Northeast Structural Genomics Consortium
Primer Prim’er — PCR Primer Design Software

http://lwww.nesg.org/primer_primer

Primer Prim'er (Everett et al., 2004) is a PCR primer design tool that completely automates the primer
design process. Primer Prim'er generates vector specific PCR primer sets designed to amplify and insert
DNA targets into laboratory vectors. Both restriction endonuclease and viral recombination cloning
strategies are supported. It is implemented under Adobe’s flash player

Primer Prim'er possesses a rich interactive interface designed to be both a teaching tool as well as a
powerful tool for structural genomic efforts (Figure 1). The software introduces endonuclease restriction
and viral recombination sites into calculated primer sets and adds additional nucleotides in order to
preserve frame with vector based fusions. Primer Prim'er is very customizable. Users can readily define
and use any set of vectors, select from a variety of annealing temperature formulas, design mutagenic
primer sets and automatically create series of primer sets designed to vary the boundaries of targeted
regions of DNA. Calculated primer sets are reported in both a graphical format and several text based
formats for ease of ordering. Calculated primer sets can be sorted upon a variety of criteria such as
expected PCR product length and agarose gels can be simulated to demonstrate how the expected PCR
products would appear in the laboratory.

The software has been used by the NESG protein sample production pipeline (Acton et al., 2005) to design
PCR primers for more than 20,000 expression vectors.
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