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Study on Gene Expression Profilings of Lymph Node Metastasis in
Cervical Cancer
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Abstract Lymph node metastasis is the most important factor that can affect the prognosis of cervical
cancers but as far as the molecular mechanism is unclear yet so to investigate the molecular pathogenesis
of cervical cancer with lymph node metastasis for further identifying gene markers that may be useful in the
diagnosis and treatment of the disease are significantly vital. The dataset of gene expression profilings of
cervical cancer with and without lymph node metastasis was taken from GEO database and analyzed by
BRB-Array tools. Then the analysis of the differentially expressed genes by the GenCLip software was
followed. 71 differentially expressed genes were identified 35 of which were up-regulated and 36 down-
regulated in cervical cancer with lymph node metastasis. Several genes FZD10 PDZKI1IPI SERPINB9
COMP MAGEAI etc. with potential relation to metastatic cervical cancer were identified. The results
showed that bioinformatics had a high efficiency in analyzing gene chip data and revealing internal biology
information. It will offer a new view for pathogenesis and treat target in cervical cancer with lymph node
metastasis.
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Table 1 Differentially expressed genes in cervical cancer with and without lymph node metastasis (with /without)
No.UniGene Gene code No.UniGene Gene code No. UniGene Gene code
Up-regulate
Hs.25333 ILIR2 Hs.512682 CEACAM1 Hs.95162 KCNQ1
Hs.592211 KLHDCTB Hs.89603 MUC1 Hs.73793 VEGF
Hs.632144 SAA1 Hs.459072 FAM108C1 Hs.352018 TAP1
Hs.522109 SLC6A 14 Hs.431099 PDZK11P1 Hs.207631 LMO7
Hs.1955 SAA2 Hs.458425 GPR109B Hs.507658 ALOX5AP
Hs.438292 TNS4 Hs.656294 ZC3H12A Hs.696035 RABI11FIP1
Hs.270833 AREG Hs.591845 TUSC3 Hs.654801 AUTS2
Hs.592069 HAS3 Hs.170673 RDHE2 Hs.631988 DDR1
Hs.194710 GCNT3 Hs.104879 SERPINB9 Hs.499205 IRX3
Hs.200412 EPPK1 Hs.290207 ETS2 Hs.89901 PDE4A
Hs.497636 LAMB3 Hs.487046 SOD2 Hs.443577 TNFRSF21
Hs.31664 FZD10 Hs.501574 ADAMS
Down-regulate
Hs.198760 NEFH Hs.443752 TAGLN Hs.696468 RBMS3
Hs.116724 AKR1B10 Hs.72879 MAGEA1 Hs.118727 HES2
Hs.592283 STAG3 Hs.274313 IGFBP6 Hs.104925 ENC1
Hs.521212 AKRI1B1 Hs.472877 EYA2 Hs.133892 TPM1
Hs.116419 MEI Hs.487200 SMOC2 Hs.594952 DES
Hs.460109 MYHI11 Hs.197922 CAMK2NI1 Hs.472877 EYA2
Hs.554822 UGTI1A6 Hs.21160 ME1 Hs.701977 NR2F2
Hs.2006 GSTM3 Hs.154654 CYP1B1 Hs.250666 HES1
Hs.202676 SYCP2 Hs.437422 EPB41L1 Hs.510281 SLC24A3
Hs.516105 ACTG?2 Hs.8867 CYRG61 Hs.441783 AHNAK?2
Hs.180142 CALMLS Hs.1584 coMpP Hs.515130 VANGL1
Hs.160652 IGF1 Hs.644877 TBL1XR1 Hs.654465 GCLC
2.2
Medline
2.3
1. 1.
2 COMP. GSTM3. IGFBP6. MAGEA 1
1

1 SAA1. FZD10. PDZK1IP1. SERPINB9
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Fig.1 Clustering of up-regulated genes
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Fig.2 Clustering of down-regulated genes
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