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Figure S2. Brain region: S1 (Contralateral). Volcano plot of DEGs of TNI and sham groups (A), and EA treated-TNI
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and TNI groups (B). Brain region: S1 (ipsilateral). Volcano plot of DEGs of TNI and sham groups (C), and EA
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treated-TNI and TNI groups (D). Brain region: ACC (contralateral). Volcano plot of DEGs of TNI and sham groups (E),

and EA treated-TNI and TNI groups (F).
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Figure S3. Brain region: S1 (Contralateral). Gene Ontology (GO) and KEGG analysis of DEGs between TNI and sham

groups. Biological processes (A), cellular compartment (B), molecular function (C) and KEGG pathway analysis (D).
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Figure S7. Brain region: ACC (Contralateral). Gene Ontology (GO) and KEGG analysis of DEGs between TNI

and sham groups. Biological processes (A), cellular compartment (B), molecular function (C) and KEGG pathway

analysis (D).
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Figure S8. Brain region: ACC (Contralateral). Gene Ontology (GO) and KEGG analysis of DEGs between EA

treated-TNI and TNI groups. Biological processes (A), cellular compartment (B), molecular function (C) and KEGG

pathway analysis (D).
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