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Proper Citation

BMIQ (RRID:SCR_003446)

Resource Information

URL: https://code.google.com/p/bmiq/

Proper Citation: BMIQ (RRID:SCR_003446)

Description: Software using a beta-mixture quantile normalization method for correcting
probe design bias in Illumina Infinium 450 k DNA methylation data.

Abbreviations: BMIQ

Synonyms: bmiq - Beta Mixture Quantile Model, Beta MIxture Quantile dilation

Resource Type: software resource

Defining Citation: PMID:23175756

Keywords: illumina infinium 450k, dna methylation, probe design, normalization

Availability: Free, Available for download, Freely available

Resource Name: BMIQ

Resource ID: SCR_003446

Alternate IDs: OMICS_02304

Alternate URLs: https://aeteschendorff-lab.github.io/software/BMIQ/

Record Creation Time: 20220129T080219+0000

Record Last Update: 20260725T190540+0000

Ratings and Alerts

No rating or validation information has been found for BMIQ.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003446/resolver
https://code.google.com/p/bmiq/
https://pubmed.ncbi.nlm.nih.gov/23175756


No alerts have been found for BMIQ.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 125 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Jiang X, et al. (2025) Identification of blood-derived DNA methylation biomarkers of
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Qin M, et al. (2025) DNA methylation predicts adverse outcomes of coronary artery
disease. Nature communications, 16(1), 11396.

Li P, et al. (2025) Peripheral blood mononuclear cell DNA methylation biomarkers for
prognostic stratification in Chinese lung adenocarcinoma: a genome-wide epigenetic
profiling study. Clinical epigenetics, 17(1), 177.
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biomarker discovery. Nature communications, 16(1), 680.
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Zelenova E, et al. (2025) Multi-omics study of molecular and genetic bases of orthostatic
hypotension. Clinical epigenetics, 17(1), 202.

Wen B, et al. (2024) Causal impact of DNA methylation on refracture in elderly individuals
with osteoporosis - a prospective cohort study. BMC musculoskeletal disorders, 25(1),
432.

Lee HS, et al. (2024) Genome- and epigenome-wide association studies identify
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Clinical epigenetics, 16(1), 60.

Chen JQ, et al. (2024) Matched analysis of detailed peripheral blood and tumor immune
microenvironment profiles in bladder cancer. Epigenomics, 16(1), 41.

Martínez-Montoro JI, et al. (2024) Interactions between the gut microbiome and DNA
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metabolic characteristics. Journal of translational medicine, 22(1), 1089.
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communications, 8(8).
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aging, 4(6), 886.

Zhu T, et al. (2024) An improved epigenetic counter to track mitotic age in normal and
precancerous tissues. Nature communications, 15(1), 4211.
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population traits and diabetes subtypes. Nature communications, 15(1), 7111.


