTCAAGAAAGCCTGTGGAA 3'

vvi-miR396d-5p VIT_216s0098g01080.1 Trrrrriiiororriiioo 3 321-342 Protein
miRNA 3! GTCAAGTTCTTTC GACACCTT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' CAT-ATTGAGTGCAGTGCCAT 3'

wvi-miR397a-3p VIT_204s0008g06470.1 3839883588380883% 3 541-560 Cysteinyl-trna synthetase
miRNA  3' GTACTAACTCACGTCGCGGTT 5
target 5' CAT-ATTGAGTGCAGTGCCAT 3'

vvi-miR397a-3p VIT_204s0008906470.2 S R R 3 832-851 Cysteinyl-trna synthetase
miRNA  3' GTACTAACTCACGTCGCGGTT 5
target 5' CAT-ATTGAGTGCAGTGCCAT 3

wvi-miR397a-3p VIT_204s0008g06470.3 3839883588380883% 3 373-392 Cysteinyl-trna synthetase
miRNA  3' GTACTAACTCACGTCGCGGTT 5'
target 5' TGTCAATGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_204s50069900950.1 R I I I I I I 15 243-263 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' TGTCAATGCTGCACTCAATGA 3'

wi-miR397a-5p VIT_204s0069900950.2 50888808888888888888§ 1.5 243-263 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CATCAATGCGGCACTCAATGA 3'

wi-miR397a-5p VIT_206s00049g03760.1 Trrris.rorrriiiiioo: 25 705-725 Protein
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CATCAATGCGGCACTCAATGA 3'

wi-miR397a-5p VIT_206s00049g03760.2 388888088 8888888888§ 25 705-725 Protein
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CATCAACGCTGCGCTGAATGA 3'

vvi-miR397a-5p VIT_206s00049g06090.1 tTrrrrroriiioLoorrit 3 663-683 Laccase 1a
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' GATCAACGCTGCACTCAACGA 3'

vvi-miR397a-5p VIT_208s0007g00600.1 HEE 3 693-713 Laccase 110b
miRNA 3! GTAGTTGCGACGTGAGTTACT 50
target 5' GATCAACGCTGCACTCAACGA 3'

vvi-miR397a-5p VIT_208s0007g00600.2 Trrriiiiiiiiooio 3 192-212 Laccase 110b
miRNA 3! GTAGTTGCGACGTGAGTTACT 5°'
target 5' AATCAATGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_208s00079g00670.1 B8888,8888888888888¢ 15 687-707 Laccase 110c
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CATTAACGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_208s00079g01910.1 HHE S S S S S RS 0.5 666-686 Laccase 1a
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CATTAACGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_208s00079g01910.2 388,8888898888888888¢8 0.5 666-686 Laccase 1a
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CGTCAATGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_208s0040g01790.1 R S R S 1 684-704 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
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target 5' CGTCAATGCTGCACTCAATGA 3'

wi-miR397a-5p VIT_208s0040g01790.2 R08888.8888888888888¢ 1 198-218 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGITACT 5'
target 5' CGTCAATGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_208s0040901790.3 N I I I 1 684-704 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' CGTCAATGCTGCACTCAATGA 3'

wi-miR397a-5p VIT_208s0040g01790.4 R08888.8888888888888¢ 1 447-467 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGITACT 5'
target 5' CGTCAATGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_208s0040901790.5 N I I I 1 39-59 Laccase (diphenol oxidase)-like protein
miRNA  3' GTAGTTGCGACGTGAGTITACT 5'
target 5' GATCAACGCTGCACTCAATGA 3'

wi-miR397a-5p VIT_213s50019901930.1 38883888888388388883¢% 1 696-716 PREDICTED: laccase-17-like [Vitis vinifera]
miRNA  3' GTAGTTGCGACGTGAGTITACT 5'
target 5' GATCAATGCTGCACTCAATGA 3'

wi-miR397a-5p VIT_213s50019901940.1 I R 15 699-719 Laccase-17
miRNA  3' GTAGTTGCGACGTGAGTITACT 5'
target 5' GATCAATGCTGCACTCAATGA 3'

wi-miR397a-5p VIT_213s50019902150.1 B8888.8888888888888§ 1.5 699-719 Laccase-17
miRNA  3' GTAGTTGCGACGTGAGTITACT 5'
target 5' GATCAATGCTGCACTCAATGA 3'

vvi-miR397a-5p VIT_213s0019902160.1 trrrr.rririiiitonoo 15 699-719 Laccase-17
miRNA  3' GTAGTTGCGACGTGAGTTACT 5'
target 5' GGCAAAGGGGTGGCCTGAGAA 3'

