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Type: Tool

Proper Citation

Picard (RRID:SCR_006525)

Resource Information

URL.: http://broadinstitute.github.io/picard/

Proper Citation: Picard (RRID:SCR_006525)

Description: Java toolset for working with next generation sequencing data in the BAM
format.

Resource Type: software toolkit, software resource, source code
Keywords: next generation sequencing, java, bam

Funding:

Availability: Available for download, Free

Resource Name: Picard

Resource ID: SCR_006525

Alternate IDs: OMICS 01066

Alternate URLSs: http://sourceforge.net/projects/picard/,
https://github.com/broadinstitute/picard, https://sources.debian.org/src/picard-tools/

License: Apache License, v2, MIT License
Record Creation Time: 20220129T080236+0000

Record Last Update: 20250426T055857+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_006525/resolver
http://broadinstitute.github.io/picard/

Ratings and Alerts

¢ Used for sequencing service by the Human Islet Research Network community.
Contact(s): Golnaz Vahedi, Klaus Kaestner - Human Islets Research Network
https://hirnetwork.org/

No alerts have been found for Picard.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12322 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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