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MethPipe
RRID:SCR_005168
Type: Tool

Proper Citation

MethPipe (RRID:SCR_005168)

Resource Information

URL: http://smithlab.usc.edu/methpipe/

Proper Citation: MethPipe (RRID:SCR_005168)

Description: A computational pipeline for analyzing bisulfite sequencing data.

Abbreviations: MethPipe

Resource Type: software resource

Defining Citation: PMID:24324667

Keywords: bio.tools

Funding:

Resource Name: MethPipe

Resource ID: SCR_005168

Alternate IDs: biotools:methpipe, OMICS_00603

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

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250410T065232+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005168/resolver
http://smithlab.usc.edu/methpipe/
https://pubmed.ncbi.nlm.nih.gov/24324667


No rating or validation information has been found for MethPipe.

No alerts have been found for MethPipe.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 95 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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herpesvirus episome maintenance protein LANA. Cell reports, 43(3), 113888.
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Buckley DN, et al. (2024) A comprehensive analysis of minimally differentially methylated 
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Zhu Y, et al. (2024) DNA methylation profiling of CpG islands in trigeminal ganglion of rats 
with orofacial pain induced by experimental tooth movement. BMC oral health, 24(1), 1474.

Guerin LN, et al. (2024) Temporally discordant chromatin accessibility and DNA 
demethylation define short and long-term enhancer regulation during cell fate specification. 
bioRxiv : the preprint server for biology.

Chen S, et al. (2024) Cross-Species Comparative DNA Methylation Reveals Novel Insights 
into Complex Trait Genetics among Cattle, Sheep, and Goats. Molecular biology and 
evolution, 41(2).
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Assessment of High-grade Serous Ovarian Cancer. Clinical cancer research : an official 
journal of the American Association for Cancer Research, 29(24), 5196.

Liu Q, et al. (2023) Genome-wide DNA methylation analysis of Astragalus and Danshen on 
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medicine, 23(1), 325.

Ouni M, et al. (2023) Differences in DNA methylation of HAMP in blood cells predicts the 
development of type 2 diabetes. Molecular metabolism, 75, 101774.
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carcinoma. Scientific reports, 13(1), 21585.
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acids research, 51(11), 5469.

Kerr L, et al. (2023) Genome-wide single-molecule analysis of long-read DNA methylation 
reveals heterogeneous patterns at heterochromatin that reflect nucleosome organisation. 
PLoS genetics, 19(10), e1010958.

Zheng Y, et al. (2023) Comprehensive analyses of partially methylated domains and 
differentially methylated regions in esophageal cancer reveal both cell-type- and cancer-
specific epigenetic regulation. Genome biology, 24(1), 193.


