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Evaluation of common tag linking method to primer
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Image of electrophoresis after PCR Amplification/ column purification

Amount after PCR Amplification/ column purification (amplification was started 25ng/reaction)

No. q); (2) 3 4) (5) (6)
primer (SNPO1) | (SNPO3) | (SNPO7) | (SNPOB) | (SNPO9) | (SNP20)
Tag absent:P1 253 308 134 239 162 219
Tag P2 156 205 163 266 134 161
igsent P3 124 209 178 144 140 104
( Unit: ng)

Fig.12
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