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Background: Autism spectrum disorders (ASD) are neurodevelopmental conditions characterized by difficulty with social interaction and communication.
Genetics play a key role in ASD aetiology and thousands of autism risk genes have been reported in the SFARI Autism db. Since some of these genes are
involved in social behavior of different animals, including humans, we hypothesized that the genetic underpinnings of sociability should be in common and

stable across multiple species and may be implicated in autism.
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Figure 3 - Frequency of top network genes per chromosome bands.

Values in bars indicate the number of genes detected in the top network (red) mapped in
the chromosome band and the remaining genes in the band (light blue). Significance
levels: *p<0.25, ** p<0.1, *** p<0.05.

Loci 7q11.23, already involved both in Chromosome 7q11.23 deletion syndrome and
Williams Bourden Syndrome, and 7g21.11 have been highlighted with higher statistically
significant frequency genes.
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Figure 4 — ORA analysis in the communities. The heatmap
shows the top 3 significant (*) pathways in the
communities composed by more than 5 genes, coloured
by enrichment score (er). On the column (below) colours
indicate the communities, while barplot the dimension
(number of genes). On the columns colour indicates in
which community the pathway is among the top three
significant.

Conclusion; Comparative sociogenomics, coupled with advanced bioinformatic methods, allows the identification of censerved gene networks involved in
sociability and ASD. Notably, cell cell communication, adherents junctions Iinteraction and cell cell junction organization are among the more enriched pathways

and belong to the same community (#1), This approach also lead to the prediction of novel autism risk genes that, if validated, could represent novel biomarkers

of the condition, shedding light on its complex aetiology.
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