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Bioinformatics analysis of the structure and function of Drosophila Tap protein”
Liu Hongchao' y Hu Shu'® , Tu Xinming®
(1. Laboratory of Neurogenetics/Biomedical Ex perimental Training Center; 2. Department of Human Anatomy ,
Histology and Embryology -Medical College , Henan University of Science and Technology .Luoyang,Henan 471003 ,China)
[ Abstract |Objective

Based on the amino acid sequences of Drosophila Tap protein from NCBI database, the bioinformatics analyses were performed to

To analyze the structure and function of Drosophila Tap protein using bioinformatics methods. Methods

unravel the physicochemical property,the transmembrane region, the signal peptide, the subcellular localization, the domain, the ter-
tiary structure,the phylogenetic tree of Tap protein and Tap related proteins from other species. Results Tap protein was an unsta-
ble hydrophilic protein, playing biological function in the nucleus. It contained a basic helix-loop-helix(bHILLH) domain, but without
transmembrane region and signal peptide. The amino acid sequence identity between Tap protein and NeuroDIl-derived template
2ql2.1. B was 61.02%. Tap protein and its related proteins in human and rodents were most close in the phylogenetic tree,showing
high homology. Conclusion Tap protein contains the typical bHLH structure and may play a role in the neurogenesis,neural pre-

cursor cell differentiation in early embryonic stage of Drosophila.

[Key words |Tap protein; basic helix-loop-helix motifs;molecular structure;computational biology;drosophila melanogaster
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