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Proper Citation

HTSeq (RRID:SCR_005514)

Resource Information

URL: http://htseq.readthedocs.io/en/release_0.9.1/

Proper Citation: HTSeq (RRID:SCR_005514)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Software Python package that provides infrastructure to process data from high-
throughput sequencing assays. While the main purpose of HTSeq is to allow you to write
your own analysis scripts, customized to your needs, there are also a couple of stand-
alone scripts for common tasks that can be used without any Python knowledge.

Abbreviations: HTSeq

Synonyms: HTSeq: Analysing high-throughput sequencing data with Python

Resource Type: authoring tool, software resource, data processing software, standalone
software, software application

Defining Citation: DOI:10.1093/bioinformatics/btu638

Keywords: python, high-throughput sequencing assay, bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: HTSeq

Resource ID: SCR_005514

Alternate IDs: biotools:htseq, OMICS_01053

Alternate URLs: https://bio.tools/htseq

Old URLs: http://www-huber.embl.de/users/anders/HTSeq/,
https://sources.debian.org/src/python3-htseq/

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005514/resolver
http://htseq.readthedocs.io/en/release_0.9.1/
https://dx.doi.org/10.1093/bioinformatics/btu638


Record Creation Time: 20220129T080230+0000

Record Last Update: 20260803T040419+0000

Ratings and Alerts

No rating or validation information has been found for HTSeq.

No alerts have been found for HTSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 8587 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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44(9), 2566.
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Magnitov MD, et al. (2025) ZNF143 is a transcriptional regulator of nuclear-encoded
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24.

Yu T, et al. (2025) Evolution of KoRV-A transcriptional silencing in wild koalas. Cell,
188(8), 2081.
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Restraining Properties. Cancer research, 85(13), 2388.
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altering rhizosphere microbiome assembly. Cell host & microbe.
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reports, 44(12), 116658.
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mesenchymal transition and lung cancer progression. eLife, 14.
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in immunology, 16, 1572985.
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