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Abstract : Objective To investigate the evolutionary relationship of has-miR-150-5p in the gene family and
biological processes it may be involved. Methods The expression abundance of hsa-miR-150-5p in different
tissues and diseases was obtained from HMED. The chromosomal location,sequence characteristic and molec-
ular evolution of hsa-miR-150-5p were analyzed by miRBase, Clustalw2 and MEGA5. 0. MiRDB, PicTar and
TargetScan were used to predict target genes of hsa-miR-150-5p. The gene ontology (GO) and KEGG were
used to analyze the hsa-miR-150-5p function annotation. Results By sequence similarity searching, 36 se-
quences of members of the miR-150 gene family were obtained from miRBase, which were distributed in 23
species. Multiple sequence alignment revealed that the sequence of the members of the miR-150 gene family
was highly conserved,16 of which were completely conserved and 6 were highly conserved. Phylogenetic anal-
ysis showed that human miR-150 had far evolutionary relationship with Oryzias latipes,Salmo salar,Ictalurus
punctatus and Danio rerio,and close relationship with other 18 species. Twenty-five target genes of hsa-miR-
150-5p were predicted from the intersection of miRDB, PicTar and TargetScan. GO analysis showed that the
target genes participated in regulation of multiple signal paths.including Transcription factors,zinc finger pro-
teins, Toll-like receptor signaling pathway transduction proteins, ATP-coupled ionic channel receptors and in-

hibitors of cytokine signal transduction. Conclusion Hsa-miR-150-5p is expressed in multiple tissues and dis-
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eases,which has tissue-specific gene expression. It has suggested that hsa-miR-150-5p may play an important

role in physiological and pathological processes of the body and involved in the regulation of various signaling

pathways by regulating multiple target genes.
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