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Supplementary Figure S1. Relative abundances of 165 families. This figure represents the high
variability among the samples. ASV is referred to ASD; CSV is referred to Ctrl.
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Supplementary Figure S2. Dendrograms of identified bacteria in ASD (a) and Ctrl (b) samples.



Supplementary tables caption

Supplementary table S1. 16S identified in faeces samples. Differential analysis was performed
comparing ASD samples to the entire controls set (n=6).

Supplementary table S2. 185 identified in faeces samples. Differential analysis was performed
comparing ASD samples to the entire controls set (n=6).

Supplementary table S3. sncRNAs identified in faeces samples. Differential analysis was performed
comparing ASD samples to the entire controls set (n=6). sncRNAs with FDR < 0.05 were reported.

Supplementary table S4. sncRNAs identified in the two couples of siblings. Differential analysis was
performed for each couple. sncRNAs with FDR < 0.05 were reported.



