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Abstract

The major siep of this project is to identify if
the cationic N1 fragment is a specific Conantokin-G
(Com-G) binding site of NMDA receptor. CD studies
show that Con-G can form a stable helical structure
in the presence of polybasic compound spermine. We
also performed molecular simeulations to show the
electrostatic interaction between Con-(5 and spermine.
NMR studies indicate that the titration of N1 peptide
to Con-G solution, will trigger them to apgregate due
to the charge neatralization.
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