Additional file 8: T-plots of the targets of secondary siRNAs 1n different
tissues. Densities of the 5’ positions of degradome tags matching each

target gene are shown as T-plots. The miRNA mediated degradome tag 1s

highlighted 1n red.



T-plots for targets of
secondary siRNAs

in leaf



Csi-miR167b.2-Cs2g09440.1-13, target=Cs3g15060.1 gene=Cs3g15060

Category:3
Score:4.5
Cleavage site:423
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o' DUAGUGGCGAAGUUGAUCAGAAGARAR 3 Cs3glo0e0.1

3' ——UGACCAAUUUAACUAGUCTUD 2! Cs1—miRle7b.2-Cs2g09440.1-13



Csi-miR167b.2-Cs2g09440.1-8, target=Cs4g19850.1 gene=Cs4919850
Category:3
Score:5
Cleavage site: 1244
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o' CAUCGACUUCAAAAUTUGGAGCUGAGT 3 Csd4glb8s50.1

3' ———UCGGAGACUUAACCUUGACUC— 5 Cs1-miRl1e7b.2-Cs52g09440.1-8



Csi-miR167b.2-Cs2g09440.1-9, target=Cs2g12460.1 gene=Cs2912460
Category:3
Score:5
Cleavage site:1047
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o' AAACAUCAGCCGCUGCUGUUGEEUGUDT 3 Csdglidel.1l

3' ——AGUAGU-GUCGACGACAACCUC— 5° Cs1—-miRle7b.2-Cs2g05%440.1-9



Csi-miR2118.1-Orange1.1t02171.1-12, target=Cs7921420.1 gene=Cs7921420
Category:2
Score:4.5
Cleavage site:2399
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o' ACGCUUUGUC-AUACUUACAUCAUCAC 3 Csig2ldZ0.1

3 GEUAGAARAUTUGAGUGUAGUAGT— S5 Csi1i-miR2118.1-0Orangel.1t02171.1-12




Csi-miR2118.1-Orange1.1t02171.1-21, target=Cs9g08950.1 gene=Cs9g08950
Category:3
Score:4.5
Cleavage site:624
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JUOGGUGCATUGCUUUUCTUUUADUGGE 3 Cs9glg950.1

AGUCCUGUUACGAAARGARARATD ' Cs1—-miR2118.1-0Orangel.1t02171.1-21



Csi-miR2118.1-Orange1.1t02171.1-30, target=Cs1922190.1 gene=Cs1922190
Category:2
Score:5
Cleavage site:1501
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5' UUCGUUGUUGGCCUCUUGSCUCAGAUG 3! Cs1g22190.1

3" ———-AACGGACCGAGAAAGAGUCTA— 5 Cs1—-miR2118.1-0Orangel.1t02171.1-30



Csi-miR2118.1-Orange1.1t02175.1-85, target=Cs3g06440.1 gene=Cs3g06440
Category:3
Score:5
Cleavage site:1273
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2! ACCCUUDAUAUAG-CAAUGUUAUDCGEGE 32° Csigled440.1

3'" ———— AUOUAACGGUUACAATAGGCC— 5 Cs1—miR2118.1-0Orangel.1t02175.1-85



Csi-miR2118.1-Orange1.1t02175.1-85, target=Cs6g916200.1 gene=Cs6916200
Category:3
Score:5
Cleavage site:811
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5' CAACCCUGAGUU-CCAAUGUUAUCCCA 3! Csegle200.1

31! ATDUUAACGGUUACAAUAGGCC 5° Csi1-—-miR2118.1-0Orangel.1t02175.1-85




Csi-miR3954a-Cs1g09600.1-7, target=Cs2g11250.1 gene=Cs2g11250
Category:3
Score:4.5
Cleavage site:2603
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' CEAUCCAAGATTGEGAAGUTCTIT ' Cs51—-mi1R3954a-Cslg09e00.1-7



Csi-miR3954a-Cs1g09600.1-9, target=Cs2g04220.1 gene=Cs2g04220
Category:3
Score:4.5
Cleavage site:1133
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o' CACGCUAUGGUUU-UAGAGUGACAAAT 3° CsZ2gl4220.1

