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Proper Citation

Bioclipse (RRID:SCR_014914)

Resource Information

URL: http://www.bioclipse.net/

Proper Citation: Bioclipse (RRID:SCR_014914)

Description: Open source downloadable application which contains a framework for
managing and analyzing chemical compounds, as well as supports editing in 2D,
processing large collections of molecules in tables, calculate various types of properties,
and more cheminformatics functionality. This software also is used for the management
and analysis of biological sequences (DNA, RNA, and protein), and relates the chemical
structures and a target and then describes them using mathematical descriptors and
models them using statistical methods. Bioclipse is equipped with a scripting language
(Bioclipse Scripting Language or BSL) which can be used to automate tasks or create
reusable snippets that can be shared with others,

Resource Type: software resource, data processing software, software application, data
analysis software

Keywords: framework, chemical, compound, 2d, molecule, cheminformatic, biological,
dna, rna, protein, mathematical

Availability: Commercial

Resource Name: Bioclipse

Resource ID: SCR_014914

Record Creation Time: 20220129T080323+0000

Record Last Update: 20260806T054613+0000

Ratings and Alerts

No rating or validation information has been found for Bioclipse.

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_014914/resolver
http://www.bioclipse.net/


No alerts have been found for Bioclipse.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 17 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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