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Bioinformatics analysis of QM - like ( PcQM) protein from Pseudosciaena crocea
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Abstract Objective The purpose of this study was to learn more function of PcQM protein by analyzing the AA sequence and predicting
the structure of it. Methods Some related bioinformatics analysis software or system on internet such as Blast P PredictProtein Swiss —
Model was used to analyze the structure and prediction the structure and function of PcQM protein. Results The results showed that Pc—
QM protein had many restriction enzyme sites. There was no signal peptide on N — terminal and no transmembrane structure. It was located
in the cytoplasm. There were 26.05% o — helical ( H) 20.93% B - pleated sheet ( E) and 53.02% random coil ( L) predicted by Pre—
dictProtein. The tertiary structure was predicted by Swiss — Model. Conclusion The study has analyzed the sequence of PcQM protein and
predicted the structure of it which would lay a foundation for further learning the relationship between structure and function of the protein.
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