Supplementary Material File S1

Figure Legends

Figure S1. GO enrichment scatter plot and secondary classification diagram of DEGs in FH vs CS. The top 20
significantly enriched GO terms are presented.

Figure S2. GO enrichment scatter plot and secondary classification diagram of DEGs in FH vs JS. The top 20

significantly enriched GO terms are presented.

Figure S3. GO enrichment scatter plot and secondary classification diagram of DEGs in JS vs CS. The top 20

significantly enriched GO terms are presented.

Figure S4. GO enrichment scatter plot and secondary classification diagram of DEGs in SZ vs CS. The top 20
significantly enriched GO terms are presented.

Figure S5. GO enrichment scatter plot and secondary classification diagram of DEGs in SZ vs FH. The top 20
significantly enriched GO terms are presented.

Figure S6. GO enrichment scatter plot and secondary classification diagram of DEGs in SZ vs JS. The top 20

significantly enriched GO terms are presented.
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