Summary of structural analysis of aromatic clustering in six non-homologous integral membrane proteins
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a-helical
égzé) Tetramer 4/8 (0.50) 3/3 (1.0) 7/11 (0.64) 7 2 1 4
Baairl'&r,t‘/loEd)OpS'” Monomer 6/16 (0.38) 11/16 (0.69) 17/32 (0.53) 13 6 7
Lac“éec‘l):eg)"ease Monomer 15/32 (0.47) 36/44 (0.82) 51/76 (0.67) 64 39 25
B-barrel
OmpA!
(103P) Monomer 6/13 (0.46) 0/9 (0) 6/22 (0.27) 4 2 2
(gg‘hﬂi) Trimer 23/33 (0.70) 7117 (0.41) 30/50 (0.60) 28 (41 12 (4N 8 8
(18(5‘;\‘55 Monomer 28/42 (0.67) 13/30 (0.43) 41/72 (0.57) 28 (107 23 (8" 5(2"

#k: per monomer

% for a-helical membrane proteins, aromatic residues pointing toward lipid bilayer and whose fraction of solvent-accessible area is >2.5 % (when a probe of 1.4 A radius is used);
for B-barrel proteins, aromatic residues pointing outward from the barrel
9 for a-helical membrane proteins, all aromatic residues other than ? and aromatic residues, which are pointing outward and whose fraction of solvent-accessible area is <2.5 %,
are classified as lipid-inaccessible residues.
b.€.9: inter-centroid distance less than 7 A

" aromatic pairs inside the barrel
!: transmembrane domain only
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