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Patient ID Total Reads # % of Alignment | Age | Gender | Group
Control group

Figure S1. Sample information of 19 Controls and 17 ASD patients.
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Figure S2. Characterization of 797 DhMRs in young group ASD cerebellum.

(A) Histogram plot of the standard deviations (SD) of the 797 regions in old group (left,
mean of SDs: 16.7) and young group (right, mean of SDs: 27.9).

(B) Numbers of 5ShmC reads are higher in autosome (Mean £ SD = 51.60 £ 67.6) than in
sex chromosome (Mean £ SD = 17.76 + 26.3).

(C) ASD risk SNPs that overlapped with DhMRs.
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Figure S3. Gene ontology analysis of DhMRs-associated genes.

(A) Pathway analysis of 181 DhMRs-associated genes.

(B) 16 ASD risk genes with intragenic DhMRs involve in different biological process and
pathways.

(C) 5hmC distribution patterns of DPP6, GSTM1 and FMR1 in young group and old group.
(D) 5hmC changes in the £10kb region of psychiatric genes. By using DSS, we compared
5hmC counts (ASD vs. Control samples) in the £10kb region of psychiatric genes.,

including ASD, schizophrenia (SCZ) and intellectual disorders (ID) risk genes.
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Figure S4. Disease association analysis of protein-coding genes (with enhancer in
100kb from TSS).
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Figure S5. Disease association and Pathway analysis of 329 intergenic DhMR-
associated genes identified from TAD Pathway analysis.



