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Supplementary Fig. 1: The MBP column loading controls for the in vitro pull-down assay of 

the CBFβ-A3F interface (a) and the Vif-A3F interface (b), along with the loading (left) and 

elution (right) fractions of all Vif/CBFβ/EloB/EloC or A3FCTDm variants and A3Grh-hu alone 

(c). 


