« 1006 - WA EF 2023 F 7 A % 35465 % 78 Med] West China,July 2023, Vol. 35,No. 7

L&

L]
-l

IncRNA H19 #0 SIRT6 £ A BEALATHRIERHE
5 It R 975 22 BY 4B SR 1

B WA BHTH BHEFE OKRIF
G 5707 0 B 5 W M SR UL 3% 5 620000)

HZE] B i+ k43 % 5 RNAUnCRNAYHI9 o %15 &A% B F 6(SIRT6) £ A F§ 48 22 F 49 & ik
LilsAmEAMMXE, Xk HRR2018F 1A 2021 F 1 AEARBEZF KRBT 96417 ;@%%Mzﬁwﬁmﬂ‘%,&
EEZRBEUEABEFEFTHALRGEE FRALRS) co)AR A ILER AT BUA L% F EF 420 P IncRNA H19,SIRT6
F RS, HF 5 IncRNA HI19.SIRT6 22 5 5B E 5 A mEMFMEG £ E, R AFHEALZ P IncRNA H19 mR-
NAAERKFREESTFRELEFALR(P<0.05 ;A F &AL+ SIRT6 mRNA £ ik K-F 4 SIRT6 & & fa bk & ik & 2 ¥
1% F & % B % 202 (P <<0. 05) ;IncRNA H19 mRNA £k K-F5 § 8 & & 02 E 2 HEE B TNM 5 30 & #

B 444 2 B4 % (P <0.05);SIRT6 mRNA #= SIRT6 &g &k 5 Fu’f"g%;‘ > ACAZ E R R R B TNM & 810 &
BB ZHAMEP<0.05), &it IncRNA H19 ZAA B HmA L P LiAAE,SIRT6 AAFHmAR P FiRALR,In-
cRNA HI19.SIRT6 &z 5 § & & & 6 Rom B A B £ — R ey M XK,

(k@A) K4tdE% 8 RNA;HIG M EAZEBAF BT 6: 8 & ;6 RmESHIE

[HESEE]Y R735.2;R446 [xiktrRmB] A DOI:10. 3969/j. issn. 1672-3511. 2023. 07. 013

Expressions of IncRNA H19 and SIRT6 in human gastric cancer
tissues and their correlation with clinicopathology
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[Abstract] Objective To analyze the expressions of long non-coding RNA (IncRNA) H19 and silent information
regulator 6 (SIRT6) in human gastric cancer tissues and their correlation with clinicopathology. Methods 96 patients
with gastric cancer were selected as the research subjects, and the specimens of gastric cancer tissues and adjacent normal
tissues (=5 cm from the gastric cancer tissues) were collected. The expressions of IncRNA H19 and SIRT6 in human
gastric cancer tissues and adjacent normal tissues were compared, and the relationship between the expressions of
IncRNA H19 and SIRT6 and clinicopathological characteristics of patients with gastric cancer was analyzed. Results The
expression level of IncRNA H19 mRNA in human gastric cancer tissues was significantly higher than that in adjacent nor-
mal tissues (P <C0. 05). The expression level of SIRT6 mRNA and positive expression rate of SIRT6 protein in human
gastric cancer tissues were significantly lower than those in adjacent normal tissues (P <C0. 05). The expression level of
IncRNA H19 mRNA was positively correlated with the degree of differentiation, depth of invasion, tumor TNM stage
and lymph node metastasis in patients with gastric cancer (P <C0. 05). The expressions of SIRT6 mRNA and SIRT6 pro-
tein in patients with gastric cancer were significantly negatively correlated with the differentiation degree, invasion depth,
tumor TNM stage and lymph node metastasis (P <C0. 05). Conclusion The expression of IncRNA H19 is up-regulated in
human gastric cancer tissues while the expression of SIRT6 is down-regulated. There is a certain correlation between the
expressions of IncRNA H19 and SIRT6 and the clinicopathological characteristics of patients with gastric cancer.
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Table 4 Correlation analysis of IncRNA H19, SIRT6 expression and clinicopathological characteristics of gastric cancer patients

3 2 SRR B R g TNM 431 W S R A
r P r P r P r P
IncRNA H19 mRNA 0.614 <0. 001 0. 636 <0. 001 0. 648 <0. 001 0.621 <0. 001
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SIRT6 & H —0.229 0.025 —0.294 0. 004 —0.276 0. 006 —0.319 0.002
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