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Supplementary Fig S1. Taxonomic 

profile of soil inoculum (FS1) and 

each metagenome that come from 

the three sequential transfers in 

RWS and TWS. a) Left: Taxonomic 

affiliation, based on protein-

encoding reads (RefSeq database), 

of the most abundant bacterial 

genera in RWS and TWS samples, 

Right: PCA of the seven 

metagenomes using the 

classification at bacteria genus level; 

b) 16S rRNA reads classification 

using Classifier software 
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Supplementary Fig S2. Differentially enriched functions (p<0.005, 95% CIs), at 

KEGG level 2, between the soil inoculum (FS1) and each metagenome that come 

from the three sequential transfers in RWS (1W, 3W and 10W) and TWS (1T, 3T 

and 10T). 
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Supplementary Fig S3. Differentially enriched functions (p<0.005, 95% CIs), at SEED level 2, between the soil inoculum (FS1) and each metagenome that come 

from the three sequential transfers in RWS (1W, 3W and 10W) and TWS (1T, 3T and 10T). 
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Supplementary Fig S4. Differentially enriched CAZy families (p<0.005, 95% CIs) between FS1 and 1W, 3W, 1T and 3T metagenomes. 