3 UDACUAAAGAUCUUAGUGUUUA 5° Cs1-mi1R3954a-Cs1g09600.1-9




Csi-miR3954a-Cs1g09600.1-9, target=Cs3g07100.1 gene=Cs3g07100
Category:3
Score:4.5
Cleavage site:963

140
120 ’
_ : .
100 - ;
o 80 - *
O X
4V ::
K :
°0 - °
o
|
800 1000 1200 1400
Position in cDNA (bp)
5" CACGCUAUGGUUU-UAGAGUGACAAAT 3! Cs3g07100.1
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Csi-miR3954a-Cs1g09635.1-7, target=Cs4g11930.1 gene=Cs4g11930
Category:3
Score:3.5
Cleavage site:504
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o' UCUCCUGAGGUUUGACCUUUGAGAAT 3° Csd4glls30.1

3'" ————GACUCCAGGCUGGAAAGUOCUT-— 5 Cs1-m1R3954a-Csl1g09635.1-7



Csi-miR3954a-Cs1g09635.1-9, target=Cs2g11990.1 gene=Cs2g11990

Category:1
Score:4.5
Cleavage site:478
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Position in cDNA (bp)

5" AGUACUACUUOCAAUCACARAAGGCUCA 3 CsZgllSs0.1

3' ——AAGAU-AGUUUAGUGUOUCCEU—— 5 Cs1—-miR39543-Csl1g09635.1-9



Csi-miR3954a-Cs1g09635.1-9, target=Cs5g11880.1 gene=Cs5g11880

Category:3
Score:5
Cleavage site:407
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5" AAUADUC-AGAARAATUACAAACGGCTUAT 3° CsoglliacO.1

3'" ————AAGAUAGUUUAGUGUUUCCGU—— S5 Cs51-m1R3954a-Cs1g0%635.1-5



Csi-miR3954a-Cs5g04670.1-10, target=Cs4917040.1 gene=Cs4g17040

Category:2
Score:5
Cleavage site:1227
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AAATTUOCGAACCGUAUUUUOCUG—AATUOCTO 3° Csd4gl/040.1

ACUUGUCAUAAAAGACGUUGU—— 5° Cs51-mi1R3954a-Cs5g04670.1-



Csi-miR3954a-Cs5g04670.1-13, target=Cs7913090.1 gene=Cs7g13090
Category:3
Score:b
Cleavage site:1413
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o' UDNAUUGGAUU-UGATUUGUAUAAUTUGA 3 Csigl3050.1
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Csi-miR3954a-Cs5g04670.1-16, target=Cs9903100.1 gene=Cs9g03100

Category:3
Score:5
Cleavage site:2657
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o' GARAUUGA-GUGGAAAAGCUGGEUUUUC 3 Cs9g03100.1

2" -DUCAACUACAUUOUOOUUCGACA————— 5 Cs51—-mi1R3954a3-Cs5g04670.1-16



5I

.3t

Csi-miR3954a-Cs5g04670.1-21, target=Cs3925700.1 gene=Cs3g25700

Category:3
Score:5
Cleavage site:989
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Csi-miR3954a-Cs7922460.1-15, target=Cs7906320.1 gene=Cs7g06320
Category:3
Score:b
Cleavage site:109
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2! CGCAUAUAUUUUCUOUUUDUCAAGUUCT 3° Csigleo3Z20.1

3' ACCUUUAUARARAARAAARAAGUT-————— 5 Cs51—-mi1R3954a-Cs7g22460.1-15




Csi-miR3954a-Cs7g22460.1-2, target=Cs3g07280.1 gene=Cs3g07280
Category:2
Score:4
Cleavage site:2828
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Csi-miR3954a-Cs7g22460.1-2, target=Cs6g18000.1 gene=Cs6g18000
Category:3
Score:b
Cleavage site:371
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o' UGUCUGAAAGAUTUUGGCUGUAUGCAT 3° CsoglcO00.1

