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Electrostatic Effect of the Ribosomal Surface on Nascent Polypeptide Dynamics. ACS Chemical Biology,
2013, 8, 1195-1204.

The antiviral lectin cyanovirin-N: probing multivalency and glycan recognition through experimental

and computational approaches. Biochemical Society Transactions, 2013, 41, 1170-1176. 3.4 12

Dissipative electro-elastic network model of protein electrostatics. Physical Biology, 2012, 9, 036004.

Collective Dynamics Differentiates Functional Divergence in Protein Evolution. PLoS Computational 3.9 28
Biology, 2012, 8, €1002428. :



38

40

42

44

46

48

SEFIKA BANU OZKAN

ARTICLE IF CITATIONS

The binding affinities of proteins interacting with the PDZ domain of PICK1. Proteins: Structure,
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