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Proper Citation

List Of Lists Annotated (RRID:SCR_006912)

Resource Information

URL: http://www.lola.gwu.edu/

Proper Citation: List Of Lists Annotated (RRID:SCR_006912)

Description: LOLA is a web driven database of published and manually curated (public),
and user-specific (private) gene lists derived from genome-wide approaches such as
expression profiling and proteomics. LOLA allows researchers to measure the similarity of
gene lists in order to identify genes that are robustly changed across laboratories, studies,
and platforms, and within and between species. Furthermore, LOLA compares lists at a
gene-level so that probes mapping to the same gene are not considered different.

Synonyms: LOLA

Resource Type: database, data or information resource
Resource Name: List Of Lists Annotated

Resource ID: SCR_006912

Alternate IDs: nif-0000-03087

Record Creation Time: 20220129T080238+0000

Record Last Update: 20260808T190410+0000

Ratings and Alerts
No rating or validation information has been found for List Of Lists Annotated.

No alerts have been found for List Of Lists Annotated.

Data and Source Information


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006912/resolver
http://www.lola.gwu.edu/

Source: SciCrunch Registry

Usage and Citation Metrics
We found 139 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .

Lee MJ, et al. (2026) Role of Aspartate in Immune Response and Mortality in a
Polymicrobial Sepsis Model: Insights from Metabolomics and Transcriptomics. Cells,
15(6).

Sun S, et al. (2026) Ammonia Detoxification Inhibits Liver Metastasis by Reshaping
Hepatic Microenvironment. Advanced science (Weinheim, Baden-Wurttemberg,
Germany), 13(33), e21098.

Okamoto AS, et al. (2026) Modular genetic architecture underlies human hand and foot
evolution. Proceedings of the National Academy of Sciences of the United States of
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Rumberger CA, et al. (2026) Genomic Offsets Predict Survival With Low Accuracy in a
Marine Common Garden. Molecular ecology, 35(13), e70457.

Win PW, et al. (2026) Mitochondrial DNA copy number reduction via in vitro TFAM
knockout remodels the nuclear epigenome and transcriptome. Epigenomics, 18(1), 27.

Richardson SA, et al. (2026) Cell-free DNA methylome and fragmentome analysis for
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Tekola-Ayele F, et al. (2025) Sex-differentiated placental methylation and gene expression
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Zhang H, et al. (2025) Efficacy and safety of L-ornithine L-aspartate combined with
lactulose in treatment of hepatic encephalopathy: a systematic review and meta-analysis
of randomized controlled trial. Frontiers in medicine, 12, 1581792.
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