3' ——GUGCUGUGUARAAUCGACAUAC—— O Cs51-miR3954a-Cs7g22460.1-2



Csi-miR3954a-Cs7g22460.1-8, target=Cs9g06660.1 gene=Cs9g06660

Category:3
Score:4
Cleavage site: 798
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o' TUUGUGAUCAUUDACUUGUUUOGUATDC 3° CsS9gleoel. 1

3' ———— UAGACAAUGAACAAGUAUARAG 5 Cs51-m1R3954a-Cs7g22460.1-8



Csi-miR482a-3p-Cs5g18480.1-15, target=Cs7g01530.1 gene=Cs7g01530
Category:3
Score:5
Cleavage site:1936
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5" TOGU-AUGAUCCCACUOUCCACUOUOUOGT 3° Csig0l530.1

3' AAUACUAUUAGGAUGAAGGUT—————— o' Cs1—-miR482a-3p-Cs5gl8480.1-15



Csi-miR482a-3p-Cs5g18480.1-18, target=Cs3g05730.1 gene=Cs3g05730

Category:1
Score:5
Cleavage site: 732
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Csi-miR482a-3p-Cs5g18480.1-18, target=Cs3g06120.1 gene=Cs3g06120

Category:1
Score:5
Cleavage site:2364
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o' CUOUGAAUCUUCAGCCU-GUACAGCUUA 3 Cs3gl0elZ0.1

3' —-AAUUAAGGAGUUGGAGCAUGU 5 Csi-miR482a-3p-Cs5gl8480.1-18



Csi-miR482a-3p-Cs5g18480.1-20, target=Cs9g03090.1 gene=Cs9g03090
Category:3
Score:3.5
Cleavage site:3813
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o' DUGUGAUUGUAUDUAAACUGARATUTD 3° Cs35g03050.1

3" ———ACUUOCCGUAAAUTUUGACTOUOUOT—— 5 Cs1-miR4823-3p-Cs5g18480.1-20



Csi-miR482a-3p-Cs5g18480.1-41, target=Cs3g22270.2 gene=Cs3g22270
Category:2
Score:5
Cleavage site:2399
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Csi-miR482a-3p-Cs5g18480.1-77, target=Cs7g19320.2 gene=Cs7g19320

Category:3
Score:4.5
Cleavage site:2948
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Position in cDNA (bp)

o' AAAUGCAGGUGUUUUOCUADUGCEGGE 3 Csiglb320.2

3' ——UACCGUCA-AGAAGAUARCGCC—— 5° Cs1—-miR482a-3p-Cs5gl8480.1-77



Csi-miR482a-3p-Cs5g19920.1-36, target=Cs4g03050.1 gene=Cs4g03050
Category:3
Score:4
Cleavage site:1059
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Position in cDNA (bp)

o' AARRAUAAUCAACAAGA-CACUUARRRAR 3 Cs4g03050.1

3" ——UGAAUAGUUOGUUCUAGUGAAT——— 5 Cs1-miR482a-3p-Cs5gl9920.1-36



Csi-miR482a-3p-Cs5g19920.1-36, target=Cs4g03140.1 gene=Cs4g03140
Category:3
Score:4
Cleavage site:949
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Position in cDNA (bp)

o' AAARAUAAUCAACAAGA-CACUUARRAR 3 Csd4gl3140.1

3" ——UGAAUAGUUGUUCUAGUGAAT = Cs1—-mi1R482a-3p-Cs5gl9920.1-36



Csi-miR482¢c-Cs9906846.1-10, target=Cs2g30790.2 gene=Cs2g30790
Category:2
Score:4.5
Cleavage site:1898
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Position in cDNA (bp

' UGAUAUUCCAUCAUCGUUGAGAARATDT 3 Csdg30750.2

' ————-TAGAGUAUUAACAACUCUUTA— 5 Cs1-miR482c—-Cs9g0e846.1-10



Csi-miR482¢c-Cs9906846.1-15, target=Cs1g16450.1 gene=Cs1g16450
Category:2
Score:b
Cleavage site:1954
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Position in cDNA (bp

' DACAAUGG-TUAUCAUAUTDAUGGCACAG 3 Cslgleds0.1

' AUGGUACCUAUAGUAUARAGAC—————— 5 Cs51-m1R482c—-Cs%g0e846.1-15



Csi-miR482¢c-Cs9g06846.

