
100
64

92

91

59

78

43

32
88

98

10
0

10
059

42

35

17

100

54

91

100

89

55

74

49
56

35
90

100

62

84100

100
100

10062

47
43

97
58

79
100

100
100

100
100

100

100

100
55

100

99

99
91

90
100

94

100

100

100
64

85

100
96

97

97

100

43

100

100

100

100

100

100

97

100

100

93

100

98

51

100

100
70100

53

59
100

100
82

100
82

100100
88

3175

31

84

100

94
87

92
99

100

69
100

100

100
95

100

68
66

100
99

979994

100

61

53

68

100

100
99

100
100

9699

99

98

100
1007910076

10077100 96

89
99

93

1008410098

100
41

2084
98

10
077100

98 75

10
0 10

010
0

75

99

72

10
068

92

10
0

10
0

71

10
073

90

77

10
010

0
10

0

98

10
099 10

0

10
0

10
0

10
0 85

10
0

10
0 99

10
0

74

74

74

10
0

79

90

88

52

87
10

0
10

0

99
94

81

97

84
88

10
0

40

89
10

0
10

0

56

62

48

45

97
79

76
10

0
10

0

10
0

40
70

91
85 10

0

10
0

10
0

99

56
99

98
99

85

70

61
10

0
10

0

80
10

0
10

0
94

74

10
0

58
10

0
44

72
10

0

83

10
0

10
0

68
10

0
99

73
10

0
10

0

10
0

10
0

100

99

65

71 100
100

94

68

97

100

100

100

100

57

100
97

100
78

100
95

100

84

51

57

43

33

52

75

46

62

71

100

100

52

49

93

100
97

69

100 61

75 100

100

62

81

93
100

100

95 100

90

100
59

52
100

90
100

100

100

71

43

92

68
99

100

100
100

100

100

77 100
86 68

100

99
70

100

100
80

83

92 88 100 100 100 100 73

94

100

94

100
100 100

94 100
100

81

55
92 50

40

100 82

100100

100

100

87

98

31 55
49

100 9693

77

59 54 99 91

100

85
100

100 100 100
97

82
100

99

100 9399

87

100 96
93

100

100

100

100

Q
L0

2p
05

64
62

C
sa

10
g0

18
94

0

B
o3

g1
54

25
0

B
na

C
03

g6
20

50
D

B
na

A
08

g1
51

30
D

B
ra

01
05

49

B
ju

A
08

g1
85

20
S

B
na

A
08

g1
07

10
D

B
ra

01
37

64

B
o1

g0
37

55
0

B
na

C
01

g1
59

40
D

B
na

A
03

g4
64

60
D

B
ra

01
92

46

Bo
7g

10
93

30

Bj
uB

02
g6

91
70

S

EU
TS

A 
v1

00
24

60
0m

g

fg
en

es
h2

 k
g7

__
18

84
__

AT
4G

24
12

0.
1

g1
04

14

AA
LP

 A
A7

G
07

26
00

C
sa

 5
G

14
85

60

C
sa

 5
G

14
85

50

Cla
97

C01
G

00
15

50

Q
L0

2p
02

82
04

ge
ne

-C
FP

56
 2

50
90

Jr
02

 1
53

00

Cav
03

g2
08

70

Cav
03

g2
08

80

M
D06

G00
94

20
0

M
D14

G01
07

80
0

PRUPE 5
G12

91
00

Pru
du

l26
B00

21
45

Rch
iO

BHm
 C

hr
7g

01
86

85
1

ev
mTU.05

.20
68

MANES 02
G00

32
00

MANES 01
G05

18
00

Potri0
01G084400.v4

.1

Vigun06g001400v1
.2

LR48 Vigan09g057600

PHAVU 004G090100g

Cca
jan 43958

GLY
MA 13G001500

GLY
MA 20G068300

PHAVU 001G081600g

Vigun07g164200v1
.2

GLY
MA 20G217400

GLY
MA 10G172900

Ccajan 06995

Tp57577 TGAC_v2_gene34811

MTR 1g077840

TanjilG
 06335

TanjilG
 15073

CICLE v10019189mg

EVM0024129

B456 003G076700

CCACVL1 13358

Tc03v2 g018420

TCM 015656

EUGRSUZ D01684

gene-BT93 E2873

Kaladp0067s0221v1.1
Vitvi02g04050

Vitvi02g01365

CEY00 Acc15525

CEY00 Acc15527

gene-LSAT 3X14120

HanXRQr2 Chr17g0780321

HanXRQr2 Chr06g0242101
Ccrd 002646

PGSC0003DMG400012242
RHC08H1G25452
Solyc08g0830603T459 00039A4A49 38827itb08g08190

