Description of additional supplementary items

Supplementary Data 1. Sample information.

Supplementary Data 2. Intensity values of the 1,366 detected metabolites in the PFC
of healthy humans, ASD individuals, chimpanzees, and rhesus macaques.

Supplementary Data 3. Putative annotation of detected metabolites.

Supplementary Data 4. Enrichment in KEGG pathways estimated using genes linked
to ASD-related and human-specific metabolites.

Supplementary Data 5. Genes linked to the ASD-related metabolites based on KEGG
annotation.

Supplementary Data 6. Differential expression analysis of ASD individuals and
healthy controls samples from the transcriptome study [1] for genes linked to ASD-
related metabolites.
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