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Kerdések

 Hogyan jOn létre a katalitikusan aktiv ERK?2-
RSK1 komplex?

 Mi az NDR/LATS kinazok allosztérikus
aktivaciojanak a szerkezeti alapja?



Az ERK2-RSK1 jelatviteli komplex
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MaobyWat is a program for analysis and prediction of hydration structure of melecular surfaces and interfaces. The program uses a series of frames sampled from
malecular simulations performed with explicit water models. It has been thoroughly tested on protein surfaces and interfaces, and can be recommended for
experimental or theoretical investigations dealing with hydration problems. Possible applications may include but are not restricted to the following projects.
= Refinements and analyses of hydration structure assigned by onystallography. —

www.mobywat.com
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Példak Szinergiara

Attila: Hogyan lehetne megbizhatd modon egyszeru protein-
peptid tipusu fehérje-feherje kdlcsdnhatasokat protedm szinten
feltérképezni?

Csaba: A vizeken keresztul!

Csaba: Hogyan tesztelhetném a vizek jelent0ségét a fehérje
kblcsdnhato felszineken?

Attila: A MAP-kindzokon keresztil!



