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Figure 1: The sequence alignments of selected Class A GPCRs (left) and Class D GPCRs of the Ste2- (middle) and Ste3-
subfamily (right). The alignments for the Class A representatives and the Ste3-subfamily were taken from the GPCR database

(http://www.gpcr.org) (7). The receptor sequences for the Ste2 subfamily were downloaded from GenBank (2) as annotated

sequences or in the case of some pheromone receptor sequences as open reading frames identified in the genome of partially
sequenced organisms (3, 4). Dark gray boxes denote identity and light gray denote similarity in conserved positions. Strongly polar
residues are in red. Small and weakly polar residues are indicated by yellow boxed residue numbers. The Ste2 sequences are
identified by the initials of the genus and species of the corresponding organism as follows:

Sc, Saccharomyces cerevisiae; Sb, Saccharomyces bayanus; Sca, Saccharomyces castellii; Sk, Saccharomyces kluyveri; Su,
Saccharomyces unisporus; Km, Kluyveromyces marxianus; Kl, Kuyveromyces lactis; Kw, Kluyveromyces waltii; Eg, Eremothecium
gossypii; Cg, Candida glabrata; Y|, Yarrowia lipolytica; Pa, Pichia angusta; Dh, Debaryomyces hansenii; Zr, Zygosaccharomyces
rouxii; Ca, Candida albicans; Sp, Schizosaccharomyces pombe; Af, Aspergillus fumigatus; An, Aspergillus nidulans; Cp,
Coccidioides posadasii; Mg, Magnaporthe grisea; Gz, Gibberella zeae; Fv, Fusarium virguliforme; Sm, Sordaria macrospora; Nc,

Neurospora crassa.
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