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Proper Citation

BioCarta Pathways (RRID:SCR_006917)

Resource Information

URL: http://www.biocarta.com/

Proper Citation: BioCarta Pathways (RRID:SCR_006917)

Description: BioCarta Pathways allows users to observe how genes interact in dynamic 
graphical models. Online maps available within this resource depict molecular relationships 
from areas of active research. In an open source approach, this community-fed forum 
constantly integrates emerging proteomic information from the scientific community. It also 
catalogs and summarizes important resources providing information for over 120,000 genes 
from multiple species. Find both classical pathways as well as current suggestions for new 
pathways.

Synonyms: BioCarta Pathways

Resource Type: data or information resource, database

Keywords: graphical model, molecular interaction, molecular relationship, pathway, 
proteomics, bio.tools, FASEB list

Funding:

Resource Name: BioCarta Pathways

Resource ID: SCR_006917

Alternate IDs: nif-0000-02604, biotools:biocarta

Alternate URLs: https://bio.tools/biocarta

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_006917/resolver
http://www.biocarta.com/


Old URLs: http://www.biocarta.com/genes/allPathways.asp

Record Creation Time: 20220129T080238+0000

Record Last Update: 20250410T065501+0000

Ratings and Alerts

No rating or validation information has been found for BioCarta Pathways.

No alerts have been found for BioCarta Pathways.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 1095 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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depressive disorders. Cell biology and toxicology, 41(1), 26.
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prognosis of lung adenocarcinoma. Scientific reports, 15(1), 3075.

Wang X, et al. (2025) IDH-mutant glioma risk stratification via whole slide images: Identifying 
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of Lung Cancer Survival. International journal of molecular sciences, 25(7).
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Germany), 11(33), e2402607.
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Reid SE, et al. (2024) Cancer-associated fibroblasts rewire the estrogen receptor response 
in luminal breast cancer, enabling estrogen independence. Oncogene, 43(15), 1113.
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zqad062.

Xu C, et al. (2024) Discovery and validation of a 10-gene predictive signature for response to 
adjuvant chemotherapy in stage II and III colon cancer. Cell reports. Medicine, 5(8), 101661.

Wang S, et al. (2024) Construct prognostic models of multiple myeloma with pathway 
information incorporated. PLoS computational biology, 20(9), e1012444.
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Transcriptomic Signature and Reveals a Key Role for NKX2-3 in PLVAP Expression. 
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cancer research : CR, 43(1), 263.
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disease reveals higher expression of genes related to metallothionein and mitochondrial 
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communications, 12(1), 68.

Xiao H, et al. (2024) Genetic analyses of 104 phenotypes in 20,900 Chinese pregnant 
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