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PDB code: 2X3W (2.64 A resolution). Only one SH3 domain is resolved in the crystals. Second SH3 added by symmetry
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BAR-GTPase complex

PDB code: 4DCN (3.0 A resolution)
Arfaptin2 in complex with GTPase Arl2 (Nakamura et al. J Biol Chem 2012)
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Figure S1. Structures of BAR domain proteins featuring accessory domains. Color
scheme: BAR domains — two shades of orange, accessory domains — cyan, inter-domain
sequences — purple. Also shown for comparison is our SAXS-derived model of PICK1. PDB
accession codes and references are listed with each structure.



