2166 ¢ AEF 20225 7T AFHSL AR 13M

Ay = ==
BE « BERIAR  doi.10. 3960/, issn. 1671-8348. 2022, 13. 002
WM& E % https://kns. cnki. net/kems/detail/50. 1097. r. 20220316. 1045. 005. html(2022-03-17)

EFSHBEARTEEGES B DNA 4B A I
HEEFEHESH

jdi%;;élamﬁllklvi";}ttlAsjd 32992%?;39‘&‘2 {glalaiﬁlvﬁd‘ilyi’]‘gﬁl
(1. BB EAREREIS—F, B 710068;2. B% il K F % — WG E RN,
% 710068;3. ER LR RFEF P OmEA, MY 11777)

(WE] BH ATARLHEFZARETLEL L RNARKEAL ABHE MK DNA £ 4%8 A(dbpA) &k
EAAER AR (GO) frHARLEEARATH LB (KEGG 2L HLE dbpA ML L AMBE A LEW
Z5@¥, ik S®BRLEAMHMAE SW620 e b Rk 2 F 0 A RFFREAMNF 24, KA LE SR REREZR®
EFAB FZERAETERHEZRAGBHEARAN (RT-PCROMNSGAERBIABIE, EE0H T E#HIT GO HEHE
SH B KEGG 5 @8 o, R dbpASKEARALHAAEMNEZ R AL ARA TS K. AP 181 ALK L
iB,397 AR E TA, 2% EALBEA CFL2,.Cl120rf39 . EREG.SESN2,CXCL3,CXCL1,VLDVR,DDIT4,INH-
BE % 60 A% A, % % F# %4 B £ PRDM10,PCDH19, SRSF8,FGFBP1, TFF2, MTDH ., TCF7.EHHADH,
WDR77 . CEACAMG6 % 60 AR H, dbpA 3h)s SW620 afe P 5B B R A AW B% T B 5L
2, OB RENFGHRBIZFTES BREEARNODHEZIAKEZTEAR SUAFEFTEL HE5 LRkm
% Wntf2 5% %, ARMBBASHEFA 10 NAE &L KF T H(FASLG.PDGFA .FGF18 MAP3K7,
FGF3,.CSDA.NF1,RAP1A, HSPAIA,LAMTORS3 %),4 A& B & i& K F £ F (DUSP5, PRAS2, CDC42,
DUSP2 %) ,dbpA 5 MAPK 2 5@ % 48 £ M %k K, #&# KMAPK 12 5@ % P # 5 /48 % A B B RAPIA,
TAK1(MAP3K7) .DUSP5.CDC42.ZAK # 47 Western blot #4E & 8 ,DUSP5 4 ik /K -F 8 2 38 (P <0.05),
RAPIA . TAK1.ZAK & ik K F F %, RAPIA.TAKI & KF F K8 2 (P<0.05) ., dbpA T#id i MAPK
BB PAFTE A BEERG L AL, it dbpA AL AFEGELRAREZTEAR TR A MAPK AR X @ %, 8 F &
#—FEL @I EEPHRLBT dbpA THBERZ ML ER CDCA2 ELE AMBEREFHER,

[X@EA] ARABAZAMBEDNAZASEG AR B A LB AR

[(hEESZES] R73-34 [CEkFRIZED] A [XEHS] 1671-8348(2022)13-2166-06

Gene expression profile analysis on silencing DNA binding protein A in colorectal

cancer based on chip technology”
LIU Ruiting' s TIAN Lifei' \WANG Guorong'® ,LIU Chang® BAI Jirong®,QIU Jian',
YAN Likun',LI Xiaojun' .\WANG Xiaoqiang'
(1. First Department of General Surgery ,Shaanxi Provincial People’s Hospital , Xi'an s Shaanxi
710068,China ;2. Department of Hepatobiliary Surgery ,First Affiliated Hospital of
Xi ‘an Jiaotong University s Xi'an ,Shaanxi 710061,China ;3. Department of Pathology s
Stony Brook University Medical Center s NewYork 11777 ,USA)

[Abstract] Objective To investigate to use the gene ontology(GO) and Kyoto Encyclopedia of Genes
and Genomes (KEGG) assay to find dbpA-related signaling pathways for the occurrence and development of
colorectal cancer after shRNA silencing colorectal cancer cells dbpA expression based on the chip technology.
Methods The differentially expressed genes in colorectal cancer SW620 cells were selected for in-depth detec-
tion and analysis,and the differentially expressed genes were extracted by using gene chip technology,and the
chip results were verified by ¢-PCR. The GO function enrichment analysis and KEGG signaling pathway analysis
were performed by the comprehensive analysis tools. Results After dbpA knockdown,there were 578 differentially
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expressed genes detected by gene chip,in which 181 genes were up-regulated and 397 genes were down-regula-
ted, the significantly up-regulated genes included 60 genes of CFL2,C120rf39, EREG, SESN2, CXCL3, CX-
CL1,VLDVR,DDIT4,INHBE, etc. The significantly down-regulated genes included 60 genes of PRDM10, PC-
DH19,SRSF8, FGFBP1, TFF2, MTDH, TCF7, EHHADH ., WDR77, CEACAMS6, etc. After dbpA knockout,
the tumor formation related pathways in SW620 cells were mainly related to “biological processes”,including
the MAPK signaling pathway,pathways in cancer, NOD like receptor signaling pathway,chemokine signaling
pathway,focal adhesion, basal cell carcinoma and Wnt signaling pathway, etc. The gene network analysis
showed that the expression levels of 10 genes (FASLG, PDGFA, FGF18, MAP3K7, FGF3, CSDA, NF1,
RAP1A, HSPA1A, LAMTOR3) were decreased, and the expression levels of 4 genes (DUSP5, PRAS2,
CDC42,DUSP2) were increased. The correlation between dbpA and MAPK signaling pathway was found to be
the maximal. The five genes related to MAPK signaling pathway,i. e. RAPIA, TAK1 (MAP3K7),DUSP5,
CDC42 and ZAK, were selected for conducting the Westernblot verification, which indicated that the DUSP5
expression level was significantly up-regulated(P<C0. 05). The expression levels of RAP1A, TAK1 and ZAK
were decreased, which of RAP1A and TAK1 were decreased significantly. dbpA could regulate the occurrence
of colorectal cancer cells possibly through MAPK pathway. Conclusion The target genes and signali further

studies in multi-cell and animal experiments are needed to reveal the relationship between dbpA down-regula-

tion pathways and the role of CDC42 in the development of colorectal cancer.

[Key words] gene chip;colorectal cancer; DbpA; GO analysis; KEGG analysis
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