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CURRENT RESEARCH ACTIVITIES:

We are focused on transmembrane proteins involved in cell signaling and transportation. Our aim is to

characterize them in two major aspects: structure and mechanism of action and as a consequence, we

strive for drug discovery.

Main research areas include:

« drug design based on off-target interactions /virtual screening/

» mechanisms of GPCR activation /molecular switches/

 SLC transport cycle /toxins & drug metabolites efflux/

« structure modeling of GPCRs using multiple templates approach and sequence profiles comparison /
GPCRM/

« drug design targeting GPCRs from class A and B using flexible-receptor Boost-implementing software
/GUT-DOCK/

* NMR methods for biological systems /CABS-NMR, INPHARMA/
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Fig. 1. Extracellular matrix with G protein-coupled receptors located in the cellular membrane. For more information, please visit:
http:/dlatek.chem.uw.edu.pl/. This figure has been prepared with BioRender (https:/biorender.com/).
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