a o R2 = 0.378
p <0.001
40
<
3 30
8
-T:—% NAC o
0O 204 ® MADS-M-type
S
3 e B3
c
©
F 10-
0 ° ° ° °
40 60 80 100
c
L] e R2?=0.221
p <0.001
40 .
X
]
(0]
w 304
S
=
=)
(m]
£ 20
(0]
©
c
©
'_
10
04
40 60 80 100
e
[ ]

401 .
_ R2=0.138
X * p = 0.002
@ 30-
©
S
g- °
Q 201
£
[0}
ke]

o
©
= 101
[ ]
0 ° o® oeem oo .
40 60 80 100

Genes in triads (%)

Figure S4. Relationship between tandem duplication within each transcription factor (TF) family and
percentage of the TF family in triads. a) and b) show TF families with >30 genes in triads. c), d) and
e) show all TF families. a) and d) Define tandem duplicates as up to +2 genes away from each other
(i.e. with 0 or 1 gene between duplicated TFs). b) and e) Define tandem duplicates as +1 genes away
from each other (i.e. with O genes between duplicated TFs). c) Defines tandem duplicates as up to +3

40

30

201

101

404

30+

20+

10+

® R2=0.279
p = 0.003

MADS-M-type
: B3
[ ]
b [ ]
[ ] [ ] [ ]
40 60 80 100
. R2 = 0.207
* p <0001,

40 60 80 100
Genes in triads (%)

genes away from each other (i.e. with 0, 1 or 2 genes between duplicated TFs).



