A
Mt chr3: 36.6-36. 8Mb

Anchor gene: MtHsf-07

Lj chri: 23.5-23. TMb
Anchor gene: LjHsf-01

Cc chr3: 12.7-12. 9Mb
Anchor gene: CcHsf-05

Gm chr4: 4.1-4.3Mb
Anchor gene: GmHsf-10

Gm chr14: 9.2-9.4Mb
Anchor gene: GmHsf-35

Gm chr17: 38.4-38. 6Mb
Anchor gene: GmHsf-41

Mt chr5: 2.6-2. 8Mb
Anchor gene: MtHsf-10

Lj chr2: 31.3-31. 5Mb
Anchor gene: LjHsf-02

Cc chr6: 22.2-22. 4Mb
Anchor gene: CcHsf-08

Gm chr1: 53.8-54. OMb
Anchor gene: GmHsf-04

Gm chr11: 1.7-1.9Mb
Anchor gene: GmHsf-27

C
Mt chr8: 31.4-31.6Mb
Anchor gene: MtHsf-17

Lj chr4: 42.4-42. 6Mb
Anchor gene: LjHsf-07

Gc chr8: 2.1-2. 3Mb
Anchor gene: CcHsf-09

Gm chr5: 38.7-38. 9Mb
Anchor gene: GmHsf-13

Gm chr8: 3.6-3.8Mb
Anchor gene: GmHsf-15

D

Mt AC233659.1: 0-0. 1Mb
Anchor gene: MtHsf-18

Lj chr4: 6.9-7. 1Mb
Anchor gene: LjHsf-04

Cc chri: 7.5-7.7Mb
Anchor gene: CcHsf-01

Gm chr13: 28.1-28. 3Mb
Anchor gene: GmHsf-31

Mt chr8: 24.3-24.5Mb
Anchor gene: MtHsf-16

Mt chr2: 5.3-5.5Mb
Anchor gene: MtHsf-03

Lj chr4: 36.3-36. 5Mb
Anchor gene: LjHsf-06

Lj chr6: 24.4-24. 6Mb
Anchor gene: LjHsf-11

Gm chr5: 35.0-35. 2Mb
Anchor gene: GmHsf-12

Gm chr8: 9.1-9.3Mb
Anchor gene: GmHsf-17

Gm chr15: 6.5-6. 7TMb
Anchor gene: GmHsf-36

Gm chr13: 32.5-32. 7Mb
Anchor gene: GmHsf-32

F

Mt chri1: 17.5-17.7Mb
Anchor gene: MtHsf-01

Lj chr5: 17.6-17. 8Mb
Anchor gene: LjHsf-09

Gm chr10: 2.5-2. 7Mb
Anchor gene: GmHsf-22

Gm chr19: 41.7-41.9Mb
Anchor gene: GmHsf-44

Mt chrd: 25.4-25. 6Mb
Anchor gene: MtHsf-08
MtHsf-09

Lj chr3: 46.7-46. 9Mb
Anchor gene: LjHsf-03

Gm chr11: 0.6-0. 8Mb
Anchor gene: GmHsf-26

Gm chr1: 54.9-55. 1Mb
Anchor gene: GmHsf-05

H

Lj chr4: 31.1-31.3Mb
Anchor gene: LjHsf-05

1a
Cc chrii: 41.2-41. 4Mb

Anchor gene: CcHsf-12

Gm chr13: 20.4-20. 6Mb
Anchor gene: GmHsf-29

Gm chr17: 4.3-4.5Mb
Anchor gene: GmHsf-39

Lj chr5: 11.5-11. 7Mb
Anchor gene: LjHsf-08

Cc chr2: 18.7-18. 9Mb
Anchor gene: CcHsf-02

Gm chr10: 6.3-6. 5Mb
Anchor gene: GmHsf-23

Gm chr13: 25.0-25. 2Mb
Anchor gene: GmHsf-30

Gm chr3: 42.1-42.3Mb
Anchor gene: GmHsf-08

J
Lj chr5: 32.1-32. 3Mb
Anchor gene: LjHsf-10

Cc chr2: 31.4-31. 6Mb
Anchor gene: CcHsf-04

Gm chr10: 46.6-46. 8Mb
Anchor gene: GmHsf-25

Gm chr20: 37.7-37. 9Mb
Anchor gene: GmHsf-45

Gm chr10: 0.2-0.4Mb
Anchor gene: GmHsf-21

K

Mt CU571152.5: 0-0. 1Mb

Anchor gene: MtHsf-19

Mt chr5: 6.0-6. 2Mb
Anchor gene: MtHsf-11

Cc chr6: 18.2-18. 4Mb
Anchor gene: CcHsf-07

Gm chr1: 51.1-51. 3Mb
Anchor gene: GmHsf-03

Gm chr11: 4.1-4.3Mb
Anchor gene: GmHsf-28

Gm chr17: 18.5-18. TMb
Anchor gene: GmHsf-40

L
Mt chr7: 28.7-28. 9Mb
Anchor gene: MtHsf-14

Cc chr3: 14.4-14. 6Mb
Anchor gene: CcHsf-06

Gm chr3: 37.0-37.2Mb
Anchor gene: GmHsf-07

Gm chr19: 39.6-39. 8Mb
Anchor gene: GmHsf-43

Mt chr8: 22.8-23. 0Mb
Anchor gene: MtHsf-15

