File S1. All Transcription factor binding sites (TFBS) identified in the prom

Seq. nameccession niene symbc« GenelD latrix FamilFamily Infc Matrix _ Matrix Infc _ Opt.

VVACS1 VVACS1 O$INRE Core prom O$DINR.O' Drosophila 0.94
VWVACS1 VVACS1 O$INRE  Core prom O$DINR.O’ Drosophila 0.94
VVACS6 VVACS6 O$INRE Core prom O$DINR.O’ Drosophila 0.94
VWVACS9 VVACS9 OS$INRE Core prom O$DINR.O' Drosophila 0.94
VVACO1 VVACO1 O$INRE  Core prom O$DINR.O’ Drosophila 0.94
VWACO2 VVACO2 O$INRE  Core prom O$DINR.O’ Drosophila 0.94
VVACS4 VVACS4 O$INRE  Core prom O$DINR.O’ Drosophila 0.94
Seq. nameccession niene symbc GenelD latrix FamilFamily Infc Matrix Matrix Infc  Opt.

VWACS1 VVACS1 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACS1 VVACS1 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACS1 VVACS1 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACS1 VVACS1 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VVACS1 VVACSH1 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACS2 VVACS2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VWACS2 VVACS2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VWVACS6 VVACS6 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWVACS9 VVACS9 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VVACO2 VVACO2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO2 VVACO2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO2 VVACO2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VWACO2 VVACO2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO2 VVACO2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO2 VVACO2 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO4 VVACO4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VWACO4 VVACO4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO4 VVACO4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO4 VVACO4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VWACO4 VVACO4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.9
VVACS4 VVACS4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VVACS4 VVvACS4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
VVACS4 VVACS4 O$PTBP Plant TATA O$PTATA.(Plant TATA 0.88
Seq. nameccession niene symb¢ GenelD latrix FamilFamily Infc Matrix Matrix Infc  Opt.

VWACO4 VVACO4 O$TELO Protein inv O$ZSCAN Zinc finge 0.76
Seq. nameccession niene symbc¢ GenelD latrix FamilFamily Infc Matrix Matrix Infc  Opt.

VWACS1 VVACS1 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VVACS1 VVACSH1 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VVACS1 VVACSH1 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VVACS1 VVACS1 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VWACS1 VVACS1 O$VTBP Vertebrate O$ATATA.(Avian C-tyy 0.78
VVACS2 VVACS2 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VVACS2 VVACS2 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VVACS2 VVACS2 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VWACS2 VVACS2 O$VTBP Vertebrate O$LTATA.( Lentivirus 0.82
VWACS2 VVACS2 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VWACS2 VVACS2 O$VTBP Vertebrate O$MTATA. Muscle TA” 0.84
VVACS6 VVACS6 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9
VVACS6 VVACS6 O$VTBP Vertebrate O$VTATA.(Mammaliar 0.89
VVACS6 VVACS6 O$VTBP Vertebrate OSMTATA. Muscle TA” 0.84
VVACS6 VVACS6 O$VTBP Vertebrate O$LTATA.( Lentivirus 0.82
VVACS6 VVACS6 O$VTBP Vertebrate O$VTATA.(Mammaliar 0.89
VWVACS9 VVACS9 O$VTBP Vertebrate O$VTATA.(Cellular an 0.9

VVACO1 VVACO1 O$VTBP Vertebrate O$ATATA.(Avian C-tyy 0.78
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Vertebrate O$LTATA.C Lentivirus
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Matrix Matrix Infc
Plant GATZ P$GATA4.( GATA trans
Plant GAT/P$AGP1.0 AG-motif b
Plant GAT/ P$GATA1S GATA trans
Plant GAT/P$AGP1.0 AG-motif b

Matrix Matrix Infc
Arabidopsi P$BLR.01 Transcript
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Arabidopsi PSATHB3Z2 Homeobox
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Arabidopsi P$BLR.01 Transcript

Arabidopsi PSHAHB4. Sunflower

Arabidopsi PSATHB33 Homeobox
Arabidopsi PSATHB23 Homeobox
Arabidopsi P$BLR.01 Transcript

Arabidopsi PSATHB15 Homeobox
Arabidopsi PSREVOLIHomeobox
Arabidopsi P$BLR.01 Transcript

Arabidopsi PSATHB 15 Homeobox
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Arabidopsi PSHAT2.0° Homeobox
Arabidopsi PSATHB24 Homeobox
Arabidopsi PSREVOLIHomeobox
Arabidopsi PSHAHB4. Sunflower

Arabidopsi P$WUS.01Homeodon
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Arabidopsi PSATHB5. Homeobox
Arabidopsi P$WUS.01Homeodon
Arabidopsi P$BLR.01 Transcript
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Arabidopsi PSATHB53 Homeobox
Arabidopsi P$BLR.01 Transcript
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Arabidopsi PSHAHB4. Sunflower

Arabidopsi P$BLR.01 Transcript
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Arabidopsi PSATHB53 Homeobox
Arabidopsi PSATHB51 Homeobox
Arabidopsi PSATHB23 Homeobox
Arabidopsi PSREVOLIHomeobox
Arabidopsi PSATHB24 Homeobox
Arabidopsi PSATHB1. Arabidopsi:
Arabidopsi PSATHBS5. HDZip clas
Arabidopsi PSATHB23 Homeobox
Arabidopsi PSATHB5. Homeobox
Arabidopsi PSATHB33 Homeobox
Arabidopsi P$BLR.01 Transcript

Arabidopsi PSATHB 15 Homeobox
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Arabidopsi PSATHB51 Homeobox
Arabidopsi P$BLR.01 Transcript

Arabidopsi PSHAHB4. Sunflower
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Arabidopsi PSATHB4C Homeobox
Arabidopsi P$ATHB9. HD-ZIP cla
Arabidopsi PSATHB23 Homeobox
Arabidopsi PSATHB25 Homeobox
Arabidopsi PSATHB23 Homeobox
Arabidopsi PSATHB15 Homeobox
Arabidopsi PSREVOLIHomeobox
Arabidopsi PSATHB32 Homeobox
Arabidopsi PSATHB23 Homeobox
Arabidopsi P$WUS.01Homeodon
Arabidopsi PSATHB6. Homeobox
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Arabidopsi PSATHB5. Homeobox
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Arabidopsi P$BLR.01 Transcript
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Arabidopsi P$BLR.01 Transcript
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AT-hook cc PSAHL20.( AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m
AT-hook cc PSAHL20.(AT-hook m

Matrix Matrix Infc
APETALAZ P$TOE2.0 Target of e
APETALAZ P$TOE2.0 Target of e
APETALAZ P$TOE2.0 Target of e
APETALAZ P$SMZ.01 Ethylene-r

0.89
0.92

0.9

0.9
0.83
0.84
0.84

0.9
0.84
0.84
0.94
0.84
0.87
0.87
0.87
0.94
0.85
0.94
0.95
0.89
0.83
0.84
0.89

0.9

0.9
0.89
0.84
0.89

0.9
0.85
0.92

Opt.
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86

Opt.
0.8
0.8
0.8
0.85



VVACS9 VVACS9
VVACO1 VVACO1

Seq. nameccession niene symbx
VVACS6 VVACS6

Seq. nameccession niene symbc
VVACS6 VVACS6
VVACO2 VVACO2
VVACO4 VVACO4

Seq. nameccession niene symbx
VVACS2 VVACS2
VVACO2 VVACO2
VVACO2 VVACO2
VVACS4 VVACS4
VVACS4 VVACS4

Seq. nameccession niene symbx
VVACS1 VVACS1
VVACS1 VVACS1
VVACS2 VVACS2
VWACS2 VVACS2
VVACS9 VVACS9
VVACO1 VVACO1
VWACO1 VVACO1
VWACO2 VVACO2
VWACO4 VVACO4
VVACS4 VVACS4

Seq. nameccession niene symb¢ GenelD latrix FamilFamily Infi

VVACS1 VVACS1
VVACS6 VVACS6

Seq. nameccession niene symb¢ GenelD latrix FamilFamily Infi

VVACS1
VVACS1
VVACS1
VVACS2
VVACS6
VVACS9
VVACO2
VVACO2
VVACO4

VVACS1
VVACS1
VVACS1
VVACS2
VVACS6
VVACS9
VVACO2
VVACO2
VVACO4

Seq. nameccession niene symb« GenelD latrix FamilFamily Inf¢

VWACS2 VVACS2
VWACS2 VVACS2
VVACO1 VVACO1
WACO2 VVvACO2

Seq. nameccession niene symb« GenelD latrix FamilFamily Infi

VVACO1 VVACO1
VWACS4 VVACS4

Seq. nameccession niene symbc« GenelD latrix FamilFamily Infi

VVACS1
VVACS1

VVACS1
VVACS1

P$SAP2L
P$SAP2L

GenelD latrix FamilFamily Inf

P$SAREF

GenelD latrix FamilFamily Inf

P$ARF3
P$ARF3
P$ARF3

GenelD latrix FamilFamily Inf

P$ARID
P$ARID
P$ARID
P$ARID
P$ARID

GenelD latrix FamilFamily Inf

P$ASRC
P$ASRC
P$ASRC
P$ASRC
P$ASRC
P$ASRC
P$ASRC
P$ASRC
P$ASRC
P$ASRC

P$BRRE
P$BRRE

P$C3HF
P$SC3HF
P$SC3HF
P$SC3HF
P$C3HF
P$C3HF
P$C3HF
P$SC3HF
P$SC3HF

P$CAAT
P$CAAT
PSCAAT
PSCAAT

APETALAZ P$SMZ.01 Ethylene-r
APETALAZ P$SMZ.01 Ethylene-r

Matrix  Matrix Infc
Auxin resp PSARE.01 Auxin Resy

Matrix Matrix Infc
Auxin Resy P$SETT.01 ETTIN (Au;
Auxin Resy PSETT.02 ETTIN (sec
Auxin Resy P$SETT.01 ETTIN (Au:;

Matrix Matrix Infc
ARID/BRIC P$AT1G20 ARID/BRIC
ARID/BRICP$AT1G20 ARID/BRIC
ARID/BRIC P$AT1G20 ARID/BRIC
ARID/BRIC P$AT1G20 ARID/BRIC
ARID/BRIC P$AT1G20 ARID/BRIC

Matrix Matrix Infc
AS1/AS2 rnP$AS1_ASAS1/AS2 r
AS1/AS2 rnP$AS1_ASAS1/AS2
AS1/AS2 rnP$AS1_ASAS1/AS2
AS1/AS2 rnP$AS1_ASAS1/AS2 r
AS1/AS2 rnP$AS1_ASAS1/AS2 r
AS1/AS2 rnP$AS1_ASAS1/AS2 r
AS1/AS2 rnP$AS1_ASAS1/AS2 r
AS1/AS2 rP$AS1_ASAS1/AS2 r
AS1/AS2 rnP$AS1_ASAS1/AS2 r
AS1/AS2 rnP$AS1_ASAS1/AS2 r

Matrix Matrix Infc
Brassinost P$BZR1.0: Brassinazc
Brassinost P$BZR1.0° Brassinazc

Matrix Matrix Infc
CCCH don P$AT3G12KH and zin
CCCH don P$AT3G12KH and zin
CCCH don P$AT3G12KH and zin
CCCH don P$AT3G12KH and zin
CCCH don P$AT3G12KH and zin
CCCH don P$ZF67.01Zinc finge

CCCH don P$AT3G12KH and zin
CCCH don P$AT3G12KH and zin
CCCH don P$ZF67.01Zinc finge

Matrix Matrix Infc
CCAAT bin P$CAAT.0' CCAAT-bo!
CCAAT bin P$CAAT.0 CCAAT-bo:
CCAAT bin P$CAAT.0° CCAAT-bo:
CCAAT bin P$CAAT.0 CCAAT-bo!

Matrix Matrix Infc

P$CARM CA-rich mc P$CARICF CA-rich el
P$CARM CA-rich mc P$CARICF CA-rich el

P$CCAF
P$CCAF

Matrix Infc
Evening el
Evening el

Matrix
Circadian ¢ P$EE.01
Circadian ¢P$EE.01

0.85
0.85

Opt.
0.93

Opt.
0.83
0.83
0.83

Opt.
0.93
0.93
0.93
0.93
0.93

Opt.
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86
0.86

Opt.
0.83
0.95

Opt.
0.99
0.99
0.99
0.99
0.99
0.96
0.99
0.99
0.96

Opt.
0.97
0.97
0.97
0.97

Opt.
0.78
0.78

Opt.
0.84
0.84



VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession

VVACS2

VVACS2

Seq. nameccession

VVACS1
VVACS6

VVACS1
VVACS6

Seq. nameccession

VVACS2
VVACS9
VVACO2
VVACO2
VVACO4
VVACS4

VVACS2
VVACS9
VVACO2
VVACO2
VVACO4
VVACS4

P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF
P$CCAF

niene symb« GenelD latrix FamilFamily Inf

P$CE1F

niene symb¢« GenelD latrix FamilFamily Infi

Circadian cP$RVE1.0 Myb family
Circadian ¢P$LHY.01 LATE ELO
Circadian ¢P$RVE1.0 Myb family
Circadian ¢P$LHY 1.0’ Late elong:
Circadian cP$CCA1.0 Circadian ¢
Circadian ¢P$EPR1.0 Early-phyt
Circadian cP$EE.01 Evening el
Circadian ¢P$EE.01 Evening el
Circadian ¢P$AT3G10 Myb family
Circadian cP$EE.01 Evening el
Circadian ¢P$EPR1.0 Early-phyt
Circadian ¢P$LHY1.0’ Late elong:
Circadian ¢ P$AT3G10 Myb family
Circadian cP$CCA1.0 Circadian ¢
Circadian ¢P$CCA1.0 Circadian

Circadian ¢P$CCA1.0 Circadian

Circadian ¢cP$LHY 1.0’ Late elong:
Circadian ¢P$LHY 1.0’ Late elong:
Circadian ¢P$CCA1.0 Circadian ¢
Circadian cP$EE.01 Evening el
Circadian cP$EE.01 Evening el
Circadian ¢ P$AT3G10 Myb family
Circadian ¢cP$LHY 1.0’ Late elong:
Circadian ¢P$AT3G10 Myb family
Circadian cP$EE.01 Evening el
Circadian cP$EE.01 Evening el
Circadian cP$EE.01 Evening el
Circadian cP$EE.01 Evening el
Circadian cP$CCA1.0 Circadian

Circadian cP$CCA1.0 Circadian ¢
Circadian cP$CCA1.0 Circadian ¢
Circadian ¢P$LHY 1.0’ Late elong:
Circadian ¢P$EPR1.0 Early-phyt
Circadian cP$EE.01 Evening el
Circadian cP$EE.01 Evening el
Circadian ¢P$CCA1.0 Circadian ¢
Circadian ¢P$CCA1.0 Circadian ¢
Circadian cP$EE.01 Evening el
Circadian cP$EE.01 Evening el
Circadian ¢P$CCA1.0 Circadian ¢
Circadian ¢P$CCA1.0 Circadian ¢
Circadian ¢P$AT3G10 Myb family
Circadian ¢P$LHY.01 LATE ELO

Matrix Matrix Infc
Coupling e P$SBOX.0 Sugar and

Matrix Matrix Infc

P$CGCG Calmodulir PSATSR1. Arabidopsi:
P$CGCG Calmodulir PSOSCBT. Oryza sativ

niene symb¢« GenelD latrix FamilFamily Infi

P$CNAC
P$CNAC
P$CNAC
P$CNAC
P$CNAC
P$CNAC

Matrix Matrix Infc
Calcium re PSCBNAC Calmodulir
Calcium re PSCBNAC Calmodulir
Calcium re PSCBNAC Calmodulir
Calcium re PSCBNAC Calmodulir
Calcium re PSCBNAC Calmodulir
Calcium re PSCBNAC Calmodulir

0.83
0.85
0.83
0.84
0.85
0.83
0.84
0.84
0.84
0.84
0.83
0.84
0.84

0.8
0.92
0.92
0.84
0.84
0.85
0.84
0.84
0.84
0.84
0.84
0.84
0.84
0.84
0.84
0.92
0.85
0.85
0.84
0.83
0.84
0.84
0.85
0.85
0.84
0.84
0.85
0.85
0.84
0.85

Opt.
0.87

Opt.
0.84
0.78

Opt.
0.85
0.85
0.85
0.85

0.85



Seq. nameccession niene symb« GenelD latrix FamilFamily Infc

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession

VVACS9

VVACS9

Seq. nameccession

VVACS1
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACO2

VVACS1
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACO2

P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF
P$DOFF

niene symb« GenelD latrix FamilFamily Inf

P$DPBF

niene symb« GenelD latrix FamilFamily Inf

P$DREB
P$DREB
P$DREB
P$DREB
P$DREB
P$DREB
P$DREB
P$DREB
P$DREB

Matrix Matrix Infc
DNA bindir P$PBF.01 PBF (MPB
DNA bindir PSHCA2.0 High Camt
DNA bindir P$OBP1.0 Dof zinc fi

DNA bindir PSOBP3.0 Zinc finger
DNA bindir P$DOF3.5 Dof zinc f

DNA bindir P$DOF1.0 Dof1 / MNE
DNA bindir P$DOF3.5 Dof zinc f

DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$DOF4.2 Dof zinc fi

DNA bindir P$DOF1.0 Dof1 / MNE
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$DOF2.0 Dof2 - sing
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$PBF.01 PBF (MPB
DNA bindir P$DOF5.1 Dof zinc f

DNA bindir P$PBF.01 PBF (MPB
DNA bindir PSOBP1.0 Dof zinc fi

DNA bindir P$OBP4.0 Dof zinc fi

DNA bindir P$DOF3.0 Dof3 - sing
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$DOF1.6 Dof zinc f

DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$DOF1.6 Dof zinc f

DNA bindir P$DOF3.5 Dof zinc f

DNA bindir PSDOF3.0 Dof3 - sing
DNA bindir P$DOF2.0 Dof2 - sing
DNA bindir P$DOF2.0 Dof2 - sing
DNA bindir P$DOF4.2 Dof zinc fi

DNA bindir PSDOF3.0 Dof3 - sing
DNA bindir PSDOF3.0 Dof3 - sing
DNA bindir P$PBOX.0 Prolamin b
DNA bindir P$DAG2.0 DOF Affect
DNA bindir P$DOF1.0 Dof1 / MNE

Matrix Matrix Infc
Dc3 promo P$DPBF.0' bZIP factor

Matrix Matrix Infc
Dehydratio P$DDF2.0 Dwarf and
Dehydratio PSDDF2.0 Dwarf and
Dehydratio P$DDF2.0 Dwarf and
Dehydratio P$DDF2.0 Dwarf and
Dehydratio PSDEAR3. DREB and
Dehydratio PSERF039 Ethylene-r
Dehydratio PSAT1G12 Dehydratio
Dehydratio PSRAP2.1. Ethylene-re
Dehydratio PSCRT_DIF C-repeat/d

Opt.
0.97
0.99
0.99
0.96
0.96
0.98
0.96
0.97
0.75
0.97
0.88
0.98
0.97
0.97
0.97
0.98
0.75
0.97
0.75
0.75
0.97
0.75
0.97
0.98
0.97
0.99
0.97
0.99
0.75
0.93
0.75
0.93
0.96
0.99
0.98
0.98
0.88
0.99
0.99
0.75
0.92
0.98

Opt.
0.89

Opt.
0.81
0.81
0.81
0.81
0.85
0.89
0.87
0.77
0.89



VWACO2 VVACO2
VWACO2 VVACO2
VVACO4 VVACO4

Seq. nameccession
VVACO2 VVACO2
VVACO2 VVACO2

Seq. nameccession
VVACS1 VVACSH1
VVACS2 VVACS2
VVACS6 VVACS6
VVACS4 VVACS4

Seq. nameccession

VVACO1

VVACO1

Seq. nameccession

VVACS1

VVACS2
VVACS9
VVACO2
VvVACO4
VVACS4

VVACS1
VVACS2
VVACS9
VVACO2
VVACO4
VVACS4

Seq. nameccession
VVACO1 VVACO1
VVACO2 VVACO2
VVACO2 VVACO2

Seq. nameccession
VVACS6 VVACS6

Seq. nameccession

VVACS2
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACS4

VVACS2
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACS4

Seq. nameccession

VVACS1

VVACS1

VVACS9
VVACS9
VVACO1
VVACO1
VVACO2

VVACS9
VVACS9
VVACO1
VVACO1
VVACO2

Seq. nameccession
VVACO1 VVACO1

Seq. nameccession niene symb« GenelD latrix FamilFamily Infe

VWACS1 VVACS1

niene symbx

niene symbx

niene symbx

niene symbx

niene symbx

niene symb

niene symbx

niene symb¢« GenelD latrix FamilFamily Infi

niene symb¢« GenelD latrix FamilFamily Infi

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

P$DREB Dehydratio PSDDF1.0 Dwarf and
P$DREB Dehydratio PSDDF1.0 Dwarf and
P$DREB Dehydratio PSERF023 Ethylene-r

latrix FamilFamily Infc Matrix Matrix Infc
PSEINL  Ethylen ins PSEIN3.01 Protein eth
PSEINL  Ethylen ins PSEIN3.01 Protein eth

latrix FamilFamily Infc Matrix Matrix Infc
P$EPFF EPF-type zP$STZ.01 Salt tolera
P$EPFF EPF-type zP$STZ.01 Salt tolera
PSEPFF EPF-type zP$ZPT22.(Member of
P$EPFF EPF-type zP$STZ.01 Salt tolera

latrix FamilFamily Infc Matrix Matrix Infc

P$EREF

latrix FamilFamily Inf

P$FLO2
P$FLO2
P$FLO2
P$FLO2
P$FLO2
P$FLO2

Ethylen re PSANT.01

Matrix

Floral hom P$AP2.01
Floral hom P$AP2.01
Floral hom P$AP2.01
Floral hom P$AP2.01
Floral hom P$AP2.01
Floral hom P$AP2.01

ANT (Arabi

Matrix Infc
APETALAZ
APETALAZ
APETALAZ
APETALAZ
APETALAZ
APETALAZ

latrix FamilFamily Infc Matrix Matrix Infc
P$FORC Fungal anc PSFORCA Promoter n
P$FORC Fungal anc PSFORCA Promoter n
P$FORC Fungal anc PSFORCA Promoter n

latrix FamilFamily Infc Matrix Matrix Infc
P$GAGA GAGA eler P$BPC.01 Basic pent:

latrix FamilFamily Infc Matrix Matrix Infc

P$GAPB
P$GAPB
P$GAPB
P$GAPB
P$GAPB
P$GAPB
P$GAPB
P$GAPB
P$GAPB
P$GAPB

GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01
GAP-Box ( PSGAP.01

Matrix

Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer
Cis-elemer

Matrix Infc

P$GARP
P$GARP
P$GARP
P$GARP
P$GARP
P$GARP

Myb-relate PSARR14. Two-comp
Myb-relate PSARR11. Two-comp
Myb-relate PSARR10. Type-B res
Myb-relate PSARR10. Type-B res
Myb-relate PSARR10. Type-B res
Myb-relate PSARR10. Type-B res

Matrix Matrix Infc
P$GAZL GA- and AIP$GAL3.0° GAZ-like 3

Matrix Matrix Infc
P$GBOX Plant G-bo P$OSBZ8. Oryza sati\

0.86
0.86
0.8

Opt.
0.82
0.82

Opt.
0.99
0.99
0.75
0.99

Opt.
0.81

Opt.
0.87
0.87
0.87
0.87
0.87
0.87

Opt.
0.85
0.85
0.85

Opt.

