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F204
SEQUENCE ANALYSIS OF SOYBEAN CTP :PHOSPHOCHOLINE CYTIDYLYL-
TRANSFERASE cDNA
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The sequence of soybean CTP:phosphocholine cytidylyltransferase (CT:
EC 2.7.7.15) cDNA was determined using polymerase chain reaction (PCR).
Degenerate oligonucleotide primers were synthesized from the conserved
region revealed from the rat CT cDNA sequence and the yeast genomic
sequence. The overall catalytic domain region, determined with mammalian
CT (Kalmar et al., 1994, Biochim. Biophys. Acta 1219: 328-334), showed
over 75% similarity with the rat and yeast sequence. The hydropathy
profile revealed that the C-terminal non-catalytic portion of the protein
was very hydrophilic, and in the region between the catalytic domain and
the C-terminal region, there was a large amphipathic @ -helical domain,
which was believed to bind the memwbrane surface in the active formation.
In its structure the soybean cytidylyltransferase seems to be much like
the mammalian cytidylyltransferase, suggesting that the regulation of the
enzyme activity is also controlled by reversible translocation between the
cytosol and the microsomal membranes.
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