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Proper Citation

MIPgen (RRID:SCR_003325)

Resource Information

URL: http://shendurelab.github.io/MIPGEN/

Proper Citation: MIPgen (RRID:SCR_003325)

Description: Software for a fast, simple way to generate designs for MIP assays targeting
hundreds or thousands of genomic loci in parallel. Packaged with MIPgen are scripts that
aid in visualization of MIP designs and processing of MIP sequence reads to SAM files
that can then be passed through any standard variant calling pipeline.

Synonyms: MIPgen - One stop MIP design and analysis

Resource Type: software resource

Defining Citation: PMID:24867941

Keywords: standalone software, c++, python, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: MIPgen

Resource ID: SCR_003325

Alternate IDs: OMICS_04657, biotools:mipgen

Alternate URLs: https://github.com/shendurelab/MIPGEN, https://bio.tools/mipgen

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260801T190208+0000

Ratings and Alerts

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_003325/resolver
http://shendurelab.github.io/MIPGEN/
https://pubmed.ncbi.nlm.nih.gov/24867941


No rating or validation information has been found for MIPgen.

No alerts have been found for MIPgen.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 52 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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Sussman JH, et al. (2025) In vivo CRISPR screening reveals epigenetic regulators of
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Human mutation, 2025, 8942542.
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variants: Recurrence risk assessment and implications for precision genetic counselling.
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Gallon R, et al. (2025) Novel microsatellite instability test of sebaceous tumours to
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dermatology, 50(6), 1155.

Shin T, et al. (2024) Rare variation in non-coding regions with evolutionary signatures
contributes to autism spectrum disorder risk. Cell genomics, 4(8), 100609.
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molecular inversion probe based novel integrated genetic screening method for 29
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Van Dijck E, et al. (2024) A Case-Control Study Supports Genetic Contribution of the PON
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Antioxidants (Basel, Switzerland), 13(9).
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amelogenesis imperfecta. Journal of medical genetics, 61(4), 347.

Kadam A, et al. (2024) Utilizing insights of DNA repair machinery to discover MMEJ
deletions and novel mechanisms. Nucleic acids research, 52(22), e106.

Lecoquierre F, et al. (2024) Assessment of parental mosaicism rates in
neurodevelopmental disorders caused by apparent de novo pathogenic variants using
deep sequencing. Scientific reports, 14(1), 5289.
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Painless and Idiopathic Painful and Painless Neuropathies. International journal of
molecular sciences, 24(9).
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expression levels by recurrent CTCF inactivating mutations in acute T cell leukemia. Cell
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Andralojc KM, et al. (2022) Targeted RNA next generation sequencing analysis of cervical
smears can predict the presence of hrHPV-induced cervical lesions. BMC medicine, 20(1),
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Webster AK, et al. (2022) Using population selection and sequencing to characterize
natural variation of starvation resistance in Caenorhabditis elegans. eLife, 11.


