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potentials. Npj Computational Materials, 2021, 7, . 8.7 28

28 Developing initial conditions for simulations of asymmetric membranes: a practical recommendation.
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30 CHARMM-GUI <i>Ligand Designer</i> for Template-Based Virtual Ligand Design in a Binding Site. Journal
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31 Differential Interactions between Human ACE2 and Spike RBD of SARS-CoV-2 Variants of Concern.
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33 Preferred conformations of lipooligosaccharides and oligosaccharides of Moraxella catarrhalis.
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67 Structure of an EIIC sugar transporter trapped in an inward-facing conformation. Proceedings of the
National Academy of Sciences of the United States of America, 2018, 115, 5962-5967. 7.1 18

68 Augmenting the antinociceptive effects of nicotinic acetylcholine receptor activity through lynx1
modulation. PLoS ONE, 2018, 13, e0199643. 2.5 18

69 Synthetic Immunotherapeutics against Gram-negative Pathogens. Cell Chemical Biology, 2018, 25,
1185-1194.e5. 5.2 29

70 Simulation Study of Occk5 Functional Properties in <i>Pseudomonas aeruginosa</i> Outer
Membranes. Journal of Physical Chemistry B, 2018, 122, 8185-8192. 2.6 12

71 Quantitative Characterization of Cholesterol Partitioning between Binary Bilayers. Journal of
Chemical Theory and Computation, 2018, 14, 2829-2833. 5.3 14

72 Biophysical and functional characterization of Norrin signaling through Frizzled4. Proceedings of
the National Academy of Sciences of the United States of America, 2018, 115, 8787-8792. 7.1 30



6

Wonpil Im

# Article IF Citations

73 Refinement of OprH-LPS Interactions by Molecular Simulations. Biophysical Journal, 2017, 112, 346-355. 0.5 50
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133 Assessing smectic liquid-crystal continuum models for elastic bilayer deformations. Chemistry and
Physics of Lipids, 2013, 169, 19-26. 3.2 20
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136 CHARMM-GUI Micelle Builder for Pure/Mixed Micelle and Protein/Micelle Complex Systems. Journal of
Chemical Information and Modeling, 2013, 53, 2171-2180. 5.4 99

137 Two Dimensional Window Exchange Umbrella Sampling for Transmembrane Helix Assembly. Journal of
Chemical Theory and Computation, 2013, 9, 13-17. 5.3 38
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