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Increase of wild deer population is a big problem for Japanese farm industry
because of their huge consumption of farm products results in economically severe damage. In Japan,
guideline for game meat hygiene is still not formulated, distribution of venison to market is very
difficult. In this study we found that the important hazards are Salmonella, Listeria, Escherichia coli
0-157 and Sarcocystis from venison. To develop the genetic method to detect major food-borne pathogens,
we examined the detection efficiency in venison by two kinds of genetic method, real-time PCR, LAMP and
nucleotid chromatography, NASBA. The results show that Lamp method is more sensitive than real-time PCR
for EHEC and Salmonella and L. monocytogenes in venison and Sarcocystis in venison could be detected by
NASBA method. These information would be foundation to establish guidelines for game meat those were
hunted for protect farm industry.
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