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Plot statistics

Residues in most favoured regions [A,B,L] 339 90.4%
Residues in additional allowed regions [a,b,l,p] 34 9.1%
Residues in generously allowed regions [~a,~b,~l,~p] 2 0.5%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 375 100.0%
Number of end-residues (excl. Gly and Pro) 1

Number of glycine residues (shown as triangles) 28

Number of proline residues 39

Total number of residues 443

Figure S1: Ramachandran plot of rat Prdx 6 model generated using Procheck. Different areas of the plot are
represented with different colors; beige, yellow, brown and red indicating disallowed, generously allowed,
additional allowed and most favored regions, respectively.



Comparison with Non-redundant Set of PDB Structures
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Figure S2: Graphical representation of the absolute quality of rat Prdx6 model evaluated by QMEAN Z-score.
The red mark indicates the position of Prdx6 model.



