Figure S7
A

Inner circle
Clusters
® Cluster 1
® Cluster 2
© Cluster 3
Cluster 4

= Intrinsically disorde-
red regions (IDRs)

= DNA binding do-

mains (DBDs)

Outer circle

DNA binding do-
mains (DBDs)

® Homeodomain
= bHLH

= pzZIP

IDRs + DBDs
(1446) (365)

% variance

Expression (U)

30

25

20

15

10

1

5 10 15 20
Principal components (PCs)

110

100

90

80

70

-15A -7A DEdel WT
n=30 n=30n=30n=30

% cumulative variance

(9}

180s

Phase-shifted fraction at t

22,000

iterion

Bayesian information cr

12,000

20,000

©

16,000

14,000

o
o
o

2 4 6 8 101214 16 18 20 22
k-means clusters

0.15  r=0.16, p = 0.41 .
r=0.09, p =0.64
r=0.65, p=8.9x10° °
| r=0.47,p=8.5x10% °
0.10 P . . %2
L[]
o 0 o °
L] . °® o
0.05 ®o 0% o0 e
° ° ° °
o o ° °
° o, ®
0.00 @ ocnmeoews &0 meee
T T T T
70 80 90 100

Expression at t=0s (U)

Forkhead

depleted  enriched

-40-20 0 20 40
log,, adj. p-values

Features
Cluster 1
Cluster 2 |
Cluster 3
Cluster 4
Cluster 5
Cluster 6
Cluster 7
zE53Jgs IESEZTSZT FEGCTLS
£5222 TLES8ZSZT EEGTCS
B8gcegsereeiitesneseless
®aseE S e 20SSEETEELTTESD
8 ge S8S% 38583558858
8% <% 5 B8E3f zZ<g6IEF
23 = goF 5§ z
o
s
HOXD13 -15A IDR € 04 By 2
g akds
HOXD13 -7A IDR 5 1
HOXD13 DEdel IDR 3 % vo e
HOXD13 wt IDR 2 . %&
g * s
= -34
2
=
5 -4
© of
Q
2 ol
2
) & el > &
9?@«6 & Y\’b‘ & " qi\?@b é\Y\'D
N~ 9 0 X >
X N A N N
SRR S S
& XX




