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Fig 1A. MD simulation of PCP at 400K during 200ns
helix_N6_400KA-f_PaCS2a3a4a5c6c 200ns
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Fig 1B. MD simulation of PCP at 400K during 200ns

strand_N6_400KA-f_PaCS2a3a4a5c6c. 200ns
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Fig 1C. Changes in the content of 2nd structure of
PCP at 400K MD simulation
N6 400KA-f_PaCs2a3ada5c6¢ from gro data 198.5ns of 400KA-f_PaCs2a3ada5c
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Fig 2A. MD simulation of PCP at 400K during 2000ns
helix_400KA-a_PaCS2a3a_2000ns_dt400
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Fig 2B. MD simulation of PCP at 400K during 2000ns
strand_400KA-a_PaCS2a3a_2000ns_dt400
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Fig 3A. MD simulation of PCP at 400K during 2000ns
helix_400KA-f_PaCS2a3a4a5c6c_2000ns_dt400
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Fig 3B. MD simulation of PCP at 400K during 2000ns Fig 5B. Contact distance of 10 residues of PCP
strand_400KA-f_PaCS2a3a4a5c6c_2000ns_dt400 at 400K MD during 200ns
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Fig 5A. Contact distance of 10 residues of PCP
at 400K MD during 200ns
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