Supplementary  legends
Additional file 1: Table S1. All the reserved genes for differential analysis, the genes in all groups with mean expression < 3 were filtered out.
Additional file 2: Table S2. Expression patterns of all 14,505 reserved genes in eHx vs. pHx.
[bookmark: _GoBack]Additional file 3: Figure S1. The expression pattern of TOP10 DEGs of 5 clusters of pHx and eHx.
Additional file 4: Table S3. 1383 metabolites were filtered (variable coefficient ≥ 0.3) in all groups.
Additional file 5: Figure S2. Metabolomic cluster dendrogram of different samples.
Additional file 6: Figure S3. The TOP 5 DPMs were selected in clusters 1, 2, and 3 of pHx vs. eHx.
Additional file 7: Figure S4. The expression trends of selected DEGs of RNA-seq.
Additional file 8: Table S4. Primers for DEGs q-PCR analysis.
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