vvi-miR398a-3p VIT_201s01279g00520.1 Trrririiii.iiiiioc: 3 1458-1478 Probable nucleoredoxin 1-like
miRNA  3' GGGTTTCCCCACTGGACTCTT 5'
target 5' GGCAAAGGGGTGGCCTGAGAA 3'

vvi-miR398a-3p VIT_201s0127g00540.1 TrrririiioLuiioiio: 3 213-233 Probable nucleoredoxin 1-like
miRNA  3' GGGTTTCCCCACTGGACTCTT 5'
target 5' GGCAAAGGGGTGGCCTGAGAA 3'

vvi-miR398a-3p VIT_201s0127g00560.1 Trrririiii.iiiiioc: 3 1461-1481 Probable nucleoredoxin 1-like
miRNA  3' GGGTTTCCCCACTGGACTCTT 5'
target 5' CTGGGCAACTCTTCTTTGGCT 3'

vvi-miR399b-3p VIT_213s0067g03280.1 TrrrrriiiiLriiio: 3 248-268 High affinity inorganic phosphate transporter
miRNA 3! GTCCCGTTGAGAGGAAACCGT 5°'
target 5' CTGGGCAACTCTTCTTTGGCT 3

vvi-miR399c VIT_213s0067g03280.1 3888888888,8888888 3 248-268 High affinity inorganic phosphate transporter
miRNA 3! GTCCCGTTGAGAGGAAACCGT 50
target 5' CTGGGCAACTCTTCTTTGGCT 3

vvi-miR399i VIT_213s0067g03280.1 Trrrrriiiiuiiioo 3 248-268 High affinity inorganic phosphate transporter
miRNA 3" GTCCCGTTGAGAGGAAACCGC 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GGAGTTTGTGCGTGACTCTAA 3'

vvi-miR403a-3p VIT_207s0005901690.1 3282828828288883 2888¢ 3 149-169 Unnamed protein product [Vitis vinifera]
miRNA 3' GCTCAAACACGCACTTAGATT 5'
target 5' GGAGTTTGTGCGTGACTCTAA 3

wi-miR403b VIT_207s0005901690.1 I E R 3 149-169 Unnamed protein product [Vitis vinifera]
miRNA 3' GCTCAAACACGCACTTAGATT 5'
target 5' GGAGTTTGTGCGTGACTCTAA 3'

wi-miR403d VIT_207s0005901690.1 3282828828288883 2888¢ 3 149-169 Unnamed protein product [Vitis vinifera]
miRNA 3' GCTCAAACACGCACTTAGATT 5'
target 5' GGAGTTTGTGCGTGACTCTAA 3

vvi-miR403e-3p VIT_207s0005901690.1 I 3 149-169 Unnamed protein product [Vitis vinifera]
miRNA 3' GCTCAAACACGCACTTAGATT 5'
target 5' GGAGTTTGTGCGTGACTCTAA 3'

wi-miR403f-3p VIT_207s0005901690.1 3282828882288823 2888¢ 3 149-169 Unnamed protein product [Vitis vinifera]
miRNA 3' GCTCAAACACGCACTTAGATT 5'
target 5' TCTTAGATTCACGCACAAACT 3'

wi-miR403f-5p VIT_207s0005901690.1 R R 2 216-236 Unnamed protein product [Vitis vinifera]
miRNA 3 AAAATCTCAGTGCGTGTTTGA 5°'
target 5' GCTGTGGGAAGAGGCAGTGCAG 3'

wi-miR408-3p VIT_212s0034901140.1 B88888388888888¢8 8 25-Apr Basic blue protein
miRNA  3' CGGT-CCCTTCTCCGTCACGTA 5
target 5' GTGAGGGAAGAGGCAGTGCAG 3'

vvi-miR408-3p VIT_218s0001915240.1 Trriiiiiiiiiiiio 25 146-166 Basic blue protein
MiRNA  3' CGGTCCCTTCTCCGTCACGTA 5
target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miR477 VIT_201s0010g02270.1 3888898838388388838¢8 1 778-798 Gras family transcription factor
miRNA 3 TTTAACCTTCGGAAACTCCCT 50
target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miR477 VIT_217s0000g10300.1 Trrrrriiioiiioiio: 1 748-768 Gras family transcription factor
miRNA 3 TTTAACCTTCGGAAACTCCCT 5°'
target 5' TGGAAGCCTTTGAGGGAGAGA 3'

vVi-miR477b-5p VIT_201s0010g02270.1 508888885988883888388 3 782-802 Gras family transcription factor
miRNA  3' GTCTTCGGGAACTCCCTCTCA 5"
target 5' TGGAAGCCTTTGAGGGAGAGA 3'

