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Proper Citation

TOMCAT (RRID:SCR_013120)

Resource Information

URL.: https://www.dkfz.de/en/epidemiologie-krebserkrankungen/software/software.html

Proper Citation: TOMCAT (RRID:SCR_013120)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
May24,2023. Software program that implements the Mantel statistics as proposed by
Beckmann et al. (2005) to test for association between genetic markers and phenotypes in
case-control studies using haplotype information. The potential value of haplotypes has
attracted widespread interest in the mapping of complex traits. Haplotype sharing methods
take into account linkage disequilibrium information between multiple markers, and may have
good power to detect predisposing genes. We present a new approach based on Mantel
statistics for space time clustering, which we developed in order to improve the power of
haplotype sharing analysis for gene mapping in complex disease. The new statistic
correlates genetic similarity and phenotypic similarity across pairs of haplotypes for case-
only and case-control studies. The genetic similarity is measured as the shared length
between haplotypes around a putative disease locus. Alternative measures for the
phenotypic similarity were implemented. (entry from Genetic Analysis Software)

Resource Type: software resource, software application
Keywords: gene, genetic, genomic, java, 5.0

Funding:

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: TOMCAT

Resource ID: SCR_013120
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Alternate IDs: nix_154681
Record Creation Time: 20220129T080314+0000

Record Last Update: 20250416T063637+0000

Ratings and Alerts
No rating or validation information has been found for TOMCAT.

No alerts have been found for TOMCAT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 18 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Farag YM, et al. (2021) PeptideShaker Online: A User-Friendly Web-Based Framework for
the Identification of Mass Spectrometry-Based Proteomics Data. Journal of proteome
research, 20(12), 5419.
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Gao Y, et al. (2021) LincSNP 3.0: an updated database for linking functional variants to
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e0249743.
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