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Analysis of Genetic Basis of Camellia olei fera {rom

Hubei Province
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Abstract: The diversity and genetic relationship among and within 5 populations of Camellia olei fera
from Hubei province were analyzed using ISSR and SRAP markers. High percentage of polymorphism
observed by ISSR,SRAP or ISSR+SRAP combination indicated a high level of genetic diversity existed
among C. olei fera populations. Six ISSR primers yielded 74 legible bands of which 70 were polymorphic
markers,and the ratio of polymorphism was 94. 59 % ; A total of 64 SRAP bands (including 60 polymor-
phic bands) were detected with 11 SRAP primer combinations,and the average proportion of polymorphic
loci was 93. 75% ; The percentage of polymorphic bands was 94. 20% with ISSR+ SRAP combination.
The two kind of DNA markers and their combination revealed similar genetic relationship for the dendro-
gram that the tested populations were divided into two groups:group | was composed of 4 populations of
WHXZ,HGHA,XNHGQ and HSYX,and group [l was consisted of one population of ESHF,
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