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Supplementary figure S1. Multiple sequence alignment of the cloned SchgrETHR with other functionally
characterized holometabolous insect ETH receptors (Clustal Omega,
http://www.ebi.ac.uk/Tools/msa/clustalo). The seven transmembrane regions (as predicted for SchgrETHR)
are indicated above the sequences in grey shading. A disulphide bridge highly conserved in rhodopsin-like
GPCRs, indicated with “+” is formed between a cysteine (C) at the beginning of transmembrane 3 and in
extracellular loop 2. The histidine (H) typically conserved in transmembrane region 3 of all ETH receptors is
indicated with “9”. The typical rhodopsin-like conserved ERY motif immediately following the third
transmembrane helix is indicated with asterisks (***). The leucine (L) replacing tryptophan (W), which is a
typical feature of ETH receptors, in the highly conserved FXXCWXPFHXXR motif in transmembrane 6 of
rhodopsin-related GPCRs is indicated with “O”.



http://www.ebi.ac.uk/Tools/msa/clustalo

>SchgrETH

MLLFKETFASLAVLVVLVAAAAAEPDEGANLF LKASRSVPHVGRR|SDFFLKTAKSVPRI|GRR|SDLFLKSAKSVPRI|G RRTNLAAI
EAQDGSEWLWPGGADAMPAPVRRQAYYVRKDGQPVMWSDVARDVEENPDLWPWNDFDAGNTREVDNSR*

Supplementary figure S2. Translation of the cloned SchgrETH precursor sequence. The signal peptide as
predicted by SignalP 4.1, is indicated in italics and underlined. SchgrETH1 and SchgrETH2 are boxed. Cleavage

sites are indicated in bold. * represents a stop codon.
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Supplementary figure S3. Efficiency of RNAi-mediated knockdown of SchgrETHR and SchgrETHpre in (A-B)
4-day-old fourth instar and (C-D) 6-day-old fifth instar male S. gregaria. Relative SchgrETHR and
SchgrETHpre transcript levels were measured in the heads dissected from control locusts and locusts injected
with SchgrETHR or SchgrETHpre dsRNA, using gRT-PCR. Locusts were injected on day 1 and 4 of the fourth
instar stage, as well as on day 1, 3 and 5 of the fifth instar stage with 400 ng of dsRNA against GFP (control),
SchgrETHR or SchgrETHpre. The data represent box plots (min to max) of six or seven individual locusts, run
in duplicate and normalized to RP49 and EFla transcript levels for fourth instars and 8-actin and EFla
transcript levels for fifth instars. Significant differences (p < 0.5, p < 0.01 and p < 0.0001) are indicated by (an)

asterisk(s) (*, ** and **** respectively) (one-sided Welch's t-test on log-transformed data).



