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Proper Citation

PEDSTATS (RRID:SCR_009323)

Resource Information

URL: http://www.sph.umich.edu/csg/abecasis/Pedstats/

Proper Citation: PEDSTATS (RRID:SCR_009323)

Description: Software application for error checking and data summary of large or small
data sets in QTDT, LINKAGE or MENDEL format. Checks for basic formatting errors,
disconnected family groups, ancestor-descendant loops and can detect all Mendelian
(including X-linked) inheritance errors in any pedigree without loops. Produces text and
graphical (PDF) summaries of the family structure, trait and marker information of
pedigree data and can break down summaries by sex, relative pair type or family.
PEDSTATS also does Hardy-Weinberg testing using either a fast exact or asymptotic test
and can summarize information in text or graphical PDF format. Additional features
include a number of options for filtering data prior to summary and checks for
inappropriate age or covariate values. Lastly, PEDSTATS can identify and trim
uninformative individuals from a pedigree and rewrite the reorganized data to a new
pedigree file. (entry from Genetic Analysis Software)

Abbreviations: PEDSTATS

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, c, c++, linux, unix, ms-windows

Resource Name: PEDSTATS

Resource ID: SCR_009323

Alternate IDs: nlx_154529

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260727T040448+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_009323/resolver
http://www.sph.umich.edu/csg/abecasis/Pedstats/


No rating or validation information has been found for PEDSTATS.

No alerts have been found for PEDSTATS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 30 mentions in open access literature.

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