
Bernard Henrissat

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/4040272/publications.pdf

Version: 2024-02-01

576

papers

117,933

citations

146

h-index

217

322

g-index

165

626

all docs

626

docs citations

626

times ranked

76132

citing authors



Bernard Henrissat

2

# Article IF Citations

1 A core gut microbiome in obese and lean twins. Nature, 2009, 457, 480-484. 13.7 6,819

2 The carbohydrate-active enzymes database (CAZy) in 2013. Nucleic Acids Research, 2014, 42, D490-D495. 6.5 5,443

3 The Carbohydrate-Active EnZymes database (CAZy): an expert resource for Glycogenomics. Nucleic
Acids Research, 2009, 37, D233-D238. 6.5 4,854

4 The Genome of Black Cottonwood, Populus trichocarpa (Torr. & Gray). Science, 2006, 313, 1596-1604. 6.0 3,945

5 Gut Microbiota from Twins Discordant for Obesity Modulate Metabolism in Mice. Science, 2013, 341,
1241214. 6.0 3,006

6 A classification of glycosyl hydrolases based on amino acid sequence similarities. Biochemical
Journal, 1991, 280, 309-316. 1.7 2,901

7 New families in the classification of glycosyl hydrolases based on amino acid sequence similarities.
Biochemical Journal, 1993, 293, 781-788. 1.7 1,939

8 A Dietary Fiber-Deprived Gut Microbiota Degrades the Colonic Mucus Barrier and Enhances Pathogen
Susceptibility. Cell, 2016, 167, 1339-1353.e21. 13.5 1,882

9 Structures and mechanisms of glycosyl hydrolases. Structure, 1995, 3, 853-859. 1.6 1,803

10 Diet Drives Convergence in Gut Microbiome Functions Across Mammalian Phylogeny and Within
Humans. Science, 2011, 332, 970-974. 6.0 1,712

11 Glycosyltransferases: Structures, Functions, and Mechanisms. Annual Review of Biochemistry, 2008,
77, 521-555. 5.0 1,651

12 Structural and sequence-based classification of glycoside hydrolases. Current Opinion in Structural
Biology, 1997, 7, 637-644. 2.6 1,494

13 Comparative genomics reveals mobile pathogenicity chromosomes in Fusarium. Nature, 2010, 464,
367-373. 13.7 1,442

14 The Paleozoic Origin of Enzymatic Lignin Decomposition Reconstructed from 31 Fungal Genomes.
Science, 2012, 336, 1715-1719. 6.0 1,424

15 Updating the sequence-based classification of glycosyl hydrolases. Biochemical Journal, 1996, 316,
695-696. 1.7 1,293

16 The abundance and variety of carbohydrate-active enzymes in the human gut microbiota. Nature
Reviews Microbiology, 2013, 11, 497-504. 13.6 1,240

17 Genome sequencing and analysis of the biomass-degrading fungus Trichoderma reesei (syn. Hypocrea) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 102 Td (jecorina). Nature Biotechnology, 2008, 26, 553-560.9.4 1,116

18 An Evolving Hierarchical Family Classification for Glycosyltransferases. Journal of Molecular
Biology, 2003, 328, 307-317. 2.0 1,079



3

Bernard Henrissat

# Article IF Citations

19 Genome sequencing and analysis of the versatile cell factory Aspergillus niger CBS 513.88. Nature
Biotechnology, 2007, 25, 221-231. 9.4 1,047

20 Genome sequence of the metazoan plant-parasitic nematode Meloidogyne incognita. Nature
Biotechnology, 2008, 26, 909-915. 9.4 1,012

21 The genome of Laccaria bicolor provides insights into mycorrhizal symbiosis. Nature, 2008, 452, 88-92. 13.7 1,003

22 Expansion of the enzymatic repertoire of the CAZy database to integrate auxiliary redox enzymes.
Biotechnology for Biofuels, 2013, 6, 41. 6.2 994

23 Metabolic Reconstruction for Metagenomic Data and Its Application to the Human Microbiome. PLoS
Computational Biology, 2012, 8, e1002358. 1.5 939

24 Nomenclature for sugar-binding subsites in glycosyl hydrolases. Biochemical Journal, 1997, 321,
557-559. 1.7 934

25 Genomic Analysis of the Necrotrophic Fungal Pathogens Sclerotinia sclerotiorum and Botrytis
cinerea. PLoS Genetics, 2011, 7, e1002230. 1.5 902

26 Convergent losses of decay mechanisms and rapid turnover of symbiosis genes in mycorrhizal
mutualists. Nature Genetics, 2015, 47, 410-415. 9.4 870

27 Lifestyle transitions in plant pathogenic Colletotrichum fungi deciphered by genome and
transcriptome analyses. Nature Genetics, 2012, 44, 1060-1065. 9.4 840

28 The carbohydrate-active enzyme database: functions and literature. Nucleic Acids Research, 2022, 50,
D571-D577. 6.5 813

29 Genome sequence of the lignocellulose degrading fungus Phanerochaete chrysosporium strain RP78.
Nature Biotechnology, 2004, 22, 695-700. 9.4 805

30 Three Genomes from the Phylum<i>Acidobacteria</i>Provide Insight into the Lifestyles of These
Microorganisms in Soils. Applied and Environmental Microbiology, 2009, 75, 2046-2056. 1.4 804

31 A classification of nucleotide-diphospho-sugar glycosyltransferases based on amino acid sequence
similarities. Biochemical Journal, 1997, 326, 929-939. 1.7 722

32 Genome of an arbuscular mycorrhizal fungus provides insight into the oldest plant symbiosis.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 20117-20122. 3.3 717

33
Gene-centric metagenomics of the fiber-adherent bovine rumen microbiome reveals forage specific
glycoside hydrolases. Proceedings of the National Academy of Sciences of the United States of
America, 2009, 106, 1948-1953.

3.3 669
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103 Structure and boosting activity of a starch-degrading lytic polysaccharide monooxygenase. Nature
Communications, 2015, 6, 5961. 5.8 254
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