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The individual gene expression profiles of GSE14734, GSE14735, GSE27941, GSE52922, GSE54542 and GSE69008. Top 250 differentially expressed 

genes were obtained using the GEO2R analysis tool (based on GEOquery and limma) with Benjamini & Hochberg FDR (P-value correction) with supplier 

provided annotations and log transformation auto detected value options. This document covers the individual gene expression profiles, Box whisker plot 

and a table with differentially expressed gene profile list and heat maps of differentially expressed genes of different datasets. 

Figure-S1: Profile graphs of individual genes differentially expressed by P. chrysosporium in cellulose and hemicellulose degradation 

GSE14736: (Super series consists of the following subseries) 

¶ GSE14734:  Cellulose induced regulation of Phanerochaete chrysosporium genes 

In order to study the extracellular proteins secreted by P. chrysosporium under standard cellulolytic conditions Wymelenberg et al (2009) have performed 

a whole transcriptome study. The gene expression studies have confirmed the significance of carbohydrate active enzymes and supported the function of 

many novel proteins involved in lignocellulose degradation. 

 

¶ GSE14735: Nutrient limitation -induced regulation of Phanerochaete chrysosporium genes 

Wymelenberg et al (2009) have studied the extracellular protein products of P. chrysosporium grown under nutrient limited conditions. Studies have 

confirmed the expression of several lignocellulose degrading enzymes and also reinforced the role of novel proteins.  
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Glycoside hydrolase 61 Glycosyl hydrolase BNR repeat Glycosyl hydrolase 88 

GMC oxidoreductase 
Glycosyl transferase 1 Sugar Transporter superfamily 

Esterase Aldose-1-epimerase Cellulose binding region 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Beta-ketoacyl synthase Polysaccharide deacetylase Aldo/keto reductase 

Glucose ribitol dehydrogenase Phosphoglycerate kinase 

Isocitrate lyase and phosphorylmutase 

Zn alcohol dehydrogenase 

Iron alcohol dehydrogenase Glycoside hydrolase 3 
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GSE27941: Wymelenberg et al (2011) have conducted transcriptome study to analyze the gene expression patterns of Postia placenta and 

Phanerochaete chrysosporium colonized on (aspen) Populus grandidentata and (pine) Pinus strobus. Results have showed that transcriptome of these 

fungi are significantly influenced by wood species, reflecting their basic wood decaying properties. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Carbohydrate binding family V Aldose 1-epimerase Alpha-1,2-mannosidase Sugar transporter superfamily Aldehyde dehydrogenase 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Pyruvate decarboxylase Carbohydrate kinase, FGGY Glycoside hydrolase 1 Barwin endoglucanase Isocitrate lyase/ phosphorylmutase 

Glycoside hydrolase 3 Glycoside hydrolase 2 Glycoside hydrolase 5 Glycoside hydrolase 7 
Glycoside hydrolase 10 
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GSE52922: Gaskell, J et al (2014) have conducted this study to understand the gene expression patterns of P. chrysosporium, colonized on hybrid 

poplar (Populus alba x tremula) and two other syringyl rich transgenic derivatives. The microarray results have showed that gene expression patterns 

of P. chrysosporium are considerably influenced by lignin composition. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Glycosyl hydrolase BNR Glycoside hydrolase 71 Glycoside hydrolase 61 Glycoside hydrolase 47 
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Sugar transporter superfamily Glycoside hydrolase 43 Aldo/keto reductases Glycoside hydrolase 15 Glutamate decarboxylase 

Glycoside hydrolase 71 Glycoside hydrolase 5 Glycoside hydrolase 3 Aldehyde dehydrogenases Carbonic anhydrase 

Alpha amylase Glycosyl transferase 2 Polysaccharide deacetylase  Glucose/ribitol dehydrogenase  
Glycosyl transferase 39 



GSE54542: During wood degradation fungi comes across with several toxic compounds called extractives. Thuillier, Anne, et al (2014) have performed a 

transcriptome study of Phanerochaete chrysosporium cultured on oak acetonic extracts. Results have suggested that fungi employ intracellular 

antioxidative detoxification mechanisms along with extracellular enzymes for lignin degradation. 
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Aldose-1-epimerase Diacylglycerol acyl transferase Esterase Glycoside hydrolase 5 

G-protein beta WD-40 

Glycosyl transferase 8 

Glycoside hydrolase 47 
Glycoside hydrolase, 3 Glycoside hydrolase 27 

Aldehyde dehydrogenase 

Cellulose binding region 

Aldo/keto reductase Carboxylesterase, type B Glyceraldehyde 3-phosphate dehydrogenase Glucose/ribitol dehydrogenase 



 

GSE69008: Mansfield S (2015), have performed a whole transcriptome study of P. chrysosporium. To understand the differential gene expression 

patterns of P. chrysosporium involved in cell wall degradation when cultured on three (poplar) Populus trichocarpa wood substrates with different 

chemical compositions. 
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Phosphoglycerate kinase Glyceraldehyde 3-phosphate dehydrogenase 
Fructose bis-phosphate aldolase 

Transaldolase Pyruvate decarboxylase Glucose-Ribitol dehydrogenase 
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Figure-S2: Shows the hierarchical clusters of differentially expressed genes involved in cellulose and hemicellulose degradation, based on 

expression and fold change values. 

The following heat maps were generated using the Cluster 3.0 and Gene Treeview were used. The individual gene expression values from the NCBI 

GEO was obtained using the libraries GEOquery and Biobase (Bioconductor packages) R software version 3.2.4. (ExpressionSet). The fold change 

values were calculated using the Microsoft Excel program and these values were used along with the individual expression values. Hierarchical clusters 

were developed using the clusters correlation centered for both the genes and arrays. The heat maps were generated for all the different datasets 

GSE14734, GSE14735, GSE27941, GSE52922, GSE54542, GSE69008, GSE69461 and GSE6649. 
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GSE14734: Genes involved in cellulose metabolism GSE14735: Genes involved in cellulose metabolism 


