
Additional file 3: Figure S1. Sequence alignment of dualCMDs in T. vaginalis. 



	



a Protein sequence alignment of TvCMD1 (TVAG_256720), 2 (TVAG_107080) and 3 (TVAG_474690). Gray color indicates conserved CMD 

signatures in sequences. b CMD signature alignments against three bacterial CMDs. TvCMD1 was divided into 2 CMD signatures and aligned 

with the CMD of Pseudomonas putida (Q88N35), Methanosarcina acetivorans (Q8TJP3 or MA3736) and Legionella pneumophila (Q5ZYG6 or 

lpg0406). The blue box indicates the conserved thioredoxin-like domain (CXXC). The brown boxes indicate cysteine residues responsible for 

iron-sulfur cluster binding. Asterisks (*) indicates a fully conserved residue at the position; colon (:) indicates a residue with strong similarity; 

period (.) indicates a residue with weak similarity.	


