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Temporal transcriptome analysis of the white-rot fungus Obba rivulosa shows expression of a
constitutive set of plant cell wall degradation targeted genes during growth on solid spruce wood.
Fungal Genetics and Biology, 2018, 112, 47-54.

A community-driven reconstruction of the Aspergillus niger metabolic network. Fungal Biology and 51 20
Biotechnology, 2018, 5, 16. :

In vivo functional analysis of L-rhamnose metabolic pathway in Aspergillus niger: a tool to identify
the potential inducer of RhaR. BMC Microbiology, 2017, 17, 214.

(Post-)Genomics approaches in fungal research. Briefings in Functional Genomics, 2014, 13, 424-439. 2.7 16

CreA-mediated repression of gene expression occurs at low monosaccharide levels during fungal
plant biomass conversion in a time and substrate dependent manner. Cell Surface, 2021, 7, 100050.

Blocking hexose entry into glycolysis activates alternative metabolic conversion of these sugars and
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