Resource Summary Report

Generated by FDI Lab - SciCrunch.org on Apr 26, 2025

The Cancer Immunome Database

RRID:SCR_014508
Type: Tool

Proper Citation

The Cancer Immunome Database (RRID:SCR_014508)

Resource Information

URL: https://tcia.at/
Proper Citation: The Cancer Immunome Database (RRID:SCR_014508)

Description: A database which provides results of comprehensive immunogenomic
analyses of next generation sequencing data for 19 solid cancers from The Cancer Genome
Atlas and other datasources. The database can be queried for the gene expression of
specific immune-related gene sets, cellular composition of immune infiltrates (characterized
using gene set enrichment analyses and deconvolution), neoantigens and cancer-germline
antigens, HLA types, and tumor heterogeneity (estimated from cancer cell fractions). It also
provides survival analyses for different types immunological parameters.

Abbreviations: TCIA
Synonyms: The Cancer Immunome Database (TCIA)
Resource Type: data or information resource, database

Defining Citation: DOI:10.1101/056101

Keywords: cancer, immunology, database, immunogenomic analysis, gene expression,
FASEB list

Funding: European Union Horizon 2020 633592
Availability: Acknowledgement requested
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Ratings and Alerts
No rating or validation information has been found for The Cancer Immunome Database.

No alerts have been found for The Cancer Immunome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 196 mentions in open access literature.
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