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19 Protein structure quality assessment based on the distance profiles of consecutive backbone CÎ± atoms.
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20 Computational analysis of perturbations in the post-fusion Dengue virus envelope protein highlights
known epitopes and conserved residues in the Zika virus. F1000Research, 2016, 5, 1150. 1.6 12
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23 Dipeptidyl peptidase-IV inhibitors used in type-2 diabetes inhibit a phospholipase C: a case of
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DOCLASP - Docking ligands to target proteins using spatial and electrostatic congruence extracted
from a known holoenzyme and applying simple geometrical transformations. F1000Research, 2014, 3,
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27 YeATSAM analysis of the walnut and chickpea transcriptome reveals key genes undetected by current
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RNA-seq assembler artifacts can bias expression counts and differential expression analysis - case
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