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This Supplementary material consists of three Supplementary Figures and two 

Supplementary datasets.  

Figure S1. Two different CHD8-knockout clones display similar transcriptome in ESC 

stage.  

Figure S2. Two different CHD8-knockout clones display similar transcriptome in NPC 

stage.  

Figure S3. Comparison of expression patterns between CHD8-KO and other CHD8 

haploinsufficient models and the ASD-risk gene sets.  

Supplementary dataset 1. The spreadsheets of the enriched GO terms (p<0.1) of up-

regulated or down-regulated DEGs between individual KO and WT at ESC and NPC 

stage respectively. 

Supplementary dataset 2. The spreadsheets of the enriched GO terms (p<0.1) of the 

overlapping up-regulated or down-regulated DEGs in the two KO clones compared 

with WT at ESC and NPC stage respectively. 
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Figure S1. Two different CHD8-knockout clones display similar transcriptome in 

ESC stage.  

 

A. Volcano plots show up- and down-regulated genes in CHD8-KO#1 and KO#2 ESCs 

compared to WT ESC. The bule number displayers the down-regulated genes and the 

red number displays the up-regulated genes. B-C. GO terms of down- and up-regulated 

genes in CHD8-KO#1 and #2 ESCs compared to WT. D. The heatmap of the overlap 

DEGs in KO#1 and KO#2 ESC (156 genes down-regulated and 453 genes up-

regulated). 
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Figure S2. Two different CHD8-knockout clones display similar transcriptome in 

NPC stage.  

 
A. Volcano plots show up- and down-regulated genes in CHD8-KO#1 and KO#2 NPCs 

compared to WT NPCs. The bule number displayers the down-regulated genes and the 

red number displays the up-regulated genes. B-C. GO terms of down- and up-regulated 

genes in CHD8-KO#1and KO#2 NPCs. D. Venn diagram showing the number and P 

value of overlap DEGs between CHD-KO#1 and KO#2 compared to WT. E. The 

heatmap of the overlap DEGs in KO#1 and #2 NPCs (800 down-regulated genes and 

1106 up-regulated genes). 
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Figure S3. Comparison of expression patterns between CHD8-KO and other 

CHD8 haploinsufficient models and the ASD-risk gene sets.  
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A-B. Top, Venn diagram showing the number and P value of overlap DEGs between 

Wang and Sood NPC data with our CHD8-KO NPC data; Bottom, GO analysis of the 

overlap DEGs. C. The fisher exact test (one tailed) between our CHD8-KO DEG in 

NPCs and other CHD8 models. D-E. GSEA result of our data in the five ASD-risk gene 

sets with ESC and NPC DEGs. The number below the gene set represents the size of 

gene set, and the number next to dot shows the overlap between the identified DEGs 

and the ASD gene sets.  

 


