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Fig. 1A. MD trajectory of u-helix at 450K for PH25A

horizontal axis: from 0 to 1700 n sec
vertical axis: residue number of PCPOSH from up to down
Color density represents the content of a-helix.
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Fig. 1B. MD trajectory of -strand at 450K for PH25A

horizontal axis: from 0 to 1700 n sec

vertical axis: residue number of PCPOSH from up to down

Color density represents the content of p-strand.
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Flg . 2 Black, dash dot: PCPOSH at pH 2.5 (average of 25ns at 300K)
1004 Red: PH25A_9-5 (average of 245-250ns)
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Fig. 3A. MD trajectory of a-helix at 400K for PH25A_250ns

horizontal axis: from 0 to 1300 n sec
vertical axis: residue number of PCP from up to down
Color density represents the content of a-helix

Fig.3B. MD trajectory of p-strand at 400K for PH25A_250ns

horizontal axis: from 0 to 1300 n sec
vertical axis: residue number of PCP from up to down
Color density represents the content of B-strand.
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Fig 4. MD trajectory of a-helix at 450K from native PCP at pH 2.5

horizontal axis: from 0 to 625n sec
vertical axis: residue number of PCPOSH from up to down
Color density represents the content of a-helix.
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Fig. S1 Crystal structure of PCP




