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ABSTRACT Objective: To explore the profile of expressed genes encoded by chromosome 12 in diffuse large B-cell lymphoma
DLBCL . Methods: DLBCL lymph node and reactive lymph node were flash frozen in liquid nitrogen. Lymphoma cells were separated
from frozen section by Laser Capture Microdissection LCM . The mRNA of the cells from the DLBCL lymph node was labeled with bi-
otin and hybridized with expression profile microarray, and the data of expressed genes were obtained. Preliminary bioinformatics analy-
sis was performed. Results: Using expression profile microarray, 164 genes encoded by chromosome 12 found expressed in DLBCL
lymph node. The classification of most detected gene is unclear. Conclusion: The profile of expressed genes encoded by chromosome 12
by using expression profile microarray may provide useful information for DLBCL.
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Table 1 The analysis of cellular component
Cellular component Number
l 2 3 4 5 Nucleus protein 16
Cytoplasm protein 14
Membrane protein 18
Ribonucleoprotein complex 2
Peroxisomes membrane 1
Soluble component 1
Unclassified protein 123
2

Table 2 The analysis of molecular function

Molecular function Number
Purine nucleotide binding 12
DNA bindin 11
Phosphotransferase Activity 7
Hydrolase activity to carbonic anhydride 6
3 PCR Protein kinase activity 6
Fig.3 Validation of the results of gene expression profile data by RT-PCR .
Membrane penetrating receptor 6
1.IRAK3 PCR 2 .PTK9 PCR 3 .STAT2 PCR 4 .TA-PP2C
Hydrolase activity to ester bond 4
PCR
1.IRAK3 per product 2. PTK9 per produc 3. STAT2 per product Hydrolase activity depending on ATP 3
4. TA-PP2C per product RNA binding 3
Peptidase activity 3
AMIGO Receptor signal protein(PAK) 3
Metal ions binding 3
Unclassified protein 126
N N N 3
N ° 35 ° Table 3 The analysis of biological process
115 3 Biological process Number
o A E I —h— R B E Nucleic acid metabolism or nucleotide .
18 metabolism
;3 Cell growth and maintenance 16
< ;; Protein metabolism 14
o
% : Signal transduction 14
bl
; Biosynthesis 8
? Phosphate metabolism 8
Catabolism 4
Lipid metabolism 4
4 Organogenesis 3
Unclassified protein 115

Fig.4 The density of gene expression
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