
Figure S2. Amino-acid sequence alignment of TM2-proximal region from 795 dCACHE_1 domain-containing bacterial chemoreceptors. NCBI sequence accession number of chemoreceptors and the corresponding bacterial 
species are reported next to sequence alignments.  The four key pH-sensing residues are highlighted in green. Highly-conserved residues (>95% identify threshold) are highlighted in blue. Lysine-glutamate pair in the mem-
brane-proximal module of dCACHE_1 domain and aspartate-glutamate pair in linker region are more prevalent.
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