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Establishment and Optimization of SRAP Reaction System in Glehnia littoralis
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Abstract: To develop a scientific method for Glehnia littoralis genetic diversity analysis, Glehnia littoralis
DNA was used to optimize SRAP system’s main parameters. A stability and reliable SRAP-PCR system was es-
tablished. In the 20 w1 system, DNA 80 ng, Mg’* 2.5 mmol/L, dNTP 0.25 mmol/L, Tag 1 U, Upstream and

Downstream primers both for 0.25 wmol/L; The reaction system was suitable to study Glehnia littoralis genetic

diversity analysis and gene mapping.
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VAR AF

#1 SRAP3|¥IF%

ETS) Bat/i 1L ETRES eIk
Spl TGAGTCCAAACCGGATA Ps8 GACTGCGTACCAATTCGCC
Sp8 TGAGTCCAAACCGGAGG Ps9 GACTGCGTACCAATTCTCA
Spl2 TGAGTCCTTTCCGGTAA Psl1 GACTGCGTACGAATTATG
— — Ps17 GACTGCGTACGAATTCGG

El1 dtivSEEHDNA

1.3 7k
1.3.1 db30 % 3 7 41 DNA 8 # B KA i R 1 CTAB
LEEHUIE YD 2 DNA, BUHIT 0.2~0.3 g T3 0 T B ik
KA, N CTAB 241 2% 1t # (2%CTAB, 100 mmol/L
pH 8.0 Tris-HCI, 1.2 mol/L NaCl, 10 mmol/L EDTA ,
2 g/LI¥IPVP-40), &5/ 5 SBEQ24: 1 )fli$E 2 7%, I 3 mol/L
NaAc FI153 A EEUTE DNA, 70% UGS DNA T4 )5
i JH TE ¥ i, #0000 B i 5, T-20 CARAF & . JiTde
¥ DNA £ 0.8%Z I Bl FL kA, DNA 5848, 455 i
BT CPE 1) A UV2000 254053066 B T %) i dié DNA
HEAT RSN, I 58 LU AR AE 1.8~2.0 2 18], 35 /& SRAP [ W
2R
1.3.2 SRAP K Jii f& % PCR " 34 J&£F PTC-100PCR 1%
AT, SOV R A 94 °C FAZPE 5 min; 94 “C AR
1 min. 35 CE 1 min. 72 ‘CZEfH 1 min, 5 MEIF
94 CAZ % 1 min. 50 ‘C & % 1 min.72 “C 4L 1 min, 35
AMIGIR, 72 CZEAH 10 min, 10 C LR .

HE Rl [e A& & A : DNA 30ng, dNTPs 1.6 pl
(2.5 mmol/L), 10xBuffer 2% ¢ ¥ 2 ul, MgCl, (25 mmol/
L) 1.8 ul, Tag(2.5 U/u1)0.2 ul, Primer(5 umol/L) 1ul, %

BT K 10.2 pl, SO ARRA A 20 plo SR H PR 35 52 56
WU, 7 S N A Z b H A 2 AN AR IS LT, K DNA
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FRRDNAMATY 1Y, SRS IR T ANAS IS |94 5465 105
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Taq DNA A Wi ve 4 Mg, { [ VAR R P ) Mg L i
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2.5 Tag DNA 3 48 JA % 21 SRAP ¥ ¥4 64 %A1

Taq DNA 45 Wy 50 MY g 15 1 5 HEAT (1) DG B
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SEHI PR 5 ) SRAP J W AA 2, BIAE 20 pl 1 5 R A% R
f, B A DNA 4 80 ng, Mg® " ¥k /& 4 2.5 mmol/L,
dNTPs 24 0.25 mmol/L, Taqg DNA & & 1 1 U, 1F & 1
Primer ¥ £ 4 0.1 umol/L. ¥ ¥EFE¥ 4 94 C FiAx
£ 5 min; 94 ‘CAEYE 1 min 35 CE 1 min.72 ‘CEfH
1 min, 5 MG ; 94 CA8 1 1 min. 50 'C & 1 1 min.
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