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Research on protein folding based on HP model
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Abstract; An improved genetic algorithm for real-life protein folding simulation is proposed based on two

dimensional hydrophobic polar (HP) model. The computing results show that the lowest energy conformation with a

hydrophobic core and hydrophobic interaction is the main driving force for protein folding. Our studies indicate that

the HP model for real-life protein folding problem is effective and reliable ,and also provide the important reference

information for understanding the overall folding mechanism.
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Fig. 1 The direction of random number
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Table 1 The set of HP sequence for analysis

¥ HP 51 ¥ I (n) IR ILRERE (E)
HHHPHPHHPHHPPH 14 -7
2 HPHPPHHPHPPHPHHPPHPH 20 -9
20

B/NER-TEA RIS
HE =P, [E}h=H

o | . | | E3 32 R
0 500 1 000 1500 2 000 Fig. 3 Simulation result of No.2 sequence
IR
B2 F31#EMER
Fig. 2 Simulation results of No.1 sequence

x2 EAREERFT

Table 2 Amino acid sequence of real-life protein
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