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RNA-Seq analysis and transcriptome assembly of raspberry fruit (Rubus idaeus A'HeritageA") revealed
several candidate genes involved in fruit development and ripening. Scientia Horticulturae, 2019, 254, 3.6 15
26-34.

Bioinformatic survey for new physiological substrates of Cyclin-dependent kinase 5. Genomics, 2013,
101, 221-228.

The genome sequence of the soft-rot fungus <i>Penicillium purpurogenum</i> reveals a high gene

dosage for lignocellulolytic enzymes. Mycology, 2018, 9, 59-69. 44 12
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