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RM333BARMS567HYH 5 I 2 L 88H S2 B (PCR) R (- AH [E] » (58 FH BV 5K Ky Fast-Run Taq Master
Kit (Protech Technology, Taiwan) > 487 fEASf&E /25 pL > A& 10 mM Tris-HCI ~ 50 mM KCI -
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B525% ~ 55% ~ 85% ~ 105% ~ 1458 K 1557 Fh6 [ - 4fi & R E80% M i B3 355 ~ 45% ~ 65% ~ 79% ~ 9
G~ 1159F ~ 1258 R 1355 484 - H B 1155 2 4% B50% > FRoRsE &R 2 ZF5E 7 KfL -

F— ~ RM333 £EFEAE 29 {lmmffify PCR EY)EANE EIK&E R
Table 1. PCR products amplified with a RM333 primer pair and separated by capillary electrophoresis for
29 varieties

Allelic type
A B C D E F G H I J K
Size (bp) 178.7 181.7 184.5 1904 1933 196.1 207.8 2133 219 2248 268.7
Frequency 9/29  2/29 3729 1/29 3/29 2/29 229 2/29 329 1/29 1/29

- RMS67 BESEAE 29 {lmnfdfy PCR EY)BANE Bk &SR
Table 2. PCR products amplified with a RM567 primer pair and separated by capillary electrophoresis for

29 varieties.

Allelic type
A B C D E
Size (bp) 2447 250.7 252.7 254.6 256.7
Frequency 2/29 9/29 1/29 16/29 1/29

F= ~ FIH RM333 K RM567 $#f 29 fl/KainfdiE {7000 2 4553
Table 3. Combined genotypes of RM333 and RM567 among 29 rice varieties.

Genotype Variety
AB TT32, TC192
AC TC194
AD TNG71, TKS8, TY3, TK2, TNG74, HL21
BB TK16
BE TN13
CB Australia-Su7
CD USA-M401, USA-M202
DD TK9
ED TT30
EB TNI11
EE TNG67
FD TC65
FB TK14
GD KH146
GA TCS10
HB Hoshihikari, TC191
1B KH145
ID TNGS84, KH147
JD KH139

KA TN1
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Table 4. Grain number of respective genotypes and variety purity of Tai-Ken 9 tested among 16 rice
products sampled from market

Genotype Sample number
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
AB 0 0 1 1 0 0 1 1 1 0 0 1 0 0 0 0
AD 0 0 0 0 0 0 2 1 0 0 0 3 7 0 1 0
BB 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
BD 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
DB 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0
pD! 22 20 16 11 21 19 15 21 13 21 O 12 12 21 20 22
EB 1 3 0 3 0 5 0 0 1 0 0 4 3 1 0 0
ED 1 1 5 9 3 0 4 1 9 3 0 4 0 2 1 2
FD 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0
HB 0 0 0 0 0 0 0 0 0 0 24 0 0 0 0 0
1B 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0
TK9 purity (%) 91.7 83.3 66.7 45.8 87.5 79.2 62.5 87.5 542 875 0 50 50 87.5 83.3 91.7
'The genotype “DD” is the specific genotype of Tai-Ken 9.
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Molecular Identification of Packaged Rice Grains
Labeled Variety Tai-Keng 9 in the Markets'

Ray-Shin Chang, Chia-Chi Cheng, Jia-Ling Yang and Chi-Sheng Sheu’

ABSTRACT

Tai-Keng 9 (TK9) is one of the most popular rice varieties and its price is higher than
other varieties in the markets in Taiwan. To avoid adulteration of TK9 rice products, it is
important to develop an effective variety identification method. However, it is uneasy to
identify the varieties by morphological traits of the grains since TK9 is genetically
close-related to Taiwanese japonica rice. DNA markers have been shown to provide clear
and objective evidences for variety identification in the recent decades. In this study, two
microsatellite markers, RM567 and RM333, were performed in variety identification
against sixteen TK9 sampled from markets. The results showed that the purity ranged from
0% to 91.67% and was lower than 95% (69.27% on average). Only two samples showed
the purities higher than 90%, and seven samples showed between 80% and 90%. The
purities of the rest seven samples showed lower than 80%. This study has provide the
evidence of SSR markers as an effective molecular tool for variety identification, and

could protect the rights of consumers and breeders.

Key words: Tai-Keng 9, variety identification, simple sequence repeat.
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