Opt.
0.88
0.88
0.88
0.88
0.88
0.88
0.88
0.88
0.88
0.88

Opt.
0.87
0.85
0.97
0.97
0.97
0.97

Opt.
0.88

Opt.
0.84



VVACS1
VVACS1
VVACS9
VVACO2

VVACS1
VVACS1
VVACS9
VVACO2

Seq. nameccession

VVACS6
VVACS9
VVACO2

VVACS6
VVACS9
VVACO2

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACO2
VVACO2
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACO2
VVACO2
VVACS4
VVACS4

Seq. nameccession

VVACS9
VVACS9

VVACS9
VVACS9

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1

VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1

P$GBOX
P$GBOX
P$GBOX
P$GBOX

niene symb« GenelD latrix FamilFamily Inf

P$GCCF
P$GCCF
P$GCCF

niene symb« GenelD latrix FamilFamily Inf

P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF
P$GLKF

niene symb« GenelD latrix FamilFamily Inft

P$GRFF
P$GRFF

niene symb« GenelD latrix FamilFamily Inft

P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX

Plant G-bo P$GBF 1.0 bZIP protei
Plant G-bo P$ABZ1.0° Anaerobic
Plant G-bo P$ABZ1.0° Anaerobic
Plant G-bo P$GBF1.0 bZIP protei

Matrix Matrix Infc
GCC box fiP$ERE_JE Ethylene-r
GCC box fiP$RAP2-6 Ethylene-re
GCC box fiP$RAP2-6 Ethylene-re

Matrix Matrix Infc
Golden2-lit PSAT2G40 G2-like fan
Golden2-lit P$AT2G40 G2-like fan
Golden2-lit P$PHL2.0° PHR1-like

Golden2-lit PSAT3G12 Myb family
Golden2-lit P$AT2G40 G2-like fan
Golden2-lit P$AT2G40 G2-like fan
Golden2-lit P$PHL2.0° PHR1-like

Golden2-lit PSAT2G40 G2-like fan
Golden2-lit P$PHL2.0° PHR1-like

Golden2-lit P$AT2G40 G2-like fan
Golden2-lit PSAT3G12 Myb family
Golden2-lit P$AT3G12 Myb family
Golden2-lit PSUIF1.01 ULT1 inter
Golden2-lit PSAT2G40 G2-like fan
Golden2-lit P$PHL2.0° PHR1-like

Matrix Matrix Infc
Growth reg PSATGRF¢ Growth-rec
Growth reg PSATGRF¢ Growth-rec

Matrix Matrix Infc
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GT1.01 GT1-Box b
GT-box ele PSASIL1.0 Arabidopsi:
GT-box ele P$GTL1.0’ Trihelix tr
GT-box ele P$GTL1.0’ Trihelix tr
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GTL1.0° Trihelix tr
GT-box ele P$GT1.02 Trihelix tra
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GT3A.0 Trihelix DN
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GT2L.0’ Trihelix tr
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$GTL1.0° Trihelix tr

0.94
0.91
0.91
0.94

Opt.
0.85
0.87
0.87

Opt.
0.92
0.92
0.95

0.9
0.92
0.92
0.95
0.92
0.95
0.92

0.9

0.9
0.88
0.92
0.95

Opt.
0.93
0.93

Opt.
0.79
0.85
0.87
0.85
0.93
0.88
0.88
0.87
0.87
0.88
0.81
0.85
0.87
0.87
0.87
0.87
0.79
0.79
0.87
0.83
0.87
0.87
0.87
0.85
0.85
0.88



VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9

P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX
P$GTBX

niene symb« GenelD latrix FamilFamily Inf

PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT

GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$GT1.02 Trihelix tra
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GT2.01 Trihelix tra
GT-box ele P$GTL1.0° Trihelix tr
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$GTL1.0’ Trihelix tr
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$S1F.01 S1F, site 1
GT-box ele P$GT1.01 GT1-Box b
GT-box ele P$GT2_G1GT2-box al
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GTL1.0° Trihelix tr
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$SBF1.0° SBF-1
GT-box ele P$GTL1.0° Trihelix tr
GT-box ele P$SBF1.0° SBF-1

Matrix Matrix Infc
Heat shock P$HSE.01 Heat shock
Heat shock P$HSE.01 Heat shock
Heat shock PSHSFAGE Heat stress
Heat shock P$HSFB2/ Heat shock
Heat shock PSHSFB2/ Heat stress
Heat shock PSHSFC1. Heat shock
Heat shock PSHSFB3. Heat stress
Heat shock P$HSE.01 Heat shock
Heat shock P$HSFB2/ Heat shock
Heat shock PSHSFAGE Heat stress
Heat shock P$HSE.01 Heat shock
Heat shock PSHSFA4£ Heat stress
Heat shock PSHSFB3. Heat stress
Heat shock PSHSFB3. Heat stress
Heat shock P$HSFB3. Heat stress
Heat shock P$HSFB3. Heat stress
Heat shock PSHSFB3. Heat stress
Heat shock PSHSFA4£ Heat stress
Heat shock PSHSFAGE Heat stress
Heat shock PSHSFA1£ Arabidopsi:
Heat shock PSHSFA1E Heat stress
Heat shock PSHSFAGE Heat stress

0.79
0.79
0.85
0.81
0.87
0.87
0.87
0.87
0.89
0.88
0.79
0.87
0.87
0.87
0.87
0.87
0.85
0.88
0.79
0.87
0.85
0.79
0.85
0.92
0.87
0.88
0.87
0.87
0.87
0.87
0.87
0.87
0.88
0.87

Opt.
0.81
0.81
0.81
0.85
0.81
0.84
0.83
0.81
0.85
0.81
0.81
0.81
0.83
0.83
0.83
0.83
0.83
0.81
0.81
0.75

0.8
0.81



VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO4
VVACS4

VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO4
VVACS4

Seq. nameccession
VVACS1 VVACSH1
VVACS1 VVACSH1
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS6 VVACS6
VVACO2 VVACO2
VVACS4 VVACS4
VVACS4 VVACS4
VVACS4 VVACS4
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACSH1

Seq. nameccession
VVACS1 VVACS1
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS6 VVACS6
VVACS6 VVACS6
VVACS9 VVACS9
VWACO1 VVACO1
VVACO1 VVACO1
VVACO2 VVACO2
VVACO2 VVACO2
VVACO2 VVACO2
VVACO4 VVACO4
VVACO4 VVACO4
VVACO4 VVACO4
VVACO4 VVACO4
VVACS4 VVACS4
VVACS4 VVACS4
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACS1 VVACS1
VVACS1 VVACSH1
VVACS9 VVACS9
VVACO2 VVACO2

PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT
PSHEAT

niene symb« GenelD latrix FamilFamily Inf

P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF
P$SHMGF

niene symb« GenelD latrix FamilFamily Inft

Heat shock PSHSFAGE Heat stress
Heat shock PSHSFA1/£ Arabidopsi:
Heat shock PSHSFB3. Heat stress
Heat shock P$HSE.01 Heat shock
Heat shock PSHSFC1. Heat shock
Heat shock PSHSFB3. Heat stress
Heat shock PSHSFC1. Heat shock
Heat shock P$HSE.01 Heat shock
Heat shock P$HSE.01 Heat shock
Heat shock P$HSFB3. Heat stress
Heat shock P$HSFB2/ Heat shock

Matrix Matrix Infc
High mobiliPSHMG_IY High mobili
High mobiliPSHMG_IY High mobili
High mobiliPSHMG_IY High mobill
High mobiliPSHMG _IY High mobill
High mobili PSHMG_ 1Y High mobili
High mobiliPSHMG_IY High mobili
High mobiliPSHMG_IY High mobili
High mobili PSHMG _ 1Y High mobili
High mobili PSHMG _ 1Y High mobili
High mobili PSHMG_ 1Y High mobili
High mobiliPSHMG_IY High mobili
High mobili PSHMG _ 1Y High mobili
High mobili PSHMG _ 1Y High mobili

Matrix Matrix Infc

P$HOCT Octamer mP$HOCT.0 Octamer m
niene symb¢« GenelD latrix FamilFamily Infc Matrix Matrix Infc
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box PSGATA.0 Class | GA
P$IBOX Plant I-Box P§GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box PSGATA.0 Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
P$IBOX Plant I-Box P$GATA.O Class | GA
niene symbc« GenelD latrix FamilFamily Infc Matrix Matrix Infc
P$IDDF  ID domain P$ID1.01 Maize INDI
P$IDDF ID domain P$ID1.01 Maize INDI
P$IDDF  ID domain P$ID1.01 Maize INDI
P$IDDF  ID domain P$ID1.01 Maize INDI
P$IDDF  ID domain P$ID1.01 Maize INDI

0.81
0.75
0.83
0.81
0.86
0.83
0.86
0.81
0.81
0.83
0.85

Opt.

0.89
0.89
0.89
0.89
0.89

0.89
0.89
0.89
0.89

Opt.
0.76

Opt.
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93
0.93

Opt.
0.92
0.92
0.92
0.92
0.92



Seq. nameccession niene symb« GenelD latrix FamilFamily Infc

VVACS1
VVACS1
VVACS1
VVACO1
VVACO1
VVACO4

VVACS1
VVACS1
VVACSH1
VVACO1
VVACO1
VVACO4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2

P$JARE
P$JARE
P$JARE
P$JARE
P$JARE
P$JARE

niene symb« GenelD latrix FamilFamily Inf

P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$SKAN1
P$SKAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1
P$KAN1

niene symb« GenelD latrix FamilFamily Inf

P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX

Matrix Matrix Infc
Jasmonate P$JARE.O  Jasmonate
Jasmonate P$JARE.O' Jasmonate
Jasmonate P$JARE.Q' Jasmonate
Jasmonate P$JARE.O' Jasmonate
Jasmonate P$JARE.O' Jasmonate
Jasmonate P$JARE.O' Jasmonate

Matrix Matrix Infc
P$AT5G45 G2-like fan
P$EFM.01 Early Flow
P$KBX.01 KANADI bc
P$AT2G20 Myb-like H
P$KBX.01 KANADI bc
P$AT5G45 G2-like fan
P$KBX.01 KANADI bc
P$KBX.01 KANADI b
P$KBX.01 KANADI bc
P$EFM.01 Early Flow
P$EFM.01 Early Flow
P$EFM.01 Early Flow
P$EFM.01 Early Flow
P$KBX.01 KANADI bc
P$EFM.01 Early Flow
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$AT5G45 G2-like fan
P$KBX.01 KANADI bc
P$AT5G45 G2-like fan
P$KAN4.0 KANADI 4
P$EFM.01 Early Flow
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$AT5G45 G2-like fan
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc
P$KAN4.0 KANADI 4
P$AT5G45 G2-like fan
P$AT2G20 Myb-like H
P$KAN4.0 KANADI 4
P$KAN4.0 KANADI 4
P$KBX.01 KANADI bc
P$KBX.01 KANADI bc

Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript

Matrix Matrix Infc
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$ATML1. Arabidopsi:

Opt.
0.75
0.75
0.75
0.75
0.75
0.75

Opt.
0.87
0.85
0.92
0.82
0.92
0.87
0.92
0.92
0.92
0.85
0.85
0.85
0.85
0.92
0.85
0.92
0.92
0.92
0.92
0.92
0.92
0.87
0.92
0.87
0.83
0.85
0.92
0.92
0.87
0.92
0.92
0.78
0.87
0.82
0.83
0.78
0.92
0.92

Opt.
0.85
0.77
0.82
0.85
0.82
0.85
0.82
0.85
0.76



VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession niene symbc
VVACS1 VVACS1
VVACS9 VVACS9
VVACO2 VVACO2

Seq. nameccession niene symbx
VVACS2 VVACS2
VVACS9 VVACS9
VVACO1 VVACO1
VVACO2 VVACO2

Seq. nameccession niene symbx
VVACS6 VVACS6
VVACO1 VVACO1

Seq. nameccession niene symbx
VVACS9 VVACS9
VVACS4 VVACS4

Seq. nameccession niene symbx
VVACS2 VVACS2
VVACO4 VVACO4
VVACS4 VVACS4

GenelD

GenelD

GenelD

GenelD

GenelD

P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX
P$L1BX

L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$ATML1. Arabidopsi:
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$PDF2.0° Protoderm:
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$ATMLA1. L1-specifi

L1 box, mc P$PDF2.0° Protoderm:
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$ATMLA1. Arabidopsi:
L1 box, mc PSATML1. Arabidopsi:
L1 box, mc P$PDF2.0° Protoderm:
L1 box, mc P$PDF2.0° Protoderm:
L1 box, mc P$PDF2.0: Protoderm:
L1 box, mc P$HDG1.0 Homeodon
L1 box, mc PSATMLA. L1-specifi

L1 box, mc P$SATMLA1. L1-specifi

L1 box, mc P$HDG1.0 Homeodon
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc P$HDG9.0 Homeodon
L1 box, mc PSATML1. Arabidopsi:
L1 box, mc PSATMLA1. L1-specifi

L1 box, mc P$HDG9.0 Homeodon
L1 box, mc PSATMLA1. L1-specifi

latrix FamilFamily Infc Matrix Matrix Infc
P$LBDF LOB doma P$ASL18.( Asymmetri
P$LBDF LOB doma P$LBD19.(LOB doma
P$LBDF LOB doma P$ASL18.( Asymmetri

latrix FamilFamily Infc Matrix Matrix Infc
P$LEGB Legumin B PSFUSCA:B3 domain
PSLEGB Legumin B P$IDE1.01 Iron-defici

P$LEGB Legumin B PSFUSCA:B3 domain
PSLEGB Legumin B PSFUSCA:B3 domain

Matrix Infc
Plant speci
Plant speci

latrix FamilFamily Infc Matrix
PSLFYB LFY bindin P$LFY.01
PSLFYB LFY bindin P$LFY.01

latrix FamilFamily Infc Matrix Matrix Infc
P$LICM Leaf and ti P$OSLIC.( Oriza sativ:
P$LICM Leaf and ti P$OSLIC.( Oriza sativ:

latrix FamilFamily Infc Matrix Matrix Infc
PSLREM Light respc PSRAP22. RAP2.2, in
PSLREM Light respc PSRAP22. RAP2.2, in
PSLREM Light respc PERAP22. RAP2.2, in

0.85
0.77
0.85
0.76
0.82
0.77
0.82
0.77
0.77
0.85
0.82
0.85
0.82
0.82
0.77
0.82
0.85
0.82
0.85
0.76
0.76
0.85
0.85
0.82
0.85
0.82
0.82
0.85
0.77
0.77
0.76
0.82
0.77
0.82

Opt.
0.86
0.87
0.86

Opt.
0.95
0.77
0.95
0.95

Opt.
0.93
0.93

Opt.

Opt.
0.85
0.85
0.85



VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession niene symb« GenelD latrix FamilFamily Infe

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4

VVACS4
VVACS4
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6

PSLREM
PSLREM
P$LREM
P$LREM

P$MADS
P$MADS
P$SMADS
P$SMADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$MADS
P$SMADS
P$MADS
P$MADS
P$MADS
P$SMADS
P$SMADS
P$MADS
P$SMADS
P$SMADS
P$SMADS
P$SMADS
P$MADS
P$SMADS
P$SMADS
P$SMADS
P$MADS
P$MADS
P$SMADS

niene symb« GenelD latrix FamilFamily Inf

PEMIIG
PSMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PSMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG

Light respc PERAP22. RAP2.2, in
Light respc PERAP22. RAP2.2, in
Light respc PSRAP22. RAP2.2, in
Light respc PSRAP22. RAP2.2, in

Matrix Matrix Infc
MADS box P$SOC1.0 Suppresso
MADS box P$AGL3.0'AGL3, MAI
MADS box P$AGL3.0'AGL3, MAI
MADS box P$AGL15.(Floral hom
MADS box P$MADS.C Binding sit
MADS box P$SQUA.C MADS-box
MADS box P$SAGL15.(AGL15, Ar:
MADS box P$SVP.01 Short Vege
MADS box P$FLC.01 Flowering

MADS box P$AGL3.0'AGL3, MAI
MADS box P$AP1.01 Floral hom
MADS box P$AGL15.(Floral hom
MADS box P$AGL15.(AGL15, Ar:
MADS box P$AGL15.(Floral hom
MADS box P$AGL3.0'AGL3, MAI
MADS box P$SVP.01 Short Vege
MADS box P$SQUA.0 MADS-box
MADS box P$MADS.C Binding sit
MADS box P$AGL3.0°AGL3, MAI
MADS box P$AGL3.0'AGL3, MAI
MADS box P$MADS.C Binding sit
MADS box P$FLC.01 Flowering

MADS box P$SQUA.0 MADS-box
MADS box P$SQUA.0 MADS-box
MADS box P$SQUA.0 MADS-box
MADS box P$AP1.01 Floral hom
MADS box P$AG.01 Agamous,

MADS box P$AGL15.(AGL15, Ar:
MADS box P$AG.01 Agamous,

MADS box P$SQUA.0 MADS-box
MADS box P$SQUA.0 MADS-box
MADS box P$AGL3.0'AGL3, MAI
MADS box P$AGL15.(AGL15, Ar:
MADS box P$AGL15.(AGL15, Ar:
MADS box P$AGL15.(AGL15, Ar:
MADS box P$SQUA.0 MADS-box

Matrix  Matrix Infc
MYB lIG-ty PEMYB62. Myb domai
MYB IIG-ty PSMYB27. Myb domai
MYB IIG-ty PSPALBO) Putative ci
MYB lIG-ty PEMYB62. Myb domai
MYB lIG-ty PSMYBC1.Maize C1 r
MYB lIG-ty PEMYB67. Myb domai
MYB IIG-ty P$P_ACT.(Maize acti
MYB IIG-ty PSPALBO) Putative ci
MYB IIG-ty P$BOS1.0 Botrytis-s

MYB IIG-ty P$MS188. Male steri

MYB IIG-ty PSMYBC1. Maize C1 r
MYB 1IG-ty PEMYB107 Myb domai
MYB 11G-ty P$SMRE.C Secondary
MYB IIG-ty P$MS188. Male steri

0.85
0.85
0.85
0.85

Opt.
0.9
0.83
0.83
0.79
0.75
0.9
0.8
0.77
0.82
0.83
0.86
0.79
0.79
0.79
0.83
0.77
0.9
0.75
0.83
0.83
0.75
0.82
0.9
0.9
0.9
0.86
0.8
0.79
0.8
0.9
0.9
0.83
0.8
0.79
0.8
0.9

Opt.

0.84

0.8
0.81
0.84
0.92
0.91
0.93
0.81
0.87
0.88
0.92
0.92
0.93
0.88



VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession
VVACS6 VVACS6
VVACS9 VVACS9
VVACS9 VVACS9
VVACO2 VVACO2

Seq. nameccession
VVACS1 VVACSH1
VVACS1 VVACSH1
VVACS1 VVACS1
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS2 VVACS2
VVACS6 VVACS6
VVACS6 VVACS6
VVACS6 VVACS6
VVACS6 VVACS6

PSMIIG
PSMIIG
PEMIIG
PSMIIG
PSMIIG
PSMIIG
PEMIIG
PEMIIG
PSMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PEMIIG
PSMIIG
PEMIIG
PEMIIG
PEMIIG
PSMIIG
PSMIIG
PEMIIG
PSMIIG
PSMIIG
PSMIIG
PSMIIG
PEMIIG
PSMIIG
PSMIIG
PSMIIG
PEMIIG
PEMIIG
PSMIIG

niene symb« GenelD latrix FamilFamily Inf

P$SMSAE
PSMSAE
P$SMSAE
P$SMSAE

niene symb« GenelD latrix FamilFamily Inf

PSMYBL
P$MYBL
P$MYBL
P$MYBL
PSMYBL
PSMYBL
P$MYBL
P$MYBL
P$MYBL
PSMYBL
PSMYBL
PSMYBL

MYB IIG-ty PSMYB99. Myb domai
MYB IIG-ty PSMYB49. Myb domai
MYB IIG-ty P$MS188. Male steri

MYB 11G-ty P$MYB12* Myb domai
MYB IIG-ty PSMYB59. Myb domai
MYB IIG-ty PSMYBC1. Maize C1 r
MYB IIG-ty P$MS188. Male steri

MYB 11G-ty P$MYB107Myb domai
MYB IIG-ty PSMYB93. Myb domai
MYB IIG-ty PSPALBO) Putative ci
MYB lIG-ty PEMYB99. Myb domai
MYB IIG-ty P$MS188. Male steri

MYB IIG-ty PSSMRE.C Secondary
MYB 1IG-ty PEMYB107 Myb domai
MYB lIG-ty PEMYB93. Myb domai
MYB 11G-ty PSACTYP. AC-type m
MYB 1IG-ty PSPALBO) Putative ci
MYB 1IG-ty PEMYB99. Myb domai
MYB IIG-ty P$MS188. Male steri

MYB lIG-ty PEMYB55. Myb domai
MYB IIG-ty PSMYB57. Myb domai
MYB 1IG-ty PEMYB99. Myb domai
MYB 1IG-ty PEMYB49. Myb domai
MYB lIG-ty PEMYB57. Myb domai
MYB IIG-ty P§MYB49. Myb domai
MYB IIG-ty P$MS188. Male steri

MYB IIG-ty P$BOS1.0 Botrytis-s

MYB IIG-ty PSMYB59. Myb domai
MYB IIG-ty PSMYB99. Myb domai
MYB IIG-ty PSMYB49. Myb domai
MYB IIG-ty PSMYB62. Myb domai
MYB IIG-ty PSMYB99. Myb domai
MYB IIG-ty PSMYB49. Myb domai
MYB IIG-ty PSMYB12* Myb domai
MYB IIG-ty P$MS188. Male steri

MYB 1IG-ty P$BOS1.0 Botrytis-s

MYB 1IG-ty P$BOS1.0 Botrytis-s

MYB IIG-ty P$MS188. Male steri

Matrix Matrix Infc
M-phase-s|PSMYB3R Myb-relate
M-phase-s|PEMYB3R Myb-relate
M-phase-s|PSMYB3R Myb-relate
M-phase-s|PSMYB3R Myb-relate

Matrix Matrix Infc
MYB-like p PSMYBPH Myb-like pr
MYB-like p PSMYB33. Myb domai
MYB-like p PSAS1_ASAS1/AS2 r
MYB-like p PSMYB65. Myb domai
MYB-like p PSMYBPH Myb-like pr
MYB-like p P$ATY13.C Myb domai
MYB-like p PEMYB96. Myb domai
MYB-like p PSNTMYB, Anther-spe
MYB-like p PSCARE.0 CAACTC
MYB-like p PSGAMYB GA-regulat
MYB-like p PEMYB52. Myb domai
MYB-like p PSGAMYB GA-regulat

0.9
0.89
0.88
0.85
0.83
0.92
0.88
0.92
0.93
0.81

0.9
0.88
0.93
0.92
0.93
0.87
0.81

0.9
0.88
0.91
0.77

0.9
0.89
0.77
0.89
0.88
0.87
0.83

0.9
0.89
0.84

0.9
0.89
0.85
0.88
0.87
0.87
0.88

Opt.
0.82
0.82
0.82
0.82

Opt.

0.8
0.88
0.99
0.92
0.76
0.93

0.9
0.96
0.83
0.91
0.87
0.91



VVACSG6
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4

VVACSG6
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO4
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS6
VVACS9
VVACS9

VVACS1
VVACS1
VVACS6
VVACS9
VVACS9

PSMYBL
PSMYBL
P$MYBL
P$SMYBL
PSMYBL
PSMYBL
P$MYBL
P$MYBL
P$SMYBL
P$MYBL
PSMYBL
P$MYBL
P$MYBL
P$MYBL
P$MYBL
PSMYBL
PSMYBL
P$MYBL
P$MYBL
P$MYBL
P$SMYBL
PSMYBL
PSMYBL

niene symb« GenelD latrix FamilFamily Inf

P$MYBS
PSMYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$SMYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS
P$MYBS

niene symb¢« GenelD latrix FamilFamily Infi

P$MYCL
P$MYCL
P$MYCL
P$MYCL
P$MYCL

MYB-like p PS GAMYB GA-regulat
MYB-like p PSWER.01Myb-domal
MYB-like p PSCARE.0 CAACTC
MYB-like p PSMYB33. Myb domai
MYB-like p PENTMYB. Anther-spe
MYB-like p PS GAMYB GA-regulat
MYB-like p P$ATY13.( Myb domai
MYB-like p PEMYB52. Myb domai
MYB-like p PEMYB52. Myb domai
MYB-like p PEMYB96. Myb domai
MYB-like p P$ATY13.C Myb domai
MYB-like p P$ATY13.C Myb domai
MYB-like p PSMYB96. Myb domai
MYB-like p P$MYBPH Myb-like pr
MYB-like p PEMYB96. Myb domai
MYB-like p PSAS1_ASAS1/AS2 r
MYB-like p PSAS1_ASAS1/AS2 r
MYB-like p PSATMYB R2R3-MYE
MYB-like p PSAS1_ASAS1/AS2 r
MYB-like p PSATMYB' R2R3-MYE
MYB-like p P$MYB10° Myb domai
MYB-like p P$ATY13.( Myb domai
MYB-like p PSATMYB: R2R3-type

Matrix Matrix Infc
MYB protel PSATDIV1. DIVARICA
MYB prote P$PHR1.0 Phosphate
MYB protel PSATDIV1. DIVARICA
MYB prote P$ZMMRP Zea mays |
MYB prote P$MYBS1. Myb/SANT
MYB prote PS TAMYB{MYB prote|
MYB protel PSTAMYB{MYB prote|
MYB prote PSPHR1.0 Phosphate
MYB prote PSMYBST MybSt1 (M
MYB prote P$HVMCB Hordeum v
MYB prote P$ATDIV6. DIVARICA
MYB prote PSATDIV1. DIVARICA
MYB prote PSATDIV1. DIVARICA
MYB prote PSATDIV1. DIVARICA
MYB prote PSPHR1.0 Phosphate
MYB protel PSATDIV1. DIVARICA
MYB prote P$PHR1.0 Phosphate
MYB prote PSMYBST MybSt1 (M
MYB protel PSTAMYB{MYB prote!
MYB protel PSMYBH.C Myb hypoc
MYB prote P$ATDIV6. DIVARICA
MYB prote PSMYBST MybSt1 (M
MYB prote/ P$PHR1.0 P1BS, PHF
MYB prote P$HVMCB Hordeum v
MYB prote/ PSPHR1.0 P1BS, PHF
MYB protel PSATDIV1. DIVARICA

Matrix Matrix Infc
Myc-like be PSMYCRS Myc recogi
Myc-like be P$PIL5.01 Phytochror
Myc-like be PSICE.01 ICE (induc
Myc-like be P§PIF4.01 Phytochror
Myc-like be P$PIF4.01 Phytochror

0.91
0.87
0.83
0.88
0.96
0.91
0.93
0.87
0.87
0.91
0.93
0.93
0.91

0.8

0.9
0.99
0.99
0.88
0.99
0.88
0.88
0.93
0.87

Opt.
0.93
0.84
0.93
0.79
0.87
0.83
0.83
0.84

0.9
0.93

0.9
0.93
0.93
0.93
0.84
0.93
0.84

0.9
0.83
0.83

0.9

0.9
0.82
0.93
0.82
0.93

Opt.
0.93
0.89
0.95
0.97
0.97



VVACS9
VVACO1
VVACO2
VVACO4

VVACS9
VVACO1
VVACO2
VVACO4

Seq. nameccession

VVACS1
VVACS4

VVACS1
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO4

VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO1
VVACO4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO2
VVACS4
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS9
VVACS9
VVACS9
VVACS9
VVACO1
VVACO2
VVACS4
VVACS4
VVACS4

