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/C
1BPPCTO04 CICAGTCATCCATTTGCAGG Enriched ic Ibraries from‘ O’ Henry P. i 8 11) Dirle 1. (2002)
AGGGC ATCTAGA CCTCATTGTT nriched genomic lbraries from enty P. persica © [ 11] Dirlewanger et al.
ACTTCCATTGTCA ATCA
2BPPCTO12 CTTCCATTGTCAGGCATC Enriched genomic lbraries from* O’ Henry P. persica 6 Dirlewanger et al. (2002)
GGAGCAACGATGGAGTGC 69
TTGTCTGCCTCTCATCT TAACC 69
3BPPCTO14 Enriched genomic lbraries from‘ O’ Henry P. persica Dirlewanger et al. (2002)
CATCGCAGAGAACTGAGAGC 70
4BPPCT028 TEAAGTTAGETGAGGATCGC Enriched ic lbraries from® O’ Henry P. i o8 Dirl, al. (2002)
CAGCTTCCCTATCAG A AGACE nriched genomic lbraries from enty P. persica - lewanger et
ATTACGTACCCTAAAGCTTCTGC R X . | N X 70 |
SBPPCT039 Enriched genomic lbraries from‘ O’ Henry P. persica Dirlewanger et al. (2002)
GATGTCATGAAGATTGGAGAGG 69
TGAGGAGCATAATGACAGT 63
6PSO1H 03 Enriched genomic lbrary from ‘ Napoleod — P. avium [ 12 Joobeur et d. (2000), [ 13] Cantini et al. (2001)
TCACCATGTGTCATACT 59
CAGGGAAATAGATAAGATG 61
7PS07 AO2 Enriched genomic lbrary from ‘ Napoleod  P. avium Joobeur et a. (2000), Cantini et al (2001
TCTAATGGTGGTG TTCATT 61
CCCAATGAACAACTGCAT 63
8PS08E08 Enriched genomic lbrary from ‘ Napoleod — P. avium Joobeur et d. (2000), Cantini et al (200D
CATATCAATCACTGGGATG 62
GTCAATGAGTTCAGTGTCTACACTC 73
9pchgms?2 Genomic lbrary from‘ Bicentennial P. persica [ 14 Sosinski et al (2000)
AATCATAA CATCAT TCAGCCACTGC 71
AGGGTCGTCTCTTTGAC 64
10pchans2 DNA lbrary from ‘ Suncrest P. persia Sosinskiet al. (2000)
CTTCGTTTCAAGGCCTG 64
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Establishment and Application of SSR System in Wild
Myrobalan Plum(Prunus sogdiana Vass. )

LI Fang ZHOU Long HU Jianrfang
(College of Agronomy and Biotechnology, China A gricultural University, Beijing 100094)

Abstract: We have established SSR-PCR system in wild my robalan plum (Prunus sogdiana Vass. )by optimization of PCR
reaction program, reaction system (annealing temperature, template DNA, MgH, dNTP, Tag DNA Polymerase and prim-

er). In the end, we got optimum SSR marker systems in wild myrobalan plum.SSR system: template DNA 30 ng Mgpr

1.0 mmol/L, dNTP 0.20 mmoV I, Tag polymerase 1 U, primer 0.5 #mol/ L in 2.5 *L system, reaction program:initial
denaturation step for 5 min at % G, followed by 35 cycles at 94 ‘Cfor 30 5,60 Cfor 1 min and 72 “Cfor 1 min, followed
by a final extension step at 72°C for 10 min. High stability and polymorphism results had been obtained.

Key words: Prunus sogdiana V ass. ; SSR-PCR; reaction system
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