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j -g'p'atiﬂ structures of short-cha_in @ -nCcurotoxins from snakes are
the accurate structure of the complex is not yet known. Here we Present
ar dynamics (MD) validation: for the model of a short @ =NEUrotoxin, ney.
\Naja oxiana (N'TII), bound to Torpedo californica muscletype nicotin;
eptors (RAChR). It was built by comparative modeling and dock.
d in [1]. The refinement of the constructed model was done on the
- simulations. The runs were done for the system co -
of RAChR and the toxin disposed according to the docking simuls.
tion, all clements of secondary structure were well preserved
nc:m berween the NTII and nAChR residues found-pl:'y dock-
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five contacts of particular interest berween of
which seem to determine mainly their specific interaction,
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