
Table 2. Sampling of alignment between class A and classes B, C, and F. This table shows the
selection process for assigning BW .50 residues to non class A proteins. Shifting BW .50 residue on each
helix renumbers the relative BW numbers, effectively changing the labels of contacts observed in these
proteins. Subsequently, the number of common contacts each structure shares with the class A structures
changes for different BW residue assignments. The rightmost column shows the cumulative number of
contact occurrences among the 24 class A structures (including active conformations). The BW assignment
with the highest number of contacts is selected (except for MGLU5, see text). The selected alignment is in
bold.

Class Protein BW# Common RMSD
1.50 2.50 3.50 4.50 5.50 6.50 7.50 contacts Å

B CRF1 L134 F162 L213 W236 V279 L329 S360 2212 3.11
L134 F162 L213 W236 V279 I325 A363 2084 3.61
L134 F162 L213 W236 V279 I325 S360 2081 3.35

GLR L156 F184 L249 W272 A314 V364 A397 1972 2.93
L156 F184 L249 G273 A314 V364 A397 1913 2.94
L156 F184 L249 M276 A314 V364 A397 1876 3.11

C MGLU1 T607 I638 I682 I714 L763 A800 L827 2017 3.02
T607 I638 I682 S711 L763 A800 L827 2012 3.24
T607 I638 I682 S711 C767 A800 L827 1873 3.41

MGLU5 T594 I625 A669 F698 L750 A787 L814 1974 3.36
T594 I625 A669 I701 L750 A787 L814 1954 3.17
T594 I625 A669 F698 L750 I784 L814 1820 3.64

F SMO T245 F274 W339 W365 V411 I465 S533 2358 3.00
T245 F274 W339 W365 V411 C469 G529 2311 2.98
T245 F274 W339 W365 V411 C469 S533 2283 3.02
...

T245 F274 W339 W365 V411 S468 I530 1827 3.04
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