HSp53/95-292 95 SS
MMp53/92-289 92 SF
DRp53/64-261 64 ST ETS
XLp53/69-267 69 CA TD
HSp63/163-362 163 P A NT
HSp73/113-312 113 PV NT
DMp53/188-388 188 NT KLEN
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HSp53/95-292 164
MMp53/92-289 161
DRp53/64-261 133
XLp53/69-267 138
HSp63/163-362 232
HSp73/113-312 182
DMp53/188-388 254

% #Hi#t * *  kk *
HSp53/95-292 225 292
MMp53/92-289 222 289
DRp53/64-261 194 261
XLp53/69-267 200 267
HSp63/163-362 295 362
HSp73/113-312 245 312
DMp53/188-388 324 388

Figure S4. Sequence alignment of DNA-binding domains of p53 family members used in this study. DNA-contact
residues in Hsp53 are marked with an asterisk, DBD interface residues with a hash. The flexible loop around the
DNA-contact residue K120 is highlighted with a black bar. Colour coding is according to ClustalX [1].
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