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Supplementary Figure 3. Robust expression of chimeric TRPA1 channels 
in Drosophila S2 cells 

Supplementary Figure 3. Robust expression of chimeric TRPA1 channels in Drosophila S2 cells. V-5-

epitope tagged chimeric channels DHH (a), DDH (b), HDH (c), HHD (d) are appropriately trafficked to the 

plasma membrane.  
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Supplementary Figure 4. Sequence alignment of transmembrane region of 
Drosophila and mammalian TRPA channels

Supplementary Figure 4. Sequence alignment of transmembrane region of Drosophila and mammalian 

TRPA channels. Multiple sequence alignment of the transmembrane region of Drosophila and mammalian 

TRPA channels generated using ClustalW2. Predicted membrane spanning regions and putative structural 

elements in the pore are highlighted. Marked residues indicate junction points or point mutations referred to 

in the text. Amino acid numbers are derived from Uniprot entries Q7Z020, TRPA1_DROME and O75762, 

TRPA1_HUMAN. 











Supplementary Table 1. Highest ranked schemes for dTRPA1 and mutant channels
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4.

5.

Supplementary Table 1. Highest ranked schemes for dTRPA1 and mutant channels. Kinetic models for dTRPA1, H990A-R1004N and dTRPA1-H56 with the 

associated log-likelihood value. Rates are in s-1 
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