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Proper Citation

FBAT (RRID:SCR_009178)

Resource Information

URL: http://www.biostat.harvard.edu/~fbat/fbat.htm

Proper Citation: FBAT (RRID:SCR_009178)

Description: Software application that allows the user to test for association/linkage
between disease phenotypes and haplotypes by utilizing family-based controls. The
method extends the approach for testing described in Rabinowitz and Laird (2000) to
handle multiple tightly linked markers. It is robust to population admixture, yet efficient in
the sense that it utilizes data from families where phase cannot be completely resolved in
all individuals by using weights, which are estimated from the sample. However, the
method remains robust to population stratification and population admixture. The method
can handle any type of phenotype, including multiple phenotypes and missing parents,
marker data, and/or phase, and provides both bi-allelic and multi-allelic tests. PowerFBAT
is a tool for power simulation of association analysis using FBAT with binary outcomes.
XWXW is an extension to the Haseman-Elston method for non-parametric linkage test
with quantitative traits. XDT is a software that performs classical TDT, SDT and
Rabinowitz TDT for nuclear families (not supported anymore). (entry from Genetic
Analysis Software)

Abbreviations: FBAT

Synonyms: (haplotype) Family Based Association Test PBAT

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, unix, solaris, linux, ms-windows, mac, macos x,
darwin

Resource Name: FBAT

Resource ID: SCR_009178

Alternate IDs: nlx_154315
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Record Creation Time: 20220129T080251+0000

Record Last Update: 20260727T040453+0000

Ratings and Alerts

No rating or validation information has been found for FBAT.

No alerts have been found for FBAT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 77 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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