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Figure S10. Proteins conformational plasticity. Relative disorder levels of the structures measured in a range of 0 to 1.0, following the 
algorithms used by DisoPred 3.1 server. With a level of disorder above 0.5 (dashed line), the protein is considered disordered. The 
region corresponding to the zinc finger (ZF) domain is marked in the figure.

ZF ZF

ZFZFZF

ZF ZF ZF

ZFZFZF

ZF ZF ZF

ZFZF


