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Extraction of Genomic DNA from Cotoneaster schantungensis and Screening of SRAP Molecular Marker Primers

BU Jun-yan,ZANG De-kui  (College of Forestry,Shandong Agricultural University , Taian, Shandong 271000)

Abstract According to the physicochemical properties of polysaccharide polyphenols and hypertrichiasis from Cotoneaster schantungensis, a
convenient and efficient genomic DNA extraction method suitable for C.schantungensis was studied.The obtained genomic DNA was of high pu-
rity and the quality was sufficient to satisfy the requirements of subsequent molecular marker experiments. For 6 plant samples from different
populations, 150 pairs of SRAP primer combinations were used to screen,and 2XEsTagMasterMix ( containing dye) 12.5 uL,40 ng/uL DNA
template 1 pL,10 pmol/pL primer 0.5 pL,dd H,0 10 .5 pL of good system and 11 pairs of well-characterized bands with clear primer combi-
nations were determined.This series of experiments laid the foundation for the experimental study of genetic diversity of SRAP molecular mark-

ers for the C.schantungensis and Cotoneaster genus species.
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Table 1 The formulation of CTAB buffer solution

Fr A i
No. Reagent Dosage // mL
1 10%PEG 8 000 10

2 1 mol/L Tris-HCI pH 7 10

3 5 mol/L NaCl 28

4 109%CTAB 20

5 500 mmol/L. EDTA 4

6 10%SLS (JJ H:BENUE R EY) 25

TE: M ddH, 0 2%, iR Z4AR 100 mL

Note : Using dd H, O to contant volume,the final volume was 100 mL
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Table 2 Primer sequences used in SRAP analyses of Cotoneaster schantungensis Klotz.

ol st Sevont B

primer Sequences primer Sequences

ME1 5'-TGAGTCCAAACCGGATA-3’ EM3 5'-GACTGCGTACGAATTGAC-3’
ME2 5'-TGAGTCCAAACCGGAGC-3’ EM4 5'-GACTGCGTACGAATTTGA-3’
ME3 5'-TGAGTCCAAACCGGAAT-3’ EM5 5'-GACTGCGTACGAATTAAC-3’
ME4 5'-TGAGTCCAAACCGGACC-3’ EM6 5'-GACTGCGTACGAATTGCA-3’
MES 5'-TGAGTCCAAACCGGAAG-3’ EM7 5'-GACTGCGTACGAATTCAG-3’
ME6 5'-TGAGTCCAAACCGGTAA-3’ EMS8 5'-GACTGCGTACGAATTCGA-3’
ME7 5'-TGAGTCCAAACCGGTCC-3’ EM9 5'-GACTGCGTACGAATTCCA-3’
MES8 5'-TGAGTCCAAACCGGTGC-3’ EM10 5'-GACTGCGTACGAATTACG-3’
ME9 5'-TGAGTCCAAACCGGTCA-3’ EM11 5'-GACTGCGTACGAATTAGC-3’
ME10 5'-TGAGTCCAAACCGGAGG-3' EM12 5'-GACTGCGTACGAATTGCC-3’
JZ 514 Reverse primer P31 Sequences EM13 5'-GACTGCGTACGAATTTAG-3’
EM1 5'-GACTGCGTACGAATTAAT-3’ EM14 5'-GACTGCGTACGAATTCAA-3’
EM2 5'-GACTGCGTACGAATTTGC-3’ EM15 5'-GACTGCGTACGAATTATG-3’
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Table 3 Sequences of 11 pairs of SRAP primers and amplification re-

sults

A EEE
G BAAHEC W SRR e
Primer No.of No.of No.of .

- . Polymophism

combination total bands ~ average  polymorphic te./) %

bands bands rate/rse
ME8-EM5 65 10.8 9 64.29
ME8-EM9 44 7.3 6 54.55
MES-EM15 44 7.3 8 88.89
ME6-EM6 58 9.6 8 61.54
ME6-EM8 56 9.3 9 69.23
ME6-EM12 87 14.5 7 43.75
ME6-EM9 37 6.2 10 76.92
ME4-EM11 66 11.0 14 93.33
ME4-EM12 63 10.5 7 53.85
ME4-EM9 77 12.8 7 46.67
ME4-EM7 73 12.1 9 52.94
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