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PrognoScan
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Type: Tool

Proper Citation

PrognoScan (RRID:SCR_018740)

Resource Information

URL.: http://www.prognoscan.org/

Proper Citation: PrognoScan (RRID:SCR_018740)

Description: Database for meta analysis of prognostic value of genes from server at Kyushu
Institute of Technology. Collection of publicly available cancer microarray datasets with
clinical annotation, as well as tool for assessing biological relationship between gene
expression and prognosis. Provides platform for evaluating potential tumor markers and
therapeutic targets.

Resource Type: production service resource, service resource, analysis service resource,
database, data or information resource

Defining Citation: PMID:19393097

Keywords: Kyushu Institute of Technology, meta analysis, prognostic gene value, cancer
microarray dataset, clinical annotation, gene expression, tumor marker, therapeutic target,
bio.tools, FASEB list

Funding:

Availability: Free, Freely available

Resource Name: PrognoScan

Resource ID: SCR_018740

Alternate IDs: SCR_018741, biotools:prognoscan

Alternate URLSs: http://dna00.bio.kyutech.ac.jp/PrognoScan/index.html,



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_018740/resolver
http://www.prognoscan.org/
https://pubmed.ncbi.nlm.nih.gov/19393097

https://bio.tools/prognoscan
Record Creation Time: 20220129T080341+0000

Record Last Update: 20250428T054141+0000

Ratings and Alerts
No rating or validation information has been found for PrognoScan.

No alerts have been found for PrognoScan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 333 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.

Liang F, et al. (2025) Utilizing integrated bioinformatics and machine learning approaches to
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reports, 15(1), 353.

Tang Y, et al. (2025) FLT3 is associated with dendritic cell infiltration, tertiary lymphoid
structure construction, and predict response to checkpoint inhibitors immunotherapy in solid
cancers. Scientific reports, 15(1), 2477.

Li H, et al. (2025) Integrative bioinformatics and machine learning approach unveils potential
biomarkers linking coronary atherosclerosis and fatty acid metabolism-associated gene.
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Li J, et al. (2025) Elucidating the role of FBXW4 in osteoporosis: integrating bioinformatics
and machine learning for advanced insight. BMC pharmacology & toxicology, 26(1), 20.

Lian Z, et al. (2025) Elucidating the expression and role of cGAS in pan-cancer using
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https://rrid.site/about/sources/nlx_144509-1
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_018740/resolver/mentions

biomarker in pan-cancer combing with experimental validation in breast cancer. Scientific
reports, 14(1), 8201.
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in Glioma. Translational oncology, 49, 102083.
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learning approach. BMC cardiovascular disorders, 24(1), 148.

Shao Y, et al. (2024) Pan-Cancer Analysis of GALNT6 with Potential Implications for
Prognosis and Tumor Microenvironment in Human Cancer Based on Bioinformatics and
gPCR Verification. International journal of general medicine, 17, 2187.
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metabolism-related gene signatures in the context of immunotherapeutic strategies for
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progression via the Akt/mTOR signaling pathway. Cell death & disease, 15(4), 291.




