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FEABHLEHR miR-203a-3p B CBX8 RIZFAKEREIFAREX

2,8 &, RAH
WNERIZIFTEXRAREREZH, ) A 641100

# E.BR ®WATETMmarfa) RNA(MIR)-203a-3p B L &K% 45K G 8(CBXS) Aia K+ AR
GERES, Fik #2019 6 A F 2021 6 AZRKE8 112 6] F B EXFEARLT L, LA L%
TR AL BN T TG ALE S LG &4 2% miR-203a-3p.CBX8 mRNA & ik K-, &% 4245 %
#m CBXS & & &k, AFEMBALF miR-203a-3p KA PR AR, ¥ F TIBEFE 5 S miR-203a-3p
fk & ik 242 miR-203a-3p R KM, AFENBAL P CBXS B LA ANLEENFL AR B FEoNBEL
5h CBX8 B Mt kikiaferatt £k, /£ Targetscan & 3% & v}’z;ﬁ miR-203a-3p.CBX8 328 £ 2 & ),
1126 F BB ZFRGHTFT2FEG REEGTEREEEZ0AEL LM RE LM, £A Pearson X 5
M F T LG 44 miR-203a-3p kA KT 5 CBXS mRNA & ik K-F é‘)#ﬁ]a‘é'}i KB % B % Logistic ®12 % 4 F
TMEEFZREIANY AR L, ER FTTMHBAELEF miR-203a-3p £k K-F 9 2T IR F425%,CBXS
mRNA A KPR EEH TFIEEFHAR, £F A %+ FENL(P<0.05), CBX8 & & Mt % (45.54%,51/112)
R H TG FALR(21.43%.24/112) , 254 A %t 5 &L (X =14.613,P<C0.05), Pearson #8 X 5 4& R
27, FE M AL P miR-203a-3p KL KF L5 CBXS mRNA ki KFE A4BE(r=—0.562,P<0.05),
Targetscan 2 ¥ FE A4 £ 4 R 27 .miR-203a-3p 5 CBXS A AH FH 44428, miR-203a-3p Ik kL4 .5 k&
AN 56 Bl B, miR-203a3p MEAXAEZRAUMNBRAZIBHE AHE L AZ2FHLFEARE,
E2FH A %I FENL(P<0.05), CBX8 &Ea M /Ii%:\éﬂéh)\ 61 7 Bk, RKMMAN 5] F & F, CBXS
FEaO M kA Far R KT R KRN CH  ABER AZFAHARR, ZFJALITFEL (P
0.05), FTE&EMBEZMEFTES 1ooA,$F1&4ﬂémA N EHERLRXBANTIBEE, LLEHR
36.61%, WAL R KZ MBHA AAE L A2 FLHE LA CBXS mRNA . miR-203a-3p K F &, £ 7
HARTFENLP<0.05), 2 HE Logistic WP ERE T, LB RKRE=3 cm MBI B % X .CBXS
mRNA RAKRFAZH AALBERX AAZFAATENRBELRE L LG EKRRE F (P<0.05),miR-203a-3p
REKTFHSZATEMBEFRELLARPHE(P<0.05), &Fit T EMNBAL P miR-203a-3p k&K
P Bf,CBX8 mRNA £ A KFA &, 5 W6 KBRERFIEL L L EWML, TRAE N T F B 5 B AR IRE 4
AR EY .

KR T EMNAE; o RNA-203a-3p; FEKRLEESEES; TE; HMEAKR

FEESFE S R737.33;R446. 6 XEKARER A MERS:1672-9455(2024)20-2958-07

Expression levels and clinical significance of miR-203a-3p and CBX8 in uterine leiomyoma”
CHEN Xiaolan ,LEI Xia,PI Fali
Department of Obstetrics and Gynecology s Dongxing District People’s Hospital of
Neijiang s Neijiang s Sichuan 641100,China
Abstract: Objective To investigate the expression levels and clinical significance of microRNA (miR)-
203a-3p and chromosome binding protein 8 (CBX8) in uterine leiomyoma. Methods A total of 112 patients
with uterine lelomyoma admitted to the hospital from June 2019 to June 2021 were selected as the research ob-
jects. The expression levels of miR-203a-3p and CBXS8 in uterine leiomyoma tissues and adjacent leiomyoma

