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Proper Citation

MFEprimer (RRID:SCR_003066)

Resource Information

URL: https://github.com/quwubin/MFEprimer/

Proper Citation: MFEprimer (RRID:SCR_003066)

Description: A fast thermodynamics-based software program for checking PCR primer 
specificity against genomic DNA and mRNA/cDNA sequence databases.

Synonyms: MFEprimer-2.0

Resource Type: software resource

Defining Citation: PMID:22689644

Keywords: standalone software, bio.tools

Funding:

Availability: Free for academic use, Free for non-profit use, Free for personal use, 
Commercial use requires license

Resource Name: MFEprimer

Resource ID: SCR_003066

Alternate IDs: biotools:mfeprimer-2.0, OMICS_02355

Alternate URLs: https://bio.tools/mfeprimer-2.0

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250420T014134+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_003066/resolver
https://github.com/quwubin/MFEprimer/
https://pubmed.ncbi.nlm.nih.gov/22689644


Ratings and Alerts

No rating or validation information has been found for MFEprimer.

No alerts have been found for MFEprimer.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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of DNA-SIP Experiments. Frontiers in microbiology, 9, 570.
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soil exposes diverse resistance mechanisms to modern antibiotics. PloS one, 10(3), 
e0069533.


