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Abstract: L
B
To develop a sicentific method for Glehnia litteralis genetic diversity analysis. Glehnia litteralis DNA was FRAK il
used to optimize SRAP system’s main parameters. A stability and reliable SRAP-PCR system was 2 P i

established. In the 20pL system, DNA 80 ng, Mg2+ 2.5 mmol/L, dNTP 0.25mmol/L, Taq 1U, Upstream
and Downstream primers both for 0.25umol/L. The reaction system was suitable to study Glehnia
litteralis genetic diversity analysis and gene mapping. Article by Zi,S.J

Article by Chen,d

Article by Li,y
Article by Zhang,Q.D
Article by Li,Q.T

Keywords: Glehnia litteralis SRAP molecular marker system optimization

e #E H 18 2009-08-13 4 [4] H #1 2009-09-03 W £ il & 4ii H 1] 2009-12-20
DOI:
FEIH:

SRR N

55 i o -
1 % Email: qdli@gau.edu.cn

22 SCHK :

AT B AR S FE

1. FAeak, 2= 80, IREER, SR, SRMCIB SRR R S R AERMATAI]. P ER2ZER, 2009,25
(18): 66-70

2. FWeis, 2 4 AL SEE S W B R AN S AT [I]. T E A AiE ik, 2009,25(12): 130-132



3. W %5, KPR, R RRAEKER IS S E T RS R IR, T IE RS, 2000,25(19): 295-
297
A, VR TR B KR MR AL B K PR RIS II]. o RS20, 2000,25(21): 217-219

Copyright by ' E /R 2%H R



