S1 Fig. fIDPnn and predicted aligned error (PAE). (a) fIDPnn (putative function- and linker-based Disorder

Prediction using deep neural network). (b) PAE 2D heatmap.

1
oy
g o8
o
(=N
£
5 06
5 ©
o 3
S 0.4 -]
2 4
[ =
& o2 ! §
& o

0 E
Disorder - e

Protein Bindi . —
DNA:Binding Ll 0 200 400 600 800
RNA Binding ™ . Scored residue
Linker Region = ‘11 s I 0000
o] 5 10 15 20 25 30

0 200 400 600 800
Expected position error (Angstréms)



