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Abstract

In this study, we propose an efficient
computational intelligence-based approach to
design mutagenic primers for single
nucleotide polymorphism (SNP) genotyping
in  polymerase chain reaction-restriction
fragment length polymorphism (PCR-RFLP).
A new method of restriction enzyme search
based on REBASE is introduced into the
method. A mutagenic matrix is used to
increase  the efficiency of obtaining
restriction  enzymes for the  target
single-nucleotide polymorphism. In addition,
an  accurate thermodynamic  melting
temperature calculation is also applied to the
method. There are 25 target single nucleotide
polymorphisms with mismatch PCR-RFLP
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have been performed by the method. The
results show that the proposed method
facilitates the design of mutagenic primers
that satisfied the desired conditions and get
available restriction enzymes for the target
SNP.

Keywords: Computational intelligence,
PCR-RFLP, mutagenic primer, SNP, restriction
enzyme.
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