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2

VVACS1
VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2

P$SMYCL
P$SMYCL
P$MYCL
P$MYCL

niene symb« GenelD latrix FamilFamily Inf

Myc-like be PSMYCRS Myc recogi
Myc-like be P§PIF4.01 Phytochror
Myc-like be P$PIL5.01 Phytochror
Myc-like be P$ICE.01 ICE (induc

Matrix Matrix Infc

P$SMYCS Cis-regulat P§MYCS.C Mycorrhiza
P$SMYCS Cis-regulat PSMYCS.C Mycorrhiza

niene symb« GenelD latrix FamilFamily Inf

P$NACD
P$NACD
PSNACD
PSNACD
P$NACD
P$NACD
P$NACD
P$NACD
P$NACD
P$NACD
P$NACD
P$NACD
PSNACD
PSNACD
PSNACD
PSNACD
P$NACD
PSNACD

niene symb¢« GenelD latrix FamilFamily Infi

PS$NACF
PSNACF
PSNACF
PSNACF
PSNACF
PS$NACF
PSNACF
PSNACF
PSNACF
PSNACF
PSNACF
PSNACF
PSNACF
P$NACF
PSNACF
PSNACF
PSNACF

niene symb« GenelD latrix FamilFamily Inf

PSNCS1
PSNCS1
P$NCS1
P$NCS1
PSNCS1
PENCS1
PENCS1
P$NCS1
P$NCS1

Matrix Matrix Infc
NAC doma P$ANACO’ Transcripti
NAC doma P$ANACO’ Transcripti
NAC doma P$ANACO:NAC doma
NAC doma P$ANACO:NAC doma
NAC doma P$ANACO!NAC doma
NAC doma P$ANACO°NAC doma
NAC doma P$ANAC1(NAC doma
NAC doma P$ANAC1(NAC doma
NAC doma P$ANAC1(NAC doma
NAC doma P$ANACO:NAC doma
NAC doma P$ANACO:NAC doma
NAC doma P$ANACO’ Transcripti
NAC doma P$ANACO¢NAC doma
NAC doma P$ANACO’ Transcripti
NAC doma P$ANAC1(NAC doma
NAC doma P$ANACO:NAC doma
NAC doma P$ANACO"NAC doma
NAC doma P$ANACO’ Transcripti

Matrix Matrix Infc
Plant speci PSANACO0! NAC doma
Plant speci PSTANACt Wheat NA(
Plant speci PSANACO0! NAC doma
Plant speciPSANACOTNAC doma
Plant speci PSANACO¢NAC doma
Plant speciPSANACOTNAC doma
Plant speci PBANACO¢NAC doma
Plant speci PBANACO" Arabidopsi
Plant speci PSANACO" Arabidopsi
Plant speci PSANACOTNAC doma
Plant speci PSANACO¢{NAC doma
Plant speci PSANACOTNAC doma
Plant speci PSANACOTNAC doma
Plant speci P$IDEF2.0 Transcripti
Plant speci PBANACO" Arabidopsi
Plant speci PSTANACt Wheat NA(
Plant speci PSANACO¢ Arabidopsi

Matrix Matrix Infc
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co PSNCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co

0.93
0.97
0.89
0.95

Opt.
0.86
0.86

Opt.
0.84
0.84
0.79
0.79
0.83
0.99
0.94
0.94
0.94
0.79
0.79
0.84
0.98
0.84
0.94
0.79
0.98
0.84

Opt.
0.81
0.75
0.81
0.75
0.75
0.75
0.75
0.94
0.94
0.75
0.75
0.75
0.75
0.96
0.94
0.75
0.92

Opt.
0.85
0.85
0.85
0.85
0.85
0.85
0.85
0.85
0.85



VVACS9
VVACS9
VVACO1
VVACO1
VVACO2
VVACO2
VvVACO4
VVACS4

VVACS9
VVACS9
VVACO1
VVACO1
VVACO2
VVACO2
VVACO4
VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACS6 VVACS6

Seq. nameccession
VWACS2 VVACS2
VVACS2 VVACS2

Seq. nameccession
VVACS1 VVACS1
VVACS1 VVACSH1
VVACS1 VVACSH1
VVACS1 VVACS1
VVACS1 VVACS1
VVACS1 VVACS1
VVACS2 VVACS2
VWACS2 VVACS2
VWACS2 VVACS2
VWACS2 VVACS2
VVACS6 VVACS6
VVACS6 VVACS6
VVACS6 VVACS6
VVACS9 VVACS9
VVACS9 VVACS9
VVACS9 VVACS9
VVACS9 VVACS9
VVACO1 VVACO1
VVACO1 VVACO1
VVACO2 VVACO2
VVACO2 VVACO2
VVACO2 VVACO2
VVACO4 VVACO4
VVACO4 VVACO4
VVACO4 VVACO4
VVACO4 VVACO4
VVACS4 VVACS4

Seq. nameccession
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACSH1
VVACS2 VVACS2
VVACS6 VVACS6
VVACO1 VVACO1
VVACO2 VVACO2
VVACO4 VVACO4

Seq. nameccession niene symb« GenelD latrix FamilFamily Infc

PSNCS1
PSNCS1
P$NCS1
P$NCS1
PSNCS1
PSNCS1
PENCS1
P$NCS1

niene symb« GenelD latrix FamilFamily Inf

P$NCS2
PENCS2

niene symb« GenelD latrix FamilFamily Inf

PENIGS
PENIGS

niene symb« GenelD latrix FamilFamily Inf

PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF
PSNTMF

niene symb« GenelD latrix FamilFamily Inf

P$OCSE

niene symb« GenelD latrix FamilFamily Inf

P$OPAQ
P$OPAQ
P$OPAQ
P$OPAQ
P$OPAQ
P$OPAQ

Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co
Nodulin co P$NCS1.0 Nodulin co

Matrix Matrix Infc
Nodulin co P$NCS2.0 Nodulin co
Nodulin co P$NCS2.0 Nodulin co

Matrix Matrix Infc
NACL-indu P$NIG1.01NACL-indu
NACL-indu P$NIG1.01NACL-indu

Matrix Matrix Infc
NAC factor PSNTL6.0° NAC WITH
NAC factor PSANACO(NAC doma
NAC factor PSNTL8.0z NAC with t
NAC factor PSNTL6.0° NAC WITH
NAC factor PSNTL8.0° NAC WITH
NAC factor PSANACO(NAC doma
NAC factor PSNTL8.0° NAC WITH
NAC factor PSNTL8.0° NAC WITH
NAC factor PSNTL6.02 NTM1-LIKE
NAC factor PSNTL8.0° NAC WITH
NAC factor PENTM1.0 NAC with t
NAC factor PENTM1.0 NAC with t
NAC factor PSNTL8.0° NAC WITH
NAC factor PSNTL8.0° NAC WITH
NAC factor PENTL6.0° NAC WITH
NAC factor PSNTL6.0° NAC WITH
NAC factor PSNTL8.0z NAC with t
NAC factor PSANACO(NAC doma
NAC factor PENTL8.0z NAC with t
NAC factor PENTM1.0 NAC with t
NAC factor PENTM1.0 NAC with t
NAC factor PENTL6.0° NAC WITH
NAC factor PENTM1.0 NAC with t
NAC factor PENTM1.0 NAC with t
NAC factor PENTL8.0° NAC WITH
NAC factor PSNTL6.0° NAC WITH
NAC factor PENTL8.0° NAC WITH

Matrix Matrix Infc
Enhancer ¢ P$OCSL.0 OCS-like e

Matrix Matrix Infc
P$02_GCIRecognitiol
P$02_GCIRecognitiol
P$02_GCIRecognitiol
P$GCN4.0 GCN4, con
P$02.02 Opaque-2
P$02.01 Opaque-2

Opaque-2
Opaque-2
Opaque-2
Opaque-2
Opaque-2
Opaque-2

Matrix Matrix Infc

0.85
0.85
0.85
0.85
0.85
0.85
0.85
0.85

Opt.
0.79
0.79

Opt.
0.81
0.81

Opt.
0.97
0.81
0.97
0.97
0.97
0.81
0.97
0.97
0.91
0.97

0.8
0.8
0.97
0.97
0.97
0.97
0.97
0.81
0.97
0.8
0.8
0.97
0.8
0.8
0.97
0.97
0.97

Opt.
0.75

Opt.
0.81
0.81
0.81
0.81
0.87
0.87

Opt.



VVACS6 VVACS6
VVACO4 VVACO4

Seq. nameccession
VVACS1 VVACS1
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACO1 VVACO1

Seq. nameccession
VVACS2 VVACS2
VVACS9 VVACS9
VVACS9 VVACS9
VVACO1 VVACO1
VVACO1 VVACO1
VVACO4 VVACO4

Seq. nameccession
VVACS9 VVACS9
VVACO1 VVACO1
VVACO4 VVACO4
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACO1 VVACO1
VVACO1 VVACO1
VVACO4 VVACO4
VVACO4 VVACO4

Seq. nameccession
VVACS9 VVACS9
VVACS9 VVACS9
VVACO2 VVACO2
VVACO4 VVACO4
VVACO4 VVACO4
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACSH1
VVACS6 VVACS6
VVACO4 VVACO4
VVACO4 VVACO4

Seq. nameccession
VVACO2 VVACO2
VVACS4 VVACS4
VVACS4 VVACS4
VVACS4 VVACS4

Seq. nameccession
VVACS6 VVACS6

Seq. nameccession
VVACS2 VVACS2
VVACS2 VVACS2

niene symbx

niene symbx

niene symbx

niene symbx

niene symbx

niene symbx

niene symbx

niene symbc

niene symbc

niene symb

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

P$PAHD Paired ampP$AT1G24 Paired amy
P$PAHD Paired ampP$AT1G24 Paired amy

latrix FamilFamily Infc Matrix Matrix Infc
P$PALA Conserved P$PALBO? Putative ¢
P$PALA Conserved P$PALBO) Putative ¢

latrix FamilFamily Infc Matrix Matrix Infc
P$PCDR Factors in P$GMNAC Heterodim
P$PCDR Factors in P$GMNAC Heterodim

Matrix Matrix Infc
P$NRE43- Motif simil
P$NBS.01 NIN-bindin
P$NBS.01 NIN-bindin
P$NRE43- Motif simil
P$NRE43- Motif simil
P$NBS.01 NIN-bindin

latrix FamilFamily Inf
P$PNRE Plant nitra
P$PNRE Plant nitra
P$PNRE Plant nitra
P$PNRE Plant nitra
P$PNRE Plant nitra
P$PNRE Plant nitra

latrix FamilFamily Infc Matrix Matrix Infc
P$PSPE Protein se P$TL1.01 Cis-elemer
P$PSPE Protein se P$TL1.01 Cis-elemer
P$PSPE Protein se P$TL1.01 Cis-elemer
P$PSPE Protein se P$TL1.01 Cis-elemer

latrix FamilFamily Infc Matrix Matrix Infc
P$PSRE Pollen-spe: P$GAAA.0 GAAA moti
P$PSRE Pollen-spe PSGAAA.0 GAAA moti
P$PSRE Pollen-spe P§GAAA.0 GAAA moti
P$PSRE Pollen-spe PSGAAA.0 GAAA moti
P$PSRE Pollen-spe PSGAAA.0 GAAA moti

latrix FamilFamily Infc Matrix Matrix Infc
P$RAV5 5'-part of b PSRAV1-5, 5'-part of

P$RAV5  5'-part of b PERAV1.0° AP2/ERF ¢
P$RAV5  5'-part of b PERAV1.0° AP2/ERF ¢
P$RAV5 5'-part of b PERAV1.0° AP2/ERF ¢
P$RAV5  5'-part of b PERAV1.0° AP2/ERF ¢
P$RAV5 5'-part of b PSRAV1-5, 5'-part of

latrix FamilFamily Infc Matrix Matrix Infc
P$REMF B3 domain PSREM1.0 Reproducti
P$REMF B3 domain PSREM1.0 Reproducti
P$REMF B3 domain PSREM1.0 Reproducti
P$REMF B3 domain PSREM1.0 Reproducti

latrix FamilFamily Infc Matrix Matrix Infc
P$RKDS RWP-RK d PSRKD2.0 RWP-RK d
P$RKDS RWP-RK d P$RKD2.0 RWP-RK d
P$RKDS RWP-RK d PSRKD2.0 RWP-RK d
P$RKDS RWP-RK d PSRKD2.0 RWP-RK d

latrix FamilFamily Infc Matrix Matrix Infc
P$ROOT Root hair-s PSRHE.02 Root hair-s

latrix FamilFamily Infc Matrix Matrix Infc
P$SBPD SBP-domaP$SPL14.(Squamosa
P$SBPD SBP-domaP$SPL1.0:Squamosa

0.88
0.88

Opt.
0.84
0.84

Opt.

Opt.
0.84
0.81
0.81
0.84
0.84
0.81

Opt.
0.91
0.91
0.91
0.91

Opt.
0.83
0.83
0.83
0.83
0.83

Opt.
0.96
0.93
0.93
0.93
0.93
0.96

Opt.
0.92
0.83
0.92
0.92

Opt.
0.93
0.93
0.93
0.93

Opt.
0.77

Opt.
0.83
0.84



VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACO2

VVACS6
VVACS6
VVACS9
VVACS9
VVACS9
VVACO2

Seq. nameccession
VVACS4 VVACS4

Seq. nameccession
VVACS2 VVACS2
VVACO2 VVACO2
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACS9 VVACS9
VVACO4 VVACO4
VVACO4 VVACO4
VVACO4 VVACO4
VVACS4 VVACS4
VVACS4 VVACS4

Seq. nameccession
VVACO1 VVACO1
VVACO4 VVACO4

Seq. nameccession
VVACS1 VVACSH1
VVACS6 VVACS6
VVACS6 VVACS6
VVACO1 VVACO1
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACS1 VVACSH1
VVACS2 VVACS2
VVACO2 VVvACO2
VVACO2 VVACO2
VVACO4 VVACO4
VVACS4 VVACS4

Seq. nameccession
VVACS1 VVACS1
VVACS1 VVACS1
VVACS2 VVACS2
VVACS6 VVACS6
VVACS6 VVACS6
VVACS6 VVACS6
VVACS6 VVACS6
VVACO2 VVACO2
VVACO2 VVACO2
VVACO2 VVACO2
VVACO4 VVACO4
VVACO4 VVACO4
VVACS4 VVACS4

niene symbx

niene symbx

niene symbx

niene symbx

niene symbx

niene symb

niene symbc

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

GenelD

P$SBPD
P$SBPD
P$SBPD
P$SBPD
P$SBPD
P$SBPD

SBP-doma P$SPL14.(Squamosa
SBP-doma P$SBP.01 SQUA pror
SBP-doma P$SPL14.(Squamosa
SBP-doma P$SPL9.0° Squamosa
SBP-doma P$SPL9.0° Squamosa
SBP-doma P$SPL9.0" Squamosa

latrix FamilFamily Infc Matrix Matrix Infc
P$SEF3 Soybean e P$SEF3.0° SEF3, Soy

latrix FamilFamily Infc Matrix Matrix Infc
P$SEF4 Soybean e P$SEF4.0° Soybean e
P$SEF4 Soybean e P$SEF4.0° Soybean e
P$SEF4 Soybean e P$SEF4.0° Soybean e
Matrix Infc

latrix FamilFamily Infc Matrix

P$SPF1  Sweet pote P§SP8BF.( DNA-bindir
P$SPF1  Sweet pote P§SP8BF.( DNA-bindir
P$SPF1  Sweet pote PSSP8BF.( DNA-bindir
P$SPF1  Sweet pote P$SP8BF.( DNA-bindir
P$SPF1  Sweet pote PSSP8BF.( DNA-bindir
P$SPF1  Sweet pote PSSP8BF.( DNA-bindir
P$SPF1  Sweet pote PSSP8BF.( DNA-bindir

latrix FamilFamily Infc Matrix Matrix Infc
P$SRSF SHI relate P$STY1.0:SHI relate
P$SRSF SHI relate P$STY1.0:SHI relate

latrix FamilFamily Infc Matrix Matrix Infc
P$STKL Storekeepe PSATSTKL DNA-bindir
P$STKL Storekeepe PSATSTKL DNA-bindir
P$STKL Storekeepe PSATSTKL DNA-bindir
P$STKL Storekeepe PSATSTKL DNA-bindir
P$STKL Storekeepe PSATSTKL DNA-bindir

Matrix Infc
Storekeepe
Storekeepe
Storekeepe
Storekeepe
Storekeepe
Storekeepe
Storekeepe

latrix FamilFamily Infc Matrix

P$STKM Storekeepe P$STK.01
P$STKM Storekeepe P$STK.01
P$STKM Storekeepe P$STK.01
P$STKM Storekeepe P$STK.01
P$STKM Storekeepe P$STK.01
P$STKM Storekeepe P$STK.01
P$STKM Storekeepe P$STK.01

Matrix Matrix Infc
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose b¢ P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence

latrix FamilFamily Infi
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB
P$SUCB

0.83
0.88
0.83
0.95
0.95
0.95

Opt.
0.87

Opt.
0.98
0.98
0.98

Opt.
0.87
0.87
0.87
0.87
0.87
0.87
0.87

Opt.
0.86
0.86

Opt.
0.81
0.81
0.81
0.81
0.81

Opt.
0.85
0.85
0.85
0.85
0.85
0.85
0.85

Opt.
0.81
0.81
0.81
0.81
0.81
0.81
0.81
0.81
0.81
0.81
0.81
0.81
0.81



VVACS4
VVACS4
VVACS4
VVACS4

Seq. nameccession niene symb« GenelD latrix FamilFamily Infe
VVACO4 VVACO4

Seq. nameccession niene symb« GenelD latrix FamilFamily Infc

VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4

VVACS4
VVACS4
VVACS4
VVACS4

VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO2
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4

Seq. nameccession

VVACO2
VVACO2

VVACO2
VVACO2

Seq. nameccession

VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS9
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2

VVACS1
VVACS1
VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS6
VVACS6
VVACS6
VVACS9
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2

P$SUCB
P$SUCB
P$SUCB
P$SUCB

P$SURE

P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS
P$SWNS

niene symb« GenelD latrix FamilFamily Inft

P$TCPF
P$TCPF

niene symb« GenelD latrix FamilFamily Inft

P$TCXF
PSTCXF
PSTCXF
PSTCXF
P$TCXF
P$TCXF
PSTCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
P$TCXF
PSTCXF
PSTCXF
P$TCXF
P$TCXF

Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence
Sucrose bc P$SUCRO Sequence

Matrix Matrix Infc
Sugar resp P$SURE.O Sugar resp

Matrix Matrix Infc
Secondary PSANACO(NAC doma
Secondary P$SNBE.O Secondary
Secondary PSANACO(NAC doma
Secondary P$SNBE.O Secondary
Secondary PSANACO:NAC doma
Secondary P$SNBE.O Secondary
Secondary P$SNBE.O Secondary
Secondary P$SNBE.O Secondary
Secondary PSANACO(NAC doma
Secondary P$SNBE.O Secondary
Secondary P$SNBE.O Secondary
Secondary PSANACOTNAC doma
Secondary PSANACO(NAC doma
Secondary PSANACO(NAC doma
Secondary P$SNBE.O Secondary
Secondary P$SNBE.O Secondary
Secondary P$SNBE.O Secondary
Secondary P$SNBE.O Secondary
Secondary PSANACO(NAC doma
Secondary PSANACO(NAC doma
Secondary P$SNBE.O Secondary

Matrix Matrix Infc
DNA-bindir PSATTCPZ TCP class
DNA-bindir PSPCF2.0° TCP class

Matrix Matrix Infc
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$SOL1.0°'CXC doma
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX2.0' TESMIN/T:
CRC domaP$TCX2.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX2.0' TESMIN/T:
CRC domz P$TCX2.0' TESMIN/T!
CRC domaP$TCX2.0' TESMIN/T:
CRC doma P$TCX6.0° TESMIN/T!
CRC domaP$TCX6.0° TESMIN/T!
CRC domz P$TCX6.0° TESMIN/T!
CRC domz P$TCX2.0' TESMIN/T!
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX2.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T!
CRC domz P$TCX2.0' TESMIN/T!
CRC domz P$TCX2.0' TESMIN/T!

0.81
0.81
0.81
0.81

Opt.
0.99

Opt.
0.83
0.92
0.83
0.92
0.98
0.92
0.92
0.92
0.83
0.92
0.92
0.98
0.83
0.83
0.92
0.92
0.92
0.92
0.83
0.83
0.92

Opt.
0.94
0.89

Opt.
0.88
0.88
0.88
0.84
0.88
0.88
0.88
0.81
0.81
0.88
0.81
0.81
0.81
0.88
0.88
0.88
0.81
0.88
0.81
0.88
0.81
0.81



VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF
PSTCXF

CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0' TESMIN/T:
CRC domz P$TCX6.0° TESMIN/T!
CRC domz P$TCX6.0° TESMIN/T!
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T:
CRC domz P$TCX6.0° TESMIN/T!
CRC domaP$TCX2.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T:
CRC domaP$TCX2.0' TESMIN/T:
CRC domz P$TCX6.0° TESMIN/T!
CRC domaP$TCX2.0' TESMIN/T:
CRC domaP$SOL1.0°'CXC doma
CRC domaP$SOL1.0°'CXC doma
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$SOL1.0°'CXC doma
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX6.0° TESMIN/T!
CRC domaP$TCX2.0' TESMIN/T:
CRC domaP$TCX6.0' TESMIN/T:
CRC domaP$SOL1.0°'CXC doma
CRC domaP$TCX6.0° TESMIN/T!

Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Inf¢

VVACS2
VVACO1
VVACO4

VVACS2
VVACO1
VVACO4

P$TEFB
P$TEFB
P$TEFB

TEF-box P$TEF1.0° TEF cis ac
TEF-box P$TEF1.0° TEF cis ac
TEF-box P$TEF1.0° TEF cis ac

Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Infc

VVACS2
VVACS2
VVACS6
VVACS9
VVACS9
VVACO2
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

VVACS2
VVACS2
VVACS6
VVACS9
VVACS9
VVACO2
VVACO4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4
VVACS4

P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO
P$TELO

Telo box (p P$TBP3.0° Telomere k&
Telo box (p PSRPBX.0 Ribosomal
Telo box (p P$TBP3.0° Telomere t
Telo box (p P$TBP3.0° Telomere t
Telo box (p P$TBP3.0° Telomere t
Telo box (p PSATPUR/ Arabidopsi:
Telo box (p P$TBP3.0° Telomere t
Telo box (p P$TBP3.0° Telomere t
Telo box (p P$TBP3.0° Telomere t
Telo box (p PSRPBX.0 Ribosomall
Telo box (p PSATPUR/ Arabidopsi:
Telo box (p P$TRP1.0° Telomere
Telo box (p P$TRP1.0° Telomere

Seq. nameccession niene symb¢ GenelD latrix FamilFamily Infc Matrix Matrix Infc

VVACS9
VVACO4

VVACS9
VVACO4

P$STERE
P$TERE

Tracheary- P$TERE.O Tracheary-
Tracheary- P$TERE.O Tracheary-

Seq. nameccession niene symb¢ GenelD latrix FamilFamily Infc Matrix Matrix Infc

VVACS1
VVACS1
VVACS9
VVACS9
VVACS4

VVACS1
VVACS1
VVACS9
VVACS9
VVACS4

PSTGAF
PSTGAF
PSTGAF
PSTGAF
PSTGAF

Basic/leuci P§TGA4.0 Transcript
Basic/leuci PSTGA6.0 TGACG (T
Basic/leuci P$TGA4.0 Transcript
Basic/leuci P$TGA4.0 Transcript
Basic/leuci P$TGA2.0 Transcripti

0.88
0.88
0.88
0.88
0.88
0.88
0.88
0.88
0.81
0.88
0.88
0.81
0.88
0.81
0.84
0.84
0.88
0.88
0.88
0.84
0.88
0.88
0.88
0.81
0.88
0.84
0.88

Opt.
0.76
0.76
0.76

Opt.
0.81
0.84
0.81
0.81
0.81
0.85
0.81
0.81
0.81
0.84
0.85
0.78
0.78

Opt.
0.79
0.79

Opt.
0.84
0.85
0.84
0.84
0.87



Seq. nameccession niene symbc GenelD latrix FamilFamily Infc Matrix Matrix Infc

VVACS6 VVACS6 P$TODS Time-of-da PSME.O1 Morning el
VWACS9 VVACS9 P$TODS Time-of-da PSHUD.01 Hormone u
Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Infc
VWACS1 VVACS1 P$TOEF Target of e PSTOE2.0 Target of e
VVACS1 VVACS1 P$TOEF Target of e PSTOE2.0 Target of e
VWACS2 VVACS2 P$TOEF Target of e P§TOE1.0 Target of e
VWACS9 VVACS9 P$TOEF Target of e P§TOE2.0 Target of e
VWACO2 VVACO2 P$TOEF Target of e PSTOE1.0 Target of e
VWACO2 VVACO2 P$TOEF Target of e PSTOE1.0 Target of e
VVACO2 VVACO2 P$TOEF Target of e P§TOE1.0 Target of e
VWACS4 VVvACS4 P$TOEF Target of e P§TOE1.0 Target of e
VVACS4 VVvACS4 P$TOEF Target of e PSTOE1.0 Target of e
VWACS4 VVvACS4 P$TOEF Target of e PSTOE1.0 Target of e
VWACS4 VVvACS4 P$TOEF Target of e PSTOE1.0 Target of e
Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Infc
VVACS6 VVACS6 P$TRIH  Trihelix do P$VFP5.0° Trihelix-do
VVACO2 VVACO2 P$TRIH  Trihelix do P$ASIL2.0 Arabidopsi:
Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Infc
VVACS1 VVACS1 PSURNA Upstream sP$USE.01 Upstream ¢
Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Infc
VVACS9 VVACS9 P$VRES VIP1 respc P$BZIP52. Basic leuci
Seq. nameccession niene symb¢ GenelD latrix FamilFamily Infc Matrix Matrix Infc
VWACS1 VVACS1 P$SWBXF W Box fam P§WRKY1 Calmodulir
VWACS1 VVACS1 P$WBXF W Box fam PSWRKY1 WRKY DN,
VWACS2 VVACS2 PSWBXF W Box fam PSWRKY2 WRKY DN,
VVACS6 VVACS6 PSWBXF W Box fam PSWRKY1 WRKY DN,
VACS6 VVACS6 PSWBXF W Box fam P$ZAP1.0: Zinc-deper
VWACS6 VVACS6 P$WBXF W Box fam PEWRKY4 WRKY DN,
VWACO1 VVACO1 PSWBXF W Box fam P$ERE.01 Elicitor re

VWACO1 VVACO1 PSWBXF W Box fam PSWRKY2 WRKY DN,
VVACO1 VVACO1 PSWBXF W Box fam P$ZAP1.0: Zinc-deper
VWACO4 VVACO4 P$WBXF W Box fam PSWRKY.C WRKY plar
VWACO4 VVACO4 P$WBXF W Box fam PSWRKY1 WRKY DN,
VWACO4 VVvACO4 P$WBXF W Box fam PSWRKY1 WRKY DN,
VWACO4 VVACO4 P$WBXF W Box fam PSWRKY.C WRKY plar
VWACS4 VVvACS4 P$WBXF W Box fam PEWRKY.C WRKY plar
VWACS4 VVvACS4 P$WBXF W Box fam PEWRKY4 WRKY DN,
VVACS4 VVACS4 PSWBXF W Box fam P$ZAP1.0: Zinc-deper

Seq. nameccession niene symbc« GenelD latrix FamilFamily Infc Matrix Matrix Infc

VVACS1 VVACS1 P$SWOXF WUS home PEWOX13 WUSCHEL
VWACS1 VVACS1 P$WOXF WUS home P$WOX13 WUSCHEL
VWACS2 VVACS2 P$WOXF WUS home P$WOX13 WUSCHEL
VWACO1 VVACO1 P$WOXF WUS home P$WOX13 WUSCHEL
VVACO1 VVACO1 PSWOXF WUS home PEWOX13 WUSCHEL
VVACO2 VVACO2 P$SWOXF WUS home PEWOX13 WUSCHEL

Seq. nameccession niene symb« GenelD latrix FamilFamily Infc Matrix Matrix Infc
VVACO1 VVACO1 PSWTBX WT-Box P$WRKY7 WRKY DN,

Opt.