GSCOC T00029241001SIN 1012680OE9A010220OE9A047560
FRAEX38873 v2_000039010BVRB 5g103930Csa20g040810Csa13g029070fgenesh2 kg6__2437__AT5G24380.1

g25310AALP AA8G420300
EUTSA v10003781mg

Bo7g096920
Bra009756

BjuB02g65850S
BnaA10g06840D
BnaC09g29910D

Bo9g111420
Bra003047

BjuA10g09680S

BjuB02g26540S

BnaC02g14190D

EUTSA v10012886mg

Csa18g024590

Csa11g085400

Csa02g049870

Al scaffold_0008_1748
g29970

Vradi10g00750

LR48 Vigan04g083300

Vigun09g144800v1.2

PHAVU 009G048800g

GLYMA 06G133000

GLYMA 04G231900

MTR 3g092090

TanjilG 12268

TanjilG 08719

Vradi06g10020

Vigun08g085400v1.2

PHAVU 008G157800g

GLYMA 17G191300

Ccajan 23457

MTR 0312s0020

MTR 1g007540

Tp57577 TGAC_v2_gene24524

MTR 1g007580

Cav01g02760

Jr16 05350

Jr13 23850

gene-CFP56 03531

Prudul26B032028

PRUPE 2G316000

Pav sc00001381_g940.1.mk

MD07G0247700

RchiOBHm Chr1g0382361

novel gene_2132_5bd9a17a

evmTU.06.1548

MANES 01G038100

MANES 05G192800

Potri011G055224.v4.1

Csa 3G238100

MELO3C0193842

Cla97C05G091480

Csa 1G329900

Cla97C06G120330

gene-BT93 A1223

EUGRSUZ A01430

EUGRSUZ K004131

EUGRSUZ K00010

gene-BT93 K2144

CICLE v10003961m
g

CICLE v10019170m
g

EVM
0028824

Tc03v2 g017020

TCM
 015480

CCACVL1 05609

B456 006G
203200

B456 003G
122700

BVR
B 3g051190

AU
R

62035587

Vitvi16g01371

T459 09670

PG
SC

0003D
M

G
400018535

Solyc03g0826203

A4A49 13334

itb05g20330

A
4A

49 27452

O
E

9A
051952

FR
A

E
X

38873 v2_000283310

O
E

9A
080640

FR
A

E
X

38873 v2_000383280

O
E

9A
097669

G
S

C
O

C
 T00019917001

C
E

Y
00 A

cc03266

C
E

Y
00 A

cc20337
C

crd 017082

gene-LS
AT 8X

5661

H
anX

R
Q

r2 C
hr04g0166081

gene-LS
AT 9X

50361

K
aladp0055s0304v1.1

K
aladp0055s0303v1.1

K
aladp0055s0306v1.1

K
aladp0055s0305v1.1

C
E

Y
00 A

cc30511
C

E
Y

00 A
cc05560

V
itvi14g01520

R
H

C
02H

1G
31752

P
G

S
C

0003D
M

G
400020248

A
4A

49 41835
itb12g08360

H
anX

R
Q

r2 C
hr15g0709131

H
anX

R
Q

r2 C
hr09g0387971

gene-LS
AT

 4X
184861

H
anX

R
Q

r2 C
hr17g0803041

C
crd 019296

G
S

C
O

C
 T

00007097001
S

IN
 1004159

O
E

9A
030863

F
R

A
E

X
38873 v2_000038050

O
E

9A
039800

D
C

A
R

 000954
B

V
R

B
 6g131120

A
U

R
62

02
94

20
A

U
R

62
00

34
21

K
al

ad
p0

09
0s

00
49

v1
.1

P
ru

du
l2

6B
02

30
32

P
R

U
P

E
 3

G
30

86
00

P
av

 s
c0

00
10

80
1_

g8
30

.1
.m

k
M

D
17

G
00

02
40

0
M

D
09

G
00

07
50

0
R

ch
iO

B
H

m
 C

hr
2g

01
75

95
1

R
ch

iO
B

H
m

 C
hr

7g
02

25
38

1
Jr

10
 0

48
10

Jr
01

 0
68

60
ge

ne
-C

F
P

56
 2

30
77

Q
L0

2p
07

08
73

C
la

97
C

05
G

09
52

10
C

sa
 3

G
56

53
20

ev
m

T
U

.1
0.

18
29

B
ra

03
90

95
B

na
A

09
g0

18
70

D
B

ju
A

09
g6

86
50

S
B

na
C

09
g0

13
10

D
B

o9
g0

08
12

0
B

ju
B

07
g4

20
20

S
E

U
TS

A
 v

10
00

37
58

m
g

sc
af

fo
ld

 5
00

61
31

g2
04

97
C

sa
09

g0
11

76
0

C
sa

06
g0

06
88

0

A
A

LP
 A

A
5G

03
77

00

g2
24

06
fg

en
es

h2
 k

g7
__

33
10

__
AT

5G
41

00
0.

1

E
U

TS
A

 v
10

02
76

73
m

g

B
ju

B
01

g3
17

10
S

B
45

6 
01

1G
08

67
00

TC
M

 0
17

25
7

Tc
04

v2
 g

00
34

00

C
C

AC
VL

1 
10

19
1

Po
tri

00
1G

32
73

00
.v

4.
1

M
AN

ES
 1

1G
08

71
00

ge
ne

-B
T9

3 
I1

08
5

EU
G

R
SU

Z 
I0

16
28

EV
M

00
04

89
1

C
IC

LE
 v

10
02

79
61

m
g

C
IC

LE
 v

10
01

44
97

m
g

M
TR

 7
g0

28
25

0

Ps
at

3g
16

28
40

LR
48

 V
ig

an
03

g1
76

90
0

Vig
un

01
g0

72
30

0v
1.

