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Interface between the core structure of hTFIIE¢ AC-D  Binding surfaces between hTFIIEq AC-D and p62 PH-D are essential
for tr iption and CTD ylation

Highly acidic N-terminal tail of hTFIIE@ AC-D run across Two shallow binding pockets on the basic surface
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with TFIIE on TFIIH in transcription
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@ Interaction between hTFIIEa AC-D and p62 PH-D could be a switch to replace p53
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