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Proper Citation

CTDatabase (RRID:SCR_007614)

Resource Information

URL: http://www.cta.lncc.br/

Proper Citation: CTDatabase (RRID:SCR_007614)

Description: A database of information about each Cancer-Testis (CT) gene, its gene
products and the immune response induced in cancer patients by these proteins. CT
antigens are proteins normally expressed only in the human germ line but that are also
present in a significant subset of malignant tumors. The practical importance of these
proteins is that due to their restricted expression pattern they are frequently recognized by
the immune system of cancer patients. Moreover, this antigenicity has raised the
possibility of their being used as vaccines to actively stimulate immune responses in order
to combat tumor growth. As a result worldwide research into many aspects of CT antigens
is rapidly growing prompting the construction of this database as a resource for
investigators involved in this area.

Synonyms: CTDatabase

Resource Type: database, data or information resource

Keywords: data set, FASEB list

Related Condition: Cancer

Resource Name: CTDatabase

Resource ID: SCR_007614

Alternate IDs: nif-0000-02704

Record Creation Time: 20220129T080242+0000

Record Last Update: 20260808T190414+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_007614/resolver
http://www.cta.lncc.br/


No rating or validation information has been found for CTDatabase.

No alerts have been found for CTDatabase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 109 mentions in open access literature.

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