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Epigenome analysis of guide dog temperament and character
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In this study, we performed canine whole genome epigenome analysis to solve
severe problem of a guide dog shortage. We compared differences of DNA methylation patterns between
three guide dogs and two non-ones using genome DNA Derived from brain, thyroid gland, and adrenal

gland. In genome, we performed SNP genotyping analysis in the total two hundreds forty dog in a
guide dog breeding colony. As the results of the analysis, we showed that the excellent call rates
(average rate: 0.994024) and SNP detection numbers (average numbers: 154,026 SNPs), and we obtained

the basic genome data.



2009

(Weaver et al., Nat Neurosci.
2004,7:847_854) ”» ”» » »

3-1.



10

/ / / /
3-2.
3 2
DNA RRBS
3-3.
3-4.
240 SNP
4-1
(CG) C

10



4-2.

4-3.

OK

240
Call Rate 0.994024

SNP

154026

SNP



https://watamoudoukenut.wixsite.com/moudouken-ut-watalab




