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MPprimer

RRID:SCR_003063
Type: Tool

Proper Citation

MPprimer (RRID:SCR_003063)

Resource Information

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

Proper Citation: MPprimer (RRID:SCR_003063)

Description: A software program for reliable multiplex PCR primer design. It employs the
widely used primer design program Primer3 and the primer specificity evaluation program
MFEprimer to design and evaluate the candidate primers based on genomic or transcript
DNA database, followed by careful examination to avoid primer dimerization. The graph-
expanding algorithm derived from the greedy algorithm was used to determine the optimal
primer set combinations (PSCs) for multiplex PCR. In addition, it provides a virtual
electrophotogram to help users choose the best PSC. It is a valuable tool for designing
specific, no dimer formation and amplicons size constrained PSCs to improve the
multiplex PCR experiments.

Synonyms: MPprimer: a program for reliable multiplex PCR primer design

Resource Type: service resource, data analysis service, analysis service resource,
software resource, production service resource

Defining Citation: PMID:20298595

Keywords: standalone software, pcr, multiplexpcr, mfeprimer, primer3, specificity, dimer,
primer design

Availability: GNU General Public License, v3
Resource Name: MPprimer

Resource ID: SCR_003063

Alternate IDs: OMICS_ 02364

Alternate URLSs: http://biocompute.bmi.ac.cn/MPprimer/
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https://pubmed.ncbi.nlm.nih.gov/20298595

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260728T043139+0000

Ratings and Alerts
No rating or validation information has been found for MPprimer.

No alerts have been found for MPprimer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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