1-22, target=Cs5g19660.1 gene=Cs5g19660
Category:3
Score:5
Cleavage site:1665
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AGCUUOUAU-TAUCUCAAUGCUGGAGGA 3

—CGEEAUAGATTAGAGUITAGGARA —————

5 4

Csogl9ecl.1

Cs1—-miR482c-Cs9g0e846.1-22



Csi-miR482¢c-Cs9g06846.1-5, target=Cs9g08050.1 gene=Cs9g08050
Category:3
Score:5
Cleavage site:1748
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Position in cDNA (bp)

o' GAAGGAAUGGAUGGAUGAGAUUCUUT 3° CsSglei050.1

' —-TU0DACACACCUACUUAUUCUARAA———— 5 Cs1—-mi1R482c—-Cs9gl0e846.1-5



Csi-miRN20-Cs3g05320.1-23, target=Cs7g19800.1 gene=Cs/7g19800

Category:3
Score:4.5
Cleavage site:2805
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Position in cDNA (bp)
5' UGUUGUUUGUACUUCCAUUUUGAUUU 3° Cs7gl9800.1

3" ——TAUGAG-AUGAAGCGGUAAGACTUA—— 5 Cs1-mi1RN20-Cs3g05320.1-23




Csi-miRN20-Cs3g05320.1-24, target=Cs1g12760.1 gene=Cs1g12760

Category:1
Score:4.5
Cleavage site:652
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Position in cDNA (bp)

o' TAUGUCGEC-UGEEUGACTATDUAUCAT 3° CslglZdie0.1

3" GUUGUAGUCAUUGAUAAUTAGT— 5° Cs1-miBRN20-Cs3g05320.1-24



5 "

3 4

Csi-miRN20-Cs3g05320.1-26, target=Cs1g"

5370.1 gene=Cs1g15370

Category:3
Score:4.5
Cleavage site: 792
100
80 - ®
e °
60 - ®
2 z
O :
4V :
O E
r ;
40 - |
°
E @
20 - ; z
- @ ® z
E E - @
34 e % o
.. . .
0 I I I I | |
0 200 400 600 800 1000 1200 1400

Position in cDNA (bp)
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Cslglo370.1

Cs1-mi1RNZ20-Cs3g05320.1-26



Csi-miRN20-Cs3g05320.1-26, target=Cs3g15060.1 gene=Cs3g15060
Category:3
Score:5
Cleavage site:1378
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Position in cDNA (bp)

o' CAARRUU-UDUCUGUUUUCUAUUUUGARA 3 Cs3gls0e0.1

3' GUUAGAAGAGAGACARARAAGGT—————— = Cs1-m1BRN20-Cs3g05320.1-26



Csi-miRN20-Cs3g05320.1-26, target=Cs6g18830.1 gene=Cs6g918830

Category:3
Score:5
Cleavage site:676
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Position in cDNA (bp)

o' UGECACUCAACTOUCUCUGUUIUCTUACT 3° Csogleg30.1

3" ——GUUAGAAG-AGAGACARARAGGU—— 5° Cs1-miBN20-Cs3g05320.1-26




Csi-miRN20-Cs3g05320.1-36, target=0Orange1.1100530.2 gene=0range1.1t00530
Category:3
Score:b
Cleavage site:1873
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Position in cDNA (bp)
5'" AUAUCCAAGCA-GCGUGGAAGAUGGAARA 3 Orangel.lt00530.2

3'" ————— UUCGUACGUACCUUCUGUCUGE 5 Cs1-mi1RN20-Cs3g05320.1-36



Csi-miRN20-Cs3g05320.1-4, target=Cs5g18400.1 gene=Cs5g18400

Category:2
Score:5

Cleavage site: 726
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Csi-miRN20-Cs3g05320.1-65, target=Cs3g01450.1 gene=Cs3g01450

