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Use of DNA analyses for verifying the declare
origin of forest reproductive material

Introduction

Table 1: Overview of forest reproductive material sources and designation of Norway spruce sample sets
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Figure 2: Evaluation of genetic
structure by Bayesian method for K = 7
in 21 European beech sample sets

Figure 1: Evaluation of genetic
structure by Bayesian method for K = 8
in 32 Norway spruce sample sets

Results

Table 2: Overview of forest reproductive material sources and designation of European beech sample sets
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