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ISSR Molecular Marker Technique and
Its Application in Genetic Breeding of Castor

WANG Chao'?, ZHANG Zhi-yong”®, CHEN Yong-sheng”', LUAN  shi-hui'’,
WANG Wen-yue'’ ,SHAO Zhi-min'’ ,SHANG Yu-si'*

(1. Agriculture College of Inner Mongolia University For Nationalities, Tongliao,Inner Mon-
golia 028043; 2. Inner Mongolia Industrial Engineering Research Center of Universities for
Castor, Tonglaio, Inner Mongolia 028043; 3. Tongliao Academy of Agricultural Sciences,
Tongliao 0280153 4. Life Science College of Inner Mongolia University for Nationalities,
Tongliao, Inner Mongolia 028043)

Abstract; The principle and characteristics of the molecular marker techniques of inter-simple sequence repeat
(ISSR) were described. The research of the ISSR molecule markers in the fields such as the research on genetic
polymorphism, the analysis of genetic relationships and pedigrees, the identification of excellent germ plasms,
the construction of genetic chain spectrums of a graph were summarized and the problems of the ISSR molecule
markers that lied in the improvement of castor genes and auxiliary breeding at present were pointed out and the
trend of future research was put forward.

Key words: ISSR; castor;molecular marker;genetic breeding
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