Category:3
Score:4.5
Cleavage site:609
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Position in cDNA (bp)

o' GACUUCUAU-UUOCCAAAUGUACUAUGA 3° Cs3gll450.1

3! AACGUAGAAGGUUUACAGGAD 5! Cs1-mi1BNZ20-Cs3g05320.1-65




Csi-miRN20-Cs3g05320.1-65, target=0Orange1.1101632.1 gene=0range1.1t01632

Category:3
Score:4.5
Cleavage site:690
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o' GACUUCUAU-UUCCAAAUGUACUAUGA 3 Orangel.lt0le32.1

3'" ——AACGUAGAAGGUUUACAGGAT——— o Cs51-miRN20-Cs3g05320.1-e5



T-plots for targets of
secondary siRNAs

in flower



Csi-miR3954a-Cs1g09635.1-5, target=Cs1g01010.1 gene=Cs1g01010
Category:3
Score:b
Cleavage site:1809
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o' GAAGAUCUGGGCGA-TUGCAUAUAAUGUGA 3 CslgU0lOl0.1

3 AGACUUOUAACGUACATDUAUAC— 5 Cs1-m1R3954a3-Cslg09&35.1-5




Csi-miR3954a-Cs1g09635.1-5, target=Cs59g24790.1 gene=Cs5g24790
Category:2
Score:b
Cleaveage site: 1682
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' AGAACACAGRARARAUGCAUG-ARAUAUGC 3° Csog24750.1

' —————-AGACTUUUAACGUACAUUAUAC- 5° Cs1—-mi1R3954a3-Cs1g09635.1-5



Csi-miR3954a-Cs1909635.1-5, target=0range1.1t03220.1 gene=0range1.1t03220
Category:3
Score:b
Cleavage site: 1781
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Position in cDNA(bp)
5' GAAGAUCUGGGA-UGCAUAUAAUGUGA 3 Orangel.lt03220.1

3° AGACUUUAACGUACAUUAUAC— 5 Cs1-m1R3954a-Cslg09635.1-5




Csi-miR3954a-Cs1g09635.1-7, target=Cs4g11930.1 gene=Cs4g11930
Category:3
Score:3.5
Cleavage site:506
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Position in cDNA(bp)

o' UCCUOGAGGUUUGACCUUUGAGAATUGT 3 Csd4gllS30.1

3" ——GACUCCAGGCUGGARAGUCTUT o Cs51-m1R3954a-Csl1g09635.1-7




Csi-miR3954a-Cs1g09635.1-7, target=Cs9g18330.1 gene=Cs9g18330
Category:2
Score:b
Cleavage site:897
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Position in cDNA(bp)

o' AGACUGAUGU-CGACUUUUUGGAAUCT 3 Cs9glo330.1

3 ———GECUCCBGGCUGGHHEGUCUU——— = C51-m1R3954a-Cs1g0%e35.1-7



Csi-miR3954a-Cs1g09635.1-9, target=Cs2g17570.1 gene=Cs2g17570
Category:3
Score:4
Cleaveage site:3293
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Position in cDNA(bp)

2! CGAUGAUGCUAUC-UAUCACARAGGCA 3° Cs2gli/s70.1

3 AAGATAGUUDUAGUGUOUUCCGT 5° Cs1-mi1R39543-Csl1g09635.1-9




Csi-miR3954a-Cs1g09635.1-9, target=Cs2g17600.1 gene=Cs2g17600
Category:2
Score:4
Cleavage site:1815
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Position in cDNA(bp)

o' CGAUGAUGCUAUC-UAUCACARAGGCA 3 CsdglielO.1

3' ——— EEGEUEGUUUEGUGUUUECGU 2! Cs51—-mi1iR3954a-Cs1g09&35.1-5



Csi-miR3954a-Cs1g09635.1-9, target=Cs5g11880.1 gene=Cs5g11880

Category:2
Score:5
Cleavage site:406
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Position in cDNA(bp)

