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Proper Citation

SIGnAL Salk Institute Genomic Analysis Laboratory (RRID:SCR_010258)

Resource Information

URL: http://signal.salk.edu/

Proper Citation: SIGnAL Salk Institute Genomic Analysis Laboratory
(RRID:SCR_010258)

Description: A biology and bioinformatics laboratory at the Salk containing the following
databases: SIGnAL T-DNA Express Arabidopsis Tiling Array Transcriptome Salk Insertion
Sequence Database Arabidopsis Gene ORFeome Collection Salk Homozygote T-DNA
Collection High Resolution Arabidopsis Methylome Perlegen Arabidopsis Resequencing
Arabidopsis GMUCT Uncapped & Cleaved Transcripts Single Feature Polvmorphism
Database High Resolution Arabidopsis Exosome Arabidopsis Interactome Single-base
Resolution Epigenome Maps Transgenerational Inheritance of Methylation Variants
Arabidopsis Cyclome Rice Functional Genomics Database Salk Arabidopsis 1,001
Genomes Arabidopsis Population Epigenomic Diversity Arabidopsis Biotic Stress
Epigenome EIN3 -Ethylene Chip-seq/RNA-seq browser Soybean Epigenome Browser
Human Human DNA Methylomes Human Pluripotent Cell Methylomes Human/Mouse
Brain Methylomes Mouse Circadian Epigenome

Resource Type: database, data or information resource

Resource Name: SIGnAL Salk Institute Genomic Analysis Laboratory

Resource ID: SCR_010258

Alternate IDs: nlx_156910

Record Creation Time: 20220129T080257+0000

Record Last Update: 20260807T042730+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_010258/resolver
http://signal.salk.edu/


No rating or validation information has been found for SIGnAL Salk Institute Genomic
Analysis Laboratory.

No alerts have been found for SIGnAL Salk Institute Genomic Analysis Laboratory.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 284 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Watanabe S, et al. (2026) The Arabidopsis NPF7.2 mediates coumarin uptake for root iron
acquisition. The New phytologist, 250(3), 1619.
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cancer therapeutics, 24(8), 1252.

Persello A, et al. (2025) A Mg-Chelatase Subunit I Missense Mutant in Barley Exhibits a
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Martínez Rivas FJ, et al. (2025) Parallel evolution of salinity tolerance in Arabidopsis
thaliana accessions from Cape Verde Islands. Science advances, 11(28), eadq8210.
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regulate brassinosteroid signaling by antagonizing BRI1. Proceedings of the National
Academy of Sciences of the United States of America, 122(52), e2526122122.
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and metabolite levels of Arabidopsis mediator mutants. Scientific reports, 14(1), 6771.
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response to salt stress in Arabidopsis. Nature communications, 15(1), 2061.
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