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Abstract: Carbohydrate-Active enZymes (CAZymes) form particularly interesting targets to study in plant pathogens. Despite the fact that many CAZymes are pathogenicity
factors, oomycete CAZymes have received significantly less attention than effectors in the literature. Here we present an analysis of the CAZymes present in the
Phytophthora infestans, Ph. ramorum, Ph. sojae and Pythium ultimum genomes compared to growth of these species on a range of different carbon sources. Growth on these
carbon sources indicates that the size of enzyme families involved in degradation of cell-wall related substrates like cellulose, xylan and pectin is not always a good predictor
of growth on these substrates. While a capacity to degrade xylan and cellulose exists the products are not fully saccharified and used as a carbon source. The Phytophthora
genomes encode larger CAZyme sets when compared to Py. ultimum, and encode putative cutinases, GH12 xyloglucanases and GH10 xylanases that are missing in the Py.
ultimum genome. Phytophthora spp. also encode a larger number of enzyme families and genes involved in pectin degradation. No loss or gain of complete enzyme families
was found between the Phytophthora genomes, but there are some marked differences in the size of some enzyme families. (C) 2014 Elsevier Inc. All rights reserved.
Accession Number: WOS:000344206800021
PubMed ID: 25192612
Language: English
Document Type: Article
Author Keywords: Phytophthora; Pythium; Carbohydrate-related-enzymes; Growth profiling; Carbon source utilization
KeyWords Plus: GLYCOSIDE HYDROLASE FAMILY; GENUS PHYTOPHTHORA; GENOME SEQUENCE; PYTHIUM-ULTIMUM; ACTIVE ENZYMES; PECTATE
LYASE; CELL WALLS; INFESTANS; OOMYCETE; ADAPTATION
Addresses: [Brouwer, Henk; de Vries, Ronald P.] CBS KNAW, Fungal Biodivers Ctr, NL-3584 CT Utrecht, Netherlands. 

 [Coutinho, Pedro M.; Henrissat, Bernard] Univ Aix Marseille I & II, CNRS, Architecture & Fonct Macromol Biol UMR725, F-13288 Marseille, France. 
 [Henrissat, Bernard] King Abdulaziz Univ, Fac Sci, Dept Biol Sci, Jeddah, Saudi Arabia. 

 [de Vries, Ronald P.] Univ Utrecht, NL-3584 CT Utrecht, Netherlands.
Reprint Address: de Vries, RP (reprint author), CBS KNAW, Fungal Biodivers Ctr, Uppsalalaan 8, NL-3584 CT Utrecht, Netherlands.
E-mail Addresses: r.devries@cbs.knaw.nl
Author Identifiers:

Author ResearcherID Number ORCID Number
Fac Sci, KAU, Biol Sci Dept L-4228-2013  
Faculty of, Sciences, KAU E-7305-2017  
Henrissat, Bernard J-2475-2012  
de Vries, Ronald F-8125-2011 0000-0002-4363-1123 
Publisher: ACADEMIC PRESS INC ELSEVIER SCIENCE
Publisher Address: 525 B ST, STE 1900, SAN DIEGO, CA 92101-4495 USA
Web of Science Categories: Genetics & Heredity; Mycology
Research Areas: Genetics & Heredity; Mycology
IDS Number: AS3WU
ISSN: 1087-1845
eISSN: 1096-0937
29-char Source Abbrev.: FUNGAL GENET BIOL
ISO Source Abbrev.: Fungal Genet. Biol.
Source Item Page Count: 9
Open Access: No
Output Date: 2017-08-14

Web of Science
 Page 1 (Records 1 -- 1)

  [ 1 ] 

© 2017  CLARIVATE ANALYTICS  TERMS OF USE  PRIVACY POLICY  FEEDBACK

javascript:window.close();
javascript:window.print();
javascript:window.close();
javascript:window.print();
javascript: void(0)
javascript: void(0)
javascript: void(0)
javascript: void(0)

