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The Research of A Method For Micro RNAs Quick Validation in Tomato Fruit

MA Yuanzheng LIU Hai-ping ZUO Jin-hua, FU Da-qi CHI Li-hong, ZHU Benrzhongg WANG Yunr xiang, LUO Yun-bo
( College of Food Science and Mutrition Project, China Agriculural University, Beijing 100083 )

Abstract: The paper used tomato as material, and a stem-loop sequence as the reverse transcription primer to amplify
miRNA 159 and miRNA 168. Analyzed the bands which was the right size, made sure that it’ s the right bands we
wanted. So this method which cost less and operate simply ould make a great help for the research of the characters
and functions of miRNA.

Key words; miRN A; deep sequence; loop RT-PCR; validation

95



