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ABSTRACT

Summary: PerlPrimer is a cross-platform graphical user
interface application for the design of primers for standard,
bisulphite and real-time PCR, and sequencing. The pro-
gram incorporates highly accurate melting-temperature and
primer—dimer prediction algorithms with powerful tools such
as sequence retrieval from Ensembl and the ability to BLAST
search primer pairs. It aims to automate and simplify the
process of primer design.

Availability: Open-source and freely available from http:/
perlprimer.sourceforge.net

Contact: owen.marshall@mcri.edu.au

INTRODUCTION

Accuratedesign of primersisessential for effective PCR reac-
tions. PerlPrimer is a cross-platform graphical user interface
(GUI) application written in Perl that designs primers for
standard PCR, bisulphite PCR, real-time PCR (quantitative
PCR or QPCR) and sequencing. Whilst separate tools cur-
rently exist to find primers for al four methods, PerlPrimer
provides several novel enhancements, allowsthe user to work
on multiple projects at a time and provides interfaces to
important tools such as gene sequence retrieval from the
Ensembl database and the ability to BLAST search primer
pairs.

OVERVIEW

PerlPrimer displaysatabbed interface, with each PCR method
comprising adifferent tab aswell asaseparatetab for detailed
primer information. A tab to design sequencing primers is
also provided. Although the same agorithms are used for
calculating primer melting temperature, amplicon size and
primer—dimer stability, each PCR method provides a number
of unique features.

For standard PCR, PerlPrimer includes an open reading
frame (ORF) detection algorithm that findsthe largest ORF in
the input sequence, and will automatically set amplification
boundariesto the gene found. The program allowsthe user to
attach extra 5’ sequences to each primer. If these sequences

include restriction enzyme cloning sites, PerlPrimer will
automatically cal culate the attached sequencesto bein-frame
(adding adenine baseswhere appropriate) for each primer pair
if the frame of the cloning sites within the target vector are
given.

Primer design for bisulphite PCR is based on the para
meters given by Warnecke et al. (2002). Unlike an alternative
program, Methprimer (Li and Dahiya, 2002), PerlPrimer by
default selects for primers with converted cytosine bases at
the 3 end—allowing specific amplification of bisulphite-
converted templates. Options are aso provided to exclude
CpG containing sequences, to eliminate primers containing
repeatsor runseither before or after bisul phite conversion, and
to specify the minimum converted cytosine composition of the
primers. PerlPrimer includes a CpG island finding agorithm
based on the method of Gardiner-Garden and Frommer (1987)
and will automatically set the amplification boundaries to
encompass any CpG islands found. Users are advised to
note that no attempt is made to automatically limit ampli-
fied sequences to small products of 300—600 bp, although the
amplified range may be manually reduced if so desired.

For both standard and bisulphite PCR, functions are
provided to automatically increase or decrease the ampli-
fication boundaries until primers are found that match the
specified conditions. An option is aso provided to set the
amplified range from a selected primer pair, allowing an easy
means to create nested primer sets.

Calculation of primers for QPCR is entirely automatic.
PerlPrimer usesthe application Spidey (Wheelan et al., 2001)
tofind intron/exon boundaries, and screensall possible primer
pairsagainst these data. To be selected, primer pairs must span
at least one intron/exon boundary, and at least one primer
must lie across an intron/exon boundary. Amplicon size is
limited to between 100 and 300 bases by default. If a gene
is requested from the Ensembl database, both genomic and
cDNA sequences areretrieved automatically—making QPCR
primer design both simple and extremely fast.

Primer pairsthat arefound by PerlPrimer arelistedin atable
displaying sequence, length, position, amplicon size and the
AG°37 of the most stable extensible primer—dimer. Primers
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are by default sorted by primer—dimer stability, but can also
be sorted by any other category.

For all methods, agraphical display isprovided showing the
position of genes or CpG islands and the sel ected primer pair,
with amplified ranges shown for standard and bisul phite PCR
and intron/exon boundaries shown for QPCR. Users can also
view adetailed alignment of the primers and sequence, show-
ing (depending on the method used) the ORF with translated
protein sequence and codons highlighted, CpG islands with
highlighted CpG residues, or highlighted intron/exon bound-
aries. Selecting a primer pair in any method will bring up
detailed thermodynamic parameters for the primer pair and a
list of the most stable extensible and non-extensible primer—
dimers. The primer pair can be BLAST searched using the
NCBI server, and the results obtained can be further limited
using atext search. Project files may be saved (including all
DNA sequences and primer pairs) and a text report can be
generated that liststhe primer thermodynamic detail s, primer—
dimers and a full sequence alignment. Selected primer pairs
may also be copied in atab-delimited format that can be pasted
into most spreadsheet applications.

A tutorial demonstrating the cloning, sequencing and real-
time expression analysis of the human progesterone receptor
(PGR) gene is provided on the program website, including
input and output files and relevant screenshots.

IMPLEMENTATION

PerlPrimer iswrittenin Perl and requiresPerl/Tk for thegraph-
ical interface. The program was devel oped and tested on both
Microsoft Windows and GNU/Linux platforms, athough it
should run on any platform with Perl and Perl/Tk.

PerlPrimer calculates melting temperature via the nearest-
neighbour thermodynamic approach, using the recent data
from J. Santal_ucia’'s group (Allawi and Santal ucia, 1997,
Santal_ucia, 1998). To adjust the calculated entropy for the
salt conditions of the PCR, PerlPrimer uses the empirical for-
mula derived by von Ahsen et al. (2001) and allows the user
to specify the concentration of Mg?*, dNTPs and primers, or
use default, standard PCR conditions. The result is a highly
accurate prediction of primer melting temperature, giving rise
to amaximum yield of product when amplified.

Elimination of primer—dimer artefactsisimportant for reli-
able PCR amplification, and essential for accurate QPCR
primer design. PerlPrimer calcul ates primer—dimers by creat-
ing a binding matrix between each primer and itself, and
between the forward and reverse primers. The complementar-
ity betweenthetwo primersisthenread fromthematrix, bonds
between single, isolated base pairs are ignored (since these
are generally unfavourable to stability) and the approximate
AG°37 is caculated using the nearest-neighbour approach,

incorporating mismatch data (Allawi and Santal_ucia, 1997,
1998a,b,c; Peyret et al., 1999) (currently no penalty is given
to interna loops since these parameters are as yet unpub-
lished, thus the value should be an over-estimate of stability).
Since the AG° nearest-neighbour val ues are dependent upon
entropy, which in turn is dependent upon the salt concen-
tration of the PCR reaction, these values are recalculated
whenever the salt conditions are changed by the user. Primer—
dimer stability is calculated separately for extensible dimers
that will produce amplifiable products, and for non-extensible
dimers which will not cause visible artefacts but which will
still reduce the free primer population in areaction.
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