Additional information on Methods

Dataset and metagenomics
Fourteen patients, affected by Ulcerative Colitis (UC, n=8) of Crohn Disease (CD, n=6), were collected under the approval of the Ethics Committee of the University Hospital of Padua (protocol No. 46093). Bacteria were recovered treating biopsy with 2 cycles of ultrasound bath/vortexing (2 min) to disrupt biopsy surface. After centrifugation (700 g, 1 min, 4°C) to pellet debris, bacteria were collected from the supernatant by an additional centrifugation (9000 g, 5 min, 4°C); finally, DNA was isolated from pellet using Qiagen DNeasy Blood&Tissue and quantified using the NanoDrop ND-100 spectrophotometr (NanoDrop Technologies) The hypervariable region V3-V4 of bacterial 16S rRNA was amplified using eubacterial primers [1]  and sequenced with a MiSeq Illumina platform using manufacturer instructions for libraries preparation for 16S metataxonomic studies. The library quality was assessed on the Qubit Fluorometer and the Agilent Bioanalyzer as indicated by the manufacturer. The sequencing reaction was carried out on an Illumina MiSeq platform and 250 bp paired-end reads were generated. A control group of sequences from 12 healthy adults obtained by human microbiota project [2] and downloaded from the SRA archive [3] were included to highlight differences in the community composition. In table S1 is reported the dataset.

Data Analysis. Microbiome composition was investigated by a full pipeline integrated in the QIIME2 package [4]. Briefly, paired end reads we demultiplexed and truncated by cutting off the barcode and primer sequence. Reads were trimmed by quality score and denoised by the deblur algorithm [5], multiple aligned by Mafft [6] and phylogeny deduced by FastTree [7]. In table S2 is reported the reads count. Sequences with > 97% similarity were assigned to the same operational taxonomic unit (OTU), then representative sequences were extracted. The representative sequences were taxonomically classified using the sklearn classifier [8] and the GreenGene database [9,10]. 
Then, per sample representative sequences and their abundance were used to calculate both alpha (observed_otus, Chao, ace, Shannon, Simpson, Faith); rarefaction curves were also evaluated. The microbiota data and community estimation were analyzed by unweighted unifrac analysis, Jaccard index and Bray-Curtis metrics to compare differences in microbiota composition between CD, UC and controls. 

S100B assay. The presence of S100B in the feces of patients was measured using Human S100B (Protein S100-B ELISA Kit and stool, starting from 25 mg of feces dissolved in 2 mL of extraction saline buffer for 15 min at room temperature, and centrifuged at 10000 rpm for 10 min [11].
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