wi-miR477b-5p VIT_21750000g10300.1 R I E R 3 752-772 Gras family transcription factor
miRNA  3' GTCTTCGGGAACTCCCTCTCA 5'
target 5' GGGTGATATTGGTTCGGCTCA 3'

vvi-miR479-3p VIT_218s0001g03310.1 R,8888888888883888838 15 374-394 Gras family protein
miRNA  3' CTCACTATAACCAAGCCGAGC 5'
target 5' CTTGACAACGAGAGAGAGCAC 3'

vvi-miR535a-3p VIT_200s0358g00010.1 Trorrorriiiiioiioo: 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA 3'" ATACTGTCGCTCTCTCTCGTG 5'
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target 5' CTTGACAACGAGAGAGAGCAC 3

wvi-miR535a-3p VIT_207s0104g00030.1 38888 888888888888¢ 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA  3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' GCGTGCTCTCTCTCGCTGTCA 3

vvi-miR535a-5p VIT_200s0358g00010.1 R 2 132-152 Unnamed protein product [Vitis vinifera]
miRNA  3' CGCACGAGAGAGAGCAACAGT 5'
target 5' CTTGACAACGAGAGAGAGCAC 3

vvi-miR535b-3p VIT_200s0358900010.1 38398 $98338833888¢ 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA  3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' CTTGACAACGAGAGAGAGCAC 3

wi-miR535b-3p VIT_207s0104g00030.1 T orriiiioiiooo 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA  3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' GCGTGCTCTCTCTCGCTGTCA 3

wi-miR535b-5p VIT_200s0358900010.1 R88883888888888 B8888E 2 132-152 Unnamed protein product [Vitis vinifera]
miRNA  3' CGCACGAGAGAGAGCAACAGT 5'
target 5' GCGTGCTCTCTCTCGCTGTCA 3!

wi-miR535¢-5p VIT_200s0358900010.1 Trrrrririiiooi:o ot 2 132-152 Unnamed protein product [Vitis vinifera]
miRNA  3' CGCACGAGAGAGAGCAACAGT 5'
target 5' AGAGCTACCTTCAAAACCAAA 3'

wi-miRC159d VIT_201s01279g00480.1 388883 88888 88388888E 8 261-281 Uncharacterized protein
miRNA  3' TCTCGAGGGAAG-TTTGGTTT 5'
target 5' AGAGCTACCTTCAAAACCAAA 3'

wvi-miRC159d VIT_201s0127g00480.2 Do orioioziiiiio 3 261-281 Uncharacterized protein
miRNA  3' TCTCGAGGGAAG-TTTGGTTT 5'
target 5' AGAGCTACCTTCAAAACCAAA 3'

vvi-miRC159d VIT_201s0127g00480.3 Do oriiiiosiiiiic 3 261-281 Uncharacterized protein
miRNA  3' TCTCGAGGGAAG-TTTGGTTT 5'
target 5' AACGCACCCTTCAAACCAAA 3'

vwvi-miRC159d VIT_210s0003g00840.1 Toorrozriiiiiiiiooo 3 588-607 Unnamed protein product [Vitis vinifera]
miRNA  3' TCTCGAGGGAAGTTTGGTTT 5'
target 5' AGAGCCCCCTTCAAACCAAA 3'

vvi-miRC159d VIT_219s0014g01700.1 T oziiiiiiiiiioo: 1 660-679 Uncharacterized protein 1oc100505457
miRNA  3' TCTCGAGGGAAGTTTGGTTT 5'
target 5' AGAGCTCCCTTCAAGCCAAT 3'

vwvi-miRC159d VIT_219s50090g00590.1 TrrrrririoiiiiLro: 2 846-865 R2r3-myb transcription
miRNA  3' TCTCGAGGGAAGTTTGGTTT 5'
target 5' AGAGCTACCTTCAAAACCAAA 3'

vvi-miRC159e VIT_201s0127g00480.1 388888 88838 B888888E 3 261-281 Uncharacterized protein
miRNA  3' TCTCGAGGGAAG-TTTGGTTT 5'
target 5' AGAGCTACCTTCAAAACCAAA 3'

wvi-miRC159e VIT_201s0127g00480.2 Do orioiioziiiiioc 3 261-281 Uncharacterized protein
miRNA  3' TCTCGAGGGAAG-TTTGGTTT 5'
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target 5' AGAGCTACCTTCAAAACCAAA 3'

vvi-miRC159e VIT_201s0127g00480.3 383388 98338 58833888 3 261-281 Uncharacterized protein
miRNA  3' TCTCGAGGGAAG-TTTGGTTT 5'
target 5' AACGCACCCTTCAAACCAAA 3'

