
Aδ Aδ Aα Aβ Aγ B C F
P2Y12 P2Y12 Beta2AR NTS1 CCR5 CRF1 MGLU1 SMO

Number of orthologs 77 (ref. [100]) 42 37 21 24 72 55 48
Consensus %

TM 89.8 89 91.6 86.4 83.8 95.6 95 86.7
CHICO 95.1 93.6 97.3 91.1 92.1 98 97.6 88.3
NACHO 92.7 91.3 98.9 94 90.6 98.6 99.1 93.6
CHICO and NACHO 97.8 95.7 99.5 89.5 97.5 99.4 98.9 93.8

Average conservation (Jalview scale 0-11)
TM 8.9 9.1 9.5 8.4 7.8 9.8 9.8 8.8
CHICO 9.8 9.9 10.5 9.3 9.5 10.3 9.9 9.2
NACHO 9.7 9.8 10.8 9.1 9.2 10.4 10.4 9.8
CHICO and NACHO 10.4 10.4 10.8 9.8 10.6 10.6 10.4 10

S4 Table

S2 Fig. 766

Sequence similarity (%) of the TM bundles between crystal structures for 767

the final sequence alignment. Two residues are similar if their BLOSUM62 entry is 768

positive. 769

S3 Fig. 770

Backbone (atoms N, Cα, C, O) RMSD of the TM bundles for the final 771

sequence alignment. For a given pair of structures, there may exist a different 772

sequence alignment, which results in a lover RMSD than the listed one. 773

S4 Fig. 774

High resolution phylogenetic tree (Fig. 7) based on TM similarity only. 775

The pdf file is searchable for the UNIPROT accession numbers. Loops were ignored. 776

Color coding denotes the GPCR class. Proteins with known crystal structure are 777

emphasized with a dot. 778

S5 Fig. 779

Testing the robustness of the alignment of the Vomeronasal receptors with 780

the other groups. This is an extended version of Fig. 3, same caption. 781

S6 Fig. 782

Testing the robustness of the alignment of the Taste2 receptors with the 783

other groups. This is an extended version of Fig. 4, same caption. 784

S7 Fig. 785

Testing the robustness of the alignment of the Vomeronasal receptors with 786

the GPCRtm substitution matrix. Same caption as in Fig. 3. 787

S8 Fig. 788

Testing the robustness of the alignment of the Taste2 receptors with the 789

GPCRtm substitution matrix. Same caption as in Fig. 4. 790
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