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Fig. 1. Problem Solving using Optimization.
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Table 1. Main-chain structure of the lowest-energy
conformation of C-peptide gained by master-slave
model of PSA/GAc.

Residue 10) P w
18  -55 180

-161 162 180

-79 76 180

* .72 27 180
* -68 -44 180
¥ .63 -40 180
-65 47 180
* -63 -37 180
* 68 -42 180
* 64 -40 180
* 71 -35 180
-65 -43 180
-78 96 180
Elkcal/mol] = —57.8
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Fig. 2. Lowest-energy conformation of C-peptide
gained by master-slave model of PSA/GAc.
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Table 2.
of PSA/GAc.

Main-chain structure of the lowest-energy conformation of PTH(1-34) gained by master-slave model

Sequence Ser Val Ser Glu Ile GIn

10
Leu Met His Asn Leu Gly Lys

1) 140 -70 -64 -68 -69 -66 -68 -56 -89 -170 -126 -149 -67
) 154 -26 -35 -38 -40 -39 45 49 60 -52 35 -90 41
- a a a a a a a - - - - a
15 20 25

His Leu Asn Ser Met Glu Ar+ Val Glu Trp Leu Ar+ Lys
-82 61 -73 -122 -72 80 -90 -94 -71 -95 -90 -103 -56
-60 91 84 145 -22  -26 -39 88 147 78 138 -47 64
a - - b a a a - b - b - a

30 34

Lys Leu GIn Asp Val His Asn Phe

-80 -68 -67 -124 -75 -108 -62 -110

160 118 145 132 -36 67 137 -46

b b b b a - - -

Elkcal /mol] = —240.0

Fig. 3. Lowest-energy conformation of PTH(1-34)
gained by master-slave model of PSA/GAc.
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