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swDMR

RRID:SCR_007316
Type: Tool

Proper Citation

swDMR (RRID:SCR_007316)

Resource Information

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

Proper Citation: swDMR (RRID:SCR_007316)

Description: A free software using a sliding-window approach to identify differentially
methylated regions (DMR) from whole-genome bisulfite sequencing.

Abbreviations: swDMR

Resource Type: software resource

Availability: Apache License

Resource Name: swDMR

Resource ID: SCR_007316

Alternate IDs: OMICS 00625

Record Creation Time: 20220129T080241+0000

Record Last Update: 20260725T190641+0000

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

No alerts have been found for swDMR.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_007316/resolver
https://code.google.com/p/swdmr/
https://scicrunch.org/nidm-terms/rin/sources/SCR_005400

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Lin JQ, et al. (2020) Multi-omics analysis reveals that natural hibernation is crucial for
oocyte maturation in the female Chinese alligator. BMC genomics, 21(1), 774.

Xuan A, et al. (2020) Changes in DNA Methylation in Response to 6-Benzylaminopurine
Affect Allele-Specific Gene Expression in Populus Tomentosa. International journal of
molecular sciences, 21(6).

Li R, et al. (2020) Whole genome bisulfite sequencing methylome analysis of mulberry
(Morus alba) reveals epigenome modifications in response to drought stress. Scientific
reports, 10(1), 8013.

Yu X, et al. (2020) Genome-Wide DNA Methylation Pattern of Cancer Stem Cells in
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Guan DL, et al. (2019) Cadmium-induced genome-wide DNA methylation changes in
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10 recoverable satellite. NPJ microgravity, 4, 12.
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Li R, et al. (2018) Comparative Methylome Analysis Reveals Perturbation of Host
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Li Y, et al. (2017) Genome-wide comparative analysis of DNA methylation between
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genomics, 18(1), 596.

Lu X, et al. (2017) Single-base resolution methylomes of upland cotton (Gossypium
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