2010, 32(2) : 0368 - 0372 http: //xueban jxau edu cn
ActaAgriculturae Universitatis Jiangxiensis E - mail: ndxb7775@ sina com

SAP

1,2 1 2 2+
) b )
(1 , 330200; 2

430070)

: SA P(sequence - ecific anplification polymorphisn, )

10 SRAP 28 SAP
Mse | EcoR | SAP , 3
Mse | SAP EcoR |
SAP
; SAP
1 P65 2 A : 1000 - 2286 (2010) 02 - 0368 - 05

Influence of Restr iction Endonuclease on the Performance of
Retrotran p0on - based SSAP Amplification in D iospyros $p.

DU Xiao-yun"?, HUANG Jianmin , ZHANG Qing-lir’, LUO Zheng-rondg

(1 Institute of Horticultural Sciences, Jiangxi A cademy of A gricultural Sciences, Nanchang 330200, Chi-
na, 2 Key L aboratory of Horticultural Plant B iology A ffiliated to M inistry of Education, Huazhong A gricultural
University, W uhan 430070, China)

Abstract: SAP (Sequence - ecific Amplification Polymomphisn) molecular marker has proven o be
highly efficient in estimating genetic diversity and detemining phylogenetic relationships in plant Based on
the reault of SSA P molecular data derived fraom 10 primer combinationson 28 D iospyros $p. , the influence of
restriction endonuclease on the perfomance of SSAP amplification was conducted The reaults shoved that
when the SSA P analysiswas digested by the combination of M se | and EcoR | restriction endonuclease, moreo-
ver, its slective PCR amplification was perfomed with a retrotrangosn primer in canbination with eitherM se
| + 3orEcoR | + 3, the perfomance of SSA P amplification with the combination of retrotrangpoon primer
andM se | + 3 was superior than thatwith the combination of retrotrangpoon primer and EcoR | + 3 These
resultswould provide a guidance for high efficient and ecific selection of restriction endonuclease in gpplica
tion of SSAP retrotrangpoon - based molecular marker in analysis of plant gemplasn.

Key words D iospyros kaki Thunh ; retrotrangpoon; SAP ( squence - ecific anplified polymor-
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Tab 1 L ist of 28 Diospyros op used n the study
Code Genotype Scientific nane A stringent type Origin

1 90-1-37 D iospyros kaki Thunh PCNA China
2 90-1-10 D. kaki Thunh PVNA China
3 90-3-99 D. kaki Thunh PCNA China
4 90-1-15 D. kaki Thunh PCNA China
5 90-1-34 D. kaki Thunh PCNA China
6 90-3-4 D. kaki Thunh PCNA China
7 90-3-77 D. kaki Thunh PCNA China
8 (L uotian - tianghi) D. kaki Thunh PCNA China
9 1 (Eshil) D. kaki Thunh PONA China
10 (Sifang - tianshi) D. kaki Thunh PCNA China
11 (Xieoguo - tianshi) D. kaki Thunh PCNA China
12 (Tongpenshi) D. kaki Thunh PCA China
13 (M opanshi) D. kaki Thunh PCA China
14 (Baogai - tianshi) D. kaki Thunh PONA China
15 (X iaobaogai - tianshi) D. kaki Thunh PCNA China
16 (Xiangxi - tianshi) D. kaki Thunh PONA China
17 (M agkawa - Jirou) D. kaki Thunh PONA Jgpan
18 (Jirou) D. kaki Thunh PONA Jgpan
19 1  (Huaghil) D. kaki Thunh PVA Japan
20 (Fuyuu) D. kaki Thunh PCNA Japan
21 (M atamoto - wase) D. kaki Thunh PONA Japan
22 (Uenishi - wase) D. kaki Thunh PONA Japan
23 (Date plum) D. lotuslL. PCA China
24 (Chekiang persimmon) D. glaucifoliaM etc PCA China
25 (Diamond leaf persimmon) D. rhanbifolia Hemsdl PCA China
26 (Oily persimmon) D. oleifera Cheng PCA China
27 (Cammon persimmon) D. virginiana L. PCA UA
28 (Jinzaoshi) ? PCA China
PCNA: . PCA: ; PYNA: s PVA: s

PCNA: Pollination - constant nonastringent PCA: Pollination - constant astringent; PYNA: Pollination - variant nonastrin-
gent, PVA: Pollination - variant astringent, ? : The taxonamic status is unclear
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Tah 2 Retrotrangposon primersused n this study
Primer Orientation instance (5" -3 ) Sequence (5" - 3")

ridk14 - rl Antisense CATTGGGTCCATCAGTTTCC

rtdk16 - r9 Antisense CAACACGAAATACGCGCTACG

rdk16 - r10 Antisense CTGCGACTTCACCAA GCCA TAAA

rdk1l - pl Sense GCTTGA GGGGGA GTGTTGA GTT

rtdk4 - p3 Sense CGAA GGGA GGTCTAAACTCA GERAAA
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Tah 3 D iversity nformation for SSAP markers in accession sanalyzed
1% M antel (1)
Retiotrangpon Selz-ective Na amplified Percent. Avere.ge genetic M éntel
primer bands polymomhisn distance correlation value
rtdk14 Ms (CAG) 32 813 Q 231 Q79
EcoR (ACG) 25 88 0 Q 228 Q 69
Total 57 84 2 Q 230 Q 87
rtdk16 - r9 Ms (CAG) 70 100 0 0 332 Q79
EcoR (ACG) 9 100 O Q 204 Q 58
Total 79 100 O Q 317 Q 82
rtdk16 - r9 - r10 Ms (CAG) 56 87.5 0 265 Q 90
EcoR (ACG) 75 98 7 Q 353 Q 95
Total 131 94 7 Q 316 Q 98
(A verage) Ms (CAG) 63 94 4 0 302 Q 96
EcoR (ACG) 42 9% 8 0 337 Q95
Total 105 9 2 Q 316 Q 98
rtdk11 M s2(CAG) 73 93 2 0 300 0 9%
EcoR (ACG) 30 83 3 Q 203 Q 82
Total 103 90 3 Q 272 Q 96
rtdk4 Ms (CAG) 58 9% 6 0 313 Q9%
EcoR (ACG) 29 89 7 Q 236 Q 80
Total 87 94 3 0 287 0 9%
3
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