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QTDT (RRID:SCR_013391)

Resource Information

URL: http://csg.sph.umich.edu//abecasis/QTDT/

Proper Citation: QTDT (RRID:SCR_013391)

Description: Software application that performs linkage disequilibrium (TDT) and 
association analysis for quantitative traits. Includes support for the methods of Abecasis et 
al. (2000), Fulker et al. (1999), Monks et al. (1998), Allison (TDTQ5, 1997) and Rabinowitz 
(1997). Supports families of any size, with or without parental information. Includes simple 
variance components modelling. Interfaces with SimWalk2 for IBD estimation. (entry from 
Genetic Analysis Software)

Abbreviations: QTDT

Synonyms: Quantitative (Trait) Transmission/Disequilibrium Test

Resource Type: software resource, software application

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

Funding:

Resource Name: QTDT

Resource ID: SCR_013391

Alternate IDs: nlx_154101

Record Creation Time: 20220129T080315+0000

Record Last Update: 20250416T063641+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_013391/resolver
http://csg.sph.umich.edu//abecasis/QTDT/


Ratings and Alerts

No rating or validation information has been found for QTDT.

No alerts have been found for QTDT.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 34 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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