2

PHAV
U 0

01
G

08
89

00
g

G
LY

M
A 1

6G
05

42
00

G
LY

M
A 1

9G
09

48
00

Ta
nji

lG
 1

35
95

M
ANES 0

4G
06

11
00

Kala
dp

00
70

s0
14

8v
1.

1

Kala
dp

00
42

s0
03

9v
1.

1

Kala
dp

00
71

s0
43

1v
1.

1

EUTSA v1
00

18
21

6m
g

AALP
 A

A2G
07

47
00

BjuU
nn

g0
56

60
S

Bra
004127

BnaA07g25410D

Bo6g099480

BnaC06g27190D

fgenesh
2 kg

2__807__AT1G65730.1

g24374

Csa
05g057060

BVRB 004780

AUR62031235

BVRB 4g084350

MTR 3g063520

MTR 3g063490

MTR 5g091600

Tp57577 TGAC_v2_gene37419

Psat5g144520

GLYMA 11G203400

Vradi10g04250

LR48 Vigan09g143000

Vigun06g093300v1.2

PHAVU 006G083800g

Ccajan 15129

BnaC01g34980D

BjuA01g09270S

Bra021262

BnaA01g27900D

BnaCnng61140D

BnaA03g34650D _

Bra001674

Csa01g020330

g16143

fgenesh2 kg3__1947__AT3G17650.1

EUTSA v10020160mg

AALP AA3G199800

BjuB04g02810S

Bra014133

BnaA08g03300D

Bo8g015110

EUTSA v10011269mg

Csa17g078970

g17434
fgenesh2 kg1__3928__AT1G48370.1

AALP AA4G077100

CICLE v10019091mg

EVM0021740
TCM 025227
Tc05v2 g016450
CCACVL1 14697
B456 012G027400
B456 004G262100
Potri017G150500.v4.1
Potri017G151600.v4.1
Potri004G069200.v4.1
MANES S098200MANES 05G182000Potri004G069300.v4.1Jr15 08330Cav06g10070Cav06g12000Cav06g11990QL07p005668QL09p054221QL09p054182QL09p054143Psat1g121160Tp57577 TGAC_v2_gene19879

Tp57577 TGAC_v2_gene19884

MTR 6g077870
TanjilG 30990
TanjilG 16114
GLYMA 16G212900

GLYMA 09G164500

Vigun04g045000v1.2

Vradi01g06020
LR48 Vigan10g048300

PHAVU 004G138900g

Ccajan 10374
PRUPE 5G244300

Prudul26B017327

PRUPE 5G244000

Pav sc00001031_g1760.1.mk

MD14G0214900

RchiOBHm Chr7g0177061

evmTU.10.138

evmTU.10.137

FCD 00026119

FCD 00026120

Csa 2G404760

gene-BT93 H0444

gene-BT93 H0445

EUGRSUZ H00651

gene-BT93 H0879

gene-BT93 H0446

EUGRSUZ H00652

gene-BT93 D0680

gene-BT93 D0679

gene-BT93 D0677

EUGRSUZ K02316

EUGRSUZ K02318

EUGRSUZ K02315

GSCOC T00022703001

OE9A083379

FRAEX38873 v2_000219130

SIN 1020187

Csa 1G043160

Cla97C01G013810

Vitvi17g01633

Vitvi17g01183

Vitvi17g01148

Kaladp0262s0031v1.1

Kaladp0053s0483v1.1

DCAR 030390

gene-LSAT 3X35680

gene-LSAT 3X35700

HanXRQ
r2 Chr06g0248631

DCAR 023451

Kaladp0070s0002v1.1

Vitvi01g00181

C
EY00 Acc32884

T459 11393

Solyc03g0319203

PG
SC

0003D
M

G
400024081

A4A49 21791

Solyc02g0815703

PG
SC

0003D
M

G
400017741

R
H

C
02H

1G
20142

T459 06041

A
4A

49 08226

itb03g05270

itb12g02020

itb12g02010

O
E

9A
089718

FR
A

E
X

38873 v2_000235680

O
E

9A
105379

FR
A

E
X

38873 v2_000190950

S
IN

 1019226

gene-LS
AT 8X

115201

H
anX

R
Q

r2 C
hr09g0391011

H
anX

R
Q

r2 C
hr15g0708071

H
anX

R
Q

r2 C
hr15g0708061

H
anX

R
Q

r2 C
hr16g0777841

gene-LS
AT

 3X
69821

C
E

Y
00 A

cc05304

C
E

Y
00 A

cc24329

D
C

A
R

 003384

Jr01 01730

Jr06 10890

Jr10 00900

Q
L02p055408


