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Abstract; [Objective ] The structure and properties about encoding protein of the translationally controlled tumor protein (TCTP)
from Sporothrix schenckii were analyzed and predicted by bioinformatics. [ Methods] A full-length cDNA sequence encoding TCTP
from ¢DNA plasid library of Sporothrix schenckii was identified by using tools of bioinformatics at webs sites of NCBI, ExPASy and
software DNAstar, VectorNTIsuite. The characteristics of the deduced protein were predicted by employing bioinformatics software
package supplied by the website of ExPaSy.  [Results] A complete open reading frame of 621 bp was included in the full cDNA
sequence encoding SS.TCTP. The sequence of TCTP analysis showed that it had high homology in the amino acids sequence from other
species in GenBank. The molecular weight of SS.TCTP was predicated to be 64581.4 ku and the coding protein was demonstrated to
contain one transmembrane region, three main hydrophilic regions and 5 main B cell epitopes. The relationship of phylogenesis
between SS.TCTP and TCTP of other fungus is close. [ Conclusions] The full-length ¢cDNA sequence encoding TCTP was screened from
¢DNA library of Sporothrix schenckit bioinformatics and the structure and characteristics of the gene and protein of SS.TCTP as well as
the immunological properties were predicted.
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E 1 SS.TCTP £ ORF HFBHEEERFTIE
Fig.1 Full-length amino acid sequence encoded by ORF of SS.TCTP

The complete coding sequence (CDS)621 base pairs(bp) encodes a putative protein of 207 amino acids.

1 123 250
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2 Tl SS.TCTP Hy{R=FIhBEINE
Fig.2 Conserved domain of SS.TCTP was predicted by Blast conserved domain

The ordinal number of amino acid was marked by the number.
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S.pombe TCTP (0.1731)
Cneofomans TCTP (0.1779)

B3 SS.TCTP 5E ¥ TCTP 85> Fi#t L 247
Fig.3 SS.TCTP with TCTP from other species in phylogenetic analysis
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Fig.4 The topology, secondary structure of SS.TCTP by Predictprotein and ExPASy

AA; amino acid; PROF sec: secondary structure; H: a coiling; E: folding

BEl5 SS.TCTP 3Rk i&E5 7 E
Fig.5 Hydrophilicity profile of SS.TCTP

Longitudinal axis amd abscissa axis represent hydrophilicity and amino acid sequence, respectively
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Fig.6 3D structure and special position of key amino

acids of binding site in functional center

Between Arrow ; a screwy structure
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