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Proper Citation

frappe (RRID:SCR_001264)

Resource Information

URL.: http://med.stanford.edu/tanglab/software/frappe.html

Proper Citation: frappe (RRID:SCR_001264)

Description: Software using a f frequentist approach for estimating individual ancestry
proportion.

Abbreviations: frappe
Resource Type: software resource

Defining Citation: PMID:15712363

Keywords: ancestry, admixture, genome, allele
Funding:

Resource Name: frappe

Resource ID: SCR_001264

Alternate IDs: OMICS 02076

Record Creation Time: 20220129T080206+0000
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Ratings and Alerts



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_001264/resolver
http://med.stanford.edu/tanglab/software/frappe.html
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No rating or validation information has been found for frappe.

No alerts have been found for frappe.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 53 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Shi S, et al. (2023) Whole genome analyses reveal novel genes associated with chicken
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Shi J, et al. (2023) Structural variants involved in high-altitude adaptation detected using
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Liu Y, et al. (2022) GAIN: A Gated Adaptive Feature Interaction Network for Click-Through
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