
Supporting Information 

Figure S1.  a) PSI-BLAST result for rT-M386 and G210C lipase and b) multiple sequence 

alignment of target and template, 2HIH. (https://blast.ncbi.nlm.nih.gov) 
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Figure S2. Ramachandran plot of a) rT-M386 b) G210C predicted models. Color are 

represented as follows; most favored region (red), additional allowed region (brown), generously 

allowed region (yellow) and disallowed region (white). 

 

 

 

 

 

 



 

Figure S3. Calcium binding site of a) rT-M386 b) G210C and Zinc binding site of c) rT-M386 

d) G210C. The distances (Å) between each interaction are as indicated in the diagram. Figures 

are generated using the PDBsum (http://www.ebi.ac.uk/pdbsum). 
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Figure S4. NetSurP results for a) rT-M386 and b) G210C. Residue 210 is highlighted in grey 

and the RSA value is shown in the box. Results are generated using NetSurP-2.0 

(http://www.cbs.dtu.dk/services/NetSurfP/) 

 

 


