DNA binding by ZNF217

SUPPLEMENTAL TABLES

Supplemental Table 1. Contribution of ZNF217-F67 amino acid residues to DNA binding. The table
indicates the relative binding strength of each ZNF217-F67 mutant to the DNA consensus sequence
TGCAGAAT, as assessed by EMSA (Figure 8).
ZNF217-F67, “+” indicates reduced binding and “-” indicates almost complete or total loss of
detectable binding. Y506 was found not to fold correctly by NMR spectroscopy and has been omitted

from the table.

“++” indicates binding equivalent to wildtype
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