
0 300 600 900 1200 1500 1800
5' 3'

0 5000 10000 15000 20000 25000 30000
5' 3'

Motif 7
Motif 14
Motif 10
Motif 4
Motif 9
Motif 5
Motif 1
Motif 2
Motif 11
Motif 3
Motif 19
Motif 15
Motif 6
Motif 8
Motif 12
Motif 13
Motif 16
Motif 17
Motif 18
Motif 20

UTR
CDS

H
D

A
1

SIR
2

H
D

2

AtHDA1
Potri.009G170700.2
Pot ri.004G209800.4
HF10663-RA
HF10684-RA
HF36232-RA
HF10676-RA
RC6G0321000
HF05075-RA
PARG20644m 01
Prupe.8G183700.1
Pm 020717
PQM42288.1
Pav sc0000407.1 g200.1.m k
evm .m odel.Chr8.1930
AtHDA6
AtHDA7
Potri.015G082500.1
Pot ri.012G083800.1
RC7G0147600
RC3G0098400
HF09084-RA
HF41356-RA
PQQ00480.1
Pav sc0006018.1 g360.1.m k
PARG24575m 01
Prupe.5G167200.1
Pm 024325
evm .m odel.Chr5.813
PQQ00481.1
AtHDA9
AtHDA10
AtHDA17
Potri.001G460000.1
RC7G0370900
HF06011-RA
Pav sc0006365.1 g030.1.m k
Prupe.6G122500.1
evm .m odel.Chr6.1234
PARG01339m 01
Pm 001272
PQQ10341.1
Pav sc0009459.1 g010.1.br
AtHDA5
AtHDA18
Potri.004G092900.1
HF09346-RA
HF24764-RA
Pav co3992983.1 g010.1.m k
Prupe.5G204500.1
PARG24954m 01
evm .m odel.Chr5.434
Pm 024963
Pav sc0000358.1 g140.1.m k
Pav sc0000358.1 g090.1.m k
RC7G0059300
AtHDA15
Potri.012G060400.10
HF09430-RA
HF24668-RA
PARG25069m 01
Pm 030196
Prupe.5G217800.1
evm .m odel.Chr5.314
PQP93242.1
Pav sc0000383.1 g780.1.m k
RC7G0074500
AtHDA14
Potri.005G064200.1
HF24367-RA
PARG09739m 01
evm .m odel.Chr4.2709 evm .m odel.Chr4.2710
Prupe.4G272300.1
PQP94174.1
PQP91789.1
Pav sc0000216.1 g410.1.m k
Pm 012683
PQP91793.1
RC2G0299600
RC1G0265100
RC6G0533000
RC6G0022900
AtHDA8
Potri.009G020500.5
HF40825-RA
PARG01457m 01
Pm 001496
Prupe.6G143900.1
RC5G0420300
PQQ13266.1
Pav sc0001120.1 g110.1.m k
evm .m odel.Chr6.1470
evm .m odel.Chr2.46
PARG16441m 01
Pav sc0005304.1 g010.1.br
Pm 017060
Prupe.2G016900.1
AtHDA2
Potri.006G230300.5
RC6G0587500
RC0G0043900
PARG07599m 01
evm .m odel.Chr1.1717
Pm 005492
Prupe.1G413100.1
PQQ08601.1
PQM38408.1
Pav sc0000069.1 g920.1.m k
HF21219-RA
AtSRT1
Potri.001G368100.1
HF04109-RA
HF02532-RA
Pav sc0000052.1 g720.1.m k
Pm 012119
PARG09445m 01
Prupe.4G243700.1
evm .m odel.Chr4.2245
RC5G0440000
AtSRT2
Potri.005G068400.1
RC2G0306100
HF24385-RA
PARG09672m 02
Pm 012571
evm .m odel.Chr4.2754
Prupe.4G275900.1
Pav sc0005787.1 g010.1.m k
RC2G0306000
AtHDT1
AtHDT2
AtHDT4
Potri.009G149400.2
Pot ri.004G188800.1
RC5G0470000
HF40662-RA
HF33026-RA
HF06037-RA
PARG01141m 01
evm .m odel.Chr6.1192 evm .m odel.Chr6.1193
Prupe.6G118700.1
PQM39691.1
Pav sc0000467.1 g060.1.m k
Pm 001222
RC5G0469900
AtHDT3
Potri.006G116500.1
Pav sc0000363.1 g190.1.m k
PQP98163.1
Prupe.7G118500.1
Pm 026245
evm .m odel.Chr7.1544
RC3G0233400
RC3G0233500

95

100

95

65

93

100

93

64

99

98

50
40

99

98

100

64

73

89

100

85

99

100

100

98

95

23

32
93

95

100

73

79

100
100

87

95

57

54

63

85
95

100

45

100

99

100

100

100

95

100

97

100

100

65

22

57
50

86

100

100

100

100

100

100

75

75
75

100

100

94

97

63

98

55

94
53

93

92
96

66

100
100

100

76

60

79

80
80

47

45

46

95

47

97

88
48

100

98

98

100

100

99

74

99

42
52

99

98

99

100

82

100

91

100

64

93

85
100

100

98

75
100

76

99

98

87
99

100

97

97

46

100
100

51
100

100

100

100
100

100

98

77

86
87

94

97

97

94


