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Abstract: DnaJB6 is an important
co—chaperone molecule that has been implicated
in the development of many major human diseases
such as polyglutamine disease and Huntington's
chorea. Previous studies have not only determined
the structure of human DnadB6, but also revealed
its role in the pathogenesis of disease. However,
as a member of the heat shock protein family, its
structure and function have been rarely reported.
In  this work, we aim to analyze the
physicochemical properties, conserved structural
domains, transmembrane structures, subcellular
localization, signal sequences, modification sites,
genetic relationship, spatial structures and
interacting proteins of Apis cerana cerana DnaJB6
using bioinformatics software. Physicochemical
properties results showed that DnaJB6 s a
positively charged unstable hydrophilic protein
consisting of 327 amino acid residues. The results
of domain analysis demonstrated that DnadB6 has a
conserved J domain but no transmembrane
structural domain. Subcellular Tlocalization and
signal sequence analysis revealed that it is
located in the nucleus mediated by nuclear
localization signal sequences. In the meantime,
the prediction of modification sites manifested a
total of 15 glycosylation and 49 phosphorylation
modification sites for DnadB6. The predicted
secondary structures are mainly « —helix, g —fold
and random coiling. A phylogenetic tree was
constructed showing that DnadB6 of the Apis s
evolutionarily related to the Bombus.

hangzhaolg1@163.com,
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Protein—protein interaction analysis manifested
that DnadB6 interacted with several heat shock
proteins, especially Hsp/0 family proteins. This
study can provide theoretical basis for further
research on the structure and function of DnaJB6
in Apis cerana cerana.

Key words: Apis cerana cerana; DnadBo;
bioinformatics; heat stress; expression analysis
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fE.
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