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Proper Citation

X2K Web (RRID:SCR_023624)

Resource Information

URL: https://maayanlab.cloud/X2K

Proper Citation: X2K Web (RRID:SCR_023624)

Description: Web service to predict involvement of upstream cell signaling pathways,
given signature of differentially expressed genes. Used to linking expression signatures to
upstream cell signaling networks.

Abbreviations: X2K

Synonyms: eXpression2Kinases (X2K) Web

Resource Type: data access protocol, web service, software resource

Defining Citation: PMID:29800326

Keywords: predicts involvement of upstream cell signaling pathways, differentially
expressed genes, linking expression signatures, upstream cell signaling networks,

Funding: NHLBI U54 HL127624;
NCI U24 CA224260;
NIH Office of the Director OT3 OD025467

Availability: Free, Freely available

Resource Name: X2K Web

Resource ID: SCR_023624

Alternate URLs: https://github.com/MaayanLab/x2k_web

Record Creation Time: 20230527T050216+0000

Record Last Update: 20260807T043010+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_023624/resolver
https://maayanlab.cloud/X2K
https://pubmed.ncbi.nlm.nih.gov/29800326


Ratings and Alerts

No rating or validation information has been found for X2K Web.

No alerts have been found for X2K Web.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 25 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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15(2).
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therapeutic signatures and potential inhibitors against polycystic lipomembranous
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2 Infection. Identification of Plasma Protein Readouts. Journal of proteome research,
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Morphogenesis by Controlling Mitochondrial Dynamics and Apoptosis. Cell proliferation,
58(5), e13799.
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with papillary thyroid cancer: a multi-omics data analysis. Thyroid research, 18(1), 15.
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diabetes through a bioinformatics and network analyst approach. Scientific reports, 16(1),
428.
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differential expressed genes. BMC urology, 24(1), 138.
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10(3), e25191.
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Translational cancer research, 13(12), 6880.
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19991.
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