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Pons NMDA-peuenTopoB

. [myTamaT-onocpenoBaHHada nepegada curHana
B OMNYXONsiX COCOBCTBYET UX POCTY U
nponudepauunn.

. B kneTkax onyxoneu Takke otMme4yaeTcd
NOBbILLEHHbIN YPOBEHb 3KCNPECCUN reHOB
cybbeamHmny, NMDA-peLenTopoB.
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[1OKUHI

. [lpouenypa, No3BONsAOLL A OUEHUTb
cTeneHb KOMMIIEMEHTAPHOCTU MOMNEKYNAPHOW
CTPYKTYpbl B COOTBETCTBYKLLEN aKTUBHOU
NONTOCTN MONEKYNAPHON MULLEHW, OTBeYaloLLen

3a Te UNnN NHble PYHKLUUN.



. Llenb gokunHra

. Hantn Takoe nonoxeHuwe nuradHaa, B
KOTOPOM cBObOOaHas 9Heprus
obpas3oBaHUA KoMmririekca 6ernok-nuraHa
byneT MMHUManNbHOMN.



OueHKa pe3ynbsLTaToB

. CKOpUHr-pyHKUMA(Score) — paccyntaHHas
9HEpPrusa cBA3bIBaHUA DenokK-nuraHm.

. Score < -5 kkan/monb
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Crystal structure of GIuN1/GIuN2A NMDA receptor agonist binding domains with glycine and
antagonist, 4-propylphenyl-ACEPC
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Small Molecules
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Visualization
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Mode Affinity (kcal/mol) Dist From Rmsd L.B. Dist From Rmsd U.B.
1 1.6 0 0
2 35 1.397 2.085
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