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Proper Citation

TCAG (RRID:SCR_001840)

Resource Information

URL: http://tcag.ca/index.html

Proper Citation: TCAG (RRID:SCR_001840)

Description: Service and training support for academic, government, and private sector
scientists worldwide in genomics, including laboratory experimentation, statistical analysis,
and comprehensive bioinformatics support, including large-scale genome comparisons,
algorithm and tools development, and database curation, annotation and hosting. The
Centre for Applied Genomics hosts a variety of databases related to ongoing supported
projects: *Autism Chromosome Rearrangement Database *Cystic Fibrosis Mutation
Database *The Lafora Progressive Myoclonus Epilepsy Mutation and Polymorphism
Database *Database of Genomic Variants *The Chromosome 7 Annotation Project
*Human Genome Segmental Duplication Database *Non-Human Segmental Duplication
Database Healthy control DNA samples from the Ontario Population Genomics Platform
are available. The Biobanking and Databasing Facility provides DNA extraction from
lymphoblasts, fibroblasts and other cell types, archiving of white cell pellets, preparation
and immortalization of cell lines, and comprehensive databasing and tracking of samples
and/or cell lines within the facility.

Abbreviations: TCAG

Synonyms: Centre for Applied Genomics, The Centre for Applied Genomics

Resource Type: material analysis service, service resource, biomaterial analysis service,
material service resource, training service resource, portal, biomaterial manufacture,
topical portal, data or information resource, database, production service resource,
analysis service resource

Keywords: genomics, publication, link, bioinformatics, genome, research, microarray
analysis, gene expression, genotyping, biobanking, statistical analysis, genetic analysis,
cytogenomics, dna sequencing, dna synthesis, comparative genomic hybridization,
karyotyping, fish mapping, human, mouse, gene expression, biobanking, dna, mutation,
genomic variant, chromosome 7, FASEB list

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_001840/resolver
http://tcag.ca/index.html


Related Condition: Healthy control, Autism, Cystic fibrosis, Epilepsy, Polymorphism

Availability: Free, Freely available

Resource Name: TCAG

Resource ID: SCR_001840

Alternate IDs: nif-0000-12519

Record Creation Time: 20220129T080209+0000

Record Last Update: 20260731T042624+0000

Ratings and Alerts

No rating or validation information has been found for TCAG.

No alerts have been found for TCAG.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 80 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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