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Sequence analysis and function predication of
poroxidase from Conocephalum conicum
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Abstract: Peroxidases is widespread in biological world. It plays an important role in the cell redox metabolism. In or-
der to furher study the characteristics and functions of Conocephalum conicum poroxidase,we performed bioinformat-
ics analysis of its homology, subellular location, tertiary structure, function and so on. The results showed that the se-
quence had a complete open read frame of about 1 050 bp and encodes 349 amino acids,and the sequence had similar
POD with that of Arabidopsis thaliana (the similarity beween them is 71%). This sequence was predicated to be C.
conicum poroxidase which belonged to the poroxidase super family,and R68.F71,H72.P170,H200 and D276 to be
the C. conicum POD’s active sites in which the four groups of disulfide bonds:C4 and C122,C74 and C79.C128 and
(C328,C207 and C239 played a very important role in maintaining the protein’s function, natural conformation and
stability. This study would set an important foundation for the study of the interaction mechanisms and functions of
the C. conicum poroxidase.
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Fig. 2 ORF sequence and deduced amino acids of POD

from Conocephalum conicum
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Fig 7 The results of a double sequence alignment of Conocephalum conicum and soybean
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