2" GAAUAUDUC-AGAARATUACARAGGCTUA 3 Csbgllogi. 1l

3" —— AAGAUAGUUUAGUGUOOCCGT— S5 Cs51-mi1R395453-Cs1g09635.1-9



Csi-miR3954a-Cs5g04670.1-21, target=Cs59g09880.1 gene=Cs5g09880
Category:3
Score:3.5
Cleavage site:1356
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Position in cDNA(bp)

o' GAUUCAUGGUGCCARAUGGUGCACAR 3° Csoglb9sol.1

3" CUOUAGU-CUACGGUUUACCACT o " Cs1—-mi1R39543-Cs5g04670.1-21



5 4
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Csi-miR482¢c-Cs9906846.1-15, target=Cs1g16450.1 gene=Cs1g16450

Category:3
Score:5
Cleavage site:1950
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Cs1—-miR482c-Cs%g06846.1-15



Csi-miR482¢c-Cs9g06846.1-5, target=Cs9g08050.1 gene=Cs9g08050
Category:3
Score:5
Cleavage site:1748
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Position in cDNA(bp)

o' GAAGGAAUGGEAUGGAUGAGAUUCUUDT 5 Cs9gl8050.1

3 —UUECECBCCUECUUHUUCUEE———— = Cs1-m1R482c—-Cs%9g0e846.1-5



Csi-miR482¢c-Cs9g06846.1-6, target=Cs7g31270.1 gene=Cs7g31270
Category:3
Score:5
Cleavage site:897

600

500 - °
400 -

300 -

Reads

200 -

100 -

0 500 1000 1500 2000 2500
Position in cDNA(bp)

o' CAUAUGCUGAGGGAUU-GGAACACTUUE 3 Csig3lZ2/0.1

__ 3" ——AUACGACGCCCUAAGCAUTOGEU o' Cs1—-mi1R482c-Cs9g06846.1-6




Csi-miRN20-Cs3g05320.1-14, target=Cs8g19960.1 gene=Cs8g19960
Category:2
Score:4.5
Cleavage site:544
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Position in cDNA(bp)
5' GAAACAAGAUCAGUUUUAU-GARACUG 3° Cs8gl19960.1

3'" ————-GUUUUUGUCAGAATAGCTUUUG—— 5 Cs1-—-mi1RN20-Cs3g05320.1-14



Csi-miRN20-Cs3g05320.1-16, target=Cs9g03400.1 gene=Cs9g03400
Category:3
Score:5
Cleavage site:871
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5' AAUCCCCAAUCAARA-TUCGACAUGAUUTE 3 Cs9g03400.1

3' ———GUUUUAUDUUUGAACUGUACUA—— 5 Cs1-mi1RN20-Cs3g05320.1-16



Csi-miRN20-Cs3g05320.1-19, target=Cs7g05730.1 gene=Cs/7g05730
Category:1
Score:5
Cleavage site:2376
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Position in cDNA(bp)

2" DEUACAAGAUGAUUUAAUAUCTUOGCT 3°

Cs7g025730.1

Cs1-mi1RN20-Cs3g05320.1-19



Csi-miRN20-Cs3g05320.1-24, target=Cs1g12760.1 gene=Cs1g12760

Category:2
Score:4.5
Cleavage site:652
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Position in cDNA(bp)

' TAUGUCGGC-UGGGEUGACTUAUTUTDAUCAT 3° CslglZiel.1

3" ———— GUUGUAGUCAUUGAURAUAGU—- 5 Cs1-—-miRN20-Cs3g05320.1-24



Csi-miRN20-Cs3g05320.1-24, target=0Orange1.1100622.1 gene=0range1.1t00622

5 "

Category:2
Score:5
Cleavage site:1354
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Position in cDNA(bp)

Orangel.lt006Z2.1

Cs1-—-mi1RN20-Cs3g05320.1-24



Csi-miRN20-Cs3g05320.1-24, target=0Orange1.1101948.1 gene=0range1.1t01948
Category:3
Score:4.5
Cleavage site:366
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Position in cDNA(bp)