Opt.
0.87
0.87
0.82
0.87
0.82
0.82
0.82
0.82
0.82
0.82
0.82

Opt.
0.85
0.84

Opt.
0.75

Opt.
0.91

Opt.
0.94
0.93

0.9
0.93

0.87
0.89
0.9

0.92
0.93
0.93
0.92
0.92
0.83

Opt.
0.87
0.87
0.87
0.87
0.87
0.87

Opt.
0.79



Seq. nameccession niene symb« GenelD latrix FamilFamily Infc

VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACSG6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4

VVACS1
VVACS1
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACS2
VVACSG6
VVACS6
VVACS9
VVACS9
VVACO1
VVACO1
VVACO1
VVACO2
VVACO2
VVACO2
VVACO2
VVACO2
VVACO4
VVACO4

Seq. nameccession

VVACS6
VVACS6
VVACS9
VVACO1
VVACS4

VVACS6
VVACS6
VVACS9
VVACO1
VVACS4

P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB
P$YABB

niene symb¢« GenelD latrix FamilFamily Infi

P$ZFAT
P$ZFAT
P$ZFAT
P$ZFAT
P$ZFAT

Matrix Matrix Infc
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran
Yabby fami PSCRC.01 Yabby tran

Matrix Matrix Infc
Zinc finger P$ZAT6.01Zinc finger
Zinc finger P$ZAT6.01Zinc finger
Zinc finger P$ZAT6.01Zinc finger
Zinc finger P$ZAT6.01Zinc finger
Zinc finger P$ZAT6.01Zinc finger

Opt.
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92
0.92

Opt.
0.8
0.8
0.8
0.8
0.8



oter region of the V'vACS and VvACO genes.

tart positicind positiochor positi

69
994
508
983
603

1
684

79
1004
518
993
613
1
694

74 +
999 +
513 +
988 +
608 +

6 +
689 +

tart positicind positiochor positi

8
149
151
153
259
101
181
426
814

68
545
547
553
604

1051
366
419
481
1085
1360
293
1022
1338

22
163
165
167
273
115
195
440
828
82
559
561
567
618
1065
380
433
495
1099
1374
307
1036
1352

15 +
156 +
158 +
160 +
266 +
108 +
188 +
433 +
821 +

75 +
552 +
554 +
560 +
611 +

1058 +
373 +
426 +
488 +

1092 +

1367 +
300 +

1029 +

1345 +

tart positicind positiochor positi

906

920

913 +

tart positicind positiochor positi

9
152
154
191
612

57
102
182
747
948
961
427
524
566
720
801
815

79

25
168
170
207
628

73
118
198
763
964
977
443
540
582
736
817
831

95

17 +
160 +
162 +
199 +
620 +

65 +
110 +
190 +
755 +
956 +
969 +
435 +
532 +
574 +
728 +
809 +
823 +

87 +

0.969
1
0.969
1
1
0.969
0.969

RN UL UK UL U UL U U UL UL (UL U P UL UL (UL (UL (L (I

1
0.826
0.826

1

1
0.892
1
1
1
0.892

—_

JENE U U (UL L I U I UL UL (I I §

0.94
0.948
0.955

0.94
0.987

0.94
0.955

0.933
0.934
0.912
0.955
0.93
0.95
0.96
0.913
0.922
0.996
0.914
1
0.93
0.94
0.912
0.941
0.93
0.952
0.927
0.907
0.902
0.899
0.899

0.765

0.93
0.916
0.968
0.953
0.809
0.937
0.967
0.968
0.832
0.956
0.847
0.935
0.913
0.854
0.833
0.913
0.931
0.875

Strand Core sim. Matrix simat. sim. - ojSequence

0 HTCATttatt
0.008 gaTCAGttctt
0.015 ttTCATtcctt

0 taTCAGtttct
0.047 taTCAGttgtg

0 ttTCATttaat
0.015 ttTCATtcctt

Strand Core sim. Matrix simat. sim. - ojSequence

0.033 ctacTATAaatttta
0.034 aaaaTATAtataaaa
0.012 aataTATAtaaaaaa
0.075 tataTATAaaaaaaa
0.03 gaaaTATAtatattt
0.07 ggaaTATAaaaataa
0.08 acaaTATAaaaaaat
0.013 tactTATAaatcgat
0.022 gagcTATAaagatta
0.096 tcccTATAaatacat
0.014 gaatTATAtaaatat
0.12 attaTATAaatataa
0.03 taaaTATAaaaaata
0.04 aaaaTATAaaaaacg
0.012 ttgcTATAtatttac
0.061 aaaaTATAaaaaaat
0.03 ccttTATAaaaaata
0.052 ttctTATAaataatt
0.027 ctgtTATAaaaaatg
0.007 aagaTATAaatgaaa
0.022 ttcaTATAaacttaa
0.019 tttaTTTAaaaaaat
0.019 attaTTTAaaaaaaa

Strand Core sim. Matrix simat. sim. - ojSequence

0.005 aGCACccaccgagag

Strand Core sim. Matrix simat. sim. - ojSequence

0.03 tactaTAAAttttattt
0.016 atataTATAaaaaaaaa
0.068 atataTAAAaaaaaaag
0.053 agttaTAAAattcttct
0.029 ttttaagTAAGtattta
0.037 ttgtaTATAagacaagt
0.067 gaataTAAAaataataa
0.068 caataTAAAaaaattaa
0.012 atgTATAaccataatta
0.056 tggtaTAAAatattttt
0.007 tttttTAAAaatacacc
0.035 acttaTAAAtcgatcac
0.023 ttcttTAAAatcatttg
0.014 ttcttTAAAtcaagtca
0.013 cccTATAatcacattgt
0.023 ttcttTAAAattatttg
0.031 agctaTAAAgattatga
0.095 cggtgttTAAGttcagc



113 129
277 293
625 641
1107 1123

69 85
546 562
548 564
554 570
605 621
1107 1123

29 45
104 120
106 122
367 383
420 436
482 498
712 728
1004 1020
1086 1102
1361 1377
294 310
455 471
643 659
840 856

121 +
285 +
633 +
1115 +

77 +
554 +
556 +
562 +
613 +
1115 +

37 +
112 +
114 +
375 +
428 +
490 +
720 +
1012 +
1094 +
1369 +
302 +
463 +
651 +
848 +

tart positicind positiochor positi

146 162
148 164
256 272
258 274
260 276
894 910
896 912
664 680
1075 1091
542 558
1050 1066
988 1004

27 43
414 430
647 663

154 +
156 +
264 +
266 +
268 +
902 +
904 +
672 +
1083 +
550 +
1058 +
996 +

35 +
422 +
655 +

tart positicnd positiochor positi

769 785
1077 1093
1294 1310

777 +
1085 +
1302 +

tart positicind positiochor positi

852 866
968 982
988 1002
1379 1393

859 +
975 +
995 +
1386 +

tart positicind positiochor positi

31 49
171 189
206 224
209 227

40 +
180 +
215 +
218 +

0.864
0.825

0.84
0.904
0.966
0.911
0.944
0.962
0.976
0.843
0.783
0.781
0.853
0.968
0.958
0.934
0.901
0.957
0.958
0.945
0.849
0.847
0.849
0.843

0.89

RS NS NGRS \§ UL NG UL \§ L. Y. O . U UL UL UL L\ L. . . W | O JEE W UL (L (.

0.044 gagTATAaggacatgaa
0.045 ttttgttTAAGtatgta
0.02 acaTATAatcctccttt
0.014 ccctgTAAAagatcgac
0.066 ccctaTAAAtacatagt
0.011 aattaTATAaatataaa
0.044 ttataTAAAtataaaaa
0.062 aaataTAAAaaataatt
0.076 aaataTAAAaaacgggt
0.023 acaTATAattattagaa
0.003 ttatacaTAAGaattat
0.001 tgtaataTAAGtctaca
0.033 taaTATAagtctacatt
0.068 aaataTAAAaaaatatt
0.058 ctttaTAAAaaatatgt
0.034 tcttaTAAAtaattgaa
0.011 taacaTAAAagctaaat
0.067 gaccaTAAAagacagat
0.058 tgttaTAAAaaatgatt
0.045 agataTAAAtgaaagaa
0.029 tcaTATAaacttaaatt
0.007 tttttTAAAaagccttc
0.029 acaTATAataatatatt
0.003 tcattTAAAaacttaag

Strand Core sim. Matrix simat. sim. - ojSequence

0.921

0.91
0.963
0.943
0.858
0.955
0.846
0.919
0.847
0.841
0.889
0.835
0.837
0.834
0.851

JENE A UL UK UL NI UL U U UL UL U (UL W . N

0.091 gaaaaaaTATAtataaa
0.08 aaaaataTATAtaaaaa
0.133 tgagaaaTATAtatatt
0.113 agaaataTATAtatttt
0.028 aaatataTATAttttaa
0.125 tatgtaaTATAtatttt
0.016 tgtaataTATAttttag
0.089 ggtttaaTATAtattca
0.017 ccatcatTATAtattga
0.011 aaagaatTATAtaaata
0.059 attgctaTATAtttaca
0.005 agaaaaaTATAtgtatg
0.007 caaacaaTATAtgtaaa
0.004 catattaTATAtttctt
0.021 ataataaTATAtttatt

Strand Core sim. Matrix simat. sim. - ojSequence

1 0.837
1 0.9
1 0.795

0.007 aaaataaACGTgactca
0.08 aatttatACGTgtaatg
0.005 gacgaACACgagtcatg

Strand Core sim. Matrix simat. sim. - ojSequence

1 0.912
1 0.912
1 0.871
1 0.925

0.002 gcgccaGATCagaga
0.002 tgggtaGATCtttct
0.021 acataaGATCagttc
0.015 tggaaaGATCtgcaa

Strand Core sim. Matrix simat. sim. - ojSequence

0.826 0.936

1 0.882
1 0.975
1 0.931

0.036 tttccaaTTTAttgctcat
0.012 aaattaaaTGATaagaaa:
0.085 cttttgttTAATtatcctt
0.011 ttgtttaaTTATccttgaa



297
418
424
446
450
621
809
863
881
1333
1340
1381
1384
73
105
184
187
191
197
291
348
568
661
669
692
708
750
765
855
859
862
876
1114
1144
1168
1205
1250
1260
1263
1271
1330
1338
1350
1367
126
131
225
249
360
406
493
496
526
637
682
77
803
819

315
436
442
464
468
639
827
881
899
1351
1358
1399
1402
91
123
202
205
209
215
309
366
586
679
687
710
726
768
783
873
877
880
894
1132
1162
1186
1223
1268
1278
1281
1289
1348
1356
1368
1385
144
149
243
267
378
424
511
514
544
655
700
735
821
837

306 +
427 +
433 +
455 +
459 +
630 +
818 +
872 +
890 +
1342 +
1349 +
1390 +
1393 +

82 +
114 +
193 +
196 +
200 +
206 +
300 +
357 +
577 +
670 +
678 +
701 +
717 +
759 +
774 +
864 +
868 +
871 +
885 +
1123 +
1153 +
1177 +
1214 +
1259 +
1269 +
1272 +
1280 +
1339 +
1347 +
1359 +
1376 +
135 +
140 +
234 +
258 +
369 +
415 +
502 +
505 +
535 +
646 +
691 +
726 +
812 +
828 +

0.826

0.83

0.86

RS GRS (UL (S (UL S (UL S (S (S (UL S (UL U (UL S (SIS S (U S . U 0 ) T N NS N i Ny W UL N UL UL (U U (UL U U L . O U S NI S . UL WU UL WS (UL W N

0.936

0.811

0.936
0.849
0.858
0.999
0.996
0.877
0.966
0.854
0.927

0.94
0.949
0.847

0.942
0.894
0.858

0.848
0.969
0.902

0.85
0.945
0.861
0.885
0.861
0.975
0.935

0.981
0.947
0.961

0.998
0.886
0.857
0.929
0.949
0.844
0.933
0.879
0.998

0.92
0.869
0.904
0.998
0.934
0.856
0.934
0.842
0.989
0.936
0.989
0.936

0.84
0.939
0.901
0.998
0.878

0.036 gaagaaaTTTAtttgtagc
0.009 atgggttttgATTAtaatt
0.018 tttgattataATT Gagttt
0.159 agtcatattaAT TAattat
0.106 atattaatTAATtatctct
0.047 agtatttaTCATttaaaca
0.036 accatggATGAttagattc
0.004 gagatCAATattttcaatc
0.007 caaataaaT TATgttccat
0.05 agctcattTAATaaataat
0.089 ttaatAAATaatttttttt
0.007 tttgacttaaATTAataaa
0.1 gacttaaATTAataaattt
0.072 tgagtctattATTAccatc
0.004 tataaaaaTAATaacaaac
0.018 atataaaaaaATTAatgaa
0.1 taaaaaaAT TAatgaatat
0.018 aaaattaATGAatatgatt
0.039 aatgaatATGAttggaaat
0.002 aatcaacATTAtttgtgat
0.02 ggtatgaATGAtaaacaa:
0.025 tgtaaaaaTTATgtacatt
0.021 ttttttatttATTAaatga
0.015 ttattaaaTGATgaatttg
0.021 tctegtatttATTAaatcc
0.045 tccttttATGAttgaggat
0.065 tataaccataATTAccaag
0.06 caagacATTAagtaaaag
0.141 tgtaagaataATTAataat
0.057 agaataatTAATaattgaa
0.101 ataatTAATaattgaatca
0.06 aatcacATTAaaatctctt
0.098 taaaaaaATTAttacaaaa
0.056 taaaagaATGAtgaatttt
0.007 gaaacCAATagfttttttat
0.029 ttttaatAT TAttaatcct
0.059 aaggtagtTAATcaagttt
0.004 atcaagttttAT TAtttta
0.013 aagttttaTTATtttataa
0.039 ttattttataAT T Gatatg
0.098 attaaaaATTAttaaatta
0 ttattaaaTTATaataata
0.029 aataatatttATTAaattt
0.034 tttctagattATTAcctta
0.098 cttaaaaATTAtttaataa
0.044 aaattattTAATaaaacaa
0.006 atcaaCAATatttgcaatt
0.044 tgcaaaaaTAATtgcacae
0.002 tgaatcttttATTAacatt
0.059 aaattgaATGAttggttct
0.096 ctaatttgtaAT TAttttc
0.089 atttgtaAT TAttttcatt
0.046 ctttaaaATCAtitgatgg
0 caaatcttttATTAacatt
0.079 gaattGAATaattcattct
0.011 cacccctaTAATcacattg
0.098 ctttaaaATTAtttggtgg
0.048 tggaataATGAtcgtgata



923
955
1070
1382
302
818
847
970
1098
1274
1324
482
506
554
713
811
814
1039
281
410
414
466
520
523
540
558
667
843
943
946
961
1062
1065
1104
1107
1224
1260
1276
1317
1321
21
34
212
215
251
266
483
720
768
928
948
951
1090
1093
41
113
181
219

941
973
1088
1400
320
836
865
988
1116
1292
1342
500
524
572
731
829
832
1057
299
428
432
484
538
541
558
576
685
861
961
964
979
1080
1083
1122
1125
1242
1278
1294
1335
1339
39
52
230
233
269
284
501
738
786
946
966
969
1108
1111
59
131
199
237

932 +
964 +
1079 +
1391 +
311 +
827 +
856 +
979 +
1107 +
1283 +
1333 +
491 +
515 +
563 +
722 +
820 +
823 +
1048 +
290 +
419 +
423 +
475 +
529 +
532 +
549 +
567 +
676 +
852 +
952 +
955 +
970 +
1071 +
1074 +
1113 +
1116 +
1233 +
1269 +
1285 +
1326 +
1330 +

30 +

43 +
221 +
224 +
260 +
275 +
492 +
729 +
777 +
937 +
957 +
960 +
1099 +
1102 +

50 +
122 +
190 +
228 +

JENE G (U UK (UL U\ (U U U UL (UL U P UL UL (U J UL QUL U U (UL (UL U UL UL UL (I . §

0.884
0.811

—_

o
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0.99
0.931
0.959
0.963
0.971
0.926

0.863
0.963
0.877
0.945
0.842
0.845
0.955
0.972

0.88
0.883
0.868
0.775
0.862
0.853
0.953
0.884
0.972

0.93
0.969

0.968
0.939
0.832
0.929
0.847

0.933
0.989
0.972
0.912

0.96
0.972
0.963
0.926

0.99
0.934

0.94
0.932
0.936
0.951
0.976
0.936

0.844
0.929
0.994
0.935
0.998
0.94
0.998
1

0.1 cactacaaTAATtcccaaa
0.031 ggtccatATTAattttaga
0.089 gatggccatcATTAtatat
0.023 tctccgATTAaatttgtgt
0.041 aatgcacATGAttgccgct
0.006 tataaagaTTATgagttca

0.06 tcagtcATTAaaccgagac
0.023 tatctCAATgatctatcag
0.023 tggcagAT TAatatacacc
0.047 ccccttcaTCATgacttaa
0.055 attcatttTAATcaacctg
0.002 agggaattttATTAagatg
0.005 gattacatttATTGagtat
0.035 caagtctaTTATgccacaa
0.042 agaatacATGAttatcagc

0.05 ggaatgaATGAtgatgaa:
0.053 atgaatgATGAtgaaaatt
0.028 ttttcagataATTGttgat
0.005 gaaagacATGAtaaccct:
0.022 agtcatatttAT TAattgt
0.003 atatttatTAATtgttttc
0.113 atacttgataATTAaaaaa
0.054 tatttttATGAtgatttta
0.042 ttttatgATGAttttaaaa

0.01 aaaaagaaT TATataaate
0.129 ataaaaaataATTAaaaal

0.06 caaaacATTAaaaaatgtt
0.018 catttCAATaatattgtgt
0.049 atagaagtTAATaataaaa
0.002 gaagtTAATaataaaatta
0.069 attaaGAATaatttggaaa
0.007 ttacatcaaaATTAattgt

0.1 catcaaaATTAattgtgga
0.093 ccgacatataATTAttaga
0.089 acatataATTAttagaaaa
0.042 tgggtctATGAtttcaaaa
0.022 tatttgtaTTATtgaaagt

0.01 agtcaTAATcattcataag
0.042 attaggtATGAttaaaaag
0.023 ggtatgATTAaaaagatgc
0.006 tttatgcaTTATacataag

0.09 cataagaATTAttactatt
0.044 tttttttcTAATtatgaaa

0.02 ttttctaaTTATgaaaaca
0.072 atggaAAATaatttttttc
0.036 tttcaaaTTTAttctaaaa
0.091 cttatAAATaattgaaaat
0.076 aagctaaATTActaatcgt
0.036 catgaaaGTTAttgtgggc

0.11 tttgacaAT TAttttctca
0.004 aaacaattttATTAtacac
0.009 caattttaTTATacacaac
0.064 ataaaaaATGAttatgaaa
0.015 aaaaatgaTTATgaaaaa
0.098 aaaaaaaAT TAttttcttt

0.08 gacaaAAATaattttggaa
0.098 atctaaaATTAttggtttg

0.1 tattcaaATTAatgttttt



229
232
246
314
318
339
344
354
363
382
386
527
530
533
536
572
664
787
866
934
941
976
980
996
1138
1168
177
1181
1184
1217
1331

247
250
264
332
336
357
362
372
381
400
404
545
548
551
554
590
682
805
884
952
959
994
998
1014
1156
1186
1195
1199
1202
1235
1349

238 +
241 +
255 +
323 +
327 +
348 +
353 +
363 +
372 +
391 +
395 +
536 +
539 +
542 +
545 +
581 +
673 +
796 +
875 +
943 +
950 +
985 +
989 +
1005 +
1147 +
177 +
1186 +
1190 +
1193 +
1226 +
1340 +

tart positicnd positiochor positi

868
882
1393
955
1303
1394
329
435
462
377
498
279
619
651
765
787
903
992
997

878
892
1403
965
1313
1404
339
445
472
387
508
289
629
661
775
797
913
1002
1007

873 +
887 +
1398 +
960 +
1308 +
1399 +
334 +
440 +
467 +
382 +
503 +
284 +
624 +
656 +
770 +
792 +
908 +
997 +
1002 +

tart positicind positiochor positi

234
688
1324
759

248
702
1338
773

241 +
695 +
1331 +
766 +

0.826
0.826

0.826

—_

RS\ UL UK\ I UL L\ U (U L UL U U L I I (UL UL UL U . §

0.984
0.939
0.938
0.936
0.839
0.991
0.84
0.936
0.963
0.852
0.963
0.842
0.923
0.923
0.923
1
0.851
0.963
0.962
0.945
0.835
0.973
0.948
0.931
0.998
0.916
0.99
0.999
0.989
0.852
0.929

0.094 aatgttttTAATtatgaaa
0.019 gtttttaaTTATgaaagat
0.038 aagataaTTTAatctattc
0.036 ttttcaaTT TAtttattgt
0.009 caatttattTATTgtgaca
0.151 acataatttaATTAaatta
0 atttaattaaATTAaaatt
0.036 attaaaaTTTAtttcacta
0.123 tatttcactaATTAaattc
0.012 tatgttattgAT TAactta
0.023 ttattgAT TAacttacacc
0.002 gcattcttttATTAttatt
0.053 ttcttttattATTAttatt
0.053 ttttattattAT TAttatt
0.053 tattattattAT TAttttc
0.06 gcacacATTAagataacai
0.001 tactcattTAATttttaaa
0.023 aaatagATTAaccctagct
0.012 atttcCAATaataaatcaa
0.055 actaacctTAATcaatttt
0.005 ttaatCAATHtttttttga
0.133 ttcaaaactaATTAataaa
0.058 aaactaatTAATaaatata
0.031 ataatatATTAatttagga
0.098 acctaaaATTAttaattgt
0.026 ttcaccttTAATaagttta
0.15 aataagtttaATTAattat
0.109 agtttaatTAATtattttg
0.089 ttaattaAT TAttttgtaa
0.002 tcaagaatTAATtttgggc
0.009 atcatataTTATttaaaaa

Strand Core sim. Matrix simat. sim. - ojSequence

RN UL UK UL UL UL U U UL L UL U UL (UL UL (UL L (L

0.866
0.906
0.894
0.882
0.899
0.988
0.875
0.899
0.881
0.889
0.882
0.894
0.876
0.988

0.87

0.89
0.875
0.902
0.994

0.006 cAATAttttca
0.046 aAATAaattat
0.034 tAATAaattta
0.022 aAATAtttttt
0.039 aAATAaatttt
0.128 tAATAtattta
0.015 gAATAtagtat
0.039 aAATAaatttt
0.021 aAATAtacttg
0.029 aAATAttttag
0.022 aAATAttttta
0.034 tAATAaatttc
0.016 aAATAttttcc
0.128 tAATAtattta
0.01 cAATAttttga
0.03 aAATAgattaa
0.015 tAATAttttga
0.042 aAATAtaatat
0.134 tAATAtattaa

Strand Core sim. Matrix simat. sim. - ojSequence

1

1
1
1

0.814
0.802
0.817
0.873

0.014 aagtctTCGTatgct
0.002 cttttcTCGTattta
0.017 atttctTCGTatttt
0.023 acttcatgGTACaat



