RMSF of 02D in HGP, MUT-HGP, AMUT-HGP systems

ARG132 in HGP
ASP132 in AMUT

50 140 150 160 170 180 190
Residue




Secondary structure preference

(=]
=

-]

T-turn
H-helix
G-G-helix
C-coll

Conformational Preference (%)
Conformational Preference (%)

T o 1 z 3 A
pRGYPT IST 1B (eIBT [ paRT e
Residue

A
P.gﬂ'ﬁt ,.;.P»"“!’ﬁ Fsﬁ"*‘"“ ners? ,.\.hﬁa poW>®
Residue

T HH T T T
HGP AMUT

Initially T H HHT T



Secondary structure preference continue
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Conclusion: The conformational fluctuations are minimum for 154-156 residues in AMUT system.



