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Supplementary Figure S7. TvVLEGU-2 may have hemoglobinase activity. A. Multiple alignment of
hemoglobinase domain amino acid sequences of Trichomonas vaginalis TVLEGU-2 (TVAG_385340),
Schistosoma mansoni (GenBank AJ250582) and Ixodes ricinus (GenBank AY584752) in the legumain
catalytic region of the five domains 1, 2, 3, 4 and 5, respectively (a, b, ¢, and d). Shadowed aa, identical
aa residues; red letter, conserved aa residues; black letter, distinct aa residues. B. Schematic
representation of the multiple alignment among the three legumain catalytic regions shown in A.
Domains 1 and 2 (pink box), domain 3 (black box), domain 4 (blue box), domain 5 (purple box). Black
arrows, point to the aa residue position of each domain.



