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Abstract : Objective To analyze the regulatory target genes and signaling pathways of long non-coding RNA-MAL2 (IncRNA-MAL2) in cells
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by bioinformatics analysis, and annotate its biological functions, so as to elaborate the functions of IncRNA-MAL2 in cells.Methods The
miRNAs interacting with IncRNA ~MAL2 were predicted in miRDB database and Starbase3.0 database, and the results were intersected.
Target genes of miRNAs were predicted in the Starbase 3.0 database, and GO functional annotation and Pathway enrichment were
performed.Results Ninety—five miRNAs were predicted to interact with IncRNA-MAL2 in the miRDB database, and 167 miRNAs were predicted to
interact with IncRNA-MAL2 in the Starbase3.0 database. A total of 5 miRNAs from the intersection of the 2 databases were selected for further
analysis. GO functional annotation showed that its target genes were mainly distributed in magnesium ion binding, enzyme binding, protein kinase,
protein ubiquitination, etc. Biological processes are mainly distributed in cell migration, inhibition of cell proliferation, apoptosis, protein transport and
cell cycle. Signal pathway enrichment was mainly distributed in ErbB signaling pathway, growth hormone synthesis, TNF signaling pathway, TGF-beta
signaling pathway and estrogen signaling pathway.Conclusion The important regulatory role of IncRNA-MAL2 in cells is closely related to multiple
signaling pathways such as enzyme binding, protein kinase, protein ubiquitination, cell migration, inhibition of cell proliferation, apoptosis, protein
transport and cell cycle.
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