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Supplemental Figure 5. Mutations in H-ras among skin tumors from wild type, Hipk2+/− and 

Hipk2−/− mutants. Genomic DNA was obtained from the majority of tumors, including 

papillomas and carcinomas, from wild type, Hipk2+/− and Hipk2−/− mutants. PCR was performed 

to detect the presence of the more common activating mutation (CAA -> CTA) at codon 61 of H-

ras, which can be digested by XbaI to yield two bands at 108 and 60 bp (arrows). Whereas 

normal skin showed no evidence of mutation, essentially all the tumors from wild type (panel A), 

Hipk2+/− (panel B) and Hipk2−/− (panel C) contained the CTA mutation. 

 


