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or brown rot, which leave lignin largely intact. Genomic analyses have
shown that white rot species possess multiple lignin-degrading
peroxidases (PODs) and expanded suites of enzymes attacking
crystalline cellulose. To test the adequacy of the white/brown rot
categories, we analyzed 33 fungal genomes. Some species lack PODs,
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apparatus typical of white rot fungi. Moreover, they appear to degrade
lignin, based on decay analyses on wood wafers. Our results indicate
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Our results indicate that the simple dichotomy of white rot vs. brown rot
does not adequately reflect the diversity of mechanisms by which
Lignocellulose-degrading and secondary metabolism in wood-decaying fungi. Notice a strict white/brown rot wood-rotting fungi obtain nutrition. Specifically, B. botryosum and J.
dichotomy with respect to the lignin-attacking PODs (AA2) and the CAZymes that target crystalline cellulose (CBM1, argillacea show similarities to white-rotting fungi in PCA analysis of all
289,200 70,948 123,736 GH®6, and GH7), and a continuum with other lignin-targeting enzymes. Organisms use the following abbreviations: predicted carbohydrate- and lignin-active enzymes and can degrade all
Aurde = Auricularia delicata, Botbo = Botryobasidium botryosum, Cersu = Ceriporiopsis subvermispora, Conpu = components of wood, but they do not have the PODs that are a
Coniophora puteana, Dacsp = Dacryopinax sp., Dicsq = Dichomitus squalens, Fomme = Fomitiporia mediterranea, . ’ . : .
- . - . . P puieana, aosb Yop P d 9 P . hallmark of white rot. S. commune is another putative white rot fungus
Core genes of Basidiomycota. Notice that half of basidiomycete proteins have no KOG annotation Fompi = Fomitopsis pinicola, Galma = Galerina marginata, Glotr = Gloeophyllum trabeum, Hetan = Heterobasidion 57) that lacks PODs. but it i ite distinct f B. bot dJ
(function unknown); 92% of core basidiomycete proteins have a KOG annotation (putative function annosum, Jaaar = Jaapia argillacea, Phaca = Phanerochaete carnosa, Phchr = Phanerochaete chrysosporium, Pleos ( ) a a.C S S, but | |§ quite aistinct from b. o.ryo.sum ana J.
predicted) and that 78% of non-core basidiomycete proteins have no KOG annotation (function = Pleurotus ostreatus, Pospl = Postia placenta, Punst = Punctularia strigosozonata, Schco = Schizophyllum argillacea in the PCA analysis (and presumably also in its mode of
unknown). commune, Serla = Serpula lacrymans, Stehi = Stereum hirsutum, Trave = Trametes versicolor, Wolco = Wolfiporia wood decay). Therefore, we suggest that a more nuanced
cocos. Gene number is shaded red/white and independent contrasts correlation of enzyme with rot type shaded categorization scheme is needed to describe wood decay by species
orange/blue. that degrade all cell wall polymers, including lignin, but lack PODs.
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