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Fig. 1 The fulllength cDNA sequence of PROL4 gene and its amino acid protein predicted by open reading frame
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Fig. 2 The expression of PROL4 was analyzed by RT-PCR in
normal nasopharyngeal epithelial tissues and NPC biopsies
I: primary cultural human embryo nasopharyngeal epithelium: 2: NPC
cell line HNEL: 3: normal adult nasopharyngeal epithelial tissue: 4~
I1: NPC biopsies; M: DL2000 DNA marker.
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Fig. 3 The expression of PROL4 gene was analyzed by human
multiple tissue Northern (MTN™) blots hybridization

I: brain: 2: heart; 3: skeletal muscle; 4: colon; 5: thymus: 6:

spleen ; 7: kidney ; 8: liver; 9: small intestine ; 10: placenta; I1:

lung: [2: peripheral blood leukocyte.
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Fig. 4 The expression analysis of PROL4 gene by human
Multiple Cancer Profiling Array
(a) The array was hybridized by PROL4 gene. (b) The array was

hybridized by Ubiquitin gene.
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Characterization Analysis of Nasopharyngeal Carcinoma Differentially
Expressed Gene PROLA4™

ZHANG BrCheng, ZHOU Ming, ZHOU Hou De, XIAO Bing-Yi, NIE Xin-Min,

ZHU ShiGuo, LI WerFang, LI Xiao-Ling, LI Gur Yuan™
( Cancer Research Institute, Xiangya School of Medicine, Central South University, Changsha 410078, China)

Abstract The fulklength ¢cDNA sequence of a novel gene PROL4 was obtained through suppression subtraction
hybridization and ¢cDNA microarray technique between NPC biopsies and normal adult nasopharyngeal epithelial
tissue. PROL4 gene whose GenBank accession number was AF530472 consisted of 567 bp and coding 134 amino
acids. RT-PCR confirmed that PROL4 gene was downexpressed in NPC cell line HNE1 and NPC biopsies ( 42/
48). As it was shown by Northern blot, PROL4 gene was expressed in skeletal muscle, thymus and lung,
whose transcription size was about 0. 6 kb. The expression profiling was further tested by Cancer Profiling Array
hybridization in multiple cancer tissues such as breast carcinoma, uterus carcinoma, colon carcinoma, stomach
carcinoma, ovary carcinoma, lung carcinoma, kidney carcinoma, rectum carcinoma, thyroid carcinoma, cervix
carcinoma, prostate carcinoma, pancreas carcinoma and small intestine carcinoma.
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