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IDR

RRID:SCR_017237
Type: Tool

Proper Citation

IDR (RRID:SCR_017237)

Resource Information

URL.: https://github.com/nboley/idr

Proper Citation: IDR (RRID:SCR_017237)

Description: Software R package to measure reproducibility of ?ndings identi?ed from
replicate experiments and to provide highly stable thresholds based on reproducibility.

Synonyms: Irreproducible Discovery Rate

Resource Type: software resource, data analytics software, software application, data
processing software

Defining Citation: DOI:10.1214/11-A0AS466

Keywords: measure, reproducibility, finding, identified, replicate, irreproducible,
discovery, rate

Availability: Free, Available for download, Freely available
Resource Name: IDR

Resource ID: SCR_017237

Alternate URLSs: https://CRAN.R-project.org/package=idr
License: GPL v3

Record Creation Time: 20220129T080334+0000

Record Last Update: 20260808T190317+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_017237/resolver
https://github.com/nboley/idr
https://dx.doi.org/10.1214/11-AOAS466

No rating or validation information has been found for IDR.

No alerts have been found for IDR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 67 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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phytologist, 249(1), 495.

Di Bartolomei G, et al. (2026) Dilated cardiomyopathy-associated RNA-binding motif
protein 20 regulates long pre-mRNAs in neurons. eLife, 14.
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Abdelfattah N, et al. (2026) Male-biased Yapl1-Cd276/B7-H3 axis for immune evasion in
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Ovarian Cancer Stem Cell Enrichment. Cancer research communications, 6(7), 1721.

Liu N, et al. (2025) Comprehensive co-expression network reveals the fine-tuning of
AsHSFAZ2c in balancing drought tolerance and growth in oat. Communications biology,
8(1), 393.

Kosi?ski JG, et al. (2025) Characterization of bacterial intrinsic transcription terminators
identified with TERMITe-a novel method for comprehensive analysis of Term-seq data.
Nucleic acids research, 53(12).
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promotes direct hepatocyte-to-cholangiocyte transdifferentiation. PLoS biology, 23(12),
€3003547.
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Qu X, et al. (2025) Charting the regulatory landscape of TP53 on transposable elements in
cancer. Genome research, 35(6), 1456.

Tallan A, et al. (2025) Highly quantitative measurement of differential protein-genome
binding with PerCell chromatin sequencing. Cell reports methods, 5(6), 101052.

Tobias IC, et al. (2025) A Sox2 enhancer cluster regulates region-specific neural fates
from mouse embryonic stem cells. G3 (Bethesda, Md.), 15(4).

Dalal K, et al. (2025) Interpreting regulatory mechanisms of Hippo signaling through a
deep learning sequence model. Cell genomics, 5(4), 100821.

Tingvall-Gustafsson J, et al. (2025) Chromatin interaction-based annotation of regulatory
elements reveals dynamic promoter-enhancer interactions in lymphocyte development.
iScience, 28(7), 112855.
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in rice. Genome biology, 25(1), 262.
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network architecture. Nature communications, 15(1), 9861.

Papadopoulos D, et al. (2024) The MYCN oncoprotein is an RNA-binding accessory factor
of the nuclear exosome targeting complex. Molecular cell, 84(11), 2070.




