Figure S1.
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Multiple sequence alignment of Schgr-CCAPRs with other insect CCAPRs. Identical residues between the aligned
sequences are highlighted in black, and conservatively substituted residues in grey. Amino acid position is indicated at
the left and dashes indicate gaps that are introduced to maximize similarities in the alignment. Putative transmembrane
regions (TM1-5) of Schgr-CCAPR-1, -2 and -3 are indicated by dark grey bars and putative transmembrane regions
(TM6-7) of Schgr-CCAPR-1 and -2 are indicated by light grey bars. Conserved residues that are predicted to form
disulphide bridges in extracellular loop 1 and 2 are indicated (*). Rhodopsin-like DRY motif is boxed in a red dotted
line. NXS/T consensus sequences for putative N-glycosylation sites are underlined in red. Abbreviations: CCAPR =
crustacean cardioactive peptide receptor, Schgr = Schistocerca gregaria, Rhopr = Rhodnius prolixus (AGT02811.1),
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Drome = Drosophila melanogaster (AAO66429), Trica = Tribolium castaneum (1:ABN79651, 2:ABN79652)



