N

N

Regulation of secondary metabolism in the anthracnose
fungus Colletotrichum higginsianum
Jean-Felix Dallery, Emilie Adelin, Sandrine Pigné, Olivier Lespinet, Jamal
Ouazzani, Erich Kombrink, Marc-Henri M.-H. Lebrun, Richard O’Connell

» To cite this version:

Jean-Felix Dallery, Emilie Adelin, Sandrine Pigné, Olivier Lespinet, Jamal Ouazzani, et al.. Regulation
of secondary metabolism in the anthracnose fungus Colletotrichum higginsianum. ECFG13 European
conference on fungal genetic, Apr 2016, PARIS LA VILLETTE, France. p.551, 2016. hal-02801217

HAL Id: hal-02801217
https://hal.inrae.fr /hal-02801217
Submitted on 5 Jun 2020

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.


https://hal.inrae.fr/hal-02801217
https://hal.archives-ouvertes.fr

13th European Conference on Fungal Genetics, 3-6 April, 2016, Paris, France, Scientific Program

POSTER SESSION ABSTRACTS
Session CS7 Metabolism and physiology
CS7TW25

Wednesday 6th April
14:00 - 16:00

DALLERY Jean-Felix (1), ADELIN Emilie (2), PIGNE Sandrine (1), LESPINET Olivier
(3), OUAZZANI Jamal (2), KOMBRINK Erich (4), LEBRUN Marc-Henri (1),

O'CONNELL Richard (1)
(1) BIOGER, INRA, AgroParisTech, Thiverval-Grignon, France

(2) Institut de Chimie des Substances Naturelles, CNRS, Gif-sur-Yvette, France

(3) Institut de Génétique et Microbiologie, CNRS, Université Paris Sud, Orsay, France

(4) Chemical Biology Laboratory, Max Planck Institute for Plant Breeding Research, Cologne, Germany

Regulation of secondary metabolism in the anthracnose fungus Colletotrichum
higginsianum

Species of the genus Colletotrichum cause devastating anthracnose or blight diseases on numerous
crop plants worldwide. C. higginsianum uses a hemibiotrophic strategy to infect Arabidopsis and other
Brassicaceae. Its genome contains a large number of genes (87) encoding secondary metabolism
(SM) key enzymes. As in other fungi, these key genes are organized into clusters that may also
contain genes encoding accessory enzymes of the same biosynthetic pathway, efflux transporters
and pathway-specific transcription factors. A remarkable finding from RNA-Seq transcriptome profiling
was that 27 SM clusters are specifically expressed only in planta by appressoria and/or biotrophic
hyphae. Since each cluster potentially synthesizes one final metabolite, this suggests appressoria
and biotrophic hyphae deliver a cocktail of different metabolites to the first infected host cell. To
identify and characterise these metabolites we need to mass-produce them from in vitro cultures. We
therefore deleted histone-modifying enzymes controlling chromatin status and over-expressed global
transcriptional regulators (e.g. Dim5, Hp1, Kmt6, CclA, Sge1). This lead to the discovery of
metabolites which are not produced by wild type mycelia in vitro. Bioassays are ongoing to evaluate
their biological activities against plants, bacteria and fungi.
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