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Supplementary figure legends 12 

 13 

Supplementary Fig S1. Taxonomic profile of soil inoculum (FS1) and each metagenome that come 14 

from the three sequential transfers in RWS and TWS. a) Left: Taxonomic affiliation, based on protein-15 

encoding reads (RefSeq database), of the most abundant bacterial genera in RWS and TWS samples, 16 

Right: PCA of the seven metagenomes using the classification at bacteria genus level; b) 16S rRNA 17 

reads classification using Classifier software. 18 

 19 

Supplementary Fig S2. Differentially enriched functions (p<0.005, 95% CIs), at KEGG level 2, 20 

between the soil inoculum (FS1) and each metagenome that come from the three sequential transfers 21 

in RWS (1W, 3W and 10W) and TWS (1T, 3T and 10T). 22 
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Supplementary Fig S3. Differentially enriched functions (p<0.005, 95% CIs), at SEED level 2, 24 

between the soil inoculum (FS1) and each metagenome that come from the three sequential transfers 25 

in RWS (1W, 3W and 10W) and TWS (1T, 3T and 10T). 26 
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Supplementary Fig S4. Differentially enriched CAZy families (p<0.005, 95% CIs) between FS1 and 28 

1W, 3W, 1T and 3T metagenomes.29 
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Supplementary table legends 30 

 31 

Table S1. Compositional profile (count matches, relative abundance and log10 X-fold increases) of 32 

genes involved in plant biomass deconstruction in FS1, 1W, 3W, 10W, 1T ,3T, and 10T metagenomes. 33 

 34 

Table S2. Clustering (at 97% of nucleotide identity) and assembly of the metagenomic reads extracted 35 

from the most enriched CAZy families at transfer-10 and comparison with the FS1 metagenome.  36 

 37 

Table S3. Glycosyl hydrolases detected in 145 contigs (≥ 5 Kb). The genes were detected using 38 

MetaGeneMark software, and the CAZy family domains were identify by Hidden Markov Models 39 

(HMM). The genes were manually annotated and taxonomically affiliated (based on the best hit) using 40 

PSI-BLASTP against nr-NCBI database. 41 

 42 

Table S3. The tetranucleotide frequencies (TTNF) and the average nucleotide identities (AINb) 43 

calculated in thirteen selected contigs against 101 different genomes.   44 


