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MRYIDLRSDTVTQPTDAMRQAMLHAEVGDDVYGEDPSVNVLEAYGAKLLGKQAALFVPSGTM 

SNLLAVMSHCQRGEGAILGAGAHIYRFEAQGSAVLGSVALQPLPMQRDGTLAFDEIKAALAPDD 

AHFVQTRLICLENTHNGKVLPLSYLQEMGAFVAKHGLKLHLDGARLFNAAVASDTPAEAIAAPFD 

SISICLSKGLGAPVGSLLVGDRDFIARARRLRKMVGGGMRQAGMLAQAGLFALEQHVARLADDH 

RRAKRLAEGLAALPGIGLDLSLVQSNMVFLRLAKGEPAQLLAFMKERGILFSGYGELRLVTHLQIND 

DDIEEVIDAFTEYLGA 

Figure S1. Protein sequence analysis of the wild-type L-threonine aldolase from Aeromonas 

jandaei (LTAaj) used in this study.  

 

 

Figure S2. Sequence alignment of the LTAaj used in this study with the template sequence 

(UniProtKB O07051; PDB: 3WGB) 
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Figure S3. Crystal structure alignment of template PDB:3WGB with the LTAaj model. Pink – 

not-conserved residues of LTAaj used in study with the template sequence. Not-conserved 

residues are located in the surface of crystal structure of the protein and do not have significant 

impact on the active site structure and properties.  

 


