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Supplemental Material 

 

Table S1. Soil chemistry of the litter layer versus the O horizon. 
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Table S2. Average number of reads assigned to nitrogen cycle pathway genes for each set of 

samples (n=4). The number of N cycle pathway reads were lower in the metatranscriptome (MT) 

than metagenome (MG) samples, and lower in the litter layer (LL) than the O-horizon (OH) 

samples. 
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Figure S1. Carbohydrate metabolism pathways (KEGG annotations) with significantly different 

expression in the + H2O treatment (blue) compared to the +H2O +N treatment (orange) at the 

final sampling time (64 hours). 
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Figure S2. CAZymes with significantly different expression in the litter layer (red) compared to 

the O-horizon (brown) at the final sampling time (64 hours). CAZymes associated with 

bacteria/archaea (blue), fungi (purple) or both bacteria/archaea and fungi (green). 
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Figure S3. CAZymes with significantly different expression in the + H2O treatment (blue) 

compared to the +H2O +N treatment (orange) at the final sampling time (64 hours). CAZymes 

associated with bacteria/archaea (blue), fungi (purple) or both bacteria/archaea and fungi (green). 
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Figure S4. CAZymes showing a significant interactive effect between horizon and treatment [ + 

H2O litter layer (light blue), +H2O +N litter layer (dark blue), + H2O O-horizon (light orange),  

+H2O +N litter layer (dark orange)] at the final sampling time (64 hours). CAZymes associated 

with bacteria/archaea (blue), fungi (purple) or both bacteria/archaea and fungi (green). 
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Figure S5. CAZymes with significantly different expression at the initial sampling time (0 

hours) in the litter layer (red) compared to the O-horizon (brown). CAZymes associated with 

bacteria/archaea (blue), fungi (purple) or both bacteria/archaea and fungi (green). 
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Figure S6. Nitrogen cycling genes showing significantly different expression levels in the litter 

layer compared to the O-horizon as annotated by a) pFam b) KEGG. 
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