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Open Science - flavours
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Open Science ve strukturni biologii

AlphaFold Protein Structure Database Home About FAQs  Downloads

AlphaFold
Protein Structure Database
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xamples: | Free fatty acid receptor 2 | At1g58602 | QSVSL9 | | E.coli Help: AlphaFold DB search help

pedback on structure:  Contact DeepMind

1aFold DB provides open access to over 200 million protein
structure predictions to accelerate scientific research.
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http://drive.google.com/file/d/1x1EzO5dCibjR3NuP0dTgrYFnkhKY9MSS/view
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Open Science - ChannelsDB

.0 Search Methods API Documentation MOLE CAVER Contribute About
ChannelsDB

ChannelsDB last update on 12/09/2023 contains: 71353 protein entries  Show details

Nucleic Acids
ChannelsDB 2.0 is a comprehensive and regularly updated resource of channels, pores and Res_e_ar.(_th.
tunnels found in biomacromolecules deposited in the Protein Data Bank and AlphaFill / el
AlphaFold databases. As such, it is a unique service for channel-related analyses.
Pathways were calculated using an algorithms CAVER and MOLE.

ChannelsDB database is located at https://channelsdb.ncbr.muni.cz/.

https://channelsdb?2.biodata.ceitec.cz/
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