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Figure 3—figure supplement 1. Comparison of
NECAP binding site in open and closed AP2 confor-
mations

A. phosphoAP2-NECAP structure. The mu subunit is
colored blue, with residues 154-170 colored cyan, and
pT156 colored magenta. NECAP,,, . is colored red.

B. Model of open AP2 bound to NECAP,,__ colored as in
(A). NECAP,,, . was docked onto the open AP2 confor-
mation (PDB 2XA7) by aligning the mu homology domain
(AA 160-435) of the two models. The NECAP,,,_binding
site on the mu subunit is solvent exposed in both struc-
tures, except the mu linker packs against beta in the open
conformation, including T156.

C. Model of open AP2 bound to NECAP as shown boxed
in (B). The location of muT156 is highlighted for the
phosphoAP2-NECAP structure and the open AP2 struc-
ture. While there are no steric clashes preventing NECAP
binding to open AP2, access to and phosphorylation of
muT156 is a key determinant of NECAP binding.