Cc chr11: 10.9-11. 1Mb
Anchor gene: CcHsf-10

Cc chr11: 35.0-35. 2Mb
Anchor gene: CcHsf-11

Gm chr5: 34.2-34. 4Mb
Anchor gene: GmHsf-11

Gm chr8: 8.2-8.4Mb
Anchor gene: GmHsf-16

N
Mt chr3: 35.9-36. 1Mb
Anchor gene: MtHsf-06

Gm chr4: 3.0-3.2Mb
Anchor gene: GmHsf-09

Gm chr6: 3.0-3. 2Mb
Anchor gene: GmHsf-14

0
Mt chr5: 12.1-12.3Mb
Anchor gene: MtHsf-12

Gm chr1: 1.4-1.6Mb
Anchor gene: GmHsf-01

Gm chr9: 40. 3-40. 5Mb
Anchor gene: GmHsf-20

P
Mt chr5: 37.6-37. 8Mb
Anchor gene: MtHsf-13

Gm chr2: 49.1-49. 3Mb
Anchor gene: GmHsf-06

Gm chri14: 2.6-2. 8Mb
Anchor gene: GmHsf-33

Q

Cc chr2: 30.3-30. 5Mb
Anchor gene: CcHsf-03

Gm chr10: 46.0-46. 2Mb
Anchor gene: GmHsf-24

Gm chr20: 38.4-38. 6Mb
Anchor gene: GmHsf-46

Gm chr16: 35.2-35. 4Mb
Anchor gene: GmHsf-38
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18 1912b 20 21

7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 2324 252 27 9 30 31 32 3 3 36 37 38 3940 41 42

L e S o i %)H/J/“J

=
3 4 5 6a 21 10b 22 23 24a 24b

- /] /“\\\\
NN

‘F

a 1b 2 3 4 5 17 18 19
- - @as .. I
— ,:; — e~ — =

1 2 34 5a506 7 8 910 11 12 13 14 15 16 17 18 1920 2122 23 2425 g 26 27a 28 27b 29 30 3 32 33
» PP aeee D B @ B @ » e e  Dak @ @ » e 59 »
i 2. 45 6 i 8 9 10 11 12 13 14 15 16 17 18 19a 19 20 21 22 23 24 25 26 2728 29 3031
Deps) - - - - =» 54

2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 2 2 24 25 26 27 28 29 30 3 32

»e IR “a e « e i ol

—  —— J _A —_——
e — —
% 12b 15 16 25 26 2728 29
\\ 7\\\ 12 13 14 15 16 17 18 20 ZM%
» ewn A
]

1 2 3 4 5 6 7 8 910 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34
» Bea e B s e “-a D e @ B e e -« e»

4 5 67 8 9 10 1 12 13 14 15 16 17 18 19 20

§~
2.
4

12 13 14 1516

N
9a 9b 10 11 12 1314 15 16 17 18 19a 19b 20 21 22 23 24
»s) - » « e X »

e —
— é—- <
—— i
— : s —— —
1a 2 3 4 5 6 7 8 $ 10 1 12 13 14 15 161718 19 20 3 2 23 24 1 25
-« @ ) B ) @@ B =) @ @) @ - ) @ e » @
7 4 8 9 10a 10b 11 12 13a13b13c 14 1516 1718 19 20 21a 21b 21c 22 21d 2321e21f21g 24 25 26 27 28a 286 29 30

23a  23b23c 24 2526 27 28 29 17b 30 14c 3132 33
»4

14 15 16
19 20a 20b 21 22 23a 23b  24a 24b
- » » @ @
1 6 JTaTo 7c 8a 9 8b 10 16b 17 18 21 22 23 24a 24b 25 26
» - » » » @
S——
~
1 2 3 4 15a 16 15b 17 18 19 20 21 22 15¢
» e @ -
———
e -~
1a 2 1b 3 4a 1c 5 6 7 8 9 4b 10 11 12 13 14a 14b 15 16 17 18 19 20 21
» - > » D P -« - -
2 3 4 5 6 78 9 10 " 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32
L g - aa
2 6
-
1 14 15 16 17 18 19 20 21
- - » » - @ »
3 4 5 6 7 8 9 10 1 12 13 14 15 16 17 18 19 20 21
- » e » » @ B =» » B @
23 4 5 6 7 8 9 10a 1la 12 13a 1415 16a 17a 10b 11b 19 13b 20 21 16b 170 22 23 24 25 26 27 28 29
» - » <) - 4- -« B e -)a
1 2 3 4 5 6 7 8 9 10 " 12 1314 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31
» s » @ D »

