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Supplementary Figure S1. In silico analysis of the 29 actin-like deduced aa sequences reported in 

the T. vaginalis genome database. Turquoise box: ATP-binding site. Cream box: actin-like ATPase 

domain. Green box: putative phospholipase D-type domain. Red dotted box: leucine zipper domain. 

Specific domains are indicated in certain actin-like protein fragments. Groups are based on 

Supplementary Table S1 description. 
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