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for Quercus robur and Quercus petraea. Conservation Genetics Resources, 2021, 13, 345-347. 0.8 1
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the whole speciesa€™ distribution range. Conservation Genetics Resources, 2020, 12, 597-600. 0-8 8

Nuclear and plastidial SNP and INDEL markers for genetic tracking studies of Jacaranda copaia.
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sequences € a case study in the tree genus Milicia. BMC Evolutionary Biology, 2016, 16, 259.
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Development of DNA-based methods to identify CITES-protected timber species: a case study in the
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Mating patterns and pollen dispersal in four contrasting wild cherry populations (Prunus avium L.).
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