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methylKit

RRID:SCR_005177
Type: Tool

Proper Citation

methylKit (RRID:SCR_005177)

Resource Information

URL.: https://code.google.com/p/methylkit/

Proper Citation: methylKit (RRID:SCR_005177)

Description: An R package for DNA methylation analysis and annotation from high-
throughput bisulfite sequencing., THIS RESOURCE IS NO LONGER IN SERVICE.

Documented on September 16,2025.

Abbreviations: methylKit

Resource Type: software resource

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: methylKit

Resource ID: SCR_005177

Alternate IDs: OMICS 00606

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260725T190600+0000

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

No alerts have been found for methylKit.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005177/resolver
https://code.google.com/p/methylkit/
https://scicrunch.org/nidm-terms/rin/sources/SCR_005400

Usage and Citation Metrics
We found 617 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Chromatin Incorporation of Histone H3.3. Advanced science (Weinheim, Baden-
Wurttemberg, Germany), 12(18), e2414985.

Tran QT, et al. (2025) Validation of target-enriched enzymatic methylation sequencing for
brain tumor classification from formalin-fixed paraffin embedded-derived DNA. Brain
pathology (Zurich, Switzerland), 35(5), e70000.

Luo M, et al. (2025) The interplay between epigenomic and transcriptomic variation during
ecotype divergence in stickleback. BMC biology, 23(1), 70.

Liu Y, et al. (2025) DNA Methylation and Transcriptome Profiling Reveal the Role of the
Antioxidant Pathway and Lipid Metabolism in Plectropomus leopardus Skin Color
Formation. Antioxidants (Basel, Switzerland), 14(1).

Misel-Wuchter KM, et al. (2025) Developmental epigenetic programming by Tet1/3
determines peripheral CD8 T cell fate. EMBO reports, 26(10), 2494.

Schwartz AV, et al. (2025) Catalytically distinct metabolic enzyme isocitrate
dehydrogenase 1 mutants tune phenotype severity in tumor models. The Journal of
biological chemistry, 301(5), 108477.
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