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4. lons addition
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PGHS-1 PGHS-2
e \Water: 42809 molecules e \Water: 42856 molecules
e Boxsize:144 A X 150 A X 144 A | « Boxsize: 144 A X 150A X 144 A
e lons: 115 K* 113 CI e lons: 123 K* 113 CI-
e Lipids : 240 DMPC e Lipids : 238 DMPC
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\ EThe. 5. Molecular dynamics run

« NAMD 2.5

« CHARMM 27 topology

e T=310K, P=1.01325 bar

e Periodic boundary conditions
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