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Picard

RRID:SCR_006525
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 resource, software toolkit, source code
Keywords: next generation sequencing, java, bam

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: 20260821T193749+0000

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://dknet.org
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No alerts have been found for Picard.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15653 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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Durvalumab Combination in Patients with Advanced Soft Tissue Sarcoma. Clinical cancer
research : an official journal of the American Association for Cancer Research, 32(9),
1686.
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Sun W, et al. (2026) Reconstruction of T cell infiltration in an osteosarcoma PDX-organoid
interactive biobank for personalized immunotherapy. Cell reports. Medicine, 7(3), 102644.

Adams NM, et al. (2026) Chromatin-mediated anticipatory control of type | interferon
production in plasmacytoid dendritic cells. Immunity, 59(2), 270.

Simmons SK, et al. (2026) Experimental and computational methods for allelic imbalance
analysis from single-nucleus RNA-seq data. Genome biology, 27(1).

Zhang Y, et al. (2026) Co-occurrence of transcriptionally distinct persister cell states
underpins neoadjuvant therapy resistance in triple?negative breast cancer. Genome
medicine, 18(1).

Kryeziu K, et al. (2026) Patient-derived organoids from metastatic colorectal cancer mirror
tumor heterogeneity and predict patient survival and drug sensitivity. Cell reports.
Medicine, 7(6), 102840.

Bakhmet El, et al. (2026) PCBP1 orchestrates amino acid metabolism burst during the
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to DLL3-Directed T-Cell Engagement in Small Cell Lung Cancer. bioRxiv : the preprint
server for biology.
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Chmelova L, et al. (2026) High-depth whole genome sequencing of premalignant breast
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Nature communications, 17(1).




