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Real-time PCR Analysis for Estimating Quantitative Genotypes of
the Astringency Locus in Persimmon
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Table 1. Tested cultivers for this research
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Table 2. Estimated genotypes of AST based on the
results of real-time PCR analysis
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LAR DEANR
FLESAT 153 7 040 554 = 0.48 Asaaaa
FHZ 1.24 £ 0.24 3.21 £ 0.24 AAAAA2 or AAAaaa
FAEM 234 X 0186 170 £ 0.12 AAAAaa
WER 208 £ 011 117 %= 0.07 AAAAas or AAAAAR
1.02 = 0.00 0.71 %= 0.00 AAAAAL
0.52 = 0.18 0.31 = 011 AAAAAa or AAAAAA

0.37 & 0.06 0.56 = 0.05 AAAAAA or AAAAAa
0.01 = 0.00 0.00 = 0.00 AAAAAA
0.00 = 0.00 0.00 = 0.00 AAAAAA
0.00 £ 0.00 0.00 = 0.00 AAAAAA

HHEIAT, ATREFHHIATOT L AETT

5IRAE

1. Akagi, T, S. Kanzaki, M. Gao, R. Tao, D.E. Parfitt
and K. Yonemori. 2009. Quantitative real-time PCR
to determine allele number for the astringency locus
by analysis of a linked marker in Diospyros kaki
Thunb. Tree Genet. Genomes. 5: 483-492.

2 . ——, Y. Takeda, K. Yonemori, A. Tkegami, A. Kono,
M. Yamada and S. Kanzaki. 2010. Quantitative
genotyping for the astringency locus in hexaploid

persimmon cultivers using quantitative real-time



.

(o}

NVIN S e

U7ngAL

PCR. J. Amer. Soc. Hor. Sci. 135: 59-66.

———_ R. Tao, T. Tsujimoto, A. Kono and K.
2012. Fine genotyping of a highly
polymorphic ASTRINGENCTY-linked locus reveals
variable

Yonemori.

hexasomic inheritance in persimmon

(Diospyros kaki Thunb.) cultivars. Tree Genet.
Genomes. §: 195-204.

HiHEESL. 2006, 7% BIRPN O 77 % &k
DA L SARTE. RERBCEATER. 37: 39-45.
Doyle, J.I. and J.L. Doyle. 1987. A rapid DNA
isolation procedure for small quantities of fresh leaf
tissue. Phytochem. Bull. 19: 11-15.

45, 1979, BEFN 53 SEEEAE A RSy

(jj ff”) ”\mﬁ\%ﬁ‘j’tﬁigfgiﬁ N E’J

HAEHE -

CER

EREHEE

91-419.

“ PCR & 7 o0 iz

7.

10.

I

. Yamada, M..

DHETE (9

Ikeda, 1.,
198s.
persimmon. J. Japan Soc. Hort. Sci. 54: 39-45.

M. Yamada, A. Kurihara and T. Nishida.

Inheritance of astringency In Japanese

VR OE 1946, HoRELGBEYBE FHE L BE

1:175-182.
1993. Persimmon breeding in Japan.
Japan Agr. Res. Quart. 27: 33-37.

R

IWEEZ. 2011, B oRESTRE #2888 55
164.
KBS BT A

1985, WX EEOF =
M ORERE L BRNEBEOREEIZ 7
SHE 54:201-208.




