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Figure S1. The construction and transfection efficiency of the IncRSPH9-4 overexpression plasmid in
hBMECs. (A) Construction schematic of the IncRSPH9-4 in pcDNA3.1(+). (B) The qPCR analysis of the
transfection efficiency of the IncRSPH9-4 overexpression plasmid in hBMECs. The X-axis represents three
replicates of the IncRSPH9-4 overexpressed hBMECs and three control cells.
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Figure S2. The KEGG and GO enrichment analyses of the differential mRNAs in hBMECs with the
IncRSPH9-4 overexpression. (A) Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway
enrichment analysis of the differentially expressed mRNAs. The X-axis represents the rich factor, and the
Y-axis represents the enriched pathways. The dots color indicates the significance of the rich factor, and
their sizes are proportional to the number of genes. (B) Gene ontology (GO) enrichment analysis of the
differentially expressed mRNAs.
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Figure S3. The KEGG and GO enrichment analyses presenting the differential mRNA targets of the

differential miRNAs in hBMECs with IncRSPH9-4 overexpression. (A) KEGG pathway enrichment of the

differential mRNA targets of those differential miRNAs. (B) GO enrichment analysis of the differentially

expressed mRNA targets of those differential miRNAs.



