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Proper Citation

Human Cancer Protein Interaction Network (RRID:SCR_008116)

Resource Information

URL.: http://nesg.org:9090/HCPIN/

Proper Citation: Human Cancer Protein Interaction Network (RRID:SCR_008116)

Description: The Human Cancer Pathway Protein Interaction Network (HCPIN) was
constructed as a step toward better integrating protein three-dimensional (3D) structural
information in cancer systems biology. It was constructed by analysis of several classical
cancer-associated signaling pathways and their physical protein-protein interactions. The
HCPIN Website provides a comprehensive description of this biomedically important
multipathway network together with experimental and homology models of HCPIN proteins
useful for cancer biology research.

Synonyms: HCPIN

Resource Type: database, data or information resource
Funding:

Resource Name: Human Cancer Protein Interaction Network
Resource ID: SCR_008116

Alternate IDs: nif-0000-20855

Record Creation Time: 20220129T080245+0000

Record Last Update: 20250412T055234+0000

Ratings and Alerts



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_008116/resolver
http://nesg.org:9090/HCPIN/

No rating or validation information has been found for Human Cancer Protein Interaction
Network.

No alerts have been found for Human Cancer Protein Interaction Network.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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