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Figure S1. Amino acid sequence alignment of the D. melanogaster AKHR (GenBank acc. no. NP_477387), A.
aegypti AKHR (GenBank acc. no. CAY77166), A. pisum AKHR (GenBank acc. no. XP_003245941), S. gregaria
AKHR (GenBank acc. no. MG544188), A. mellifera AKHR (GenBank acc. no. NP_001035354), H. abietis AKHR
(GenBank acc. no. MG562511) and T. castaneum AKHR (GenBank acc. no. NP_001280549). The amino acid
position is indicated on the right. Identical residues between all the receptors are highlighted in black and

conservatively substituted residues in grey. Dashes indicate gaps that were introduced to maximize

homologies. Putative transmembrane regions (TM1-TM?7) are indicated by grey bars. Conserved amino

acids for the rhodopsin-like GPCRs are indicated by a dot (®), whereas conserved amino acids for the GnRH

receptor subfamily are indicated by asterisk.