1141 1155 1148 +
765 779 772 +
tart positicind positiochor positi Strand
885 897 891 +
tart positicind positiochor positi Strand
1222 1232 1227 +
1014 1024 1019 +
699 709 704 +
tart positicind positiochor positi Strand
1298 1318 1308 +
430 450 440 +
568 588 578 +
343 363 353 +
347 367 357 +
tart positicind positiochor positi Strand
220 228 224 +
252 260 256 +
285 293 289 +
870 878 874 +
691 699 695 +
222 230 226 +
1303 1311 1307 +
274 282 278 +
662 670 666 +
1100 1108 1104 +
tart positicnd positiochor positi Strand
671 689 680 +
1231 1249 1240 +
tart positicnd positiochor positi Strand
163 173 168 +
185 195 190 +
520 530 525 +
739 749 744 +
279 289 284 +
412 422 417 +
538 548 543 +
805 815 810 +
127 137 132 +
tart positicnd positiochor positi Strand
615 623 619 +
1170 1178 1174 +
187 195 191 +
1366 1374 1370 +
tart positicnd positiochor positi Strand
615 633 624 +
22 40 31 +
tart positicnd positiochor positi Strand
145 161 153 +
255 271 263 +

1 0.871
1 0.872

0.021 aggttcttGTACtaa
0.022 aatttctgGTACatg

Core sim. Matrix simat. sim. - ojSequence
1 0.932 0.002 aatTGTCtcaatc

Core sim. Matrix simat. sim. - ojSequence

1 0.913 0.083 ctGTCGgccega
1 0.961 0.131 cggTCGAcaga
1 0.965 0.135 ttGTCGgtaaa

Core sim. Matrix simat. sim. - ojSequence

1 0.947 0.017 aaaaaAAATaaattttattc:

1 0.935 0.005 ttcaaAAATaaatttttattt

1 0.941 0.011 attaaAAATaaaatattaas
0.93 0.936 0.006 aatttAAT Taaattaaaattt

1 0.937 0.007 taattAAATtaaaatttattt

Core sim. Matrix simat. sim. - ojSequence

1 0.867 0.007 tccTTGAaa
1 0.918 0.058 tcgTTGAga
1 0.867 0.007 gccTTGAat
1 0.867 0.007 taaTTGAat
1 0.92 0.06 ttgTTGAat
1 0.867 0.007 tagTTGAag
1 0.894 0.034 tagTTGAaa
1 0.865 0.005 tagTTGAga
1 0.906 0.046 tccTTGACct
1 0.867 0.007 tttTTGAat

Core sim. Matrix simat. sim. - ojSequence
1 0.83 0 gtcaaaCGTGaggaaatt
1 0.954 0.004 gatctcCGTGtgctggect

Core sim. Matrix simat. sim. - ojSequence

1 0.992 0.002 aaaaAAAGaaa
1 0.993 0.003 gaaaAAAGtta
1 0.992 0.002 caaaAAAGttg
1 0.992 0.002 ataaAAAGatg
1 0.997 0.007 aaaaAAAGgtg
1 0.969 0.009 caaaAAAGtgt
1 0.992 0.002 aaaaAAAGaat
1 0.991 0.001 ttaaAAAGtat

1 0.968 0.008 aaaaAAAGtct

Core sim. Matrix simat. sim. - ojSequence

1 0.993 0.023 atCCAAtca
1 0.979 0.009 aaCCAAtag
1 0.976 0.006 ccCCAAtca
1 0.974 0.004 acCCAAttg

Core sim. Matrix simat. sim. - ojSequence
1 0.808 0.028 gttatcgAACAcatataat
1 0.784 0.004 catttcaAACAatatatgt

Core sim. Matrix simat. sim. - ojSequence
1 0.904 0.064 ggaaaaAATAtatataa
1 0.871 0.031 ttgagaAATAtatatat



454
479
573
493
879
881
950
1002
1071
1347
323
1338
605
962
152
468
1039
1392
584
620
629
760
1252
362
372
424
493
987
1356
57
124
242
278
614
646
806
882
957
992
1026
1118
1359
1371

470
495
589
509
895
897
966
1018
1087
1363
339
1354
621
978
168
484
1055
1408
600
636
645
776
1268
378
388
440
509
1003
1372
73
140
258
294
630
662
822
898
973
1008
1042
1134
1375
1387

462 +
487 +
581 +
501 +
887 +
889 +
958 +
1010 +
1079 +
1355 +
331 +
1346 +
613 +
970 +
160 +
476 +
1047 +
1400 +
592 +
628 +
637 +
768 +
1260 +
370 +
380 +
432 +
501 +
995 +
1364 +

65 +
132 +
250 +
286 +
622 +
654 +
814 +
890 +
965 +
1000 +
1034 +
1126 +
1367 +
1379 +

tart positicind positiochor positi

122

134

128 +

tart positicind positiochor positi

1212
6

1228
22

1220 +
14 +

tart positicind positiochor positi

683
739
346
987
831
799

703
759
366
1007
851
819

693 +
749 +
356 +
997 +
841 +
809 +

0.844
0.869
0.848
0.984
0.919
0.872
0.894
0.893
0.948
0.85
0.832
0.907
0.944
0.851
0.939
0.921
0.844
0.928
0.867
0.9
0.866
0.97
0.911
0.841
0.901
0.896
0.894
0.903
0.994
0.892
0.897
0.869
0.848
0.896
0.858
0.947
0.881
0.929
0.861
0.936
0.938
0.842
0.89

0.014 taattaatTATCtctat
0.019 tgcccaaAAATcaaacc
0.018 cgtttcaaTAT Cattct
0.144 ttttaaGATAtttagtt
0.069 cacattaaAATCtctta
0.042 cattaAAATctcttatg
0.054 gtataaAATACttttttt
0.053 aaataaAATAtttgttt
0.108 caattaAATAtcacttt
0.01 tataatAATAtttatta
0.002 tatagAAATctctcaca
0.067 tggtctGATAtttgaac
0.104 tcgccaAATAtcatttt
0.051 tctacagaTATCtcaat
0.019 aagcaaGATAttgagtg
0.001 agaacaGATAagagagg
0.004 ttttcaGATAattgttg
0.088 aaccttGATAtttttct
0.017 taaatacaAATCttaat
0.06 gttaaaAATAtttcaaa
0.026 atttcaAATAtttaaac
0.13 accaaaAATAtcctatt
0.071 tcaaacGATAtttgtat
0.001 attaaaAATAtaaaaaa
0.061 taaaaaAATAttttaga
0.056 ataaaaAATAtgtagag
0.054 attgaaAATAtttttaa
0.063 tagaaaAATAtatgtat
0.074 gtggaaGATAtaaatga
0.042 ttttgcaaAAT Ctgtat
0.047 ttttggaaAATCtacta
0.029 atgaaaGATAatttaat
0.018 ataatAAATttctaatt
0.056 aaaaaaAATAttttcca
0.018 tataatAATAtatttat
0.097 taaatcaaAATCtttta
0.031 caacccatAATCttaaa
0.089 tgaaagAATAtctagcg
0.021 aaatatAATAtattaat
0.086 tttaaaaaAATCtgaat
0.088 aagaggaaAATCtaatt
0.002 aaaaaaAATAgcaaata
0.04 aaataaaAAATcatatt

Strand Core sim. Matrix simat. sim. - ojSequence

0.826

0.905

0.035 agaaCACTtctat

Strand Core sim. Matrix simat. sim. - ojSequence

1
0.817

0.966
0.795

0.126 atcCGCGtgctaacgtc
0.015 tgtCGAGgttgatacga

Strand Core sim. Matrix simat. sim. - ojSequence

JEE G (L (L (L . §

0.863
0.853
0.87
0.856
1
0.863

0.013 atttGCT Tttctegtatttat
0.003 cttaGCTTgagaccgagg
0.02 atttGCTTttatggtcatttt
0.006 aactGCTTtgaaagtatgg

0 gtttGCTTccctacaccggt
0.013 cctaGCTTaaatcaaaatc



tart positicind positiochor positi

130
154
156
158
180
225
515
334
579
258
274
1058
1123
231
407
492
659
664
807
697
1323
1368
241
256
258
531
800
1156
1368
1373
3
78
122
273
710
1228
1285
1293
454
1032
1087
1100

152
176
178
180
202
247
537
356
601
280
296
1080
1145
253
429
514
681
686
829
719
1345
1390
263
278
280
553
822
1178
1390
1395
25
100
144
295
732
1250
1307
1315
476
1054
1109
1122

141 +
165 +
167 +
169 +
191 +
236 +
526 +
345 +
590 +
269 +
285 +
1069 +
1134 +
242 +
418 +
503 +
670 +
675 +
818 +
708 +
1334 +
1379 +
252 +
267 +
269 +
542 +
811 +
1167 +
1379 +
1384 +
14 +
89 +
133 +
284 +
721 +
1239 +
1296 +
1304 +
465 +
1043 +
1098 +
1111 +

tart positicind positiochor positi

600

610

605 +

tart positicind positiochor positi

1284
11
38

1100

1249

1256

1271

851
25

1304
31
58

1120

1269

1276

1291

871
45

1294 +
21 +
48 +

1110 +

1259 +

1266 +

1281 +
861 +
35 +

Strand Core sim. Matrix simat. sim. - ojSequence

JENE I UL UK UL U UL U U UL (UL U\ P (UL UL U UL QL U P (UL U U UL (UL U P UL UL U PR (UL U U U UL U (I (UL L (I §

0.989
0.994
0.993

0.97
0.995
0.994
0.978
0.991
0.772
0.987
0.979
0.982
0.972
0.987
0.989
0.995
0.843
0.985
0.792
0.761

0.97
0.758
0.977
0.981
0.989
0.993
0.982
0.996
0.764
0.972
0.781
0.935
0.971
0.995
0.986
0.993
0.895
0.995
0.996
0.781
0.934
0.985

0.019 ggggtgagaAAAGaggg
0.004 atatataaaaaaaAAAGa
0.003 atataaaaaAAAAagaaa
0.01 ataaaaaaAAAAgaaatt:
0.035 gataagaaaAAAGttatac
0.014 gaaaaaattAAAGaaaac
0.018 ccggacaaaAAAGttgag
0.021 taaaaaataAAAGaggta
0.022 tgtacattacatgcAAAGQ(
0.017 aattgcacaAAAGagaga
0.099 gaaaaaaaAAAAggtga:
0.002 tattggcttAAAGatggcca
0.002 cgccaactaAAAGtgaag
0.017 tgatgtttaAAAGagactta
0.019 ggcaccaaaAAAGtgtcc
0.015 agctacaatAAAGctagce
0.093 agctcatcatgtgaAAAGH
0.015 atcatgtgaAAAGtggact:
0.042 tatgtaggagctatAAAGal
0.011 gtaggatgaaattcAAAGe
0 attttgagtAAAGtgtggag
0.008 caagctaggagtggAAAG
0.007 ggaatcacaAAAGggga:
0.001 gaatgaaaaaAAAAgag:
0.019 atgaaaaaaAAAGagate
0.003 tgattttaaAAAAagaattal
0.012 tggacttaaAAAGtatccct
0.006 gtcttggctAAAGcaatgg:
0.014 ccaattggtgttgaAAAGta
0.042 tggtgttgaAAAGtaagatt
0.031 tattttttttttttAAAGtttat
0.005 aaaatttttAAAGtaattttac
0.011 tttgtaaaaAAAGtctgaac
0.005 tttattctaAAAGcatattttta
0.006 cctaacataAAAGctaaat
0.013 catgaacatAAAGctaact
0.015 tgaaggctAAAAggctaas
0.005 aaaaggctaAAAGcatag
0.006 tttttttaaAAAGccttcctcte
0.031 aaaatctgaattttAAAGtcl
0.014 ttggttgatAAAGtttttgaat
0.005 tttttgaatAAAGaagagac

Strand Core sim. Matrix simat. sim. - ojSequence

1

0.92

0.03 gACACtcgcca

Strand Core sim. Matrix simat. sim. - ojSequence

0.80

1

JEE G (L (U (U UL (I N

0.84
0.833

0.88
0.858
0.874
0.899
0.937
0.779
0.946

0.03 ttcttcacaCGACatgtagg
0.023 aggttgataCGACatggttt

0.07 aagaattaaCGACattgat
0.048 tgtaggttgCGACatctcac
0.024 ttggctaACCGtcctecgac
0.009 accgtccTCCGacggggc
0.067 gggtcctccCGACaatga:
0.009 tcattaaaCCGAgagcgci
0.056 caattgggCCGActtcatg!



1009
1096
906

1029
1116
926

1019 +
1106 +
916 +

tart positicnd positiochor positi Strand

53
1388

67
1402

60 +
1395 +

tart positicnd positiochor positi Strand

768
776
829
352

790
798
851
374

779 +
787 +
840 +
363 +

tart positicind positiochor positi Strand

1066

1084

1075 +

tart positicnd positiochor positi Strand

198
1002
554
640
1033
822

216
1020
572
658
1051
840

207 +
1011 +
563 +
649 +
1042 +
831 +

tart positicnd positiochor positi Strand

1358
24
158

1374
40
174

1366 +
32 +
166 +

tart positicind positiochor positi Strand

265

297

281 +

tart positicnd positiochor positi Strand

194
820
889
1052
254
932
1238
1099
1140
574

tart positicind positiochor positi

971
102
1294
674
1382
342

tart positicind positiochor positi

337

tart positicind positiochor positi

769

208
834
903
1066
268
946
1252
1113
1154
588

981
112
1304
684
1392
352

349

787

201 +
827 +
896 +
1059 +
261 +
939 +
1245 +
1106 +
1147 +
581 +

976 +
107 +
1299 +
679 +
1387 +
347 +

343 +

778 +

1
1
1

Core sim. Matrix simat.

0.811
1

Core sim. Matrix simat.

1

1
1
1

Core sim. Matrix simat.

1

Core sim. Matrix simat.

RS I (L L U G §

Core sim. Matrix simat.

1
1
1

Core sim. Matrix simat.

1

Core sim. Matrix simat.

RS G (L UL (.

0.808
0.808
1
1
0.808

RS (I (L (UL (L NI §

0.968

1

0.881
0.993
0.854

0.878
0.833

0.992
0.997
0.832

0.99

0.837

0.904
0.967
0.906
0.912
0.884
0.904

0.864
0.861
0.891

1

0.904
0.908
0.898

0.9
0.927
0.889
0.889
0.918
0.951
0.892

0.907
0.854
0.997

0.97
0.976
0.972

0.899

0.88

0.021 ccacacggtCGACagagt
0.133 ataaagagcCGACatata
0.054 agcacccACCGagagag

sim. - o]Sequence
0.058 ccatgcATTGcattt
0.013 agattcAATGttggt

sim. - ojSequence
0.002 aaaaataaacgtgactCAC
0.007 gtaaaagatgaaccttCAC
0.082 atcgtgataatCAGTccact
0 aaattaaaatttatttCACTa

sim. - ojSequence
0.027 gccatattTCCCcatggat

sim. - o]Sequence
0.034 aaattcttcttTTGTttaa
0.097 aaataaaatatTTGTttta
0.036 gggcaacatatTTGTtcac
0.042 ttaaacaaattTTGTttaa
0.014 aaaacagttttTTGTtctt
0.034 aaagatttttt TTGTtttt

sim. - o]Sequence
0.014 tgagatGGGCcaagcta
0.011 tcaattGGGCcgacttc
0.041 ttttttGGGCatgggtt

sim. - o]Sequence
0 caaaagAGAGaaaaaa:

sim. - o]Sequence
0.024 attaATGAatatgat
0.028 gatgATGAaaattag
0.018 tttgATGAataaaac
0.02 gttgATGAagatgag
0.047 gggaATGAaaaaaaa
0.009 aaaaATTAaaaatag
0.009 caaaATTAagaaaat
0.038 gattATGAaaaatag
0.071 ccagATGAacataat
0.012 acacATTAagataac

Strand Core sim. Matrix simat. sim. - ojSequence

0.037 gtaGATCtttc
0.004 aaAGATttgta
0.027 gtAGATccgga
0 aaAGATccttg
0.006 aaAGATctgca
0.002 gaAGATitgct

Strand Core sim. Matrix simat. sim. - ojSequence

0.019 taTCGAtgtccat

Strand Core sim. Matrix simat. sim. - ojSequence

0.04 aaaataaACGTgactcac



1066
1077
1349

742

1084
1095
1367

760

1075 +
1086 +
1358 +
751 +

tart positicnd positiochor positi

1114
26
1096

1132
44
1114

1123 +
35 +
1105 +

tart positicind positiochor positi

191
327
815
929
1234
114
514
791
708
1019
1360
873
1381
369
745

207
343
831
945
1250
130
530
807
724
1035
1376
889
1397
385
761

199 +
335 +
823 +
937 +
1242 +
122 +
522 +
799 +
716 +
1027 +
1368 +
881 +
1389 +
377 +
753 +

tart positicind positiochor positi

455
1058

465
1068

460 +
1063 +

tart positicind positiochor positi

91
609
972

1352
126
560
767
856
906

1035

1247

1280

1331

1351
117
518
535

1353
227
829
844

1012

1072
318
372

1102

109
627
990
1370
144
578
785
874
924
1053
1265
1298
1349
1369
135
536
553
1371
245
847
862
1030
1090
336
390
1120

100 +
618 +
981 +
1361 +
135 +
569 +
776 +
865 +
915 +
1044 +
1256 +
1289 +
1340 +
1360 +
126 +
527 +
544 +
1362 +
236 +
838 +
853 +
1021 +
1081 +
327 +
381 +
1111 +

R QI I U §

1
1
1

R L\ U (SIS L I U (UL UL (I U (L Q.

1
1

1
0.969
1
0.844
1

R\ (L UK UL SIS L L U (UL (UL U UL L (I (. §

—_

0.844
0.844
1

0.986
0.91
0.913
0.988

0.906
0.898
0.931

0.984
0.953
0.967
0.975
0.959
0.946
0.954
0.953
0.957
0.992
0.915
0.925
0.977
0.964
0.967

0.948
0.942

0.828
0.877
0.878
0.858
0.977
0.978
0.937
0.878
0.951
0.925
0.816
0.857
0.887
0.894
0.886
0.873
0.874
0.868
0.876
0.889
0.884
0.9
0.88
0.875
0.87
0.92

0.046 aattcaCACGtaatttata
0.001 aatttatACGTgtaatgtg
0.003 agtggaaACGTgttaacai
0.048 taggccCACGtcatggag:

Strand Core sim. Matrix simat. sim. - ojSequence

0.056 tctcacatcCGCCaactaa
0.028 acagtttGCCGtctggtag
0.061 ataaagaGCCGacatata

Strand Core sim. Matrix simat. sim. - ojSequence

0.064 agttataaaATTCttct
0.033 cttgttgatATTCtttt
0.017 gatgattagATTCatag
0.075 aatcagaatATTCcttt
0.039 tatatttatATTCttaa
0.026 ttctttcacATTCttaa
0.004 tcctttcatATTCttta
0.033 ttatttcacATTCttta
0.007 aaagcagagATTCacct
0.072 atgttaaaaATTCttat
0.015 gttaacaacATTCaata
0.025 acctttaatATTCagaa
0.097 aaaagtaagATTCaatg
0.044 actaattaaATTCtatg
0.017 acaatttagATTCataa

Strand Core sim. Matrix simat. sim. - ojSequence

0.018 atccTGACatg
0.012 tgccTGACatt

Strand Core sim. Matrix simat. sim. - ojSequence

0.038 ttttacATGGcaatgttag
0.027 ccattttaaGTAAgtattt
0.008 tagatctttcTTAAaaaca
0.008 tttttttggGTCAattcct
0.047 cacttctatGTGAtttgaa
0.098 gtttgtagtgTAAAaatta
0.057 agacattaagTAAAagatc
0.008 gtaagaataaTTAAtaatt
0.081 attttagttgT TAAtatga
0.045 tgaaaagatgTAAAacaa
0.006 ttaaaggtaGTTAatcaag
0.007 aattgatatGTTAatttca
0.017 ttaaaaattaTTAAattat
0.024 ataatatttaTTAAatttt
0.016 tttcacattcTTAAaaatt
0.003 ttcatattctTTAAaatca
0.084 catttgATGGaataacaat
0.078 actttgATGGatacgagtt
0.006 catgtgatgtTTAAaagag
0.059 tgagttcaaGTAAccttct
0.014 ttctcagtcaTTAAaccga
0.03 aatttgaatgTTAAaaatt
0.01 tccaagtcaGTAAatgcag
0.025 atcaatgaaGTGAatatac
0.02 ccctcatagGTCAatatgt
0.04 gagggccctgTAAAagat



109
233
350
374
467
526
559
592
611
679
748
795
920
927
940
1318
81
116
245
306
565
577
594
696
1040
30
226
449
598
668
906
1017
1146
1377

127
251
368
392
485
544
577
610
629
697
766
813
938
945
958
1336
99
134
263
324
583
595
612
714
1058
48
244
467
616
686
924
1035
1164
1395

118 +
242 +
359 +
383 +
476 +
535 +
568 +
601 +
620 +
688 +
757 +
804 +
929 +
936 +
949 +
1327 +

90 +
125 +
254 +
315 +
574 +
586 +
603 +
705 +
1049 +

39 +
235 +
458 +
607 +
677 +
915 +
1026 +
1155 +
1386 +

tart positicind positiochor positi

224
284
788
931
971
1163
159
310
782
823
1094
1360
178
388
669
1205
70
121
262
274
647
914

246
306
810
953
993
1185
181
332
804
845
1116
1382
200
410
691
1227
92
143
284
296
669
936

235 +
295 +
799 +
942 +
982 +
1174 +
170 +
321 +
793 +
834 +
1105 +
1371 +
189 +
399 +
680 +
1216 +

81 +
132 +
273 +
285 +
658 +
925 +

0.844

—_

0.82

0.96

e . Y W Nt N WS (i (. U W U N Y YR U W { @ [ W U W [ U | G ) T Y G G

0.833
0.795
0.867
0.811
0.914
0.873
0.892
0.881
0.905
0.926
0.805
0.876
0.884
0.884
0.895
0.932
0.867
0.969
0.866
0.875
0.877
0.913
0.87

1
0.967
0.97
0.877
0.886
0.875
0.919
0.938
0.87
0.934
0.892

0.043 aaactcATGGcaaaacttt
0.005 ctaaccATGGaatcacaa
0.017 gcttttatgGTCAtttttt
0.001 ttcttttagGTTAtagcaa
0.044 tacttgataaTTAAaaaaa
0.003 tatgatgattTTAAaaaaa
0.022 taaaaaataaTTAAaaate
0.011 aatcttaattTTAAaatat
0.015 aaaaaacggGTTAaaaa
0.046 aaatgttttgTAAAattgt
0.015 cacgtcATGGagaccaac
0.006 gagaatggacTTAAaaag
0.014 tgataaggagTTAAaaatt
0.014 gagttaaaaaTTAAaaate
0.025 aaaatagaagTTAAtaate
0.062 ttaggtatgaTTAAaaaga
0.017 atttttaaaGTAAttttaa
0.089 ctacattttgTAAAaaaag
0.076 gttttgATGGaaaataatt
0.005 ttaggtgtttTTAACtttt
0.027 taatagaagGTTAttctca
0.123 attctcATGGattcatcta
0.02 taatttctaGTTActgtta
0.08 agattgtcgGTAAacctaa
0.097 ttttttgttcTTAAaaata
0.09 acaatatatgTAAAaaaac
0.007 attaatgtttT TAAttatg
0.016 ttttttttttTTAAaaagce
0.005 ttttttttttTTAAaaaaa
0.049 catttaatttTTAAaattt
0.068 tattttgataTTAAaaaga
0 aggattttatTTAAaaaaa
0.054 ttattaattgTAAAaggat
0.022 aaaatcatatTTAAaaaat

Strand Core sim. Matrix simat. sim. - ojSequence

1
0.826
0.807

0.824
0.821
0.879
0.986
0.829
0.851
0.832

0.85
0.946
0.873
0.881
0.907
0.877
0.867
0.865
0.837
0.879
0.845
0.841
0.857

0.82
0.854

0.014 tgaaaaaattaaAGAAaa
0.011 aaagaaaatttaGGAAga
0.069 gttgaacaATCTggaaag:
0.136 tcagaataTTCCttttcgaa
0.019 gtagatctTTCTtaaaaac:
0.011 ataGAAGcatcaaatggg
0.002 aaactattTTCTatacattat

0.04 caagaagggaatAGAAg!
0.096 gatgaaccTTCActatcat:
0.063 ttagtggaTTCTtgaatttcc
0.071 taagaattgtttAGAAtaga
0.097 attaaattTTCTagattatta
0.047 gtcaatccTTCTacaagta
0.037 gttttataTTCAagaatcaa
0.035 aatatataTTCAagaattg:
0.007 ctaacattTTCCataacctg
0.049 ctigtttcTTCTaaaaggatt
0.035 accatggcTTCTggaattg
0.031 gatgtctgTTCTggagtaa
0.107 ggagtaaTTTCaggaaac

0.02 accgatttTTCTagctcatc:
0.044 tttcagaaTTCTggaactct



982
1136
1362

701

945
1155
1190
1305

478

269

717

1004
1158
1384
723
967
177
1212
1327
500
291
739

993 +
1147 +
1373 +
712 +
956 +
1166 +
1201 +
1316 +
489 +
280 +
728 +

tart positicind positiochor positi

17
84
145
812
954
1268
1351
131
442
46
319
544
1189

31
98
159
826
968
1282
1365
145
456
60
333
558
1203

24 +

91 +
152 +
819 +
961 +
1275 +
1358 +
138 +
449 +

53 +
326 +
551 +
1196 +

tart positicind positiochor positi

1205

1221

1213 +

tart positicind positiochor positi

175
352
733
1107
152
734
1223
133
469
285
916
1090
1013
1020
1266
1382
243
578
1088

