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Figure S1. Studied molecules 2D chemical structure. The structures were obtanied from
Chemspider free chemical structure database (www.chemspider.com).
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Figure S2. Multiple sequence amino acid alignment of ADI enzyme from G. lamblia
and different organisms. The alignment was performed in the free tool Clustal,
version 1.2.4. The reference sequences used are: XP_001705755.1 Arginine
deiminase [Giardia lamblia ATCC 50803]. EST48861.1 Arginine deiminase
[Spironucleus salmonicida]. WP_011027247.1 Arginine deiminase [Streptomyces
coelicolor]. WP_012482189.1 Arginine deiminase [Rhizobium etli]. KFL10416.1
Arginine deiminase [Pseudomonas aeruginosa]. KHL72821.1 Arginine deiminase
[Pseudomonas putida]. AAD55448.1 Arginine deiminase [Mycoplasma arthritidis].
BAQ54605.1 Arginine deiminase [Mycoplasma arginini]. AGS566837.1 Arginine
deiminase [Borrelia burgdorferi CA382]. NP_813907.1 Arginine deiminase
[Enterococcus faecalis V583]. ARW56296.1 Arginine deiminase [Bacillus licheniformis].
CAA04682.1 Arginine deiminase [Lactobacillus sakei]. Symbols: * (asterisk) indicates
positions which have a single, fully conserved residue. : (colon) indicates
conservation between groups of strongly similar properties. . (period) indicates
conservation between groups of weakly similar properties. — (hyphen) indicates a
gap. Cysteine residues are highlighted in bold red. The C-terminal end of the
protein is highlighted in bold. Residues of the catalytic site (Glu 226, His 280, and
Cys 424) are highlighted in blue.



