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Bioinformatics analysis of expressed sequence tag associated with stem cells

in tongue squamous carcinoma

ZOU Bo , JI Ping,SUN Shou—juan,Ql Xiao—juan
(Department of Oral and Maxillofacial Surgery ,the Affiliated Stomatology Hospital
Chongqing Medical University)
[ Abstract]Objective: To analyze the expressed squence tag(EST) associated with stem cells in tongue squamous carcinoma obtained
by suppression subtractive hybrization (SSH). Methods ; EST was acquired from stem cells in tongue squamous carcinoma by SSH.
Bioinformatics analysis of stem cell related genes was done by the bioinformatic database and biosofiwares such as BLAST and Ex-
Pasy analyse soft box. Results:A 1 705 bp complete cDNA sequence was obtained by electronic clone. This cDNA sequence was sit—
ed in homo sapiens 1q42,and included a complete open reading frame (ORF) coding 146 amino acids. The analysis of its protein se
quence indicated that this protein contained a structural domain similar to Translin superfamily. BLAST analysis revealed that this
protein was homologous with Translin associated protein X(TRAX). Conclusion : Through bioinformatics analysis,we obtain the basic
information about stem cell related EST in tongue squamous carcinoma,and this may provide potentially important insights into the
function analysis of these ESTs.
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