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Analysis of genetic diversity at the peripheral area of the Asian

continent: implications for domestication processes
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TR OBEEE (Fist) « AREFZECTlX, AARERD A X, ra, U~® DNA opHrzaid LT, £k
MFEOEFEAZHOMNNIT R E LI, FEbk7T v A~ E RO AL EEAME LTz, 2
2 KU T DNA Y e kK DNA @ SNP (—3 M) 721 T, BOSLEAEICEET S
B TR E ST 252 8T, ZNETHLTWRY, HARERMFEEAGOERZRERTD
LM TE,

WFoTE R DM EE (3£ 3L) : The objective of the project is to provide insights into the
domestication processes of dogs, horses and cats, and to clarify the origin of Japanese
native breeds in dogs and horses as well as Japanese feral cats. DNA sequences of
mitochondrial DNA, Y chromosomal DNA, and other genetic regions associated to their
characteristic phenotypes were studied. Some novel polymorphisms unique to Japanese
breeds were detected.
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DOREIROMFIENH T2 &S Tz, AT,
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DNA ZHhit - o+ 22 nTcEn ko1
ol Z Enn . FEAHIMOBEHZEENE
DEEFIZ OV TOERGHELND L DTk
ST, T 9 LImEE% EOMRNE LR

Bz haav FU 7 DNA ORI H-S<
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3’UTR Exon 9
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& RE A

1 T/T GG GG TIT GG
2 C/IC CIC - - -

3 CC ¢C GG TT TIT
4 CT CG GG TIT TG
5 CT CG GG TT G/G
6 CT CG GG TIT TG
v CC ¢C TG TIT TIT
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1 CT CG

2 TIT G/IG - - -
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8 C/IC CIC T/T c/iC TIT
9 CT CIG GG CT TG
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Evolutionary rate, r

J_L Generation time, T

A
Selection response, R=rT

J_L Heritability, h*

Selectior?{:lifferential, S=R/h?

J_L Phenotypic variance, o
Selection\'gradient, f=5/c¢

Phenotypic mean, g
[Mean-stawndardized selection gradient,]

Bu=Pp=rTi/hcf
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(mean-standardized selection gradient) 73,
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