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A chromosome-scale genome assembly of the tomato pathogen Cladosporium fulvum reveals a
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The mitochondrial genome of the grape powdery mildew pathogen Erysiphe necator is intron rich and
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Characterization of the mitochondrial genomes of three powdery mildew pathogens reveals
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First Draft Genome Resource for the Tomato Black Leaf Mold Pathogen <i>Pseudocercospora
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Interruption of Aspergillus niger spore germination by the bacterially produced secondary metabolite
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Reveals High Levels of Allelic Variation and Heteroplasmy for the G143A Mutation. Frontiers in
Microbiology, 2019, 10, 663.

A new mechanism for reduced sensitivity to demethylationa€inhibitor fungicides in the fungal banana
black Sigatoka pathogen <i>Pseudocercospora fijiensis</i>. Molecular Plant Pathology, 2018, 19, 4.2 21
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Structure of the Cladosporium fulvum Avr4 effector in complex with (GlcNAc)6 reveals the
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resistance protein. PLoS Pathogens, 2018, 14, e1007263.

Silencing of the Mitogen-Activated Protein Kinases (MAPK) Fus3 and SIt2 in Pseudocercospora fijiensis

Reduces Growth and Virulence on Host Plants. Frontiers in Plant Science, 2018, 9, 291. 3.6 13

Agrobacterium tumefaciens-Mediated Transformation of Pseudocercospora fijiensis to Determine the

Role of PfHog1 in Osmotic Stress Regulation and Virulence Modulation. Frontiers in Microbiology,
2017, 8, 830.

Comparative Genomics of the Sigatoka Disease Complex on Banana Suggests a Link between Parallel
Evolutionary Changes in Pseudocercospora fijiensis and Pseudocercospora eumusae and Increased 3.5 51
Virulence on the Banana Host. PLoS Genetics, 2016, 12, e1005904.



20

22

24

26

28

30

32

34

36

[OANNIS STERGIOPOULOS

ARTICLE IF CITATIONS

Structural Analysis of an Avr4 Effector Ortholog Offers Insight into Chitin Binding and Recognition
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A conserved proline residue in Dothideomycete Avr4 effector proteins is required to trigger a
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Interd€.and intrad€domain horizontal gene transfer, gaind€“loss asymmetry and positive selection mark the
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FPLC and liquid-chromatography mass spectrometry identify candidate necrosis-inducing proteins
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Phytotoxic secondary metabolites and peptides produced by plant
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Reveal Adaptation to Different Hosts and Lifestyles But Also Signatures of Common Ancestry. PLoS
Genetics, 2012, 8, e1003088.

In Silico Characterization and Molecular Evolutionary Analysis of a Novel Superfamily of Fungal

Effector Proteins. Molecular Biology and Evolution, 2012, 29, 3371-3384. 8.9 20
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Tomato Cf resistance proteins mediate recognition of cognate homologous effectors from fungi

pathogenic on dicots and monocots. Proceedings of the National Academy of Sciences of the United
States of America, 2010, 107, 7610-7615.
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biotic and xenobiotic toxic compounds. Molecular Genetics and Genomics, 2003, 269, 499-507. 21 61
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ABC Transporters and Azole Susceptibility in Laboratory Strains of the Wheat Pathogen
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