Supplementary Methods
Microbial DNA extraction
FCs (250-300 mg), RSs, and TAs (250-300 ml) were processed for genomic DNA extraction as previously described [1, 2] and following the recommendations from the International Human Microbiome Standards [3]. Extracted genomic DNA was resuspended with 200 l of Tris-EDTA (TE) for FCs and with 50 ul of TE for RCs and TAs.

Microbiome composition analysis
For prokaryotic taxonomy profiling, the V4 hypervariable region of the 16S rRNA gene was used [2]. Sequencing was performed using the MiSeq Illumina platform. Sequences were analyzed using QIIME2 [4]. The sequences were demultiplexed to assign reads to the appropriate samples and were then denoised and dereplicated into amplicon sequence variants (ASVs) using the dada2 tool, which also filtered out chimeras. Each sequence read was trimmed to 298 bp. A total of 5.4 million sequences of the 16S rRNA gene were generated from the 232 samples, with a mean of 22,868 sequences per sample. A feature table was generated for all samples with a minimum of 4,300 sequences per sample. The feature table was then used to perform taxonomic classification, alpha- and beta-diversity analyses, and differential abundance measurements in the different experimental groups. For bacterial profiling, taxonomy was assigned to each ASV using the 16S Greengenes database, the gg_13_8_99 release, which contains 202,421 bacterial and archaeal sequences. 
For fungal taxonomic profiling, the ITS2 region was PCR-amplified. The following primers were used for this purpose: fITS7=5’ NNNNNNNNGTGARTCATCGAATCTTTG 3’ and ITS4=5’ NNNNNNNNTCCTCCGCTTATTGATATGC 3’. Sequence analysis was performed with a similar approach as for 16S rRNA sequences using the QIIME2 pipeline. Each sequence read was trimmed to 284 bp. A total of 2.5 million sequences of the ITS2 region were generated from the 71 samples, with a mean of 32,000 sequences per sample. A feature table was generated for all samples with a minimum of 1,535 sequences per sample. Taxonomy was assigned to each ASV using a combined and non-redundant UniRef-RefSeq database, which contains 96,388 fungal sequences.
Microbiome load analysis
Bacterial and fungal loads were estimated in FCs, RSs and TAs by targeting the V4 region of the 16S rRNA gene and the ITS2 region, respectively. Amplification was done using a 7500 Fast real‐time PCR system (Applied Biosystems, Foster City, CA, USA). The fungal ITS2 region was amplified using ITS2-fungi-sense (5′-GTG ART CAT CGA ATC TTT-3′) and ITS2-fungi-antisense (5′-GAT ATG CTT AAG TTC AGC GGG T-3′) primers. The V4 region of the 16S rRNA genes (290 bp) was amplified using the following primers: V4F_517_17 (5′‐GCC AGC AGC CGC GGT AA‐3′) and V4R_ 805_19 (5′‐GAC TAC CAG GGT ATC TAA T‐3′).
The qPCR was carried out in a final volume 25 l using Power SYBR green PCR master mix (Fisher Scientific, Madrid, Spain).  The qPCR reaction conditions were 50ºC for 2 min, 95°C for 10 min, followed by 38 cycles at 95°C for 15 sec and 60°C for 1 min. In the case of the ITS2 region, the conditions were 50°C for 2 min, 95°C for 2 min, followed by 40 cycles at 95°C for 30 sec, 55°C for 30 sec, and 72°C for 60 sec, and a final extension cycle of 72°C for 10 min. Genomic DNA samples were diluted 100-fold and performed per duplicate and triplicate, respectively. For further analysis, mean values were considered. Melting curves were inspected after amplification to evaluate the specificity of the qPCR. To generate standard curves, calculated amounts of linearized plasmids, in which the amplified region from a control bacterium had been inserted, were used. Plasmid concentration was measured using a NanoDrop ND‐1000 spectrophotometer (Thermo Scientific, Wilmington, DE, USA), and the number of copies was calculated from the molecular weight of the plasmid. Serial dilutions of the template DNA were amplified to extrapolate bacterial (from 10^2 to 10^7) and fungal (from 10^0 to 10^6) copy numbers. Results were expressed in copies per ng of genomic DNA extracted.
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