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Genetic Diversity of 47 Cymbidium ensifolium Varieties
Assessed by SRAP Markers

BAI Jian HU Xu ZHOU Shu-ing WANG Hui-zhong
( College of Life and Environment Sciences Hangzhou Normal University Hangzhou 310036)

Abstract: In order to reveal the genetic diversity and relationships of Cymbidium ensifolium varieties and pro—
vide evidence for utilization and exploitation of germplasm resources of C. ensifolium sequence—related amplified
polymorphism ( SRAP) was used to analyze the genetic relationship among the 47 varieties which derived from Si—
chuan Taiwan and Guangdong. The software NTSYS was applied to analyze the results of SRAP-PCR. A total of
188 DNA bands was amplified using 12 specific and stable primers selected from 88 primers 147 of which was
polymorphic. The average number of polymorphic DNA bands amplified by each primer was 12. Clustering analysis
revealed that these 47 varieties were divided into four groups. Group I consisted of 3 varieties from Sichuan. In
group II 18 varieties came from Sichuan 3 varieties from Guangdong Province and the remaining 2 varieties from
Taiwan. In 12 varieties of group III eleven varieties came from Taiwan and only one originated from Sichuan. In
the last group 9 varieties were included 8 of which came from Sichuan and 1 variety originated from Taiwan.
These result indicate that domestication causes confusion in the genetichackgrounds of C. ensifolium. However
SRAP can be applied to study the genetic diversity and relationship of C. ensifolium effectively.
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Table 1 Names of 47 Cymbidium ensifolium varieties in this study

No. Varieties Horticultural type || No. Varieties Horticultural type || No. Varieties Horticultural type
1 17 ( ) |33
2 18 34
3 19 ( ) 35
4 20 () 36 C )
5 ¢ ) 2 ( ) |37
6 ( ) 22 ( ) 38
7 23 ( ) 39
8 « ) 24 () 40
9 25 ( ) 41
10 26 ( ) 42
11 « ) 27 ( ) 43
12 ( ) 28 44
13 29 45 « )
14 ( ) 30 ( ) 46 ( )
15 ( ) 31 47
16 () 32
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° 3 SRAP
2 SRAP Table 3 Selected SRAP Primers for analysis
Table 2 SRAP Primer Sequence (5 -39 (5 -39
(5-37) (537 No. Forward primers Reverse primers
No- Sequence Ne- Sequence 1 TGAGTCCAAACCGGATA GACTGCGTACGAATTGAC
mel TGAGTCCAAACCGGATA|| eml GACTGCGTACGAATTAAT 2 TGAGTCCAAACCGGATA GACTGCGTACGAATTTGA
me2  TGAGTCCAAACCGGAGC || em2  GACTGCGTACGAATTTGC 3 TGAGTCCAAACCGGAGC || GACTGCGTACGAATTGCA
me3 TGAGTCCAAACCGGAAT|| em3 GACTGCGTACGAATTGAC 4 TEAGTCCAAACCCEAGE CACTCCGTACCAATICAG
5 TGAGTCCAAACCGGAAT GACTGCGTACGAATTAAC
med  TGAGTCCAAACCGGACC|| em4 GACTGCGTACGAATTTGA 6 TGAGTCCAAACCGGAAT GACTGCGTACGAATTCAA
me5 TGAGTCCAAACCGGAAG| em5 GACTGCGTACGAATTAAC 7 TGAGTCCAAACCGGACC GACTGCGTACGAATTGCA
me6  TGAGTCCAAACCGGTAA || em6  GACTGCGTACGAATTGCA 8 TGAGTCCAAACCGGAAG || GACTGCGTACGAATTAAC
9 TGAGTCCAAACCGGAAG GACTGCGTACGAATTCCA
me7 TGAGTCCAAACCGGTCC || em7 GACTGCGTACGAATTCAA 10 TCAGTCCAAACCGGTAA GACTGCGTACGAATTTCA
me8 TGAGTCCAAACCGGTGC || em8 GACTGCGTACGAATTCTG 11l TGAGTCCAAACCGGTAA || GACTGCGTACGAATICTG
em9 GACTGCGTACGAATTCGA 12 TGAGTCCAAACCGGTCC || GACTGCGTACGAATTAAC
eml0 GACTGCGTACGAATTCAG
emll GACTGCGTACGAATTCCA 2.2 SRAP
12 47
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Fig.1 PCR products of 47 Cymbidium ensifolium varieties with the primer pair me3 and em5 on a 6% polyacrylamide gel
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Fig.2 Dendrogram based on SRAP markers for 47 Cymbidium ensifolium varieties
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