HEREAE YR T 4% http://www.biother.org
1174 - Chin J Cancer Biother, Dec. 2021, Vol. 28, No. 12

DOI:10.3872/j.issn.1007-385x.2021.12.004 £ﬁ$ ,6}1- R

IncRNA-Z38 1833 /8iZ TGF-p B R IBHB RN AL LR

Il L), ERRERX T AR, RES, R, I, INEIC(L B TARER a8 5k
Fob. FBoEA LA M3 261041 2. B ESE GBRESZ LA HIF 261041:3. B A ESED F e
ERA G ANTESF S, ZE MR 13125)

(4 ZFE] a 6 51 IncRNA-Z38 X B 3 40 I L 2R ) 44T N I 52 0 B L mT REF I #EHLEL . 2 ok  #42 IncRNA-Z38 Fa B 1 %
i 1 B e 20 M 3R (AGS MKIN74 41 ) , 388 I 40 i A 35K S 56 K I 298 IneRNA-Z38 ] 5 i 40 f i S8 e AF R 52 e o ) i 98
IncRNA-Z38 [f] AGS 41 ffg K o} AT BRgE AT iy il S0 5, o 22 7 3R IA BRI AT KEGG B 4R 40 #T, ik tH vl B 2 5 4% B e R AR R R
IS 58 2 , R WB S AR KHIE IncRNA-Z38 @ 15 %05 5% 2 51w Bim M . 2 % lIh i IncRNA-Z38 it
FIR AR , 4T M AR BR S B HE 7R IncRNA-Z38 i 22 I8 40 M (19 s Bk 156 77 52 v 56 HR 40 Bl ( P<0.05) o 38 Ik 0 /3 97 %€ HH IncRNA-
738 ﬁt%%ai%’ﬁfﬁﬂﬂ’@qﬂm 1 999 /> 7 5 3R i L IR, Hodp BafER 1 2384 TR 7611 s & KEGG %ﬂ;’%éﬁﬁ%ﬂﬁqﬂ/}%%
B % WIE M8 TGF-B {5 5 B % (P<0.05) . WB 23645 B RIR , IncRNA-Z38 5 %04 B 18 4 i tF TGE-B 15 5 18 4% 21 i 22 K 4 5
%EIID3\BMP6m%‘il}ﬁ(iﬁ]P<0.05)\GDF-S\WNTSBﬂ%?l}ﬁ(P<0.05)o gk b 1 B L RIA Y IncRNA-Z38 38 i i 2
TGF-B 15 510 % 52 = B Je 4 g 1k

[RIA] B AGS 41 s MKNT74 41 ; IncRNA-Z38 ; = 38 A8 s TGF-B /5 5 i

[FEIS%KS] R7352;R730.2  [CEAFRIRAE] A [SCEHS] 1007-385X(2021)12-1174-05

IncRNA-Z38 promotes occurrence and progression of gastric cancer though regulating
TGF-p signaling pathway

WANG Yang", XU Wenguang"™®, DONG Yan", ZHAO Chunwu", XU Youchao’, ZHAO Haojun’, SHAN Baogiang’, SUN Xiwen’,
SUN Yukai® (1a. Department of General Surgery; 1b. Department of Otolaryngology, Weifang People’ s Hospital, Weifang 261041,
Shandong, China; 2. Weifang Medical College, Department of Clinical Medicine, Weifang 261041, Shandong, China; 3. Max

Delbriick Center for Molecular Medicine, Charité-Universititsmedizin, Berlin 13125, Germany)

[Abstract] Objective: To explore the effect of IncRNA-Z38 on malignant biological behavior of gastric cancer cells, and the possible
regulatory mechanism. Methods: Gastric cancer cell lines (AGS,MKN74 cells) stably over-expressing IncRNA-Z38 were constructed, and
the effect of IncRNA-Z38 over-expression on the stemness of gastric cancer cells was detected through sphere forming assay. High-throughput
sequencing of AGS cells with IncRNA-Z38 over-expression and the control cells was performed, and KEGG enrichment analysis was done
on the differentially expressed genes to find the potential signaling pathway involved in regulating the occurrence and development of gastric
cancer. Furthermore, WB was conducted to verify that IncRNA-Z38 regulates the signaling pathway to promote the stemness of gastric cancer
cells. Results: Cell lines with stable IncRNA-Z38 over-expression were successfully constructed. Sphere forming assay suggested that the
sphere-forming ability of IncRNA-Z38 overexpressed gastric cancer cells was significantly higher than their control cells (P<0.05). According
to the high-throughput sequencing results, 1 999 differentially expressed genes in IncRNA-Z38 over-expressed gastric cancers cells were
screened out, among which 1 238 were up-regulated and 761 were downregulated. KEGG pathway enrichment analysis showed that the most
significantly enriched pathway was TGF-f signaling pathway (P<0.05). Further, WB results verified that the encoding proteins of TGF-3
pathway constituent genes ID3 and BMP6 were significantly up-regulated while GDF-5 and WNT8B were significantly down-regulated in
IncRNA-Z38 over-expressed gastric cancer cells (P<0.05). Conclusion: Highly expressed IncRNA-Z38 enhances the stemness of gastric
cancer cells through regulating the TGF-3 pathway.
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