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Supplemental Figure S2: Disorder prediction of ERFs. All of the subgroups
are presented herein. Disorder score was predicted using PONDR-FIT. The
disorder curves were aligned using IDAlign. The grey thick bars indicate the
span of the AP2 (DBD) domains including the three highly structured beta
sheet and the more flexible alpha helices at the C-terminal end of this
domain. The black horizontal line represents the disorder threshold score
(= 0.5). The short horizontal color bars at the bottom of each panel are
MoRFs predicted using MoRFchibi.




