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Bioinformatics analysis of target prediction and function of P53 induced miRNAs in human gastric cancer”
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Abstract : Objective
Methods
from published literature. The target genes of related miRNA were predicted by miRGen(v3. 0) Database. Then DAVID and Path-
P53 induced miRNAs in

To predict target genes and functions of P53-induced miRNAs in gastric cancer by bioinformatics analysis.

Databases of mir2disease and Gene Expression Atlas were used for extraction P53-induced miRNAs in gastric cancer

way Miner were used for Gene Ontology Enrichment and pathway analysis of the target genes. Results
human gastric cancer included miR-21,miR-25.miR-103. Among them,1 090 predicted target genes of miR-21 were found in total
and 115 in gastric cancer, respectively. The pathway analysis showed that these target genes were involved in Adherens junction,
Adipocytokine signaling pathway,apoptosis, calcium signaling pathway and JAK-STAT signaling pathway, etc. Conclusion Bioin-

formatics analysis suggests P53 induced miR-21 expression in gastric cancer,and its target genes are involve in multiple signaling

pathways which related tumor pathogenesis and progression.
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