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CONCLUSIONS/1

m 3D-GAUSS FUNCTION REPRESENTS

W

AL THE STRUCTURE OF
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CONCLUSIONS/2

m LOCAL DISCORDANCE BETWEEN
OBSERVED AND IDEALIZED
DISTRIBUTION VERY OFTEN RELATED
TO AREA OF BIOLOGICAL ACTIVITY

m RELATION BETWEEN STABILIZATION
ROLE OF HYDROPHOBIC CORE AND
DISULPHIDE BONDS is the object of the

paper submitted for conference
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