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Figure S1. Intrinsic disorder propensity and some important disorder-related functional
information generated for human proteins encoded by genes with nucleotide expansions by the
D?P? database (http:/d2p2.pro/) (Oates et al., 2013). Here, the outputs of several disorder
predictors are shown by differently colored bars, whereas the blue-green-and-white bar in the
middle of the plot shows the predicted disorder agreement between nine predictors, with blue
and green parts corresponding to disordered regions by consensus. Yellow bar shows the
location of the predicted disorder-based binding sites (molecular recognition features, MoRFs),
whereas colored circles at the bottom of the plot show location of various PTMs.
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Figure S1A. D?P? output for homeobox protein HOXD13 (UniProt ID: P35453)



Espritz-D
Espritz-X
Espritz-N
IUPred-L
IUPred-S
Pv2
PIDOS
VSL2b
VLXT

Predicted Domains

" MOoRF Re gions

: ® PTM Sites
@
- - . - . - - - »  Disorder:
0 50 100 150 200 250 300 350 388 B Espritz-D
|| Espritz-X
Key: ) Superfamilies: L Espritz-N
 Predicted SCOP Stucture I (1] Homeodomain-like [ 1UPred-L
i Weaker Support M uPred-s
(OPfam Conserved Domain Pfams: [ ]pv2
[Predicted Disorder [2] PF12284.3 (Family) [ PrDOS
v Predicted MoRFs [3] Homeobox domain B vsL2b
© Curated PTM Site [4] PB006406 (Pfam-B) B VLXT

Figure S1B. D?P? output for the homeobox protein HOXA13 (UniProt ID: P31271)
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Figure S1C. D?P? output for runt-related transcription factor 2, RUNX2 (UniProt ID: Q13950)
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Figure S1D. D?P? output for zinc finger protein ZIC2 (UniProt ID: 095409)



Espritz-D
Espritz-X
Espritz-N
IUPred-L
IUPred-S
PVv2
PrDOS
VSL2b
VLXT

Predicted Domains

IPredicted DisordériA reement i

- @ ]
-

| P! A ::: | Pl R 0k Tr 5~ MoRF Regions
X _
PTM Sites
P |
(P (P
0 50 100 150 200 250 300
Key: Disorder: Superfamilies:
Predicted SCOP Structure [l Espritz-D [ [1] Homeodomain-like
i Weaker Support || Espritz-X Pfams:
OPfam Conserved Domain [ |Espritz-N 2] .Horneobox domain
[]Predicted Disorder B IUPred-L [3] PB006922 (Pfam-B)
w Predicted MoRFs B 1UPred-s [4] PB016466 (Pfam-B)
@ Curated PTM Site L |pVv2 [5] PB000265 (Pfam-B)
I PrDOS [6] PB018277 (Pfam-B)
flvsL2b
B VLXT

Figure S1E. D?P? output for paired mesoderm homeobox protein 2B (PHOX2B homeodomain
protein, UniProt ID: Q99453)
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Figure S1F. D?P? output for transcription factor SOX3 (Sex-determining region Y-box3, UniProt
ID: P41225)
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Figure S1G. D?P? output for homeobox protein ARX (Aristaless-related homeobox, UniProt ID:

Q96QS3)
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Figure S1H. D?P? output for human forkhead box protein L2 (FOXL2, UniProt ID: P58012)
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Figure S1l. D?P? output for polyadenylate-binding protein 2/polyadenine-binding protein
nuclear-1 (PABP2/PABPN1, UniProt ID: Q86U42)
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Figure S1J. D?P? output for human small conductance calcium-activated potassium channel
protein 3 (SK3, UniProt ID: Q9UGI6) is not available. Presented is the D?P? output for mouse
homologue (UniProt ID: P58391).
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Figure S1K. D?P? output for human junctophilin-3 (JP-3, UniProt ID: Q8WXH2)
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Figure S1L.

DZPZ

14

output for human huntingtin (UniProt ID: P42858)
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Figure S1M. D?P? output for atrophin-1 (UniProt ID: P54259)
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Figure S1N. D?P? output for human androgen receptor (AR, UniProt ID: P10275)
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Figure S10. D?P? output for ataxin-1 (UniProt ID: P54253)
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Figure S1P. D?P? output for human ataxin-2 (UniProt ID: Q99700)
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Figure S1Q. D?P? output for human ataxin-3 (UniProt ID: P54252)
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Figure S1R. D?P? output for voltage-dependent P/Q-type calcium channel subunit a1A
(CACNA1A, UniProt ID: O00555) is not available. Presented here is the D?P? output for mouse
CACNA1A (UniProt ID: P97445).
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Figure S1S. D?P? output for ataxin-7 (UniProt ID: 015265)
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Figure S1d. D?P? output for myotonin-protein kinase (UniProt ID: Q09013)
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Figure S1g. Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B 3 isoform
(PPP2R2B, UniProt ID: Q00005).
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