5" AUGUGA-AGCAGUAACUAUUAUDUGARAR 3 Orangel.lt01548.1

3' ———GUUGUAGUCAUUGAUAAUAGU——— S5 Cs1-m1BRN20-Cs3g05320.1-24
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Csi-miRN20-Cs3g05320.1-26, target=Cs3g11480.1 gene=Cs3g11480

Category:3
Score:4.5
Cleavage site:227
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Cs3gll4c0.1

Cs1-mi1RNZ20-Cs3g05320.1-26




Csi-miRN20-Cs3g05320.1-26, target=Cs6g18830.1 gene=Cs6g918830

Category:3
Score:5
Cleavage site:676
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Position in cDNA(bp)

- UGCACUCAACUUCUCUGUUUUCUACT 3° Csegl8g30.1

3' ——GUUAGAAG-AGAGACAARAAGGT—— 5 Cs1-m1RN20-Cs3g05320.1-2¢6
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Csi-miRN20-Cs3g05320.1-4, target=Cs5g05630.1 gene=Cs5g05630

Category:2

Score:5

Cleavage site:1096
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Cs1-mi1RNZ20-Cs3g05320.1-4



Csi-miRN20-Cs3g05320.1-4, target=Cs5g18400.1 gene=Cs5g18400

Category:2
Score:s
Cleavage site: 729
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Position in cDNA(bp)
5' CUGAUAUUAAUGAAUUUUACUGUGAR 3° Cs5gl1l8400.1

3" CAUDAUAGUUAC-UAAAAUTUGARA———— 5 Cs1-miRN20-Cs3g05320.1-4



Csi-miRN20-Cs3g05320.1-9, target=Cs3926640.1 gene=Cs3g26640
Category:3
Score:5
Cleavage site:1670
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o' AUAAAGUAU-AAUAUAUTACUUOOCUAG 3 Cs3gieeod(.1

3'" —-GUUUGGGACUUAUAUAAUGAR 5! Cs1-miRN20-Cs3g05320.1-5
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Csi-miR482a-3p-Cs1g15550.1-4, target=Cs8g11330.1 gene=Cs8g11330
Category:3
Score:5
Cleavage site:15
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Position in cDNA (bp)

o' CAGAAGACACACACACACAUUCUUCT 3° Csdgll330.1

3'" ————UAUGUGUGUGGGUGUAGGAAU- 5° Csi-miR482a-3p-Cslgl5550.1-4




Csi-miR482a-3p-Cs3g13340.1-20, target=Cs1g07080.1 gene=Cs1g07080
Category:3
Score:5
Cleavage site:930
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Position in cDNA (bp)

5" UGCAGAGUG—GAAUGGCUCAAGCAATG 3 CslgO7080.1

3! UUUUACGGUUGCCGAGUUUGU 5! Cs1-miR482a-3p-Cs3gl3340.1-20




Csi-miR482a-3p-Cs3g13340.1-20, target=Cs2g11470.1 gene=Cs2g11470
Category:3
Score:3
Cleavage site:1751

500
400 -
g
300 -
7y
©
(O
D
ad
200 -
4
100 -
$ ® o0 ° "
® ® : SR« - @
0 I+ I ’ I ' + + ’ ++I - I“ + I
0 200 400 600 800 1000 1200 1400 1600 1800 2000
Position in cDNA (bp)
5' GUAAAAAAUGCCAAUGGUUCAAACTUUT 3° Cs2gll470.1

3'" ————UUUUACGGUUGCCGAGUUUGU- 5° Csi-miR482a-3p-Cs3gl1l3340.1-20



Csi-miR482a-3p-Cs3g13340.1-35, target=0Orange1.1t02629.1 gene=0range1.1t02629
Category:3
Score:b
Cleavage site:1195
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Position in cDNA (bp)
5' AGUAUUUUACAUAGUUCAGUUAACUG 3° Orangel.1t02629.1

3' —-CACGGUAGGUAUCAAGUUAAT———— 5° Cs1-miR482a-3p—-Cs3gl3340.1-35



Csi-miR482a-3p-Orange1.1101918.1-29, target=Cs2g921880.1 gene=Cs2g21880
Category:3
Score:5
Cleavage site:349
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o' GAUGUCCAAU-CUCUUCUCGAUCUOCTUD 3f CsZ2g2liodl.l