tissues were detected by real-time fluorescence quantitative polymerase chain reaction,and the expression of
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CBXS8 protein was detected by immunohistochemistry. According to the median expression of miR-203a-3p in
uterine leiomyoma tissues,the patients with uterine leiomyoma were divided into miR-203a-3p low expression
group and miR-203a-3p high expression group. According to the score of CBX8 protein immunohistochemical
staining in uterine leiomyoma tissues,the patients with uterine fibroids were divided into CBX8 protein nega-
tive expression group and CBX8 protein positive expression group. The Targeting relationship between miR-
203a-3p and CBX8 mRNA was queried in the Targetscan database. A total of 112 patients with uterine fibroids
were followed up for 2 years after operation. According to the follow-up results,the patients were divided into
recurrence group and non-recurrence group. Pearson correlation was used to analyze the correlation between
the expression levels of miR-203a-3p and CBX8 mRNA in uterine leiomyoma tissue. Multivariate Logistic re-
gression was used to analyze the influencing factors of postoperative recurrence of uterine fibroids.
Results The expression level of miR-203a-3p in uterine leiomyoma tissues was significantly lower than that in
adjacent lelomyoma tissues,and the expression level of CBX8 was significantly higher than that in adjacent
leiomyoma tissues,and the differences were statistically significant (P<C0. 05). The positive rate of protein in
CBXS8 (45.54%,51/112) was significantly higher than that in adjacent leiomyoma tissues (21.43% ,24/112),
and the difference was statistically significant (X*= 14,613, P <(0. 05). Pearson correlation analysis showed
that the expression levels of miR-203a-3p and CBX8 mRNA in uterine leiomyoma tissues were negatively cor-
related (r=—0. 562, P<{0. 05). Targetscan database search results showed that there were specific binding
sites between miR-203a-3p and CBXS8. Fifty-six patients were included in the miR-203a-3p low expression
group and high expression group. There were significant differences between the miR-203a-3p low expression
group and the high expression group in the maximum diameter of tumor,the number of fibroids,reproductive
tract inflammation,and menstrual disorder (P <C0. 05). There were 61 patients in the CBX8 protein negative
expression group and 51 patients in the CBX8 protein positive expression group. There were significant differ-
ences in the maximum diameter of tumor,the number of fibroids,the incidence of genital tract inflammation,
and menstrual disorder between CBX8 negative expression group and CBX8 positive expression group (P <
0.05). The follow-up rate of patients with uterine fibroids was 100%. There were 41 patients in the postopera-
tive recurrence group and 71 patients in the non-recurrence group,and the recurrence rate was 36. 61%. There
were significant differences in the maximum diameter of fibroids,the number of fibroids,reproductive tract in-
flammation, menstrual disorder, the levels of CBX8 mRNA and miR-203a-3p between the two groups (P <
0. 05). Multivariate Logistic regression analysis showed that the maximum diameter of leiomyoma = 3cm,
multiple leiomyoma, increased expression of CBX8 mRNA, reproductive tract inflammation, and menstrual
disorder were risk factors for postoperative recurrence of uterine leiomyoma patients (P <{0. 05). The in-
creased expression level of miR-203a-3p was a protective factor for postoperative recurrence in patients with u-
terine leiomyoma (P <C0. 05). Conclusion The decreased expression level of miR-203a-3p and increased expression
level of CBX8 mRNA in uterine leiomyoma tissues are closely related to the clinicopathological characteristics and re-
currence, which may be used as a marker for the diagnosis and prognosis evaluation of uterine leiomyoma.

Key words: uterine fibroid; microRNA-203a-3p; chromosome binding protein 8; prognosis; corre-

lation
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