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To elucidate genetic characterization of Japanese macaques (Macaca fuscata), we investigated
a mother—line ancestry marker of the 412-bp partial mtDNA control region sequence and also
developed a new a father—line ancestry genetic marker of Y chromosomal short tandem repeat
loci.We collected liver tissues and/or muscle tissue from 460 individuals in wild population
originated from Fukushima city. These samples were collected based on the research agreement
between Center for Wild Conservation and Management in Nippon Veterinary and Life Science
University and New Fukushima Japan Agricultural Cooperatives. 1) Genomic DNA was extracted by
the conventional phenol-chloroform method from 290 individuals as of September, 2009. 2) DNA
samples were determined the sex by PCR analysis using Amelogenin gene. 3) A total of 284 DNA
sample were sequenced the 412-bp partial mtDNA control region. JNO1 haploype was observed in
284 individuals. Two haplotypes (JNO3 and JNO4) was only found in two individuals. The genetic
diversity rate was 1.4%, which suggested that the present population was formed with very low
genetic diversity. 4) The species specificity of 80 human Y chromosome short tandem repeat loci
was examined in Japanese macaques. Five different loci only yielded an amplification product
from male sample (N=5). Sequence analysis showed that 2 loci were revealed as a Y-STR and
polymorphic genetic marker. New method using Y-STR haplotype analysis from 2 loci divided 7
haplotypes in 21 male samples. These data showed that the Y-STR haplotype analysis presented

here was useful for father—line ancestry genetic markers.




