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Proper Citation

CLC Main Workbench (RRID:SCR_000354)

Resource Information

URL.: http://www.clcbio.com/products/clc-main-workbench/

Proper Citation: CLC Main Workbench (RRID:SCR_000354)

Description: A suite of software for DNA, RNA and protein sequence data analysis. The
software allows for the analysis and visualization of Sanger sequencing data as well as gene
expression analysis, molecular cloning, primer design, phylogenetic analyses, and sequence
data management.

Abbreviations: CLC Main Workbench
Resource Type: software resource, software toolkit

Keywords: sequencing, analysis, cloning, data, management, molecular, gene, genome,
dna, rna

Availability: Commercial license
Resource Name: CLC Main Workbench
Resource ID: SCR_000354

Alternate IDs: OMICS 01813

Ratings and Alerts
No rating or validation information has been found for CLC Main Workbench.

No alerts have been found for CLC Main Workbench.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 27 mentions in open access literature.

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