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Figure S8. Functional residues important for proton translocation in different 
rhodopsins.
(A) Alignment of subgroup I xanthorhodopsin from S. ruber M31, subgroup II xanthorhodopsins 
from the Octadecabacter strains and proteorhodopsin from the environmental clone 
EBAC31A08. The transmembrane helices of proteorhodopsin are marked as red lines beneath 
the alignment. Conserved residues with predicted functions for proton translocation are marked 
by black boxes. (B) Residues with predicted functions for proton translocation found in 
xanthorhodopsins and proteorhodopsins. The individual function is stated for each residue 
together with the corresponding reference. Sequence positions of equivalent residues in 
bacteriorhodopsin are given below.
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