vvi-miRC159e VIT_210s0003g00840.1 Trrrrriziiooo 3 588-607 Unnamed protein product [Vitis vinifera]
miRNA 3! TCTCGAGGGAAGTTTGGTTT 5'
target 5' AGAGCCCCCTTCAAACCAAA 3'

vvi-miRC159e VIT_219s0014g01700.1 38398 $988398338893% 1 660-679 Uncharacterized protein 1oc100505457
miRNA  3' TCTCGAGGGAAGTTTGGTTT 5'
target 5' AGAGCTCCCTTCAAGCCAAT 3'

vvi-miRC159e VIT_219s0090g00590.1 R R 2 846-865 R2r3-myb transcription
miRNA  3' TCTCGAGGGAAGTTTGGTTT 5'
target 5' CAGAACTCTCTTCACTCCAA 3'

wi-miRC159f VIT_200s0226900070.1 B88,88888888888 8 25-Jun Gras family transcription factor
miRNA 3! ATCTCGAGGGAAGTGAGGTT 5'
target 5' TGGAGCTCCCTTCTCTCCAA 3'

wi-miRC159f VIT_206s0009902480.1 T.orrrririiioro oz 25 959-978 Transcription factor gamyb-like
miRNA  3' ATCTCGAGGGAAGTGAGGTT 5'
target 5' TGGAGCTCCCTTCTCTCCAA 3'

wi-miRC159f VIT_206s0009902480.2 Ro88838888888 888888 25 959-978 Transcription factor gamyb-like
miRNA  3' ATCTCGAGGGAAGTGAGGTT 5'
target 5' TGGAGCTCCCTTCTCTCCAA 3'

wi-miRC159f VIT_206s0009g02480.3 Torrrriiioiiroriioo 25 524-543 Transcription factor gamyb-like
miRNA  3' ATCTCGAGGGAAGTGAGGTT 5'
target 5' TGGAGCTCCCTTCTCTCCAA 3'

vvi-miRC159f VIT_206s0009902480.4 Dot oriiio 25 959-978 Transcription factor gamyb-like
miRNA  3' ATCTCGAGGGAAGTGAGGTT 5'
target 5' TGGAGCTCCCTTCACTCCAA 3'

wi-miRC159f VIT_213s0067901630.1 S S S S R R R R 0.5 956-975 Transcription factor gamyb-like
miRNA  3' ATCTCGAGGGAAGTGAGGTT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miRC166i-3p VIT_204s50008903250.1 Troziriiiiiiiiiioc. 3 557-577 Protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_204s50008903250.2 R S R S R 3 557-577 Class iii hd-zip protein 8
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miRC166i-3p VIT_206s0004g02800.1 38.888888888888888¢ 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_206s0004g02800.2 S S R S R 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
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target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miRC166i-3p VIT_206s0004902800.3 38.988598338833885%¢ 3 563-583 Homeobox leucine-zipper protein
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGAATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_209s0002g03740.1 R R 25 551-571 Homeobox-leucine zipper protein athb-15
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

vvi-miRC166i-3p VIT_210s0003g04670.1 38.988598338833885%¢ 3 566-586 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_210s0003g04670.2 I R R 3 293-313 Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' TTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_210s0003g04670.3 R8.,888888888888888¢ 8 25-May Homeobox-leucine zipper protein hox32-like
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_213s0019904320.1 R R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_213s0019904320.2 R8.,888888888888888¢ 8 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_213s0019g04320.3 Troririiioiiioiioa. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miRC166i-3p VIT_213s0019g04320.4 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wvi-miRC166i-3p VIT_213s0019g04320.5 Troririiioiiioiioa. 3 173-193 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

vvi-miRC166i-3p VIT_213s0019g04320.6 Troziriiiiiiiiiioc. 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' CTGGGATGAAGCCTGGTCCGG 3

wi-miRC166i-3p VIT_213s0019904320.7 R S R S R 3 263-283 Homeobox-leucine zipper protein revoluta
miRNA  3' CCCCTTACTTCGGACCAGGCT 5'
target 5' GATATTGGCGCGGCTCAATCA 3

vvi-miRC171h-3p VIT_202s0154g00400.1 R88888888.,3888888888& 1 1221-1241 Gras family transcription factor
miRNA  3' CTATAACCGTGCCGAGTTAGT 5'
target 5' GATATTGGCGCGGCTCAATCA 3

