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Type: Tool

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

Funding:

Availability: Non-commercial

Resource Name: MIPgen

Resource ID: SCR_003325

Alternate IDs: OMICS_04657, biotools:mipgen

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

Record Creation Time: 20220129T080218+0000



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

Record Last Update: 20250214T183024+0000

Ratings and Alerts
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 42 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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