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Figure S1:Validation of the 3D model of the MDV DNA polymerase enzyme (A) Distribution of amino acid residues

according to their average scores to assess the structural quality of the predicted homology model. (B) Ramachandran plot.
(C) ERRAT analysis of the predicted 3D model of the MDV DNA polymerase The black bars identify the misfolded region,

the gray bars correspond to the error region between 95% and 99% and the white bars indicate the region with a lower error
rate for protein folding



Figure. S2. 3D complex of the drug target with (A) Disalicyloyl curcumin, (B) Ferrocenyl curcumin (C) Curcumin
dimer 1 (D) Curcumin dimer 2 (E)N-(4 Methoxyphenylpyrazole) Curcumin.



