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Detection and application of novel SSR markers from transcriptome data for Astronium fraxinifolium
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Proteomic analyses unraveling water stress response in two Eucalyptus species originating from
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Genome-wide identification of multifunctional laccase gene family in Eucalyptus grandis: potential
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Epididymal protease inhibitor (EPPIN) is a protein hub for seminal vesicle-secreted protein SVS2 binding
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Thousand cankers disease in Juglans: Optimizing sampling and identification procedures for the
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DNA barcoding for molecular identification of Gynerium sagittatum (Poales: Poaceae): genetic
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Effects of pollen contamination and non-random mating on inbreeding and outbreeding depression in
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A new set of microsatellite loci for <i>Cattleya walkeriana</i> Gardner, an endangered tropical
orchid sEecies and its transferability to <i>Cattleya loddigesii</i> Lindl. and <i>Cattleya nobilior</i> 0.8 1
Reichenbach. Plant Genetic Resources: Characterisation and Utilisation, 2018, 16, 284-287.
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