191
368
749
1123
168
750
1239
149
485
301
932
1106
1029
1036
1282
1398
259
594
1104

183 +
360 +
741 +
1115 +
160 +
742 +
1231 +
141 +
477 +
293 +
924 +
1098 +
1021 +
1028 +
1274 +
1390 +
251 +
586 +
1096 +

tart positicind positiochor positi

895
1005
1092
1064

121

913
1023
1110
1082

139

904 +
1014 +
1101 +
1073 +
130 +

0.857
0.801

0.845

_ A A

R L L\ U (UL L U (U (UL WL (I U §

1

R\ UL UK UL\ UL U I UL UL UL U (UL UL UL (U UL (L

1
1
1
1
1

0.824
0.754
0.836
0.822
0.872
0.834
0.864
0.861
0.829
0.847
0.968

1
1
1
0.926
0.904
0.958
0.899
0.979
1
0.918
0.898
0.898
0.904

0.76

0.989
0.935
0.943
0.954
0.932
0.932
0.957
0.932
0.964
0.935
0.953

0.95

0.94

0.94
0.951
0.961
0.958
0.975
0.939

0.952
0.925
0.934
0.967

0.93

0.014 ctatcagtTTCTggaccttc
0.004 agaaaagGTTCttgtacta
0.006 taacaacaTTCAataacai
0.012 gatgaaattcaaAGAAtac
0.012 atgagtggctCTAGaatcc
0.004 accaattcTTCCacaaag!
0.004 tgttgcctttCTAGgagcctt
0.051 gttgaaatgtggAGAAcca
0.019 taaaaaaaatatAGAAaa
0.017 caaatttaTTCTaaaagca
0.118 tttgaattTTCCltattttcatce

Strand Core sim. Matrix simat. sim. - ojSequence

0 atttTATTttttatt

0 tattTAT Ttttacat

0 gattTAT Ttttttaa
0.036 ctttTAT Tttattag
0.014 aaaaTATTtttttaa
0.068 ttatTAT Tttataat
0.009 ataaTATTtattaaa
0.089 aaatTATTtaataaa

0 ttttTAT Tttttaaa
0.028 aaatTATTttctttt
0.008 aattTATTtattgtg
0.008 ttatTAT Tttctaat
0.014 taatTATTtigtaat

Strand Core sim. Matrix simat. sim. - ojSequence

0 ctcccacATCCgcgtgce

Strand Core sim. Matrix simat. sim. - ojSequence

0.059 taaatGATAagaaaaaa
0.005 tgaatGATAaacaaata
0.013 caagaGATAaaaagatg
0.024 gaataGATAaaaaaatt
0.002 actatGATAatcagtcc
0.002 tgttgGATAatttgact
0.027 gggatGATAatggtgat
0.002 cggtgGATAattccatt
0.034 gaacaGATAagagaggg
0.005 gacatGATAaccctcct
0.023 tcggtGATAaggagtta
0.02 aattaGATAaagagccg
0.01 agacaGATAacagataa
0.01 taacaGATAacagaaaa
0.021 tggccGATAagagaaag
0.031 ggtatGATAataagtaa
0.028 tgaaaGATAatttaatc
0.045 attaaGATAacacaaac
0.009 tggttGATAaagttttt

Strand Core sim. Matrix simat. sim. - ojSequence

0.032 tccatTTGTcccaaatttt
0.005 gtctcTTGTccatttgatg
0.014 tgtgtTTGTctatgtgggt
0.047 acattTTGTccaagtcagt
0.01 aaactTTGTcttccactag



tart positicnd positiochor positi

489
726
1078
66
785
295

513
750
1102
90
809
319

501 +
738 +
1090 +

78 +
797 +
307 +

tart positicnd positiochor positi

194
330
359
932
1035
1304
100
198
858
929
1237
389
517
542
670
685
819
1285
154
202
802
1022
1307
1363
136
173
327
893
876
964
1080
1136
1384
283
571
718
960
1103

206
342
371
944
1047
1316
112
210
870
941
1249
401
529
554
682
697
831
1297
166
214
814
1034
1319
1375
148
185
339
905
888
976
1092
1148
1396
295
583
730
972
1115

200 +
336 +
365 +
938 +
1041 +
1310 +
106 +
204 +
864 +
935 +
1243 +
395 +
523 +
548 +
676 +
691 +
825 +
1291 +
160 +
208 +
808 +
1028 +
1313 +
1369 +
142 +
179 +
333 +
899 +
882 +
970 +
1086 +
1142 +
1390 +
289 +
577 +
724 +
966 +
1109 +

tart positicind positiochor positi

169
242
327
841
929
1186
1301
189
580

185
258
343
857
945
1202
1317
205
596

177 +
250 +
335 +
849 +
937 +
1194 +
1309 +
197 +
588 +

Strand Core sim. Matrix simat. sim. - ojSequence

JEE NI (I L (L I §

0.752
0.769
0.787
0.755
0.872
0.809

0.002 tcaaaccattcatagGTGT:
0.019 actcttccaacctacGTGTe
0.037 atttatacgtgtaatGTGTtt
0.005 ttcgacaatgtgccgGTGT
0.122 gttgttttaaggcaaGTGTH
0.059 aagagaaaattttagGTGT

Strand Core sim. Matrix simat. sim. - ojSequence

JENE U UL UK UL G I UL (UL UL L UL UL U UL UL UL UL (UL QL L U UL UL VI G UL UL U UL UL U U UL UL U (U (U QI N

0.921
0.886
0.935
0.999
0.932
0.888
0.965
0.931
0.944
0.864
0.891
0.867
0.885
0.954
0.872

0.93
0.961

0.94
0.934

0.92
0.945
0.917
0.992
0.911
0.871
0.857
0.932
0.923
0.931
0.944
0.955
0.793
0.932
0.825
0.893
0.861
0.946
0.922

0.051 tataaaATTCttc
0.036 gttgatATTCttt
0.015 gaGAATaactaaa
0.179 cagaATATtcctt
0.012 tcGAATaagagct
0.018 cactatATTCcac
0.045 agGAATataaaaa
0.011 atGAATatgattg
0.024 aaGAATaattaat
0.014 ggtgatATTCaat
0.041 atttatATTCtta
0.017 ttttatATTCaag
0.035 tttcatATTCHtt
0.034 tgGAATaacaatt
0.022 atatatATTCaag
0.01 ttGAATaattcat
0.041 tgGAATaatgatc
0.02 atGAATatttgcc
0.014 gaGAATaacgggt
0 gtGAATaaggttg
0.025 aaGAATatgtagg
0.047 ttaaaaATTCtta
0.072 tgGAATatcccgce
0.041 aacaacATTCaat
0.041 tggataATTCcat
0.007 aacgatATTCgcc
0.012 gtGAATatagtat
0.003 atGAATaaaactg
0.061 tttaatATTCaga
0.024 aaGAATaatttgg
0.035 tgGAATaaaaaat
0.013 gaGAATgatcttc
0.062 agtaagATTCaat
0.005 aagcATATtttta
0.063 aaggttATTCtca
0.081 ttGAATtttccta
0.026 aaGAATatctagc
0.002 ttGAATaaagaag

Strand Core sim. Matrix simat. sim. - ojSequence

RS (L L (UL (UL L (I I §

0.878
0.795
0.858
0.854
0.991
0.889
0.873
0.987
0.842

0.028 agaaattaAATGataag
0.025 gaaaatTAAAtcgttga
0.038 cttgttgatATTCtttt
0.004 ttgaattgAATGcgcca
0.171 aatcagaatATTCcttt
0.039 aaaaaatgAATGcccat
0.053 aggcactatATTCcacc
0.137 aaaaaattAATGaatat
0.082 gtaCATTacatgcaaag



667 683

698 714
845 861
878 894
926 942
1069 1085
1234 1250
1336 1352
1356 1372
1378 1394
386 402
404 420
514 530
667 683
1384 1400
294 310
1076 1092
170 186
809 825
1135 1151
1 17

68 84
578 594
873 889
1386 1402
274 290
1360 1376
221 237
345 361
369 385
665 681
871 887
921 937
985 1001

675 +
706 +
853 +
886 +
934 +
1077 +
1242 +
1344 +
1364 +
1386 +
394 +
412 +
522 +
675 +
1392 +
302 +
1084 +
178 +
817 +
1143 +
9 +

76 +
586 +
881 +
1394 +
282 +
1368 +
229 +
353 +
377 +
673 +
879 +
929 +
993 +

tart positicind positiochor positi Strand

512 532
1297 1317
789 809

522 +
1307 +
799 +

tart positicind positiochor positi Strand

580 606
62 88
448 474
46 72

593 +
75 +
461 +
59 +

tart positicnd positiochor positi Strand

997 1009
839 851

1003 +
845 +

tart positicnd positiochor positi Strand

604 610
1294 1300

607 +
1297 +

tart positicnd positiochor positi Strand

212 222
589 599
131 141

217 +
594 +
136 +

JEE G UL UK UL SIS UL U U UL 5L (UL U UL UL UL U (UL (UL UL U (UL (UL U UL UL UL A UL UL U (U (UL U

Core sim. Matrix simat.

1
1
1

Core sim. Matrix simat.

1
0.81
1
1

Core sim. Matrix simat.

0.914
0.914

Core sim. Matrix simat.

1
1

Core sim. Matrix simat.

1
1
1

0.886
0.84
0.9
0.808
0.844
0.796
0.861
0.782
0.829
0.894
0.832
0.862
0.857
0.85
0.815
0.943
0.944
0.85
0.89
0.771
0.764
0.888
0.866
0.865
0.854
0.828
0.898
0.977
0.785
0.854
0.77
0.823
0.858
0.869

0.916
0.984
0.942

0.996
0.772
0.967
0.972

0.934
0.938

1
1

0.936
0.911
0.884

0.036 atttattaAATGatgaa
0.07 atttatTAAAtcctttt
0.05 tatattttAATGtaaga

0.048 tcaCAT Taaaatctctt

0.024 atgggtgatATTCaatt

0.026 ctcaatTAAAtatcact

0.041 tatatttatATTCttaa

0.012 aattatTAAAttataat

0.059 atttatTAAAttttcta

0.044 ttacctTAAAttccttt

0.012 tggttttatATTCaaga

0.012 tcaaattgAATGattgg

0.037 tcctttcatATTCttta
0.03 ttaatatatATTCaaga

0.045 tccgatTAAAtttgtgt

0.123 aacttgTAAAtgcacat

0.094 agtcagTAAAtgcaggt
0.03 atgaacgatATTCgcca
0.04 agggaatgAATGatgat

0.011 tagCATTgcatgacaat

0.004 tttCAT Ttaattttgtg

0.038 tccctaTAAAtacatag

0.016 aaatatTAAAtacaaat

0.045 acctttaatATTCagaa

0.004 taagattcAATGttggt

0.008 ttattcTAAAagcatat

0.078 aagataTAAAtgaaaga

0.127 ttcaaattAATGttttt

0.015 tttaatTAAAttaaaat

0.084 actaatTAAAttctatg
0.01 actCATTtaatttttaa

0.003 caataaTAAAtcaaccc

0.088 aagaatTAAAtaaacta

0.049 aattaaTAAAtataata

sim. - ojSequence

0.056 ttacCGGAcaaaaaagttc
0.114 gatCCGGaaatggaatat:
0.082 tcccCGGAgaatggactts

sim. - ojSequence

0.046 gtacattaCATGcaaagg
0.002 ccattgtGCTTgtttcttctaz
0.017 atttttccCATGcaacaagc
0.022 ctcaattcCATGcattgcatt

sim. - ojSequence

0.004 aCCCActgcgtag
0.008 gACCAatgtgatg

sim. - o]Sequence

0 cTCGCca
0 cTCGCcc

sim. - o]Sequence

0.086 aaATCTaatac
0.061 tcATCTaattt
0.034 aaATCTactat



179
555
703
1125

189
565
713
1135

184 +
560 +
708 +
1130 +

tart positicnd positiochor positi

156
489
604
787
891
1142
1152
357
260
313
842
1028
72
278
905
1295
1382
140
1259
1316
48
241
485
756
932
1233
1362
726
835
975
1099
1159
1264
1345
259
1355

176
509
624
807
911
1162
1172
377
280
333
862
1048
92
298
925
1315
1402
160
1279
1336
68
261
505
776
952
1253
1382
746
855
995
1119
1179
1284
1365
279
1375

166 +
499 +
614 +
797 +
901 +
1152 +
1162 +
367 +
270 +
323 +
852 +
1038 +

82 +
288 +
915 +
1305 +
1392 +
150 +
1269 +
1326 +

58 +
251 +
495 +
766 +
942 +
1243 +
1372 +
736 +
845 +
985 +
1109 +
1169 +
1274 +
1355 +
269 +
1365 +

tart positicind positiochor positi

282
286
534
539
1042
1123
1127
1134
829
833
1246
803
807
945

302
306
554
559
1062
1143
1147
1154
849
853
1266
823
827
965

202 +
296 +
544 +
549 +
1052 +
1133 +
1137 +
1144 +
839 +
843 +
1256 +
813 +
817 +
955 +

1
1
1
1

0.80

R I (UL L S UL I U U (UL UL QW

RS I (L L (L I §

0.936
0.809
0.806

0.807

0.99
0.926
0.921
0.926

0.924
0.863
0.908

0.82
0.814
0.936

0.82
0.836
0.836
0.942
0.865
0.847
0.815
0.801
0.873
0.819
0.941
0.753
0.866

0.86
0.763
0.833
0.902
0.915
0.939
0.896
0.841
0.807
0.821

0.95
0.914
0.843
0.802
0.817
0.845
0.925

0.886
0.834
0.898
0.894
0.933
0.964
0.991
0.824
0.872
0.885
0.946
0.95

1
0.883

0.14 ttATCTaaaat
0.076 taATCTaatag
0.071 tcATCTaataa
0.076 aaATCTaattt

Strand Core sim. Matrix simat. sim. - ojSequence

0.024 atataaaaaaaaaaGAAAL
0.033 tcaaaCCATtcataggtgte
0.078 tctttCCATtttaagtaagta

0.03 tgttgaacaatctgGAAAg:
0.064 atgttCCATttgtcccaaatt
0.036 tcagtccaaAAATtgcctgt

0.02 aattgcctgtaataGAAGC:
0.066 gataaacaaataaGGAA:
0.016 ttgcacaaaagagaGAAA
0.112 tctttCCATgtatagaaatct
0.005 gtccacCAAAataagtcac
0.057 ttttggtacaaaagGAAAcC:
0.025 tgtTTCTtctaaaaggatttc
0.011 taatttcaggaaagGAAAc
0.043 cggtgCCAAtttcagaatic
0.049 tagatccggaaatGGAAte
0.041 gaaactcaaAAATgggati
0.003 taattCCATtggaagcaag
0.036 gcattCCATttccagaatgt

0.03 gagaaCCATtttgagtaaa
0.013 caattCCATgcattgcattit
0.013 ggaatcacaaaaggGGA,
0.002 aatatagaaAAATggtttta
0.015 ggagaccaaAAATatccte
0.039 aaaaattaaAAATagaag!
0.036 gatttcAAAAttaagaaaat
0.041 attTACCcaattggtgttgas
0.017 aatTACTaatcgtagaaga
0.021 gctTCCCtacaccggttttg

0.05 aagaacaaaAAATagaa:
0.014 gattatgaaAAATagtttttg
0.013 aacacCCAAgtacaggac
0.002 aatggccgataagaGAAA
0.027 tgcTACTgtaggtggaage
0.045 ctattectgttttaGAAAaat
0.025 aaaaaaaaaAAATagca:

Strand Core sim. Matrix simat. sim. - ojSequence

0.046 ttaaagaaaattTAGGaac
0.034 agaaaattTAGGaagaac
0.088 agacGGGGtitgtgggtta
0.054 gggtttgtgggtTAGGccag
0.013 agagctgGTAGtttttctace
0.054 ctgttatagggg TAGGtgg!
0.061 tataggGGTAggtggtcag
0.014 gtagGTGGtcagtccaaa
0.002 gattcttgaatTTCGgtatat
0.005 cttgaatttCGGTatatttta
0.026 cttaaagGTAGttaatcaac

0.03 ctttaaaattatTTGGtggai

0.07 aaaattatTTGGtggaata
0.003 atgagaattGGGTccatati



1090
1094
1329
237
241
483
1179
394
398
690
820
824
902
920
924
990
177
1268
1272
1276
327
368
372
1081
1206
1216
1307
1311
295
299
341
1341
1345
203
207
998
1075
1079

1110
1114
1349
257
261
503
1199
414
418
710
840
844
922
940
944
1010
1197
1288
1292
1296
347
388
392
1101
1226
1236
1327
1331
315
319
361
1361
1365
223
227
1018
1095
1099

1100 +
1104 +
1339 +
247 +
251 +
493 +
1189 +
404 +
408 +
700 +
830 +
834 +
912 +
930 +
934 +
1000 +
1187 +
1278 +
1282 +
1286 +
337 +
378 +
382 +
1091 +
1216 +
1226 +
1317 +
1321 +
305 +
309 +
351 +
1351 +
1355 +
213 +
217 +
1008 +
1085 +
1089 +

tart positicind positiochor positi

289
155
624
610

309
175
644
630

299 +
165 +
634 +
620 +

tart positicind positiochor positi

182
580
1115
46
497
515
1188
1246
199
345
378
622

202
600
1135
66
517
535
1208
1266
219
365
398
642

192 +
590 +
1125 +

56 +
507 +
525 +
1198 +
1256 +
209 +
355 +
388 +
632 +

Strand

Strand

0.97

0.80

RS L (UL UL U UL QU W i N [ W U (s O U O T T Uy ' N i W L W

1
0.856
0.869

0.907
0.922
0.896
0.93
0.955
0.954
0.895
0.955
0.977
0.835
0.965
0.98

1
0.962
0.979
0.945
0.817
0.937
0.926
0.965
0.77
0.909
0.932
0.827
0.891
0.893
0.955
0.982
0.929
0.937
0.849
0.924
0.896
0.934
0.936
0.873
0.883
0.91

0.007 gaaaatcaaatgTAGGttg
0.032 atcaaatgTAGGttgcgac
0.016 ttcgtatttTGGTctgatatt
0.08 ttaaaagagactTAGGtat;
0.125 aagagactTAGGtatgcag
0.034 tgaccagGTAGctacaate
0.015 tatgaaattCGGTgctgttc:
0.035 agttctaagggtTTGGtgts
0.047 ctaagggttTGGTgtagge
0.025 acaaGAGGtaggatgaa:
0.065 gatgatgaaaatTAGGtgt:
0.1 atgaaaattAGGTgtgacc
0.07 actgtgatTTGGtcaggaa
0.042 aattgttgaggtTTGGtgta
0.049 gttgaggttTGGTgtaagg
0.075 ttctggtGTTGttggttttac
0.007 cattGAGGtttgttgttgect
0.037 ttccagaatgttTAGGtggg
0.046 agaatgtttAGGTgggtgg
0.055 tgtttaggtgGGTGgatace
0 tcttttaggctTTAGgaagal
0.009 ttttctttctttTAGGttata
0.042 ctttctttTAGGttatagcaa
0.057 ggaataaaaaaTTAGata
0.001 ttaaaataTAGGtttaattgc
0.013 ggtttaattGGGTctatgatt
0.085 catggtctaaaTTAGgtatc
0.152 gtctaaatTAGGtatgatta:
0.029 aagagaaaatttTAGGtgt
0.047 gaaaatttTAGGitgtttttaa
0.009 tgtagaatgtttTAGGcaac
0.024 tctctgctactgTAGGtgga
0.006 tgctactgTAGGtggaaga
0.084 atcctaaaatttTAGGtattc
0.056 taaaattttAGGTattcaaal
0.003 aatatattaatTTAGgattac
0.013 acgactataatTTTGgttge
0.03 ctataatttTGGTtgataaa

Core sim. Matrix simat. sim. - ojSequence

1

1
1
1

0.909
0.877
0.862
0.851

0.089 gaaagAACGgtctggact:
0.057 agaatAACGggtttaagtc
0.042 atctcAACGgatttttgaag:
0.031 taaaaAACGggttaaaaa

Core sim. Matrix simat. sim. - ojSequence

1
0.88

0.815
0.941
1
0.921
0.801
0.948
0.909
0.977
0.836
0.919
0.87
0.91

0.015 taagaaaaaaGTTAtaaa
0.061 atatcattctGTT Ttacttca
0.01 atttccatCTGTtatagggg
0.001 acatattaccGTTGtatata
0.041 aagatattTAGTtgctgcttt
0.018 tttgcttgtgGTTGacatggy
0.009 ttaatatttAGT Ttttatttt
0.017 cttaaaggtaGTTAatcaa
0.006 cggtcgtagAGTTgtcata
0.009 atatggttttGTTAttgaatc
0 tgaagtGTTGgttttatattc
0 atatagtcttGTTAtcaaatc



1299
19
434
680
351
605
990
994
1178
1181
1295
1341
266
160
593
599
641
1029
1077
1116
257
1080
1227

1319
39
454
700
371
625
1010
1014
1198
1201
1315
1361
286
180
613
619
661
1049
1097
1136
277
1100
1247

1309 +

29 +
444 +
690 +
361 +
615 +
1000 +
1004 +
1188 +
1191 +
1305 +
1351 +
276 +
170 +
603 +
609 +
651 +
1039 +
1087 +
1126 +
267 +
1090 +
1237 +

tart positicind positiochor positi

21
397
455
574
620
930
1302
196
607
801
217
627
1311
724
800
1156
1305
7
171
610
718
194
458
761
281
173

229
415
473
592
638
948
1320
214
625
819
235
645
1329
742
818
1174
1323
25
189
628
736
212
476
779
299
191

220 +
406 +
464 +
583 +
629 +
939 +
1311 +
205 +
616 +
810 +
226 +
636 +
1320 +
733 +
809 +
1165 +
1314 +
16 +
180 +
619 +
727 +
203 +
467 +
770 +
290 +
182 +

tart positicind positiochor positi

669
1066
459
221
660

687
1084
477
239
678

678 +
1075 +
468 +
230 +
669 +

0.833
0.832
0.949

0.801
0.817

R U N L UL (UL (I U §

0.829

0.829
0.829
1
1

0.914
0.873
0.839
0.927
0.964
0.942
0.933
0.87
0.918
0.912
0.946
0.941
0.913
0.808
0.982
1

1
0.896
1
0.896
0.897
0.933
0.915

0.004 tgaacattttGTTAtacttta
0.003 aaagcaaacaGTTTgcec
0.009 aggatttggAGTTgctaaa
0.047 actactttctGTTGttgaatc
0.004 tgaggagggtGTTGaggc
0.032 tcagttgtgtGTTAtcgaac:
0.003 ttctggtgttGTTGgttttac
0 gotgttGTTGgttttactgat
0.048 attgagGTTTgttgttgcctt
0.002 gaggtitgttGTTGecctttct
0.016 cagctttgtaGTTGaaatgt
0.011 agagttattgGTTGtgatge
0.003 aaaagagataGTTGaga
0.008 tttgaaaattGTTAttgaaa:
0.082 ctaatttctAGTTactgttag
0.01 tctagttaCTGTtagcttgtg
0.01 tgagcttaCTGTtagcttgtg
0.016 acagaaaacaGTTTttigt
0.01 tttagaaaCTGTtataaaa:
0.016 tttgaaaacaGTTTittaca
0.017 atctattcCTGTtttagaaas
0.003 tataattttgGTTGataaag
0.045 attttgggCAGTtgcagatg

Strand Core sim. Matrix simat. sim. - ojSequence

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

0.941
0.848
0.944
0.795
0.877
0.972
0.855
0.848
0.921
0.947

0.94
0.933
0.966
0.933
0.848
0.966
0.984
0.979

0.84
0.831
0.908
0.953
0.876
0.964
0.881

0.94

0.011 gtttaatTATCcttgaaaa
0.008 caaaaaATATgccatggg!
0.014 aattaatTATCitctattgt
0.005 gtttcaaTAT Cattctgtt
0.007 aagtattTATCatttaaac
0.142 atcagaATATtccttttcg
0.025 ggcactATATtccaccctt
0.008 taatgaATATgattggaaa
0.021 gtggagctATCCaatcagt
0.017 aacttttcATCCrttttatt
0.04 aatcccTTATcaacaatat
0.003 gtcttgtTATCaaatcttt
0.036 tatacttTAT Cttatttct
0.003 tacagatTATCatagctta
0.008 gcaagaATATgtaggagc
0.036 acagtgtTAT Ctttataca
0.144 aatggaATATcccgctgaa
0.079 aatgctttATCCcagtatt
0.01 tgaacgATATtcgccacce
0.001 tgtgtgtTATCgaacacat
0.008 acatgaTTATcagcagcas
0.053 attaccctATCCtccctca
0.056 caaaaaATATacttgataa
0.034 ccaaaaatATCCtatttct
0.061 aaaagcATATttttaagag
0.01 tactattTATCtaaaatta

Strand Core sim. Matrix simat. sim. - ojSequence

R I L (L U N

0.936
0.909
0.953
0.992
0.989

0.006 gtgtcaaACGTgaggaas
0.019 aattcaCACGtaatttata
0.003 gttggACATttgacccata
0.022 gaactgcaTGTGatgttta
0.019 gctcatcaTGTGaaaagt



1349
341
742

1323

1367
359
760

1341

1358 +
350 +
751 +

1332 +

tart positicnd positiochor positi

324
425

334
435

329 +
430 +

tart positicnd positiochor positi

1055
1274
52
571
748
1004
1245
559
575
377
382
771
818
865
1057
138
281
751

1083
1302
80
599
776
1032
1273
587
603
405
410
799
846
893
1085
166
309
779

1069 +
1288 +

66 +
585 +
762 +
1018 +
1259 +
573 +
589 +
391 +
396 +
785 +
832 +
879 +
1071 +
152 +
205 +
765 +

tart positicind positiochor positi

1057
1068
1276
54
513
573
1006
3

78
384
738
1059
140
733
69
467
509

1083
1094
1302
80
539
599
1032
29
104
410
764
1085
166
759
95
493
535

1070 +
1081 +
1289 +

67 +
526 +
586 +
1019 +

16 +

91 +
397 +
751 +
1072 +
153 +
746 +

82 +
480 +
522 +

tart positicind positiochor positi

175
225
380
522
948
673
741
777
1036

185
235
390
532
958
683
751
787
1046

180 +
230 +
385 +
527 +
953 +
678 +
746 +
782 +
1041 +

1
1
1
1

0.968
0.995
0.92
0.97

0.038 agtggaaACGTgttaacai
0.025 gatgtccaTGTGaggagg
0.03 taggccCACGtcatggag:i
0.02 cagaaACATctgatagggt

Core sim. Matrix simat. sim. - ojSequence

1
1

0.882
0.896

0.022 ttTCTTgttga
0.036 ttTCTTcttct

Core sim. Matrix simat. sim. - ojSequence

0.874
0.874
1
0.807
1

1
1
1
1
1
1
0.803
1
1
1
1
1
3

0.80

0.859
0.885
0.821
0.811

0.83
0.998
0.951
0.956
0.949
0.798
0.804
0.885
0.999
0.842
0.948
0.863
0.988
0.881

0.019 tttctacatgtaattcaCACG
0.045 ttgaaacatcttcttcaCACC
0.031 taccgttgtatataagaCAA
0.021 aaaaattatgtacattaCAT!

