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INTRODUCTION: RESULTS:

Non-human biological evidence is encountered routinely in forensic casework. This evidence is
often left unanalysed due to lack of a standard method. When analysis is undertaken it usually
involves sequencing all or part of the mitochondrial genome, generally the 12S, 16S or
cytochrome b gene, which is then compared to known sequences on GenBank. This technique is
accepted, but has many problems including: being cost, time and labour intensive due to the extra
step of sequencing products; mixtures cannot be separated; and degraded samples may not
generate sufficient sequence data.

Therefore, ongoing research into the identification of non-human trace evidence is being
undertaken throughout the forensic community to establish a quick, easy and cheap means to
identify species.

Based on the variation in the amino acid sequences (Figure 1) it is possible to identify and locate
areas where species specific primers may be developed (of high homology or variation). These
primers will only react for the species for which they were designed. This would decrease the
time and cost of the test by removing the sequencing step, allow separation of mixtures and
allow identification of highly degraded samples since large fragments of intact DNA would not
be required.
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Figure 1: A section of the cyth amino acid sequence. AA# is the amino acid number within cytb; BP# is the
equivalent base pair number within cytb. Diff AAs is the different number of amino acids at each location.

MATERIALS AND METHODS:

Sequence Information and Primer Design
Cytochrome b sequence mformatlon were downloaded fmm the NCBI websn;e and aligned usmg
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