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Fig. 1 The unique conformation of lowest
free energy' 2’
The dark and light circles represent polar and nopolar

residues, respectively.
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Fig. 2 A sequence is shown in its unique

native structure! ™’

The dark and light circles represent polar and

nopolar residues, respectively.
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Fig. 3 Target structure with N = 50 monomers'**

The dark and light circles represent polar and nopolar residues,
respectively. Our results differ from that of Irback et al. in five sites
(crosses). In our predicted sequence, the positions i =10, 11, 18, 28
(i=1 corresponds to the lower of the two end points) are polar and i =

47 is the nopolar one.
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A Protein Design Procedure Based on The Lattice Model *
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(V College of Life Science and Bisengineering, Betjing University of Technology. Bejing 100022, China;
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Abstract A new simple and effective approach completely based on the physical theory is proposed for protein
design. Compared with the similar works, the algorithm saves a vast deal of trouble in exploring sequence space.
The method is an improvement over previous works. The design procedure was tested on three lattice models in two
dimensions and the successful results have been obtained. The method can be readily implemented for three-
dimensional off-lattice models of real proteins.
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