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XP-CLR

RRID:SCR_004961
Type: Tool

Proper Citation

XP-CLR (RRID:SCR_004961)

Resource Information

URL: https://reich.hms.harvard.edu/software

Proper Citation: XP-CLR (RRID:SCR_004961)

Description: XP-CLR (Chen et al. 2010) uses allele frequency differentiation at linked loci
to detect selective sweeps. Source code and documentation are available.

Synonyms: XP-CLR Software

Resource Type: source code, software resource

Availability: Restricted

Resource Name: XP-CLR

Resource ID: SCR_004961

Alternate IDs: nix_94751

Alternate URLSs: https://reich.nms.harvard.edu/software

Old URLSs: http://genetics.med.harvard.edu/reich/Reich_Lab/Software.html
Record Creation Time: 20220129T080227+0000

Record Last Update: 20260729T044113+0000

Ratings and Alerts
No rating or validation information has been found for XP-CLR.

No alerts have been found for XP-CLR.

Data and Source Information


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_004961/resolver
https://reich.hms.harvard.edu/software

Source: SciCrunch Registry

Usage and Citation Metrics
We found 69 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Lin R, et al. (2024) Whole-genome selection signature differences between Chaohu and
Ji'an red ducks. BMC genomics, 25(1), 522.
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communications, 5(6), 100856.
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molecular mechanisms underlying local adaptation to extreme environments.
Communications biology, 6(1), 159.




