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Abstract ; In order to research the activities of Md — CBP ] in musca domestica defence system, Md — CBP | was
screened from suppression subtractive library(SSH) in Musca domestica larvae induced by Salmonella pullorum of
chickens and also amplified by PCR techniques. The recombinant expression plasmid of pET —32a — Md — CBP |
was constructed successfully and expressed in E. Coli BL21 (DE3). fusion protein was obtained by purification,
further more, the preliminary study was made on the affinity of which revealed that the fusion protein has binding
affinity of both chitin and cellulose, and the affinity of chitin was stronger than cellulose. This research laid a
foundation for further research on biological activity and immunological activity of Md — CBP 1.
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Md-CBP1
larval cuticle protein 9-like [Musca domestica]
E larval cuticle protein 9-like [Musca domestica]
larval cuticle protein 9-like [Stomoxys calcitrans]

larval cuticle protein 9-like isoform X2 [Stomoxys calcitrans]
larval cuticle protein 9-like [Musca domestica]

larval cuticle protein 9-like [Musca domestica]
larval cuticle protein 9-like [Musca domestica]

larval cuticle protein 9-like [Musca domestica]
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Secondary Structure Map
Feature predictions are colour coded onto the sequence according to the sequence feature key shown below.
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