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For the development of qualitative PCR detection method of genetically modified rice (Oryza sativa
L.), rice species specific gene, SAMDC1 (S-adenosylmethionine decarboxylase), was selected and
validated as suitable for use as an endogenous reference gene in rice. The primer pair
OsSAMDC1-5'/3"' with 110 bp amplicon was used for amplification of the rice endogenous gene,
SAMDC1 and no amplified product was observed from 19 different plants as templates. Qualitative
PCR method was assayed with 2 different GM rices (Milyang 204 and Iksan 483) developed in
Korea. For the qualitative PCRs, the construct-specific detection primer pairs were constructed.
05204-5'/0sNOS-3' amplifying the junction region of GUS gene and NOS terminator introduced in
Milyang 204 gave rise to an amplicon 172 bp; also, Os483-5'/0sNOS-3"' amplifying the junction
region of Bar gene and NOS terminator introduced in Tksan 483 gave rise to an amplicon 161 bp.
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Table 1. Sequences of primers used in this study

Primer name Sequencesis’ -3 Target Amplioon size
Os3AMDC1-5 GGATGCTAAGAAAGCTGAGS SAMDCL L
OsSAMDCE-% CCATCTCAGGGATGATTTC AGA SAMDL e
Os204-5" ACGCTGGACTGGCATGAACT GUg ”
OsNog-3’ AAGACCGGCAACAGGATTCA T-nos 1k
Os483~5" GGGAACTCATCGAACTCAAC Bar 151 b
OsNos-3’ AAGACCGGCAACAGGATTCA T-nos
Pk 2043
—lp
-~§ Bar ] GUS(1.8) ﬁmong T-nos }——~
—
3t 4833
g
"“ Pubi(0.86) Exon ] Intron(1.01) ﬂ Bar(0.68) { T-nosf
o

Fig. 1. Construct-specific primer pair of ‘Milyang 204’ and ‘lksan
483,
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£ 7tel] FUFEE vHE9] DNeasy Plant Maxi kit(Qiagen,
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Fig. 2. Genomic DNA of GM rice and non-GM rice. 1: Marker (A/
Hindlll marker), 2: non-GM rice, 3: GM rice (Milyang 204), 4: GM
rice (Iksan 483).
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Fig. 3. PCR products amplified from genomic DNAs of 20 different plants. M: Marker (100 bp DNA ladder), 1-20: Rice, Vitamin, Radish,
Lettuce, red rhubarb chard, Green Onion, Strawberry, Soybean, Pepper, Wild parsley, Sunflower, Wheat, Sesame leaf, Spinach, Sedum, Parsley,

Crown daisy, Corn, Cotton, Canola.

Fig. 4. PCR analysis of non-GM rice and GM rice (Milyang 204
and Iksan 483). 1: Marker (100 bp DNA ladder), 2: non-GM rice
(110 bp), 3: GM rice (Milyang 204; 172 bp), 4: GM rice (lksan 483;
161 bp)
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