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Genetic improvement is significantly
shortened by genome-wide association
studies and genomic prediction models,
compared with conventional selection
schemes. The dipterocarp progeny trial at
central Kalimantan shows strong linkage
disequilibrium and is found suitable for
creating a genomic selection model. The
selected loci shows higher genomic
heritability, indicating the effectiveness of
genomic selection for tree growth.
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Fig. 1. Genetic characteristics of the progeny trial in this study and genomic selection
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Fig. 2. Genetic association between tree height after

thinning and genotype of each loci
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