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Application of LTR-retrotransposons in Plant Genomes

GUO Yu-shuang' ,CHEN Jing' ,ZHANG Jian-hua’, LI Xiang-yu’ , HU Zhong-yi' , REN Xue-liang'

(1. Guizhou Tobacco Research Institute, Guiyang, Guizhou 550081; 2. Environment and Re-
sources Science College of Zhejiang University, Hangzhou, Zhejiang 310058;3. Crop Breeding
Institute of Heilongjiang Academy of Agricultural Sciences, Harbin, Heilongjiang 150086)

Abstract; Long terminal repeat(LTR)-retrotransposons are genetic elements and important for the plant genom-
ic organization. This review described the structure,genomic organization, expression, regulation,and discusses
their contributions to plant genomic research.

Key words: plant genome; L TR-retrotransposons; regulation; genomic research
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Application of the Suppression Subtractive
Hybridization Technique in Plant-Diseases

WANG Fang
(Qigihar Branch of Heilongjiang Academy of Agricultural Sciences, Qiqgihar, Heilongjiang
161006)

Abstract; Based on the suppression PCR and subtractive hybridization, suppression subtractive hybridization
(SSH)is a powerful technique that enables researchers to compare two populations of mRNA and obtain clones
of genes that are expressed in one population but not in the other. SSH has become an efficient method that
segregates and clone genes with the characteristics of high sensitivity, reliability and simplicity. The article in-
troduced the principle and characteristics of SSH. The application on the study of plant-parasitic nematode and
plant resistant-disease mechanism were reviewed.

Key words: suppression subtractive hybridization(SSH) ; PCR; genes; plant
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