Figure S1. Effects of PLCE]1 silencing on its expression in
Ecal09 cells. Expression of PLCEI protein was identified
by western blotting, and [3-actin acted as the control. PLCEI,
phospholipase C epsilon 1.
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Figure S2. Metascape analysis for DEGs involved in the ceRNA. (A) Network of enriched sets coloued by ID. Threshold: 0.3
kappa score; similarity score >0.3. (B) Heatmap colored by P-values (P<0.05 cutoff was regarded as statistical importance).
DEGs, differentially expressed genes; ceRNA, competing endogenous RNA.
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Figure S3. Construction of the hub genes-IncRNA-miRNA network. IncRNA, long non-coding RNA; mRNA, messenger RNA;

miRNA, microRNA.
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Figure S4. IncRNAs express different profiles in ESCA (T) and adjacent (N) tissues. (A) HCG15 and (B) HOTAIRMI.

IncRNAs, long non-coding RNAs.
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Figure S5. Different expression profiles of miRNAs in ESCA and adjacent tissues.
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