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Proper Citation

Deeptools (RRID:SCR_016366)

Resource Information

URL: https://deeptools.readthedocs.io/en/develop/

Proper Citation: Deeptools (RRID:SCR_016366)

Description: Python based tools to process, visualize and analyse high-throughput
sequencing data, such as ChIP-seq, RNA-seq or MNase-seq. Implemented within Galaxy
framework. Used to perform complete bioinformatic workflows ranging from quality
controls and normalizations of aligned reads to integrative analyses, including clustering
and visualization approaches.

Resource Type: software application, data analysis software, software resource, data
processing software, data visualization software, software toolkit

Defining Citation: PMID:27079975

Keywords: process, visualize, analysis, sequencing, data, ChIP-seq, RNA-seq, MNase-
seq, quality, control, normalization, aligned, read, clustering, bioinformatic

Funding: German Research Foundation SFB 992;
German Epigenome Programme DEEP 01KU1216G

Availability: Free, Available for download, Freely available

Resource Name: Deeptools

Resource ID: SCR_016366

Alternate URLs: http://deeptools.ie-freiburg.mpg.de/

License: Public

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260729T044417+0000

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_016366/resolver
https://deeptools.readthedocs.io/en/develop/
https://pubmed.ncbi.nlm.nih.gov/27079975


Ratings and Alerts

No rating or validation information has been found for Deeptools.

No alerts have been found for Deeptools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2418 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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