wi-miRC171h-3p VIT_204s50023g01380.1 Trrririiioriiiiiooio 1 588-608 Gras family transcription factor
miRNA  3' CTATAACCGTGCCGAGTTAGT 5'
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target 5' GATATTGGCGCGGCTCAATCA 3
wi-miRC171h-3p VIT_215s0048g00270.1 R8888888808888888888¢ 1 1233-1253 Gras family transcription factor
miRNA  3' CTATAACCGTGCCGAGTTAGT 5'
target 5' GATATTGGCGCGGCTCAATCA 3
wi-miRC171j VIT_202s0154g00400.1 Trrrrriiioziiiiiioo: 1 1221-1241 Gras family transcription factor
miRNA  3' CTATAACCGTGCCGAGTTAGT 5'
target 5' GATATTGGCGCGGCTCAATCA 3
wi-miRC171j VIT_204s50023g01380.1 R8888888808888888888¢ 1 588-608 Gras family transcription factor
miRNA  3' CTATAACCGTGCCGAGTTAGT 5'
target 5' GATATTGGCGCGGCTCAATCA 3!
wi-miRC171j VIT_215s0048g00270.1 Trrrrriiioziiiiiioo: 1 1233-1253 Gras family transcription factor
miRNA  3' CTATAACCGTGCCGAGTTAGT 5'
target 5' GCATTCATGATCAAGATTCTCA 3' . . .
Wi-miRC172e-3p  VIT_200s0184g00102.1 I 3 21523 1~ Bl sk eiieennind ey plieiiaatay
miRNA 3! CGT CGTAGTAGTTCTAAGAGT 50
target 5' GCAGCATCATCAGGATTCTCA 3
wi-miRC172e-3p VIT_206s00049g03590.1 Trrrrririiii.oziiiio: 1 1336-1356 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCTCA 3'
wi-miRC172e-3p VIT_206s0004903590.3 R888838888880,8888888§ 1 1291-1311 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCCCA 3!
vwvi-miRC172e-3p VIT_207s0031g00220.1 Trrrrriiioiiioiiio: 3 1432-1452 Transcription factor apetala2
miRNA 3! CGTCGTAGTAGTTCTAAGAGT 5!
target 5' GCAGCATCATCAGGATTCCCA 3!
vvi-miRC172e-3p VIT_207s0031g00220.2 Tzl 3 1444-1464 Transcription factor apetala2
miRNA 3! CGTCGTAGTAGTTCTAAGAGT 50
target 5' GCAGCATCATCAGGATTCTTIG 3'
wvi-miRC172e-3p VIT_208s0040903180.1 Trrririiiiii.iiioioo.. 25 1333-1353 Ap2 domain-containing transcription factor
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' TATGAAGCTTGATGATGCTAT 3'
vvi-miRC172e-5p VIT_216s0050g00455.1 T, 25 249-269 Rna polymerase iii subunit rpc82 family protein
miRNA 3! ACACTTAGAACTACTACGATG 50
target 5' GCATTCATGATCAAGATTCTCA 3' . - _
WI-miRC172f-3p  VIT_200s0184g00102.1 ciiiiiiiiiiis 3 215-236 gf’é erf and b3 domain-containing transcription factor
miRNA 3! CGT CGTAGTAGTTCTAAGAGT 5°'
target 5' GCAGCATCATCAGGATTCTCA 3'
vwvi-miRC172f-3p VIT_206s0004g03590.1 R888888888880,8888888& 1 1336-1356 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCTCA 3'
wi-miRC172f-3p VIT_206s0004g03590.3 Trrririiioiii.iiooio 1 1291-1311 Ethylene-responsive transcription factor rap2-7-like
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'



miRNA Target id Alignment Score Range Target gene functional annotation

target 5' GCAGCATCATCAGGATTCCCA 3

wi-miRC172f-3p VIT_207s0031g00220.1 385988398338558888 3 1432-1452 Transcription factor apetala2
miRNA 3! CGTCGTAGTAGTTCTAAGAGT 5'
target 5' GCAGCATCATCAGGATTCCCA 3'

wi-miRC172f-3p VIT_207s0031g00220.2 R R 3 1444-1464 Transcription factor apetala2
miRNA 3! CGTCGTAGTAGTTCTAAGAGT 5°'
target 5' GCAGCATCATCAGGATTCTIG 3'

wi-miRC172f-3p VIT_208s0040903180.1 383988398338805888%80¢ 25 1333-1353 Ap2 domain-containing transcription factor
miRNA  3' CGTCGTAGTAGTTCTAAGAGT 5'
target 5' TATGAAGCTTGATGATGCTAT 3'

wi-miRC172f-5p VIT_216s0050g00455.1 R I 25 249-269 Rna polymerase iii subunit rpc82 family protein
miRNA 3! Z—\CACTTAGZ—\ACTZ—\CTACGZ—\TG 5°'
target 5' GGAGAAATTGGAGGAAACTGAA 3'

wi-miRC2275 VIT_210s0003g02830.1 R888888888888088 8 531-552 O-acetyltransferase-like protein
miRNA 3! ACTCTATAACCTCCTTTGATTT 5'
target 5' GGAGAAATTGGAGGAAACTGAA 3'

