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metaPocket

RRID:SCR_016653
Type: Tool

Proper Citation

metaPocket (RRID:SCR_016653)

Resource Information

URL.: http://projects.biotec.tu-dresden.de/metapocket/

Proper Citation: metaPocket (RRID:SCR_016653)

Description: Software tool to identify pockets on protein surface to predict ligand-binding
sites.

Synonyms: metaPocket, metaPocket 2.0

Resource Type: service resource, simulation software, analysis service resource,
software resource, software application, production service resource

Defining Citation: PMID:19645590, PMID:21636590

Keywords: protein, surface, prediction, ligand, binding, site, identify, pocket

Funding: Ministry of Science and Technology (MOST) China ;
EU 7th Framework Marie Curie Actions of International Research Staff Exchange Scheme
(IRSES)

Availability: Free for academic users, Freely available
Resource Name: metaPocket

Resource ID: SCR_016653

Alternate URLSs: http://sysbio.zju.edu.cn/metapocket
Record Creation Time: 20220129T080331+0000

Record Last Update: 20260728T043526+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016653/resolver
http://projects.biotec.tu-dresden.de/metapocket/
https://pubmed.ncbi.nlm.nih.gov/19645590
https://pubmed.ncbi.nlm.nih.gov/21636590

No rating or validation information has been found for metaPocket.

No alerts have been found for metaPocket.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 41 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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chromosome-mediated novel structural variant mcr-3.30 from a human clinical sample.
Access microbiology, 2(4), acmi000103.

Farmer R, et al. (2019) Structure, function and dynamics in acyl carrier proteins. PloS one,
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