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Figure S1.  PSIPRED predicted secondary structure of drome-AKHR. H= helix (in yellow), S = strand (in pink) and C 
=coil (ash)  



 
 
Figure S2. Schematic diagram of the MEMSAT-SVM predictions for the query sequence of Drome-AKHR. Traces 
indicate the RAW outputs for the prediction SVMs. Dashed lines indicate the prediction threshold. PL: Pore lining 
residue SP: Signal peptide residue RE: Re-entrant helix residue iL/oL & H/L: Helix prediction. 

 
 
 
 
 

 

 

 

 

Figure S3. Prediction of transmembrane helices and the topology analysis of Drome-AKHR. The helices are 

represented in yellow and labelled S1-S7, the membrane (black) and the loops (thin black line) starting from the N-

terminus (the extracellular region) and terminating at the C-terminus (the intracellular region)   

 
 
 
 



 
 
 
Figure S4. Schematic diagram representing an alignment of both models constructed from both Rhodopsin and beta2 
androgenic receptor templates of Drome-AKHR, the Drosophila melanogaster adipokinetic hormone receptor. Red 
indicates residues in the seven transmembrane helices, blue shows the extra-cellular regions, while the intra-cellular 
regions are represented in purple, yellow denotes cystine ionic lock, and green shows the highly conserved residues. 

 
 

 
 
 
Figure S5. a) An overlay of β2frf-based-AKHR (the constructed model, in red) and 5d5a (the template used for 
constructing the model, in yellow). b) shows an overlay of  Rhodfrf-based-AKHR (the constructed model, in red) and 
2x72 (the template used for constructing the model, in green).  
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Figure S6. Ramachandran plots of a) β2frf-based and b) Rhodfrf-based models 

 
 
 
 
 
 
Table S1. Comparison of helical sequences of Drome-AKHR with β2AR and rhodopsin. 

Helix      % sequence identity with 
β2AR (β2frf)          rhodopsin (rhodfrf) 

      % sequence similarity with 
β2AR(β2frf)            rhodopsin (rhodfrf) 

1 16                                  20 60                                   61 
2 25                                  16 58                                   52 
3 29                                  30 68                                   60 
4 28                                  40 76                                   80 
5 23                                  17 65                                   60 
6 34                                  23 83                                   74 
7 43                                  45 88                                   88 
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