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Figure S1. Microbial profiling of the 147 samples at phylum level. 

Figure S2. Evaluation of batch effects and age incidence on microbiota composition. 

Table S1. Fecal samples collected in this study. 

Table S2. Evaluation of homogeneity of the samples collected in this study. 

Table S3. 16S rRNA microbial profiling data.  

Table S4. Taxonomic profiling of the 147 analyzed samples at genus level. 

Table S5. Shotgun metagenomic data. 

Table S6. List of pathways detected in analysis with a significant difference (p-value < 0.05).
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