
Resource Summary Report

Generated by FDI Lab - SciCrunch.org on Apr 15, 2025
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Type: Tool

Proper Citation

Computational Biology and Functional Genomics Laboratory at Harvard 
(RRID:SCR_010240)

Resource Information

URL: http://compbio.dfci.harvard.edu/

Proper Citation: Computational Biology and Functional Genomics Laboratory at Harvard 
(RRID:SCR_010240)

Description: A computational biology laboratory that builds and redistributes genetic 
software tools.

Synonyms: Quackenbush Lab

Resource Type: software resource

Funding:

Resource Name: Computational Biology and Functional Genomics Laboratory at Harvard

Resource ID: SCR_010240

Alternate IDs: nlx_156871

Record Creation Time: 20220129T080257+0000

Record Last Update: 20250410T065952+0000

Ratings and Alerts

No rating or validation information has been found for Computational Biology and Functional 
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Genomics Laboratory at Harvard.

No alerts have been found for Computational Biology and Functional Genomics Laboratory 
at Harvard.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 221 mentions in open access literature.

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