wi-miRC2275 VIT_210s0003g02830.2 Trrrrriiiiiioan: 3 531-552 O-acetyltransferase-like protein
miRNA 3! ACTCTATAACCTCCTTTGATTT 5'
target 5' GGAGAAATTGGAGGAAACTGAA 3'

wi-miRC2275 VIT_210s00039g02830.3 R888888888888088 8 399-420 Casl domain-containing protein 1-like
miRNA 3! ACTCTATAACCTCCTTTGATTT 5'
target 5' GGCGCCATCTCTCGTGCGGCAG 3'

wi-miRC3627a VIT_209s0018902130.1 Trrrrriiiiiioiiion. 15 149-170 Calcium-transporting atpase plasma membrane-type-like
miRNA 3! CCACGGTAGAGAGCACGCCGTT 5!
target 5' CAGTTTCTCGGCAACCAAACA 3

vvi-miRC3629% VIT_200s0524g00010.1 HHEE I S R S R 2 280-300 Protein
miRNA 3! GTAAAAGAGCTGTTGGTTTGT 50
target 5' CATGTTCTCG-CAACCAAACA 3!

vvi-miRC3629% VIT_208s0007g00890.1 T oririiiooo 3 86-105 Tropinone reductase homolog at1g07440
miRNA 3! GTAAAAGAGCTGTTGGTTTGT 5°'
target 5' AGTTTTCTCGGCAACCAAACG 3

vvi-miRC3629% VIT_215s50048902420.1 Lriiiiiii.iiiiiioio. 1 62-82 Hypothetical protein
miRNA  3' GTAAAAGAGCTGTTGGTTTGT 5'
target 5' TATTTCCTCGGCAACCAAACG 3

wvi-miRC3629% VIT_217s50000g07510.3 LroIioziiiLiiiiioiooc. 3 598-618 Myb transcription factor
miRNA  3' GTAAAAGAGCTGTTGGTTTGT 5'
target 5' GGCGTTCTTCCTCCTGAGCTT 3'

vvi-miRC390a-5p VIT_210s0003g01890.1 388808 Bo83888888888& 25 319-339 Lrr receptor-like serine threonine-protein kinase rfk1
miRNA 3' CCGCGATAGGGAGGACTCGAA 5'
target 5' GGCTCTATACCTCCTGAGCTT 3

vvi-miRC390a-5p VIT_216s0098g01090.1 Trrrriiiooo 3 1621-1641 Leucine-rich repeat receptor-like protein kinase peprl
miRNA 3! CCGCGATAGGGAGGACTCGAA 5"
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target 5' GGGGTCAAGAGAGCCGTGGAA 3'

wi-miRC396e-5p VIT_200s0179g00260.1 R88888.888888888¢8 3 1978-1998 Calcium-transporting atpase plasma membrane-type-like
miRNA 3! TTCAAGTTCTTTCGGCACCTT 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477c-3p VIT_21750000g02070.1 T.orrrriiiiiiooa: 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477¢c-3p VIT_217s0000g02070.2 30.898835885338883¢% 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477c-3p VIT_21750000g02070.3 T.orrrriiiiiiooa: 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3

wi-miRC477c-5p VIT_201s0010g02270.1 R88888888888888888¢ 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3

wi-miRC477c-5p VIT_217s0000g10300.1 Tririiiiiiiiiiiiicc 1 748-768 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477d-3p VIT_217s00009g02070.1 Ro88888388888888 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477d-3p VIT_217s0000902070.2 S S S S S R R 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

vvi-miRC477d-3p VIT_217s50000g02070.3 T.oriiriiiiiiion: 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miRC477d-5p VIT_201s0010902270.1 Trrrrriiioiiioiio: 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

vvi-miRC477d-5p VIT_217s0000g10300.1 Tz 1 748-768 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 50
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wvi-miRC477e-3p VIT_217s50000g02070.1 S SR S RS R 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

vvi-miRC477e-3p VIT_217s50000g02070.2 R,888888888888838 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wvi-miRC477e-3p VIT_217s50000g02070.3 S SR S R R 25 135-154 Deoxyhypusine synthase
miRNA 3" CCAGGGGGTGGCCGAAGGTTG 5"
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target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miRC477e-5p VIT_201s0010g02270.1 R88888888888888888¢ 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3

wi-miRC477e-5p VIT_21750000g10300.1 R S R 1 748-768 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miRC477f-5p VIT_201s0010g02270.1 R88888888888888888¢ 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miRC477f-5p VIT_21750000g10300.1 R S R 1 748-768 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477g-3p VIT_217s00009g02070.1 Ro88888388888888 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477g-3p VIT_217s00009g02070.2 T.orrrriiiiiioo: 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477g-3p VIT_217s0000902070.3 Ro88888388888888 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3

