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Cloning and sequence analysis of the 3'"UTR of rabbit BMP7
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Abstract: [Objective] The recearch investigated the structural and functional characteristics of 3’ un-
translated region (3UTR) of rabbit bone morphological protein 7 gene (BMP7). [Method] Taking the do-
mestic rabbit kidney organization as the material,3' UTR of rabbit BMP7 gene was cloned by RACE meth-
od,then comparative analysis was conducted using bioinformation methods. [Result] The sequence of
3'UTR of rabbit BMP7 gene was cloned firstly (Genbank accepted number is EU004072). There were 2
binding sites of cleavage and ployadenylation factor specificity factor (CPSF) and a poly A tail (11 bases at
length). The 3'UTR of rabbit was 41.45%, 50.30% ., 47.84% and 57. 91% identical to those of mouse,
human,cow and pig respectively. [Conclusion) The structure of 3'UTR of rabbit BMP7 gene may be relat-

ed to the function of the gene.
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bp i 3'UTR, i DNAMAN #4347, F1 R Btk
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Fig. 1 Identification of pMD18-T/F1
1. DNA Marker; 2. Double digestion of the pMD18-T/F1 plasmid
by EcoR 1 & Hindlll ;3. PCR amplification;4. pMD18-T/F1
plasmid; 5. Blue plasmid(pMD18-T)
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