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NUCLEOTIDE SEQUENCE OF BOVINE PROCHYMOSIN cDNA
AND THE MECHANISM OF cDNA DELETION

Tan Siyuan Zhang Yuying Liu Tongyao
Liu Nianjuan Yang Kaiyu
(Institute of Microbiology, Academia Sinica, Beijing)

A plasmid pTLC23 habouring entire ¢cDNA sequence coding for prochymo-
sin was constructed from clones pCT5 and pCT15, The nucleotide sequence of
the complete ¢cDNA insert determined by using dideoxy sequencing method indi-
cates that the cloned DNA apparently represents the coding sequence for pro-
chymosin B, Based on the data presented here, the differences between the DNA
sequences reported by Nishimori et al,,Harris et al,and Moir et al,were discu-
ssed as well, '

DNA sequence analysis reveals that the deletion in pCT15 covers positions
862—060, The missing sequence is characterized as an entire exon between in-
tron G and intron H of prochymosin gene and by ending with splicing signal
AG, suggesting the deletion in middle region of coding scquence results from
the incorrect splicing of pre-mRNA,
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Prochymosing molecular cloning; recombinant DNA; deletion; pre-mRNA
splicing
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