DOI:10.13332/].1000-1522.2012.05.013

34 5 Vol.34 No.5
2012 9 JOURNAL OF BEIJING FORESTRY UNIVERSITY Sep. 2012

SRAP

1 1 2 3
(1 2 3 )
SRAP 24 () B 88
24 306 12.8

o 0.72
24 () 3 : () I mn.; ’
‘ ’ 1 o SRAP SRAP
; i SRAP
:S681. 4 CA :1000—1522(2012) 05—0134—05

DONG Ai—xiangl; WANG Tao'; XU Jin’; ZHAO Liang—junS. Genetic relationship of germplasm
resources of Salvia splendens using SRAP marker. Journal of Beijing Forestry University ( 2012) 34
(5)134—138 Ch 26 ref.

1 Key Laboratory of Landscape Plants Breeding Beijing Institute of Landscape Architecture 100102 P.
R. China;

2 Beijing Agro-Technical Extension Centre 100029 P. R. China;

3 Department of Ornamental Horticulture and Landscape Architecture China Agricultural University
Beijing 100193 P. R. China.

The molecular marker system—SRAP ( sequence-related amplified plymorphism) was used to study
the genetic relationship to provide a theoretical basis for parent selection cultivar identification and
intellectual property protection of Salvia splendens. Genetic relationship of 24 S. splendens cultivars was
analyzed using SRAP marker. Twenty-four primer pairs selected from 88 primer pairs amplified 306
polymorphic bands with an average of 12.8 polymorphic bands per primer pair. UPGMA clustering
suggested that 24 cultivars could be divided into three groups as the genetic distance was 0. 72. The first
group mainly included S. splendens cultivars from Beijing Institute of Landscape Architecture and foreign
cultivars were in the second group both ‘Vista White’ and ‘Vista Salmon’ were clustered in the third
group in view of different color from other flowers. In conclusion there is good consistency between
genetic diversity of germplasm resources of S. splendens using SRAP marker and germplasm sources.
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Tab. 1 List of the experimental materials
/em /em
1 1120zh 20 ~25 13 20 ~25
2 12#4 20 ~25 14 2000 25 ~30
3 0062 20 ~25 15 25 ~30
4 182 20 ~25 16 25 ~30
5 0073 20 ~25 17 30 ~35
6 83sh 25 ~30 18 30 ~35
7 20 ~25 19 20 ~25
8 1120y 25 ~30 20 20 ~25
9 834 25 ~30 21 20 ~25
10 1130 30 ~35 22 20 ~25
11 35 ~40 23 20 ~25
12 20 ~25 24 20 ~25
1.2 SRAP 1.3
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2.1 SRAP ME3/EM9( 1) \ME8/EM9.MEZJ/EM-1.
88 24 () DNA ME-6/EM7  MEA/EM=8 .
§ 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 M
622 bp
527 bp
404 bp
309 bp
242 bp
110 bp
1 ~24. 1 24 () :M.DNA marker ( pBR322) ;
1 ME3/EM9 24 ()
Fig. 1 Amplification results of 24 Salvia splendens cultivars by the primer pair ME3 /EM-9
24 435 306 2 24
12. 8 Tab.2 Number of polymorphic bands generated
i 5 .23 by 24 primer pairs
26.3% ~95.8% ( 2) o SRAP 1% 1%
o 1 MEd/EM=2 18 10 55.6 12 50.0
2.2 2 MEd/EM4 15 11 73.3 24 100
3 MEd/EM% 19 5 26.3 10 41.7
SRAP 306
4  MEH/EMZ 23 15 65.2 12 50.0
24 () ( 2) 5 MEA/EM= 23 20 87.0 10 417
Jaccardp’s 0.66 ~0. 88 . 6  MEL/EMA0 20 11 55.0 16 66.7
0.72 3 1120zh° 7 ME=2/EMAI 19 11 58.0 14 58.3
) . . L . . o 8§  ME3/EM9 24 23 95.8 15 62.5
1120 ‘“12#4° 0062" “83sh’ ‘182" 0073 9 MES/EM40 21 10 47.6 20 83.3
> ‘11300 8347 ¢ b ’ 1 10 ME6/EM=2 12 9 75.0 4 16.7
. s s e 2000 y s 11 ME6/EM3 9 5 55.6 22 91.7
' 12 ME-6/EMJ 16 14 87.5 13 54.2
‘ ’ ‘ ’ ‘ 9 ‘ b ‘ b
13 ME-6/EMA0 21 15 71.4 5 20. 8
o ;- ’ ‘ ’ m - 14 ME-6/EMA1 24 15  62.5 6 25.0
15 MEZ/EMA 20 16 80.0 18 75.0
3 16  MEZ/EM-4 19 16 58.0 14 58.3
17 MEZ/EMS 21 17 81.0 18 75.0
88 24 N 18 MEZ/EM-8 18 13 72.2 22 91.7
. i 24 19 MEZ/EM9 17 13 76.5 15 62.5
306 20 MEZJ/EMAI 18 16 88.9 24 100
21 ME-8/EMA 17 11 64.7 17 70. 8
12.8 22 MES/EMZJ 17 13 76.5 13 54.2
i 0.72 23 ME-8/EM9 11 10 9.0 20 83.3
24  ME-8/EM-0 13 7 53.8 17 70. 8
24 () 3 .
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Fig.2 Dendrogram of phylogenetic relationship
of 24 cultivars of Salvia splendens 5
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