37 ——— CUUGUGGAARAGAGUUAGAGRAA 5° Csi-miR482a-3p-0Orangel.1t01918.1-29



Csi-miR482a-3p-Orange1.1101918.1-29, target=Cs8g02370.1 gene=Cs8g02370
Category:1
Score:5
Cleavage site:168
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Position in cDNA (bp)

2! GEARAUCCUUUCUGCAAUCUCUAUCT 3 Csdgl0Z2370.1

3'" —CUUGUGGAAAGA-GUUAGAGAR 5 Cs1—-miR482a-3p—-0rangel.1t01918.1-25



Csi-miR482a-3p-Orange1.1101918.1-29, target=0Orange1.1t03281.1 gene=0range1.1t0328"
Category:2
Score:b
Cleavage site:45
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Position in cDNA (bp)

o' TDAACCAAAAC-CCUOOUCUCGAUUOUCTCZ 3 Orangel.lt03Z81.1

3' ——————-— CUOUGUGEGAAAGAGUUAGAGAR 5 Cs1-mi1R482a-3p-0Orangel.1t01918.1-25
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Csi-miR482a-3p-Orange1.1t01918.1-6, target=Cs6g902560.1 gene=Cs6902560

Category:3
Score:4
Cleavage site: 768
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Csi-miR827.2-Cs5g10180.1-14, target=Cs7g18380.1 gene=Cs7g18380
Category:3
Score:4.5
Cleavage site:894
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2! GRAACRAAUGCGUCUCAUGCUGUUCUCTU 3° Cs/glo3g0.1

3 UUCUCGUAGUACGACAAGGGA S5 Cs1-miR827.2-Cs5g10180.1-14




5 "

Csi-miRN20-Cs3g05320.1-12, target=Cs1g1/7/610.1 gene=Cs1g1/7610

Category:3
Score:5
Cleavage site:655
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ACGGCAGAAACCUGGEGEUUGUCCCAG 31
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Cs1-mi1RNZ20-Cs3g05320.1-12



Csi-miRN20-Cs3g05320.1-12, target=Cs2g28240.1 gene=Cs2928240
Category:3
Score:5
Cleavage site:168
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Position in cDNA (bp)

o' DUGEUCUGCUG-AAGCUGACGUUOGECE 31 CsZg2e240.1

3'" —————GACGACUUUOCGACUCCAACAG— 5 Cs1-mi1RN20-Cs3g05320.1-12



Csi-miRN20-Cs3g05320.1-23, target=Cs7g19680.1 gene=Cs/7g19680
Category:3
Score:4.5
Cleavage site:3832
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o' GCCGUCCUAUUCU-CUOUCCAUACUGAT 3° Csilgl9ed0.1

3 TAUGAGAUGAAGGUAAGACTA 5° Cs1-mi1RN20-Cs3g05320.1-23




Csi-miRN20-Cs3g05320.1-26, target=Cs2g16940.1 gene=Cs2g16940
Category:3
Score:5
Cleavage site:517
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Position in cDNA (bp

' AAAGCCUUCUCTUUUGUUUTICUGAGC 31 CsZ2gle540.1

' ——GUUAGAAGAGAGACARAAGG ! Csi-miRN20-Cs3g05320.1-26



Csi-miRN20-Cs3g05320.1-26, target=Cs6g18830.1 gene=Cs6g918830

Category:3
Score:5
Cleavage site:677
500
®
¢ 5
400 - : §
¢
300 - : §
) 4
O ;
4y
% .
Y
200 -
100 -
¢
0 SRR S
0 800 1000 1200 1400
Position in cDNA (bp)

o' GCACUCAACUUOCUCUGUUUOCUACUA 3° CseogloBs0.1

3'" —-GUUAGAAG-AGAGACAARAGGEU——— 5 Cs1-mi1RN20-Cs3g05320.1-26
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