wi-miRC477g-5p VIT_201s0010902270.1 Trrrrriiioiiioiio: 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

vvi-miRC477g-5p VIT_217s0000g10300.1 Tz 1 748-768 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 50
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477h-3p VIT_217s0000g02070.1 S S S S R SRR 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wvi-miRC477h-3p VIT_217s50000g02070.2 T.oriiriiiiiiion: 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' GGT-CTCCACCGGCTTCCAAG 3'

wi-miRC477h-3p VIT_217s50000g02070.3 S SR S RS R 25 135-154 Deoxyhypusine synthase
miRNA 3! CCAGGGGGTGGCCGAAGGTTG 5'
target 5' ATATTGGAAGCCTTTGAGGGA 3'

vwvi-miRC477h-5p VIT_201s0010g02270.1 388888388888888888¢ 1 778-798 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 50
target 5' ATATTGGAAGCCTTTGAGGGA 3'

wi-miRC477h-5p VIT_21750000g10300.1 Trrrrriiioiiioiiio: 1 748-768 Gras family transcription factor
miRNA 3! TTTAACCTTCGGAAACTCCCT 5°'
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target 5' TCTTCACCTTCACCT-CACCT 3
wi-miRC530-3p VIT_200s0267900060.1 38338853833 8388¢ 3 31-Dec Unnamed protein product [Vitis vinifera]
miRNA 3! AGACGTGGAAGTGGACGTGGA 5'
target 5' ACTGCACCTGCACCTGCACCT 3'
wi-miRC530-3p VIT_201s0011g03410.1 I R 3 262-282 Uv excision repair protein
miRNA  3' AGACGTGGAAGTGGACGTGGA 5'
target 5' ACTGCACCTGCACCTGCACCT 3'
wvi-miRC530-3p VIT_201s0011903410.2 383938838 5988398388¢ 3 262-282 Dna repair protein rad23-3
miRNA  3' AGACGTGGAAGTGGACGTGGA 5'
target 5' ACTGCACCTGCACCTGCACCT 3'
wi-miRC530-3p VIT_201s0011903410.3 I R 3 340-360 Dna repair protein rad23-3
miRNA  3' AGACGTGGAAGTGGACGTGGA 5'
target 5' ACTGCACCTGCACCTGCACCT 3'
wi-miRC530-3p VIT_201s00119g03410.4 888883888 88888388888¢ 8 340-360 Dna repair protein rad23-3
miRNA  3' AGACGTGGAAGTGGACGTGGA 5'
target 5' TCTTCATCCTTCACTTGCACCT 3'
wi-miRC530-3p VIT_202s00259g01250.1 Tiiriii.iiiiia 3 69-90 Nucleoporin seh1-like
miRNA 3! AGACGT GGAAGTGGACGTGGA 5'
target 5' TCTTCATCCTTCACTTGCACCT 3'
wi-miRC530-3p VIT_202s0025901250.2 B88888858888888 8 127-148 Nucleoporin seh1-like
miRNA 3" AGACGT GGAAGTGGACGTGGA 5'
target 5" TCTTCACCTICACCTICACCT 3! Probable Irr receptor-like serine threonine-protein kinase
wvi-miRC530-3p VIT_213s00679g01550.1 Trrrrrooii:oriio 3 670-690 mrhi-like P P
miRNA 3! AGACGTGGAAGTGGACGTGGA 5°'
target 5' AGGT-CAGGTGCAAATGCAGG 3'
vvi-miRC530-5p VIT_202s0012g02510.1 35838888838888885 15 268-287 Protein
miRNA 3! TCCACGTCCACGTTTACGTCT 50
target 5' AGGTGCAGGTGCAAATGCAGG 3'
vvi-miRC530-5p VIT_205s0020904860.1 Trrririiioiiiiiioooo. 0.5 99-119 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'
vvi-miRC530-5p VIT_205s0020904860.2 Do, 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'
vvi-miRC530-5p VIT_205s50020g04860.3 Trrririiioiiiiiioio. 0.5 168-188 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'
vvi-miRC530-5p VIT_205s0020904860.4 R88888888838888888888¢ 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'
vvi-miRC530-5p VIT_205s0020g04860.6 I 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
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target 5' AGGTGCAGGTGCAAATGCAGG 3'

wi-miRC530-5p VIT_205s0020904860.7 383988398338858835388¢ 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAGATGCAGG 3'

wi-miRC530-5p VIT_206s0080g00400.1 R I I 15 143-163 Ribosomal protein |1
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGT-CAGGTGCAAATGCAGG 3'

