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Table S1 Order of the columns in the heatmap in Fig. 4, from left to right, where each column represents 

a substrate of the BIOLOG® FF MicroPlatesTM.    

 

 



Table S2.  Order of the columns in the heatmap in Fig. S3, from left to right, where each column represents 

a substrate of the BIOLOG® FF MicroPlatesTM.   

 

 



 

 

 

 Figure S1 Phylogenetic tree of Ceratobasidium sp. isolates based on ITS sequences. Bootstrap values 

>70% are indicated at nodes. Thanatephorus ochraceus was used as outgroup. Isolates from this study are shown 

in bold. The isolate selected for further characterization is highlighted.  



 

Figure S2 Phylogenetic tree of Tulasnella sp. isolates based on ITS sequences. Bootstrap values >70% 

are indicated at nodes. Multiclavula vernalis was used as outgroup. Isolates from this study are shown in bold and 

UNITE Species Hypotheses (SH) are reported. The isolates selected for further characterization are highlighted.  

 

  



 

 

 

 
 

 

Figure S3. Heatmap scaled by rows to compare substrate preference by the same isolate. This column-

scaled heatmap is normalized within each isolate and allows visualization of the substrates that are most actively 

metabolized by that specific isolate, rather than comparisons across isolates. The list of substrates, from left to 

right, can be found in Table S2 

 