2324 2526 27 28

»o) @ @H @

N
SN N7 77T

2a 1b 3 4a 4b  4c

-« » » “- & ‘6‘/3%4'/,)/? » e

7o

- = _ = _
i 2 & 4 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 2 2
@ » » B = e - » - - - 5 e B 4@
1 2 3 45 6 7 89 10
1 2 3 4
T »
1 2% 2 3
T « «
i 2 3
\ ?
12 3 4 5 6 78 9 10
e D @ -p e » -
11a Hb 1e 12 14a 14b 15 16 17 1819 20 2 22
122 13 12 14 15 16 1718 19
Ms 14\&&&7 18/ 19 20 21 22
- «— % se
= ————/\»,.‘ -
3 4 52 5b 6 7 ¥ 8 9 10a 10b 11 2 13 4 15
- » - - - 2 -
3 @4 0§ 6 8 9 10 1 12 13 1415 16 17 B 19 20 21 22
- Lo a oo » » e e e » - » @ - » -

20 21 22 23a 24 23b 23c 23d 25 32

1 2 3
» «

~
T

1 2 24 25
- e
12 3 21 22 23 28 29 30
. . » e
1 9 12 13 14 15a 15b 17
« » » @
1a 162 16 3 1d le 1f 1213 14 15 16 17 18 19 20 2t 22 23 24 25 26 27
= » > @
8b 10 11 12 13

10a 11 10b 12 13
« » @
13 10b 10c 14 15 16 17
@ » « e @
1 2a 3 4a 56 78 9 10 4b 11 2b 12 1314 15 16 17 18 19 20 21 22 23 24 25 26 27a 27b 27c 28
e« B e »
1 14 15
» «
1 21 22 23
» o
1 2 3a 3b 4 5 6a 7 8 9 10 11 12 13 14 15 16 17 6b 18 19 20 21
1 23 4 5 6 7 8a 8b 9 10a 11 1213141516 17 18 19 20 21 22 23 10b 24 25 26 27 28 29 30 31
Bee » B aea » DeE eI an e D D @ Ba »peaa » » @ «
" 12 13 14 15 16 17 18 19 20 21a 21b 22 21c 23 24 21d 2le 25 26 21f 21g 21h 27 29
‘\\‘ < " Ay \«
12 13 14 15 16 17 18a 18b 18c 18d 18e lﬂf 19
% /. / ] « «
| 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 18 19 20a 20b 20c 21 22 23 24 25 26
» & B » e e ep » @ » @ » @ e
i 2.3 24 25 26 27 23b 2829 30 3132 3334 35
bk K\x"\\‘\\ K‘\‘\‘\‘\\ i //
1 2 3 20 26 21
» »» //3 @ _J_j' _j' > »e
1 2 3 475 6 7 8 9 10 11 12 1314 15 16 1718 19 20 21 22 23 24 25
- e » @& » a ] @ B @e B Een @ “a « «
Z 22 23 24 25206 2627 28 29 30 32 33 34 35 3637 38
3 4 5 6 13 14 1516 17 20 212223 31 32
»a @ e @ »
1 2 3 4 5 6 78 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25
» @n @ » e ) » B » @ @ & «a « @« B 9

NNV T

10 11 12 13 14 21 22 23 24 25 28 27 ZE 29

S -»-» »//3//»3 -

1 1213 14 15 16 17 18 19a 20 19 21 22 23

I
-%«q\K\ﬁt\««w - @ @b e Be @ -
B e~ T ——

7 8 9a 10 11 12 13a 13b 14 9 15 9c 16 17 20 2122 23 24 25 26 27 28

T S » - b e BB e

Figure S5. The full syntenic maps of chromosome regions containing Hsf genes across L. japonicus, M. truncatula, G. max and C. cajan genes. Figures in
(A)—~(Q) are 17 groups of syntenic segments. Arrows represent individual genes and their transcriptional orientations. Distances are roughly to scale. The Hsf
genes are highlighted in red, and their flanking genes are shown in black. All genes are numbered from the left to the right for each interval. Duplicated genes
are given the same number but ordered by a, b, c, .... Genes with syntenic matches are linked with lines.