vwvi-miRC530a VIT_202s0012902510.1 358838888888888¢ 15 268-287 Protein
miRNA 3! TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'

wvi-miRC530a VIT_205s0020904860.1 R R I 0.5 99-119 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'

wi-miRC530a VIT_205s50020g04860.2 R8888388888888888888¢ 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'

wi-miRC530a VIT_205s0020904860.3 Trrrrririiiiiiiiioc. 0.5 168-188 Zinc knuckle (cche-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'

wi-miRC530a VIT_205s0020904860.4 R8888388888888888888¢ 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'

vvi-miRC530a VIT_205s0020904860.6 Trrririiioiiiiiioooo. 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAAATGCAGG 3'

vvi-miRC530a VIT_205s0020904860.7 Do, 0.5 258-278 Zinc knuckle (cchc-type) family protein
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' AGGTGCAGGTGCAGATGCAGG 3'

vvi-miRC530a VIT_206s0080g00400.1 Trrririiioiiii.rioooo. 15 143-163 Ribosomal protein |1
miRNA  3' TCCACGTCCACGTTTACGTCT 5'
target 5' CTTGACAACGAGAGAGAGCAC 3'

vvi-miRC535f-3p VIT_200s0358g00010.1 Do oo 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA  3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' CTTGACAACGAGAGAGAGCAC 3

wvi-miRC535f-3p VIT_207s50104g00030.1 Trrrrorriiiiiiiioo: 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA 3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' ATTGTGCTCTCTCTCTTCTGICA 3'

vvi-miRC535f-5p VIT_201s0011g00130.1 3888888888388888 8888E 3 1247-1269 Squamosa promoter-binding-like protein 6-like
miRNA 3! TCACACGZ—\GAGZ—\GAGAA ACAGT 5'
target 5' ATTGTGCTCTCTCTCTTCTGICA 3'

wvi-miRC535f-5p VIT_201s0011g00130.2 Trrririiioiiio:oriio 3 1247-1269 Squamosa promoter-binding-like protein 6-like
miRNA 3! TCACACGAGAGAGAGAA ACAGT 5'
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target 5' ATTGTGCTCTCTCTCTTCTGTCA 3'

wi-miRC535f-5p VIT_217s00009g01260.1 388888358888389 888858 3 950-972 Squamosa promoter-binding-like protein 13
miRNA 3! TCACACGAGAGAGAGAA ACAGT 5'
target 5' CTTGACAACGAGAGAGAGCAC 3'

wi-miRC535g-3p VIT_200s0358g00010.1 Tz ozrrriiiiiiio 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA  3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' CTTGACAACGAGAGAGAGCAC 3'

wi-miRC535g-3p VIT_207s01049g00030.1 38888 888888888888¢ 3 72-92 Unnamed protein product [Vitis vinifera]
miRNA  3' ATACTGTCGCTCTCTCTCGTG 5'
target 5' ATTGTGCTCTCTCTCTTCTGTCA 3'

wvi-miRC535g-5p VIT_201s0011g00130.1 Trrriririiiiio: ozt 3 1247-1269 Squamosa promoter-binding-like protein 6-like
miRNA 3! TCACACGAGAGAGAGAA ACAGT 5'
target 5' ATTGTGCTCTCTCTCTTCTGTCA 3'

wi-miRC535g-5p VIT_201s00119g00130.2 3888883388883833 88888 8 1247-1269 Squamosa promoter-binding-like protein 6-like
miRNA 3! TCACACGAGAGAGAGAA ACAGT 5'
target 5' ATTGTGCTCTCTCTCTTCTGTCA 3'

wi-miRC535g-5p VIT_217s00009g01260.1 Tirrriiiiiioi: otiico: 3 950-972 Squamosa promoter-binding-like protein 13
miRNA 3! TCACACGAGAGAGAGAA ACAGT 5'
target 5' TGTTT-TTGTTGATCATCTAA 3'

wi-miRC827-3p VIT_204s00089g05050.1 38888 38888838888 8 393-412 Pentatricopeptide repeat-containing protein
miRNA 3! ACAAACAACTACTAGTAGATT 50
target 5' CAC-AGAAGACCAGCAACAAAA 3'

vvi-miRC827-5p VIT_201s0026901490.1 T 3 465-485 Nitrate transporter
miRNA 3! CTGATCTACTGGTCGTTGTTTT 5°'
target 5' CAC-AGAAGACCAGCAACAAAA 3'

wi-miRC827-5p VIT_201s00269g01490.2 38888883888888 3 54-74 Nitrate transporter
miRNA 3! CTGZ—\TCTZ—\CTGGTCGTTGTTTT 50

aScore refers to values given by Target Finder using a plant-based scoring metric.
b Complementary site of the microRNA with the target gene.



