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MOLEonline

RRID:SCR_018314
Type: Tool

Proper Citation

MOLEonline (RRID:SCR_018314)

Resource Information

URL: http://mole.upol.cz

Proper Citation: MOLEonline (RRID:SCR_018314)

Description: Interactive web based tool for analyzing biomacromolecular channels, tunnels
and pores. Enables two modes of calculation with one dedicated to analysis of channels and
another for transmembrane pores. Can use PDB and mmCIF formats. Can analyze
biomacromolecular structures stemming from NMR, X-ray and cryo-EM techniques.
Interconnected with PDBe, CSA, ChannelsDB, OPM, UniProt to help setup and analysis of
acquired results. Provides analytics for detection and structural characterization of channels
and information about their physicochemical features.

Synonyms: MOLEonline 2.0

Resource Type: software resource, data access protocol, service resource, analysis service
resource, production service resource, web service

Defining Citation: PMID:29718451

Keywords: biomacromolecular channel, analysis, biomacromolecular pore,
biomacromolecular tunnel, transmembrane pore analysis, analysis, biomacromolecular
sturcture, physicochemical feature

Availability: Free, Freely available
Resource Name: MOLEonline

Resource ID: SCR_018314



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018314/resolver
http://mole.upol.cz
https://pubmed.ncbi.nlm.nih.gov/29718451

Alternate URLSs: https://mole.upol.cz/online/

Old URLSs: http://old.mole.upol.cz/

Ratings and Alerts
No rating or validation information has been found for MOLEonline.

No alerts have been found for MOLEonline.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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