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Supplementary Fig. 1. Conserved amino acid residues can be subjected to similar posttranslational 

modifications 

(a) Alignment of human heat shock factors HSFs hHSF1, hHSF2, and hHSF4 shows that S13, K62, K80, 

and K118 are conserved in human. DNA binding domain of human HSFs were highlighted by gray boxes. 

Alignment was performed using Clustal Omega. 

(b) Alignment of murine heat shock factors mHSF1, mHSF2, and mHSF4 shows that S13, K62, K80, and 

K118 are conserved in mice. DNA binding domain of murine HSFs were highlighted by gray boxes. 

Alignment was performed using Clustal Omega. 

In both human and murine HSF1 PTMs were identified at these amino acids but not in HSF2 and HSF4. The 

highly conserved nature of these sequences suggests that these amino acids might undergo posttranslational 

modifications in HSF2 and HSF4 as well. These amino acids are highlighted with yellow ellipses. 
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