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Figure S1. Pair-wise sequence alignment.
acids, highly similar amino acids, similar amino ac1ds, and gaps, respectively. (A) Human
P53 (Uniprot ID: P04637) vs. human P63 (Uniprot ID: Q9H3D4); (B) Human P63
(Uniprot ID: Q9H3D4) vs. human P73 (Uniprot ID: O15350); (C) Human P53 (Uniprot ID:
P04637) vs. fish P53 (Uniprot ID: P79820); (D) Human P53 (Uniprot ID: P04637) vs. Fly P53
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Figure S2. Alignment analysis for DP00270 and DP00710. (A) Pair-wise sequence

alignment;
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, and “-” stand for identical amino acids, highly similar amino acids,

similar amino acids, and gaps, respectively; (B) Disorder prediction for DP00270 (upper
panel) and DP00710 (lower panel) by PONDR® VLXT; (C) Identified alignment path
between DP00270 and DP00710; and (D) Alignment of disorder curves between DP00710
(pink) and DP00270 (black) along the alignment path. Only overlapped segment pairs of

which the distance between two segments lower than 0.05 were highlighted by cyan.

S4



