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Proper Citation

MultiQC (RRID:SCR_014982)

Resource Information

URL: http://multigc.info/

Proper Citation: MultiQC (RRID:SCR_014982)

Description: Data aggregate that compiles results from bioinformatics analyses across
multiple samples into a single report. It is written in Python.

Resource Type: software resource, data access protocol

Defining Citation: PMID:27312411, DOI:10.1093/bioinformatics/btw354

Keywords: bioinformatics, data aggregate, python, open source, html report, bio.tools

Funding: Science for Life Laboratory ;
National Genomics Infrastructure

Availability: Open source, Available for download
Resource Name: MultiQC

Resource ID: SCR_014982

Alternate IDs: biotools:multigc, OMICS_12426

Alternate URLSs: https://github.com/ewels/MultiQC https://pypi.python.org/pypi/multigc,
https://bio.tools/multigc, https://sources.debian.org/src/multigc/

License: GPLv3

Record Creation Time: 20220129T080323+0000
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Record Last Update: 20250425T060038+0000

Ratings and Alerts
No rating or validation information has been found for MultiQC.

No alerts have been found for MultiQC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2283 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Wang C, et al. (2025) Transcriptomic profiling of osteoarthritis synovial macrophages reveals
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(Oxford, England), 64(2), 860.

Pimentel MF, et al. (2025) Dual RNA-seq reveals transcriptome changes during Fusarium
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Stenger PL, et al. (2025) A Multimarker Approach to Identify Microbial Bioindicators for Coral
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pool mosquitoes Aedes mariae and Aedes zammitii. Scientific data, 12(1), 115.
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Transplantation direct, 11(1), e1741.
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and composition of replicating gut bacteria. mSphere, 10(1), e0082524.
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Scientific reports, 15(1), 1866.
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Virology journal, 22(1), 9.

Zhang QS, et al. (2025) SHMT2 regulates CD8+ T cell senescence via the reactive oxygen
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nasopharyngeal cancer: Analysis of EBV interaction with cellular receptor variants and viral
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CMS3 colorectal cancers and provides therapeutic vulnerability. Nature communications,
16(1), 264.
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e0314509.




