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> source leaprc.lipidi4
> source leaprc.ff1258
> loadamberparams frcmod.ionsjc_tip3p

With the processed file, DOPC_128.pdb, LEaP will load the structure, split the lipids into three units, and

assign atom

types.

Load the lipid structure file into a unit:

> DOPC = loadpdb DOPC_128.pdb
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Initial DOPC 128 Lipid Bilayer
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