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Optimization of the ISSR Conditions in Lindera aggregata
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Abstract: It is necessary to optimize the ISSR-PCR reaction system to make sure of getting the reliable and
repeatable results in the PCR amplification. The ISSR reaction system of Lindera aggregata obtained from
DNA group of random individual of Lindera aggregata community in Tiantai mountain of Zhejiang prov-
ince was optimized, and the effect of Mg®" concentration, dNTP concentration, DNA templates dosage,
Taq DNA polymerase dosage, BSA concentration and primer dosage on ISSR amplification were tested.
The optimal reaction system of ISSR was determined as follows: 1 X Taq polymerase corresponding buffer
(200 mmol « L' Tris « HCI, pH 8. 8, 100 mmol « L' KCI, 1% Triton X-100, 100 mmol « L'
(NH,),SO,, 20 mmol » L™'MgCl,), 0.5U Taq DNA polymerase, 10 ng template DNA, 10 pmol primer,
0.4 mmol « L™" dNTP in total 10 pL reaction volume. 12 reliable and repeatable primers were selected
from 100 primers using the optimal ISSR reaction system. 142 bands were amplified in 20 individuals, a-
mong which 102 were polymorphic loci, the percentage of which was 71. 83%. Neis (1973) index 0. 284 3
and Shannon's Information index was 0. 415 3, indicating the relatively higher genetic diversity within pop-
ulation of L. aggregate .
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Fig. 1 The effect of some factor on ISSR amplification of L. aggregate
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