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Identification of potential intervertebral disc disease-related circRNAs by
constructing competing endogenous RNA networks

CHEN Jiaxin,SONG Chao,ZHANG Yuexin, YIN Jiaqi, LI Shanshan, LI Chunquan” ,ZHANG Jian "
( Department of Medical Informatics, Harbin Medical University( Daging) , Daging 163319, Heilongjiang ,China)

Abstract ; CircRNAs can reduce the inhibitory effect of miRNA on other target RNAs and indirectly regulate its
expression level by competitive binding of small RNAs to miRNAs. This competitive relationship represents a novel
gene regulation mechanism that plays an important role in cancer physiology and development. Using the
bioinformatics method, we reannotated the gene expression profile and circRNA probe profile. With the miRNA
target information predicted by the MiRanda algorithm ,we constructed a competitive endogenous RNAs network and
found five important modules related to the disease. The relations of the two ceRNAs, i.e. CD74 and
hsacirc0001320 mediated by hsa-miR-17-3p and PAPSS2 and hsa_circ_0000077 mediated by hsa-let-7a-2-3p,
play an important role in regulating the degeneration of intervertebral disc and thus become a potential clinical
marker. Further, we predicted the biological functions of the two circRNAs by annotating the function of the target
gene, which was significantly related to the inflammatory reaction of the intervertebral disc and bone development.
It provides basis for clinical gene detection to predict disease and drug target therapy, as well as ideas for scientific
research of intervertebral disc disease.
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