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Figure S1. GO analysis of DEGs in Th2 vs.

ThO comparison
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Figure S2. BP/CC/MF analysis and gene correlation network of DEGs in Th2 vs. ThO comparison
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Figure S3. Correlation network of DEGs involved in CC and MF in Th2 vs. ThO comparison
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Figure S4. GO analysis of DEGs in Th4 vs. ThO comparison
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Figure S5. BP/CC/MF analysis and gene correlation network of DEGs in Th4 _vs ThO comparison
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Figure S13. KOG analysis of DEGs in Th2 vs. ThO comparison
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Figure S14. KOG analysis of DEGs in Th4 vs. ThO comparison
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Figure S15. KOG analysis of DEGs in Th4 vs. Th2 comparison



