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Abstract: Objective Building type | COL1A2 collagen structure gene targeting circRNA hCOL1A2_circ_0008957, the target function of micrornas.

Methods The circbase software was used to obtain the hsa-COL1A2-circ-0008957 sequence, and the circRNA was cloned by RT-PCR. The
circRNA was recombinant into the circRNA expression vector pCD2.1 by homologous recombination method. The recombinant vector pCD2.1-
hCOL1A2-circ-0008957 was verified by PCR, double digestion and Sanger sequencing. Hsa-COL1A2-CIRC-0008957 targeting miRNA prediction
and its function prediction were performed using circBANK and circinteractome website. Resu/lts The recombinant vector pCD2.1-hCOL1A2-
circ-0008957 was successfully constructed. The prediction of hsa-COL1A2-circ-0008957 showed that this circRNA did not have protein coding
function, and its targeted miRNA hsa_miR_1305, hsa_miR_140-3p, hsa_miR_421, hsa_miR_548c-3p, and hsa_miR_628-3p were correlated with
osteogenic differentiation, and it was predicted that hsa_circ_0008957 might participate in osteogenic differentiation through these miRNAs.
Conclusion Hsa_circ_0008957 participates in osteogenic differentiation through mir-1305, mir-140-3p, mir-421, mir-548c-3p and mir-628-3p,
and predicts the intersection of COL1A2 targeted miRNA and 17 miRNAs, resulting in hsa_miR_618. This miRNA is related to tumor diseases,

which lays a foundation for further verification of the regulatory function of hsa_circ_0008957 at the cellular level.
Keywords: COL1A2; Hsa_circ_0008957; One Step Cloning; Bioinformatic Prediction
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