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Table S1. Evaluation assessment of the template and mutant models.

Ramachandran Plot Percentage of The
Model Allowed Disallowed Z-score ® Residues have ERR[.AT (Overali
Regions Regions Averaged 3D-1D Quality Factor)
Score >0.2 ¢

4COF 99.7% 0.3% -5.5 65.71% 96.76
Wild type 99.5% 0.5% -4.85 70.61% 89.76
A2'S 99.5% 0.5% -3.78 71.31% 89.25
RO'Q 99.5% 0.5% -3.85 68.31% 89.54
A2'S+R0O'Q 99.5% 0.5% -3.79 69.08% 88.93

2 The phi and psi angles distribution of each residue in the protein. » Energy evaluation of structure,
carried out by ProSa. © Assessment of protein models with 3D profiles. ¢ Quality factor for non-bonded
atomic interactions.
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Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected

10 have over 90% in the most favoured regions,
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Figure S1. The Ramachandran plot of the constructed N. lugens RDLR model.
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Figure S2. The ProSA evaluation of the constructed N. lugens RDLR model.