0 tgtataaccataattacCAA!
0.008 ataaaatatttgttttaCAAG
0.011 tcttaaaggtagttaatCAA(
0.016 taatcagttctttaaatCAAC
0.009 tcaagtcaatccttttaCAAC
0.008 gcagattttctttgatgCAAC
0.014 ttttctttgatgcaagaCAAC
0.045 aatagcttttgtgaactCATC
0.019 tataaagattatgagttCAA(
0.002 gcgcattgatagaaacaCA
0.008 ctgcctgacattttigtcCAAC
0.073 gataattccattggaagCAA
0.008 gtttaagtatgtaaatcCAA(
0.041 ggagaagcagaatgtccC/

Core sim. Matrix simat. sim. - ojSequence

0.995
0.762
0.816
0.766
0.753
0.812
0.804

0.95
0.995
0.752
0.777
0.809
0.801
0.984
0.943

0.76

0.97

0.185 tctacatgtaattcaCACGt:
0.012 ttcacacgtaatttatACGT¢
0.006 gaaacatcttcticaCACG:
0.016 ccgttgtatataagaCAAGI
0.003 gctttgCTTGtggttgacat
0.062 aaattatgtacattaCATGc
0.054 aaaatatttgtittaCAAGa:

0.01 ttttgtcgaggtigaTACGac
0.055 ttctaaaaggatttcTACGg
0.002 ttctttgatgcaagaCAAGc
0.027 gcttagCTTGagaccgag
0.059 gcctgacattttgtcCAAGH¢
0.051 taattccattggaagCAAG:
0.024 aattttgtgtaggccCACGt
0.003 tgtattaatttccctTACGtce

0.01 ccttcctctagtgcaTACGHc

0.05 tcctcctctagtgcacACGC

Core sim. Matrix simat. sim. - ojSequence

0.878

0.909
0.856
0.913
0.859
0.916
0.916
0.913
0.957
0.922

0.059 tAAATgataag
0.006 gAAAAaattaa
0.063 aAAAAgatggt
0.009 aAAAAgttgag
0.066 gAAAAgatagt
0.066 tAAATgatgaa
0.063 aAAAAgatgta
0.107 tAAAAgatgaa
0.072 gAAAAgatgta



82
360
529
1112

976
1330
1094
1157

92
370
539
1122

986
1340
1104
1167

87 +
365 +
534 +
1117 +
981 +
1335 +
1099 +
1162 +

tart positicnd positiochor positi

1001
74

1015
88

1008 +
81 +

tart positicnd positiochor positi

272
537

284
549

278 +
543 +

tart positicnd positiochor positi

168
273
283
601
666
755
310
354
759
982
82
757
1025
275
783
919
992
231
237
464
1028
1230
740
863
1199
1378
1106

190
295
305
623
688
777
332
376
781
1004
104
779
1047
297
805
941
1014
253
259
486
1050
1252
762
885
1221
1400
1128

179 +
284 +
294 +
612 +
677 +
766 +
321 +
365 +
770 +
993 +

93 +
768 +
1036 +
286 +
794 +
930 +
1003 +
242 +
248 +
475 +
1039 +
1241 +
751 +
874 +
1210 +
1389 +
1117 +

tart positicind positiochor positi

469

489

479 +

tart positicnd positiochor positi

1379
918
16
1058
743
1177

1395
934
32
1074
759
1193

1387 +
926 +

24 +
1066 +
751 +
1185 +

tart positicnd positiochor positi

0.805
0.878
0.878
1
1
1
0.878
0.805

1
1

1
1

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

1

0.829
1

_ A A

0.883
0.871
0.874
0.928
0.852
0.907
0.949
0.877

0.898
0.912

0.813
0.845

1
0.831
0.976
0.995

0.98
0.858

1

1
0.996

0.98
0.835
0.855

1

1
0.985

1
0.972
0.822
0.991
0.812
0.827

1
0.842

0.82
0.98
0.995
0.98

0.757

0.822
0.955
0.831
0.893
0.902
0.986

0.033 aAAAGgatttc
0.021 aAAATgatgtc
0.024 gAAATgatatg
0.078 tAAAAgatcga
0.002 gAAAAggtttt

0.057 aAAAAgatgca
0.099 aAAATgattat

0.027 aAAAGgattct

Strand Core sim. Matrix simat. sim. - ojSequence

0.108 tcttgtCTCTtgtcc
0.122 ttttgaCTCTtaact

Strand Core sim. Matrix simat. sim. - ojSequence

0.003 catGTACgaggag
0.035 tggGTACqgtattc

Strand Core sim. Matrix simat. sim. - ojSequence

0.03 aagaaattaaatgaTAAG:
0.021 ttaaACTTtttaaagaaaat
0.006 taaagaaaatttagGAAG:
0.025 atttctttccatttTAAGtaag

0.01 ggcgtgtcaaacgtgaGG/
0.048 tcatACTTgtattaaaaata

0.03 caagaagggaatagaaGC

0.03 aatgataaacaaataaGG/
0.086 aattaccaagacatTAAGH:

0.01 atattacatctcaggaGGA/
0.035 cttaACTTtgatatcaatttg
0.055 cataACTTttataccaatttg

0.03 gctttttggtacaaaaGGAA

0.03 gagtaatttcaggaaaGGA
0.015 gaactcatgaaaccTAAG:

0.03 gaattctggaactcTAAGa:
0.002 ctggaccttcagatGAAGc
0.012 ttcaACTTgtgacttaaagt
0.021 ttgtgacttaaagtGAAGa:
0.012 atatACTTgataattaaaas:
0.027 aataACTTtatttgaaactg

0.03 tatgatttcaaaatTAAGaa
0.042 gaagACTTcatggagaag

0.02 tttcACTTctcctaccagtce

0.01 aagtgtaagcactagaGG/
0.025 agagggtatgataaTAAGt

0.01 aataaagaagagaagaG(

Strand Core sim. Matrix simat. sim. - ojSequence

0.007 ttcctctagtgcatACGTctc

Strand Core sim. Matrix simat. sim. - ojSequence

0.012 aatttgACTTaaattaa
0.145 aatatgACATgggtgat
0.021 gatacgACATggttttt
0.083 gaagaTGAGccatattt
0.032 aggcCCACgtcatggag
0.116 aggttcatgTCATcaag

Strand Core sim. Matrix simat. sim. - ojSequence



144 160 152 +
963 979 971 +
tart positicind positiochor positi Strand
1192 1210 1201 +
460 478 469 +
tart positicind positiochor positi Strand
1092 1098 1095 +
612 618 615 +
tart positicind positiochor positi Strand
779 811 795 +
61 93 77 +
1268 1300 1284 +
671 703 687 +
854 886 870 +
875 907 891 +
tart positicind positiochor positi Strand
1036 1050 1043 +
248 262 255 +
751 765 758 +
1114 1128 1121 +
tart positicnd positiochor positi Strand
282 298 290 +
249 265 257 +
524 540 532 +
382 398 390 +
1273 1289 1281 +
tart positicind positiochor positi Strand
555 567 561 +
1128 1140 1134 +
662 674 668 +
196 208 202 +
967 979 973 +
335 347 341 +
tart positicind positiochor positi Strand
656 666 661 +
699 709 704 +
839 849 844 +
1243 1253 1248 +
tart positicnd positiochor positi Strand
817 831 824 +
424 438 431 +
427 441 434 +
430 444 437 +
tart positicnd positiochor positi Strand
689 713 701 +
tart positicnd positiochor positi Strand
270 286 278 +
535 551 543 +

1
1

Core sim. Matrix simat.

0.825
0.8

Core sim. Matrix simat.

1
1

Core sim. Matrix simat.

R I (L L (L (I

Core sim. Matrix simat.

1

1
1
1

Core sim. Matrix simat.

RS G (L UL (.

Core sim. Matrix simat.

RS G (L L (L I §

Core sim. Matrix simat.

1

1
1
1

Core sim. Matrix simat.

0.983

1
0.983
0.983

Core sim. Matrix simat.

1

Core sim. Matrix simat.

1
1

0.887
0.91

0.849
0.844

1
1

0.844
0.811
0.846
0.868

0.86
0.845

0.914
0.919
0.937

0.92

0.838
0.831
0.876
0.862
0.862

0.971
0.948
0.969
0.944
0.966
0.964

0.96
0.887
0.921
0.962

0.952
0.979
0.987
0.931

0.771

0.88
0.889

0.007 aaaCAACgactatgata
0.03 acaCAACaacaaaagaa

sim. - ojSequence
0.009 tgaatgcCCATccctccca
0.004 taaaaagCCTTcctctagt

sim. - ojSequence
0 TGTGttt
0 TGTGtta

sim. - ojSequence
0.004 aaagatgaaCCTTcactal
0.001 gccattgtgcttgtttcttctaal
0.036 ctgaacccccttcatcatgac
0.028 tggaaagatCCTTgacaa
0.02 tagggagacCCTTaccatt
0.035 taccagtccctggtttcaaact

sim. - ojSequence
0.004 tttGAAGaagatccc
0.009 agtGAAGaaagactt
0.027 ggaGAAGcagaatgt
0.01 agaGAAGaggaaaat

sim. - o]Sequence
0.008 ttaaaGAAAatttagga
0.001 gtgaaGAAAgacttgaa
0.046 taagaGAAAtgatatgt
0.032 tittaGAAAtttttata
0.032 taagaGAAAgggtgaag

sim. - ojSequence
0.011 ggcAACAtatttg
0.018 gtcAACAgagaaa
0.039 aacAACAaaacat
0.014 tacAACAaatttt
0.036 aacAACAaaagaa
0.004 cacAACAtaattt

sim. - ojSequence
0.04 gtcTACAacag
0.057 ctatACACgaa
0.001 cccTACAccgg
0.042 aacTACAacat

sim. - o]Sequence
0.022 cCTTCaccttcectt
0.049 aTTTCttcttcttct
0.057 tCTTCttcttctttc
0.001 tCTTCttctttcttt

sim. - o]Sequence
0.001 ataattcattctataCACGa

sim. - o]Sequence
0.05 accatgTACGaggaggc
0.049 gatggGTACgtattccc



191 207

1139 1155
87 103
105 121

1144 1160
38 54

199 +
1147 +
95 +
113 +
1152 +
46 +

tart positicind positiochor positi Strand

879 893

886 +

tart positicind positiochor positi Strand

1197 1207
440 450
897 907

1202 +
445 +
902 +

tart positicind positiochor positi Strand

7 19
52 64
44 56

603 615
645 657
134 146
171 183

13 +
58 +
50 +
609 +
651 +
140 +
177 +

tart positicind positiochor positi Strand

1365 1377
1187 1199

1371 +
1193 +

tart positicind positiochor positi Strand

212 228
218 234
628 644

8 24
174 190

220 +
226 +
636 +

16 +
182 +

tart positicind positiochor positi Strand

1181 1195
1341 1355
356 370
638 652
1082 1096
484 498

98 112

1188 +
1348 +
363 +
645 +
1089 +
491 +
105 +

tart positicnd positiochor positi Strand

227 245
484 502
108 126
129 147
252 270
529 547
806 824
561 579
589 607
1238 1256
254 272
1093 1111
116 134

236 +
493 +
117 +
138 +
261 +
538 +
815 +
570 +
598 +
1247 +
263 +
1102 +
125 +

1 0.868 0.038 caagtaTACGgtcgtag
1 0.929 0.049 agtcgGTACcatgtaca
1 0.864 0.034 gatttcTACGgaatcaa
1 0.975 0.025 gatttGTACtgctccta
1 0.965 0.015 ttcttGTACtaaacagt
1 0.95 0 ttcatGTACtcaattcc

Core sim. Matrix simat. sim. - ojSequence
1 0.88 0.01 aatcaACCCataatc

Core sim. Matrix simat. sim. - ojSequence

1 0.987 0.007 agTTTTtattt
1 0.984 0.004 aaTTTTtattt
1 0.981 0.001 aaTTTTtaata

Core sim. Matrix simat. sim. - ojSequence

1 0.92 0.05 acTACTataaatt
1 0.969 0.099 atTACTattgcca
1 0.991 0.121 atTACTatttttc

1 0.873 0.003 gtTACTgttagct
1 0.873 0.003 ctTACTgttagct
1 0.923 0.053 tcTACTattcacc
1 0.995 0.125 atTACTatttatc

Core sim. Matrix simat. sim. - ojSequence
1 0.863 0.003 ggccaAGCTagga
1 0.881 0.021 catcaAGCTagca

Core sim. Matrix simat. sim. - ojSequence

1 0.866 0.056 tttaatTATCcttgaaa
1 0.847 0.037 atccctTATCaacaata
1 0.82 0.01 tcttgtTATCaaatctt

1 0.867 0.057 atgcttTATCccagtat
1 0.823 0.013 actattTATCtaaaatt

Core sim. Matrix simat. sim. - ojSequence

0.867 0.017 accTAAAaaaatgaa
0.915 0.065 taaTAAAtaattttt
0.864 0.014 tgaTAAAcaaataag
0.863 0.013 attTAAAcaaatttt

0.89 0.04 gaaTAAAaaattaga
0.892 0.042 ttaTAAAtaattgaa
0.854 0.004 tccTAAAaaactttg

R G N L L (U I U

Core sim. Matrix simat. sim. - ojSequence

1 0.811 0.001 aaAAATtaaagaaaagac
1 0.885 0.075 aaAAATcaaaccattcata
1 0.828 0.018 aaAAATaataacaaagaa
1 0.843 0.033 aaAAATtatttaataaaac
1 0.838 0.028 aaAAATaattgcacaaaag
1 0.923 0.113 taAAATcatttgatggaat

1 0.81 0 taAAATtatttggtggaat

1 0.835 0.025 aaAAATaattaaaaataas
1 0.841 0.031 acAAATcttaattttaaaa
1 0.812 0.002 caAAATtaagaaaatcaa
1 0.856 0.046 gaAAATaatttttttcaaa

1 0.815 0.005 aaAAATgattatgaaaaat
1

0.83 0.02 aaAAATaattttggaaaat



222
1031
1141
1376

240
1049
1159
1394

231 +
1040 +
1150 +
1385 +

tart positicnd positiochor positi

1054

1066

1060 +

tart positicnd positiochor positi

273
601
755
1007
1011
1080
23
384
757
1024
69
825
36
231
1230
3
117
268
740
919
945

293
621
775
1027
1031
1100
43
404
777
1044
89
845
56
251
1250
23
137
288
760
939
965

283 +
611 +
765 +
1017 +
1021 +
1090 +
33 +
394 +
767 +
1034 +
79 +
835 +
46 +
241 +
1240 +
13 +
127 +
278 +
750 +
929 +
955 +

tart positicind positiochor positi

739
1001

753
1015

746 +
1008 +

tart positicind positiochor positi

260
269
429
862
143
952
1074
1283
391
763
1082
165
696
418
439
523
576
589
619
961
1224
1345

290
299
459
892
173
982
1104
1313
421
793
1112
195
726
448
469
553
606
619
649
991
1254
1375

275 +
284 +
444 +
877 +
158 +
967 +
1089 +
1298 +
406 +
778 +
1097 +
180 +
711 +
433 +
454 +
538 +
591 +
604 +
634 +
976 +
1239 +
1360 +

R QI I U §

0.823
0.853
0.825
0.946

0.013 tcAAATtaatgtttttaat
0.043 aaAAATctgaattttaaag
0.015 taAAATtattaattgtaaa
0.136 aaAAATcatatttaaaaaa

Core sim. Matrix simat. sim. - ojSequence

1

1

0.01 aaataAAAAaaaa

Core sim. Matrix simat. sim. - ojSequence

0.819
0.907

1
0.938

1
0.907
0.938
0.938
0.819

0.839

0.94
0.861
0.962
0.991
0.943
0.932
0.932
0.831
0.937
0.921
0.986
0.836
0.846
0.967

0.93
0.937
0.929
0.855
0.854
0.941

0.009 ttaaaCTTTttaaagaaaa
0.02 atttctttccatttTAAGtaa
0.031 tcataCTTGtattaaaaata
0.042 aaatatttgttttaCAAGaaz
0.011 atttgttttaCAAGaaaaaa
0.023 atcacttttaaattTAAGaat
0.012 catggtttttgtatCAAGaat
0.012 gttggttttatattCAAGaat
0.001 cataaCTTTtataccaattt
0.017 cgctitttggtacaAAAGga
0.001 gcttgtttcttctaAAAGgat
0.006 attatgagttCAAGtaaccti
0.006 agaggCTTGagcaagaa
0.016 ttcaaCTTGtgacttaaagt
0.047 tatgatttcaaaatTAAGaa

0.01 tattttttitttttAAAGHLt
0.017 tacattttgtaaaaAAAGtcl
0.009 tcaaatttattctaAAAGcat
0.025 gaagaCTTCatggagaa
0.024 agaggCTTGtttgacaatt:
0.021 tcaatttttttttgAAAGaat

Core sim. Matrix simat. sim. - ojSequence

1
1

0.944
0.998

0.004 gtgtagGCCCacgtc
0.108 tatgggcCCCAcacg

Core sim. Matrix simat. sim. - ojSequence

1

0.96

0.93
0.921
0.883
0.846
0.918
0.901
0.915
0.896
0.816
0.914
0.815
0.866
0.877
0.893
0.944

0.91
0.844

0.94
0.901
0.883
0.887
0.836

0.05 aaatatatataTTT Taaact
0.041 tattttaaactTTTTaaagas
0.003 ttataattgagTTTGaaagt
0.006 agagatcaataTTT Tcaat
0.038 aagatttatttTTT Taaaact
0.021 ataaaatatttTTTTaaaaa
0.035 ttaaatatcacTTT Taaattt:
0.086 tgatatgttaatttCAAAaac
0.006 ttatattcaagaatCAAAttg
0.034 ttttataccaaTTTGaaattc
0.005 tatatattgaaaatCAAAtg!
0.056 gtttaagtcaaattCAAAga
0.067 ggtaggatgaaattCAAA¢
0.013 ttattaattgtTTTCaaaaat
0.064 aaatttttattTTTTaaaaca

0.03 ttttatgatgaT T T Taaaaas
0.034 taaaatattaaataCAAAtc

0.06 acaaatcttaaTTTTaaaa
0.091 ggttaaaaatatttCAAAtal
0.003 attaagaataaTTTGgaas
0.077 tgggtctatgatttCAAAatt:
0.026 gtctttcgggtgttCAAALttta



2

63
72
83
149
255
372
453
506
520
1105
13
114
209
222
303
446
595
665
705
772
807
889
964
1031
1090
1331

32
93
102
113
179
285
402
483
536
550
1135
43
144
239
252
333
476
625
695
735
802
837
919
994
1061
1120
1361

17 +
78 +
87 +
98 +
164 +
270 +
387 +
468 +
521 +
535 +
1120 +
28 +
129 +
224 +
237 +
318 +
461 +
610 +
680 +
720 +
787 +
822 +
904 +
979 +
1046 +
1105 +
1346 +

tart positicnd positiochor positi

312
55
1285

332
75
1305

322 +
65 +
1295 +

tart positicind positiochor positi

1208
1312
1191
782
1109
219
697
86
192
582
786
1045
1052

1234
1338
1217
808
1135
245
723
112
218
608
812
1071
1078

1221 +
1325 +
1204 +
795 +
1122 +
232 +
710 +

99 +
205 +
595 +
799 +
1058 +
1065 +

tart positicind positiochor positi

704
715

714
725

709 +
720 +

tart positicind positiochor positi

706
1227
512
1278
76

724
1245
530
1296
94

715 +
1236 +
521 +
1287 +

85 +

0.843

0.962
0.841
0.843
1
1
0.962
0.962
1
0.962
1

1
1
1
1
1
1
1
1
1
1
1
1
3

0.84

0.957
0.957
0.957

JEE U UL UL UL I UL U (UL (UL (L UL (I §

1
1
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0.898
0.88
0.945
0.939
0.884
0.889
0.886
0.883
0.825
0.884
0.889
0.853
0.89
0.883
0.856
0.868
0.895
0.915
0.944
0.915
0.932
0.891
0.9
0.854
0.887
0.852
0.888

0.773
0.762
0.79

0.869
0.885
0.932
0.835
0.863
0.995
0.833
0.829
0.826
0.852
0.897
0.823
0.787

0.799
0.853

0.845
0.877
0.855
0.846
0.875

0.018 ttatttttttt TTT Taaagtttate
0 taatgcattgaTTTAaaaat
0.065 gatttaaaaatTTT Taaagt
0.059 ttttaaagtaaTTTTaaaaa
0.004 tttggactctaTTTGaaaat
0.009 aaaataattttTTTCaaattt
0.006 taaaaaaatatTTTAgaas
0.003 tccactcaagcTTT Taaate
0.015 ttaagaactgttttCAAAaar
0.004 caaaaactattTTTGaaac
0.009 gaaaaatagttTTTGaaa:
0.043 acaattacacatttCAAAc:
0.01 acaaaaataatTTTGgaa
0.073 aaattttaggtattCAAAtta:
0.016 tcaaattaatgTTTTtaatta
0.028 cttaaattttaTTT Tcaattta
0.015 ttttttttttt TT T Taaaaagee
0.035 cctttttttttTTTTaaaaaaa:
0.064 actcatttaatTTTTaaaatt
0.075 atctaataaaaTTTTgaatt
0.052 ttgacctaaaaTTTTaaate
0.011 aaatcaaaatcTTT Taaac
0.02 taatcttaaatTTTTaatattt
0.044 atatctagcgtattCAAAac
0.007 aaaaatctgaaTTTTaaac
0.012 gttgataaagtTTTTgaate
0.008 atcatatattaTTTAaaaaa

Strand Core sim. Matrix simat. sim. - ojSequence

0.013 agAAGGgaatagaagga
0.002 gcAAGGccatgticgacas
0.03 tgAAGGctaaaaggctaa

Strand Core sim. Matrix simat. sim. - ojSequence

0.059 taatattattaatCCTAaattt
0.045 ttattcacacaaCCCTatat
0.122 gccccaccacaacCCTAe
0.025 tgaactcatgaaaCCTAac¢
0.053 tatacacctcggcCCTAaa
0.145 ttttgtgcaaaACCCtaacc
0.023 gattgtcggtaaaCCTAac
0.019 cgtcaaaagaagtCCTAa
0.016 ttggtttgacaatCCTAaaa
0.012 agataacacaaaCCCTttt
0.047 taaatagattaACCCtagc
0.043 taaagtctgAAACtctaaac
0.007 tgaaactctAAACcttcagt

Strand Core sim. Matrix simat. sim. - ojSequence

0.009 catcAAAGcag
0.063 cataAAAGcta

Strand Core sim. Matrix simat. sim. - ojSequence

0.005 gagaaaaTGACttaacct
0.027 tctgaaaTGACctcatctt
0.015 tgtatgaTGACattgggga
0.006 ttcatcaTGACttaaggta
0.005 atttcccttACGTcaaaag



tart positicind positiochor positi
1196 1204 1200 +
304 312 308 +

tart positicind positiochor positi

733 743 738 +
986 996 991 +
1378 1388 1383 +
792 802 797 +
591 601 596 +
825 835 830 +
1201 1211 1206 +
299 309 304 +
847 857 852 +
889 899 894 +
936 946 941 +
tart positicind positiochor positi Strand
1259 1273 1266 +
787 801 794 +
tart positicind positiochor positi Strand
1202 1218 1210 +
tart positicnd positiochor positi Strand
183 197 190 +
tart positicind positiochor positi Strand
682 698 690 +
1377 1393 1385 +
521 537 529 +
71 87 79 +
463 479 471 +
740 756 748 +
1147 1163 1155 +
1168 1184 1176 +
1204 1220 1212 +
232 248 240 +
618 634 626 +
660 676 668 +
924 940 932 +
192 208 200 +
713 729 721 +
767 783 775 +

tart positicind positiochor positi

874 884 879 +
925 935 930 +
615 625 620 +
187 197 192 +
317 327 322 +
101 1M1 106 +

tart positicind positiochor positi
269 285 277 +

1 1
1 1

1 0.956
0.813 0.881

1 0.944
0.904
0.842
0.828
0.827
0.861
0.834
0.865
0.989

JEE U (UL UK UL (U UL QL N

Strand Core sim. Matrix simat. sim. - ojSequence

0 aCCACaacc
0 tgcACATga

Strand Core sim. Matrix simat. sim. - ojSequence

0.086 caACCTacgtg
0.011 aaACATaagat
0.124 ttacCTTAaat
0.034 aaACCTaagca
0.022 aaatCTTAatt
0.008 ttccCTTAatt
0.007 atgcCTTAaaa
0.041 taaaCTTAaat
0.014 aaaaCTTAaga
0.045 taatCTTAaat
0.169 taacCTTAatc

