DOI:10.13332/j.1000-1522.2012.06.014

34 6 Vol.34 No.6
2012 11 JOURNAL OF BEIJING FORESTRY UNIVERSITY Nov. 2012

F,
SSR

‘ ’ F, 192 N 5
. 1150 SSR F, 50

5 .

SSR : SSR3-53 . SSR40431.SSR40437

25.5% 12. 1% . 11. 6% ; SSR34-158 . SSR34461 7.8% .9.1%;
SSR10472 15.7% 10.3% .

} SSR; ;
1 5685. 99 ‘A :1000—1522( 2012) 06—0121-05

HE Dan; TANG Wan; LIU Yang; CAI Ming; PAN Hui-tang; ZHANG Qi=xiang. Linkage analysis of
phonotypic traits of Lagerstroemia caudata and L. indica F, population using SSR markers.
Journal of Beijing Forestry University (2012) 34 (6) 121—125 Ch 29 ref. National Engineering
Research Center for Floriculture College of Landscape Architecture Beijing Forestry University
100083 P. R. China.

Hereditary variations of plant height caliper diameter leaf length leaf width and leaf area of 192
F, individuals generated from a cross between female L. caudate and male L. indica ‘Xiang Xueyun’
were measured and analyzed. Fifty pairs of SSR primers which were selected from 150 pairs showed the
polymorphisms on both parents and F, populations and were used to analyze F, generation. The results
indicated that above five phenotypic traits showed a continuous distribution fitted better with normal
distribution curve and significantly correlated with each other. Using the single factor variance analysis
linkage between phenotypic traits and SSR markers showed that SSR3-453 SSR40-431 and SSR40-137
significantly correlated with leaf width and the contributions were 25.5% 12.1% and 11. 6% ; SSR34-
158 and SSR34-61 significantly correlated with leaf length and the contributions were 7. 8% and 9. 1% .
SSR10-472 significantly correlated with plant height and diameter and the contributions were 15. 7%
and 10.3% .
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Tab.1 Descriptive statistics of phenotypic characters in F, population
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