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lipopolysaccharides. Journal of Computational Chemistry, 2017, 38, 2354-2363. 3.3 150

33 Improving the CHARMM Force Field for Polyunsaturated Fatty Acid Chains. Journal of Physical
Chemistry B, 2012, 116, 9424-9431. 2.6 140

34 Implicit solvation based on generalized Born theory in different dielectric environments. Journal of
Chemical Physics, 2004, 120, 903-911. 3.0 136
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