Core sim. Matrix simat. sim. - ojSequence

0.81 0.875
1 0.901

0.025 gtcctCCGAcggggg
0.061 tttccCCGGagaatg

Core sim. Matrix simat. sim. - ojSequence

1 0.784

0.034 tccctcCCACatccgeg

Core sim. Matrix simat. sim. - ojSequence

1 0.934

0.024 gaagcCAGCittttga

Core sim. Matrix simat. sim. - ojSequence

1 0.95
1 0.95
1 0.903
1 0.942
1 1
1 0.91
1 0.922
1 0.914
1 1
1 0.939
1 0.962
1 0.962
1 0.952
1 0.952
1 0.85
1 1

0.972
0.965
0.909
0.897
0.877
0.964

RS L (I (UL L QI §

1 0.876

0.01 ggaaaTTGAcgaaagct
0.02 caaatTTGActtaaatt
0.003 tgtggTTGAcatgggat
0.012 gtgttTTGActcttaac
0 gacatTTGAcccataag
0.04 ataattTGACtcataaa
0.032 acaataTGACcaattct
0.014 caaagTTGAcattgagg
0 gagccTTGAccatggcg
0.019 catatTTGAcaaagttt
0.032 tgcccTTGActataatt
0.032 tgtccTTGActataatt
0.032 cttgtTTGAcaattatt
0.032 ttggtTTGAcaatccta
0.02 aaattTTGAattttcct
0 atattTTGAcctaaaat

Strand Core sim. Matrix simat. sim. - ojSequence

0.102 tttCAATcaaa
0.095 tttCAATcaga
0.039 atcCAATcagt
0.027 cccCAATcaga
0.007 catCAATgaag
0.094 cttCAATcaaa

Strand Core sim. Matrix simat. sim. - ojSequence

0.086 ctttaGACTtttgttta



tart positicnd positiochor positi

175
813
201
250
352
673
712
1148
152
410
512
1223
77
815
818
285
524
527
1228
1321
1094
1382

187
825
213
262
364
685
724
1160
164
422
524
1235
729
827
830
297
536
539
1240
1333
1106
1394

181 +
819 +
207 +
256 +
358 +
679 +
718 +
1154 +
158 +
416 +
518 +
1229 +
723 +
821 +
824 +
201 +
530 +
533 +
1234 +
1327 +
1100 +
1388 +

tart positicind positiochor positi

919
1168
1211

742

364

929
1178
1221

752

374

924 +
1173 +
1216 +
747 +
369 +

Strand Core sim. Matrix simat. sim. - ojSequence

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

0.944
0.948
0.946
0.939
0.942
0.929
0.957
0.923
0.965
0.922
0.933

0.93
0.957
0.922
0.921

0.92
0.956
0.929

0.94

0.98

0.97
0.962

0.024 taaaTGATaagaa
0.028 tggaTGATtagat
0.026 aataTGATtggaa
0.019 tctaTGATcaagg
0.022 tgaaTGATaaaca
0.009 taaaTGATgaatt
0.037 tttaTGATtgagg
0.003 agaaTGATgaatt
0.045 actaTGATaatca
0.002 tgaaTGATtggtt
0.013 tgtaTGATgacat
0.01 gggaTGATaatgg
0.037 tacaTGATtatca
0.002 tgaaTGATgatga
0.001 atgaTGATgaaaa
0 gacaTGATaaccc
0.036 tttaTGATgattt
0.009 atgaTGATtttaa
0.02 tctaTGATttcaa
0.06 ggtaTGATtaaaa
0.05 aaaaTGATtatga
0.042 ggtaTGATaataa

Strand Core sim. Matrix simat. sim. - ojSequence

R L (L (L

0.912
0.893
0.885
0.879
0.804

0.112 tttaCACTaca
0.093 atgaCACTacc
0.085 caaaCACTaaa
0.079 gaaaCACTatg
0.004 atttCACTaat





















tca

igc

it



aaaaaa
aatta
ittaaa
jaatg
1aatt
Jaaaat
tagac
tgaat
jtgc
|1aaaaa
aagaac
tca
tcggt
gat
acttt
1atgt
jgac
actt
ttat
\atac
agt
iatctg
atgaaa
atagtt
igttga
at

tca
acaa
laga
caa

1a
|cta

|

tact
acaa
1agca
Ictgct
1

ga

a
1gag

Jtce
ata
att



caa
att
Igctt

>Tatt
Tatc
caaa
at

1aaaaggtgaaagaacg



)



gaaaa
aattt
accac
aag
ataa
accta
aa
gaaaaa
jact
jgt

taa

cc
tacg
att
jata
ltcg

tc
lcact
tttc
jgaaac
atg
-aag



aga
laaca
aagaa
:atga
gagt
ttgac
ga
ittt

atggt
tatt



attttt
itctta
gtct
ttaagt

ttgga
“ttttaa



Jag
cce
1aa

jtgctgcag
1aagga
:-agaacag
ittcect



\tta
it

ac

at

iggt
aaa

itc
ca

it
itc

tct
at

gt
Atga
itt
tta
ct

aaat

jagg
\ggag
ita

aata

jaa
ittt

g9
JC

Itc
aat

it

at



Icg
at

Jc

jat
1aa

le]
199
attc

ga
;aa
\at

tg

at
>a

aag

ja

tt

ta

it

aat
aa

tat

att

gt
at



Jtct
cc

;tgg

g
aaga



itaatttat
>acatgtag
Gtgagtcta
Gcaaagggt
Gacattaag
aaaaaaaa
Sttttatta
itcaatcct
stttacacc
lacaaggca
igcaaggca
3aaacctaa
Staaccttc
AGaagcccct
stcagtaaa
\Gatattgag
staaatcgg
\TGaaagttat

aatttat
jtaatgt
acatgtag
tgagtcta
J99atgg

aaagggt
1aaaaaa

catggtt
aatcaaa
Jcaaggca
gtcacttca
>agtaaa
atattgag
catggag
1aaaga
stecttt
.attcttt



1aaaa
tta
jaatt

t

\Aatt
aac
35AAaaa
AAagg
aaaa
\aaa
ta

|aa
\acc
\Aact
caaga
aaac
aaat
gaa
1aga
jaaa
aga
aat
Jcagaa
ct
\Aaaa
-aaga
5AAaat



tcataacttttcatc
\AGGatttct
ttAAGGtagatc
aacaagaggtaggat
tcccacgaagactt
:cAAGGccagag

agatc



ia



ttttaaagaaa
1aatttaggaa
catattaatta
caaataaattat
attttctata
tacacctatca
aagaattgtt
1aataaatttt
|laatgattggt
jtcttcattta
taggttgcgac
lagccagctttt
jaatacatgatta
aaatttttat
aaaaatatac
jagaattatat
‘ttaattttaaa
tataaaaaacgg
tttaaacaaat
aaggttttaactg
jagaaaatca
cccaattgg



jcattat
ttttaaagtaa
aattttaaaaa
atgtaatataa
tgttattgaaa
attctaaaag
itttttatatagt
1aaattttattc
statttttgaa
icgttgtcaaaca
acagttttttaca
1atatatgtaaa
aatctactattca
atgtttttaa
itgaaagataa
tttattgtg
ttcctcta
aaaaatatt
tcattcctta
ttcctattttc
1gattaacccta
jattttttttgtt
tgatattaa
taattaataaa
jtctgaaactcta
1aagaagagaag
aaaaaaaaaaa

aaaa

atg
aag

tattt
taaaaat
icattttcca
Jcaagaata
gtcaacag
;atggaat
ataaaagc
aaaactttg
ttttagg
Htttttt
ttaaatca
scttcagt
catacga

(4



DWWWWWWPWWWWPPINRNNNMNNNNONRNRND = = o s
SR LB eSS HERONEE88L8ERERLEBRNBOIRENNEB o Ioarvnico0oN0aswn =

(624, ]
[N

VVACS1 | VVACS6 | VVACO2 | VVACO4
Match Common to
p-value Total #sequences
0.819037 12 5 1 6 3 1
0.418866 17 6 2 4 3 2
0.253327 6 4 0 0 0 1
0.914425 6 4 0 1 0 0
0.827874 3 3 0 1 1 1
0.969899 3 2 2 0 1 0
0.810462 2 2 1 1 0 0
0.986233 2 2 1 1 0 0
0.446747 2 2 1 1 0 0
0.281565 1 1 0 0 0 1
P$AREF | 0.824885 1 1 0 1 0 0
P$CE1F | 0.422214 1 1 0 0 0 0
P$DPBF | 0.559366 1 1 0 0 0 0
PSEINL 0.417803 2 1 0 0 2 0
P$SEREF | 0.488788 1 1 0 0 0 0
P$GAGA 0.4764 1 1 0 1 0 0
P$GAZL | 0.965416 1 1 0 0 0 0
P$GRFF | 0.771363 2 1 0 0 0 0
P$HOCT | 0.740728 1 1 1 0 0 0
PSNIGS 0.98582 2 1 0 0 0 0
P$OCSE | 0.868674 1 1 0 0 0 0
P$ROOT | 0.649763 1 1 0 1 0 0
P$SEF3 | 0.453306 1 1 0 0 0 0
P$SURE | 0.001708 1 1 0 0 0 1
PSURNA | 0.251697 1 1 1 0 0 0
P$VRES | 0.410371 1 1 0 0 0 0
PSWTBX | 0.469041 1 1 0 0 0 0
PSAGP1 | 0.998922 4 2 3 0 0 0
P$CARM | 0.335232 2 2 0 0 0 0
P$FORC | 0.389629 3 2 0 0 2 0
P$SLFYB | 0.678304 2 2 0 1 0 0
P$LICM 0.896724 2 2 0 0 0 0
P$MYCS | 0.551056 2 2 1 0 0 0
P$PAHD 0.39664 2 2 0 1 0 1
P$PALA | 0.499616 2 2 1 0 0 0
P$PCDR | 0.871859 2 2 1 0 0 0
P$SRKDS | 0.268074 4 2 0 0 1 0
P$SRSF | 0.740728 2 2 0 0 0 1
P$TCPF | 0.987603 2 2 0 0 2 0
P$TERE [ 0.426046 2 2 0 0 0 1
P$TODS | 0.930441 2 2 0 1 0 0
P$TRIH 0.979168 2 2 0 1 1 0
P$ARID 0.079838 5 3 0 0 2 0
P$CAAT | 0.205669 4 3 0 0 1 0
P$GBOX | 0.987107 5 3 3 0 1 0
P$GCCF | 0.977191 3 3 0 1 1 0
P$IDDF 0.163289 5 3 3 0 1 0
P$JARE | 0.957489 6 3 3 0 0 1
P$LBDF 0.99358 3 3 1 0 1 0
PSLREM | 0.036169 7 3 0 0 0 1
PSMSAE | 0.974456 4 3 0 1 1 0
P$PSRE | 0.154811 5 3 1 0 0 2
P$REMF | 0.230546 4 3 1 1 0 2
P$SEF4 | 0.235841 3 3 0 0 1 0
P$TEFB | 0.677433 3 3 0 0 0 1




56
57
58
59
60
61
62
63
64
65
66
67
68
69
70
71
72
73
74
75
76
77
78
79
80
81
82
83
84
85
86
87
88
89
90
91
92
93
94
95
96
97
98
99
100
101
102
103

PSTGAF | 0.896962 5 3 2 0 0 0
PSEPFF | 0.426046 4 4 1 1 0 0
P$GARP | 0.93707 6 4 1 0 1 0
PSLEGB | 0.519148 ] 4 0 0 1 0
PSPSPE | 0.235861 y 4 0 0 0 1
PSRAV5 | 0.729987 6 4 0 0 1 2
P$SBPD | 0.947802 8 4 0 2 1 0
P$SPF1 | 0.936413 7 4 1 0 0 3
P$SSTKL 0.75837 5 4 1 2 0 0
PSWOXF | 0.169127 6 4 2 0 1 0
P$CNAC | 0.006792 6 5 0 0 2 1
P$SGAPB | 0.011258 10 5 0 0 3 2
PSHMGF | 0.138067 13 5 2 1 1 0
P$STKM | 0.053993 7 5 2 0 2 1
P$STOEF | 0.48873 1 5 2 0 3 0
P$ZFAT | 0.760194 5 5 0 2 0 0
OSINRE | 0.288822 7 6 2 1 1 0
OSPTBP | 0.001695 23 6 5 1 6 5
OS$YTBP | 0.010326 15 6 5 2 2 1
PSAHLF | 0.28187 19 6 3 0 2 2
P$C3HF | 0.216058 9 6 3 1 2 1
PSFLO2 | 0.371991 6 6 1 0 1 1
PSGLKF | 0.041891 15 6 4 3 2 0
PSMYCL | 0.836571 9 6 2 1 1 1
P$OPAQ | 0.782895 6 6 1 1 1 1
PSTELO | 0.041201 13 6 0 1 1 1
PSWBXF | 0.033171 16 6 2 3 0 4
P$NACD | 0.904052 18 6 2 2 0 1
[PSNACF | 0.020416 17 7 3 1 1 0
PSASRC | 0.333184 10 7 2 0 1 1
PSNCST1 | 0.032711 17 7 5 0 2 1
PSYABB | 0.025867 22 7 2 2 5 2
[O3VIBP | 0.043271 12 8 5 5 6 10
PSAHBP | 0.007502 151 8| 17 18 22 14
P$CCAF | 0.017015 45 8 5 2 5 6
P$SDOFF | 0.013292 42 8 7 4 8 8
P$GTBX | 0.003874 60 8 4 4 16 9
PSHEAT | 0.035643 33 8 6 4 1 1
PSIBOX | 0.043303 19 8 1 2 3 4
PSKANT 0.02837 38 8 6 7 5 2
PSL1BX | 0.014821 43 8 7 5 5 2
PSMADS | 0.014821 36 8 7 4 7 7
PSMIIG | 0.005718 52 8 8 6 8 5
PSMYBL | 0.000992 35 8 3 5 1 7
PSMYBS | 0.005718 26 8 7 3 3 1
P$SWNS | 0.043298 21 8 3 4 1 5
P$TCXF | 0.037999 49 8 4 3 9 11
PSNTMF | 0.031134 27 8 6 3 3 4
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Table 1. Transcription factor binding site (TFBS) analysis of the pro1

ll;/latl:lx Detailed Family Information p-value ACS1
amily
DREB |Dechydration responsive element binding factors 0.82 1
SUCB  |Sucrose box 0.42 2
-Auxin Response Factor 3 0.83 0
PNRE |Plant nitrate-responsive cis-elements 0.25 0
AP2L  |APETALAZ2-like transcription factors 0.91 0
ABRE |ABA response elements 0.97 2
BRRE |Brassinosteroid (BR) response element 0.81 1
CGCG |Calmodulin binding / CGCG box binding proteins{  0.99 1
NCS2 |Nodulin consensus sequence 2 0.45 1
Seq. name Detailed Family Information | Matrix Info Opt.
PSDREB VvACS1 Dehydration responsive element binding factors Dwarf and D 0.81
VVvACS6 Dehydration responsive element binding factors Dwarf and D 0.81
VvACS6 Dehydration responsive element binding factors Dwarf and D 0.81
VVACS6 Dehydration responsive element binding factors Dwarf and D 0.81
VVACS6 Dehydration responsive element binding factors DREB and E 0.85
VVACS6 Dehydration responsive element binding factors Ethylene-res 0.89
VVACS6 Dehydration responsive element binding factors Dehydration- 0.87
VvACS9 Dehydration responsive element binding factors Ethylene-resj 0.77
VVACO2 Dehydration responsive element binding factors C-repeat/deh 0.89
VVvACO2 Dehydration responsive element binding factors Dwarf and D 0.86
VVACO2 Dehydration responsive element binding factors Dwarf and D 0.86
VvACO4 Dehydration responsive element binding factors Ethylene-res 0.8
PSSUCB Seq. name Detailed Family Information | Matrix Info Opt.
VVACS1 Sucrose box Sequence mo 0.81
VVvACS1 Sucrose box Sequence mo 0.81
VVACS2 Sucrose box Sequence mao 0.81
VVACS6 Sucrose box Sequence mo 0.81
VVACS6 Sucrose box Sequence mo 0.81
VVvACS6 Sucrose box Sequence mo 0.81
VVACS6 Sucrose box Sequence mo 0.81
VVACO2 Sucrose box Sequence mo 0.81
VVACO2 Sucrose box Sequence mo 0.81
VvACO2 Sucrose box Sequence mo 0.81
VvACO4 Sucrose box Sequence mo 0.81
VvACO4 Sucrose box Sequence ma 0.81
VVACS4  Sucrose box Sequence mo 0.81
VVvACS4 Sucrose box Sequence mo 0.81
VvACS4 Sucrose box Sequence ma 0.81
VvACS4 Sucrose box Sequence mo 0.81
VVvACS4 Sucrose box Sequence mao 0.81
_Seq. name Detailed Family Information | Matrix Info Opt.
VvACS6 Auxin Response Factor 3 ETTIN (Aux 0.83
VVvACO2 Auxin Response Factor 3 ETTIN (seco 0.83




VvACO4 Auxin Response Factor 3

PSPNRE Seq. name Detailed Family Information
VVACS2 Plant nitrate-responsive cis-elements
VVACS9 Plant nitrate-responsive cis-elements
VvACS9 Plant nitrate-responsive cis-elements
VvACO1 Plant nitrate-responsive cis-elements
VVACOI1 Plant nitrate-responsive cis-elements
VVACO4 Plant nitrate-responsive cis-elements

PSAP2L  Seq. name Detailed Family Information
VvACS2 APETALAZ2-like transcription factors
VVACS2 APETALAZ2-like transcription factors
VVACS6 APETALAZ2-like transcription factors
VVACS9 APETALAZ2-like transcription factors
VvACS9 APETALAZ2-like transcription factors
VvACOl APETALAZ2-like transcription factors

PSABRE Seq. name Detailed Family Information
VvACS1 ABA response elements
VVACS1 ABA response elements
VVACO2 ABA response elements

P$SBRRE Seq. name Detailed Family Information
VVACSI1 Brassinosteroid (BR) response element
VVvACS6 Brassinosteroid (BR) response element

PSCGCG Seq. name Detailed Family Information
VvACS1 Calmodulin binding / CGCG box binding proteins
VVACS6 Calmodulin binding / CGCG box binding proteins

PSNCS2 Seq. name Detailed Family Information
VvACS1 Nodulin consensus sequence 2
VvACS6 Nodulin consensus sequence 2

ETTIN (Aux

| Matrix Info
Motif similar
NIN-binding
NIN-binding
Motif similar
Motif similar
NIN-binding

| Matrix Info
Target of ear
Target of ear
Target of ear
Ethylene-res
Ethylene-res
Ethylene-res

| Matrix Info
Abscisic acid
ABA respons
ABA (abscisi

| Matrix Info
Brassinazole-
Brassinazole-

| Matrix Info
Arabidopsis
Oryza sativa

| Matrix Info
Nodulin cons
Nodulin cons

0.83

Opt.
0.84
0.81
0.81
0.84
0.84
0.81

Opt.
0.8
0.8
0.8
0.85
0.85
0.85

Opt.
0.83
0.82
0.79

Opt.
0.83
0.95

Opt.
0.84
0.78

Opt.
0.79
0.79



noter sequences of the V'vACS and V'vACO genes.

Matrix sim. at. sim. - 0

0.03
0.023

0.07
0.048
0.024
0.009
0.067
0.009
0.056
0.021
0.133
0.054

Matrix sim. at. sim. - 0

0.001
0.075
0.018
0.033
0.028
0.113
0
0.025
0.031
0.002
0.046
0.005
0.02
0.013
0.043
0.015
0.136

Matrix sim. at. sim. - 0]

WwACS6 | VwACO2 | VvACO4 | VWwACS2 | VwACSY | VWwACOI | VvACS4
6 3 1 0 1 0 0
4 3 2 1 0 0 5
I o 0 0 0
0 0 1 1 2 2 0
1 0 0 2 2 1 0
0 1 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
Start positiorEnd positionnchor positic  Strand Core sim.
1284 1304 1294 + 1 0.84
11 31 21 + 1 0.833
38 58 48 + 1 0.88
1100 1120 1110 + 1 0.858
1249 1269 1259 + 1 0.874
1256 1276 1266 + 0.801 0.899
1271 1291 1281 + 1 0.937
851 871 861 + 1 0.779
25 45 35+ 1 0.946
1009 1029 1019 + 1 0.881
1096 1116 1106 + 1 0.993
906 926 916 + 1 0.854
Start positiorEnd positionnchor positic  Strand Core sim.
227 245 236 + 1 0.811
484 502 493 + 1 0.885
108 126 117 + 1 0.828
129 147 138 + 1 0.843
252 270 261 + 1 0.838
529 547 538 + 1 0.923
806 824 815 + 1 0.81
561 579 570 + 1 0.835
589 607 598 + 1 0.841
1238 1256 1247 + 1 0.812
254 272 263 + 1 0.856
1093 1111 1102 + 1 0.815
116 134 125 + 1 0.83
222 240 231 + 1 0.823
1031 1049 1040 + 1 0.853
1141 1159 1150 + 1 0.825
1376 1394 1385 + 1 0.946
Start positionEnd positionnchor positic Strand Core sim.
1222 1232 1227 + 1 0.91
1014 1024 1019 + 1 0.96

0.083
0.131



699 709 704 +

Start positionEnd positionnchor positic Strand

779 811 795 +

61 93 77 +
1268 1300 1284 +
671 703 687 +
854 886 870 +
875 907 891 +

Start positionEnd positionnchor positic Strand

234 248 241 +
688 702 695 +
1324 1338 1331 +
759 773 766 +
1141 1155 1148 +
765 779 772 +

Start positionEnd positionnchor positic Strand

769 785 777 +
1077 1093 1085 +
1294 1310 1302 +

Start positionEnd positionnchor positic Strand
671 689 680 +
1231 1249 1240 +

Start positionEnd positionnchor positic Strand
1212 1228 1220 +
6 22 14 +

Start positionEnd positionnchor positic Strand
1001 1015 1008 +
74 88 81 +

Core sim.

—_— e = e e

Core sim.

—_— e e e e

Core sim.

Core sim.

Core sim.
1
0.817

Core sim.
1
1

0.97

Matrix sim. at.

0.84
0.81
0.85
0.87
0.86
0.85

Matrix sim. at.

0.81
0.80
0.82
0.87
0.87
0.87

Matrix sim. at.

0.84
0.90
0.80

Matrix sim. at.

0.83
0.95

Matrix sim. at.

0.97
0.80

Matrix sim. at.

0.90
0.91

0.135

sim. - o]
0.004
0.001
0.036
0.028

0.02
0.035

sim. - 0]
0.014
0.002
0.017
0.023
0.021
0.022

sim. - 0]
0.007
0.08
0.005

sim. - o]
0
0.004

sim. - 0]
0.126
0.015

sim. - 0]
0.108
0.122



Sequence

ttcttcacaCGA Catgtaggce
aggttgataCGACatggtttt
aagaattaaCGACattgataa
tgtaggttgCGACCatctcaca
ttggctaACCGtcctecegacg
accgtccTCCGacgggggtcc
gggtcctccCGACaatgaata
tcattaaaCCGAgagcgcatt
caattgggCCGActtcatgta
ccacacggtCGACagagtcaa
ataaagagcCGA Catataatt
agcacccACCGagagaggctt

Sequence
aaAAATtaaagaaaagaaa
aaAAATcaaaccattcata
aaAAATaataacaaagaac
aaAAATtatttaataaaac
aaAAATaattgcacaaaag
taAAATcatttgatggaat
taAAATtatttggtggaat
aaAAATaattaaaaataaa
acAAATcttaattttaaaa
caAAATtaagaaaatcaaa
gaAAATaatttttttcaaa
aaAAATgattatgaaaaat
aaAAATaattttggaaaat
tcA A ATtaatgtttttaat
aaAAATctgaattttaaag
taAAATtattaattgtaaa
aaAAATcatatttaaaaaa

Sequence
ctGTCGgccga
cggTCGAcaga



ttGTCGgtaaa

Sequence
aaagatgaaCCTTcactatcataacttttcatc
gccattgtgcettgtttcettctaaA AGGatttct
ctgaacccccttcatcatgacttAAGGtagate
tggaaagatCCTTgacaaaacaagaggtaggat
tagggagacCCTTaccatttcccacgaagactt
taccagtccctggtttcaaactc AAGGcecagag

Sequence
aagtctTCGTatgct
cttttcTCGTattta
atttct TCGTatttt
acttcatgGTACaat
aggttcttGTACtaa
aatttctgGTACatg

Sequence
aaaataaACGTgactca
aatttatACGTgtaatg
gacgaACACgagtcatg

Sequence
gtcaaaCGTGaggaaattg
gatctcCGTGtgetggeet

Sequence
atcCGCGtgctaacgtc
tgtCGAGgttgatacga

Sequence
tettgtCTCTtgtee
ttttgaCTCTtaact
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