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Figure1-4 M2 and M1 segments of the nAChR

A. Helical model of the M2 segment showing rings known to affect channel function and
QX-222 interactions

B. Sequences of M1 and M2 segments of LGICs showing residues which were modified
by water soluble probes (m) aswell as those residuesin M1 which were labeled by

[*°1] TID as protein-lipid interface (0).



