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Proper Citation

CancerSEA (RRID:SCR_026155)

Resource Information

URL: http://biocc.hrbmu.edu.cn/CancerSEA/

Proper Citation: CancerSEA (RRID:SCR_026155)

Description: Database that aims to comprehensively explore distinct functional states of
cancer cells at the single-cell level. Provides functional state-associated PCG/IncCRNA
repertoires across all cancers, in specific cancers, and in individual cancer single-cell
datasets. Provides interface for comprehensively searching, browsing, visualizing and
downloading functional state activity profiles of cancer single cells and corresponding
PCGs/IncRNAs expression profiles.

Synonyms: Cancer Single-cell State Atlas
Resource Type: data or information resource, database

Defining Citation: PMID:30329142

Keywords: cancer single cells, PCGs/IncRNAs expression profiles, distinct functional
states of cancer cells, single-cell level, searching, browsing, visualizing and downloading,
functional state activity profiles,

Funding: National High Technology Research and Development Program of China ;
National Natural Science Foundation of China

Availability: Free, Freely available

Resource Name: CancerSEA

Resource ID: SCR_026155

Record Creation Time: 20241210T053256+0000

Record Last Update: 20260817T040722+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_026155/resolver
http://biocc.hrbmu.edu.cn/CancerSEA/
https://pubmed.ncbi.nlm.nih.gov/30329142

No rating or validation information has been found for CancerSEA.

No alerts have been found for CancerSEA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 202 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Sun Z, et al. (2026) Comprehensive pan-cancer analysis and experimental verification of
the roles of SCP2 in colon adenocarcinoma. BMC cancer, 26(1), 208.

Zhu X, et al. (2026) Bioinformatic analysis and experimental validation of the function of
mitogen-activated protein kinase in esophageal cancer. Discover oncology, 17(1).

Wang W, et al. (2026) Diverse roles of SERPINE1 in regulating cellular proliferation and
invasion. International journal of oncology, 68(5).

Zhan X, et al. (2026) Construction of a novel risk model for esophageal squamous cell
carcinoma associated with purinergic signaling pathways and chemoradiotherapy
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sensitivity genes. Frontiers in medicine, 13, 1746281.
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