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Figure S1 Functional analysis of DEIncRNAs. (A, B) GO and KEGG analysis of DEIncRNAs in

PTvsPA. (C, D) GO and KEGG analysis of DEIncRNAs in MTvsMA. (E, F) GO and KEGG

analysis of DEIncRNAs in MTvsPT. The DEIncRNAs enriched GO terms and KEGG pathways

were ranked according to -log10(p-value) or p-value, and the top 10 GO terms and top 20 KEGG

pathways were presented.



