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Figure S1. The multiple sequence alignment of amino acid sequences from 60 microorganisms from the Ascomycota 
group to the CaMet2 amino acid sequence from C. albicans. Analysis performed using BLAST program [1]. 
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Figure S2. Phylogenetic tree of amino acid sequences from 60 microorganisms from the Ascomycota group with 
high similarity (≥50,34 % of identity) to the Met2 amino acid sequence from C. albicans. Analysis performed using 
BLAST program [1]. 
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Figure S3. Conservation of characteristic amino acid motifs in L-homoserine O-acetyltransferase sequences. The 
catalytic triad residues are marked with a black frame. The analysis was performed using MAST , FIMO and 
TOMTOM tools from The MEME suite  [2–4].  

 

Figure S4. Overproduction of CaMet2p and CaMet2NHp in E. coli cells: (a) Densitometric analysis of SDS-PAGE 
electrophoresis analysis of cell extract (top) and purified fraction (bottom) from E. coli cells producing CaMet2p and 
CaMet2NHp recombinant protein. Gel Analyzer software  [5]; (b) Mass balance of CaMet2p and CaMet2NHp 
purification developed on the base of the Gel Analyzer Program analysis results and experimental work; (c) 
Theoretical molecular mass (ProtParam analysis [6]) and determined by SDS-PAGE analysis molecular mass of the 
CaMet2p and CaMet2NHp. 
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Figure S5. (a) SDS-PAGE analysis of CaMet2p, CaMet2NHp and CaMet2CHp overproduction in E. coli cells and 
purification. Plus Prestained Protein Ladder (M), cell-free extract (1), CaMet2p-containing fraction (2) (b) Western 
blot analysis of CaMet2NHp overproduction. (1) no IPTG induction, (2) IPTG induced. 

 

Figure S6. Phylogenetic tree of Met2p from various organisms. Analysis performed using BLAST program [1]. 
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