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Assessment for the use of array—based comparative genomic hybridization in the genomic analysis of
peripheral T—cell lymphoma
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[Abstract] Objective To analyze the genetic changes in peripheral T-cell lymphoma-not otherwise
specified (PTCL-NQS) with array—based comparative genomic hybridization (Array-CGH), and to discuss its
clinical significance. Methods 31 tissue samples of PTCL-NOS patients were collected from October 2001 to
December 2008. The gene change in PTCL-NOS was detected by IMB Array—CGH, and the results was veri-
fied by Tile path Array-CGH. Data were analyzed by SPSS 14.0 statistical software. Results [n 31 PTCL-
NOS samples, there were 17 cases (54.8%) had gene changes in different levels. And the survival time of pa-
tients with gene change were shorter than patients without gene change obviously, the differences all had sta-
tistical significance (Pall< 0.05). The results of Tile path Array—CGH were exactly the same as that of 1Mb Ar-
ray—CGH. Conclusion Array—CGH can analyze chromosomal changes related to the tumor and it’s quite im-
portant for the research of genetic imbalances of lymphoma.
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GenePix Pro 5.1 #4453 #7 B4, F Microsoft Excel %
HERAZER, R CyS:Cy3 FEREMN ERITE
fif /& DNA FUXT HE DNA JF 50 M A Te Ak, W o b Jeg
DNA B aR1G Rk . 8 WA i 28098 T HUE LR
RPEAEXEELEREFZL,
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