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The study of differential expression of miRNA and cell cycle regulators in invasive and non-invasive tis-
sues of pituitary adenomas

TIAN Jun,HAN Zhong-bao, YANG Liu-cai, TENG Fei-xiang, ZhANG Hu (Jiangsu Vocational College
of Medicine ,Yancheng 224000, Jiangsu ,China)

Objective To verify the expression differences of several sensitive miRNAs (137,199a) and cell cycle fac-
tors in invasive and non-invasive groups of pituitary adenomas. Methods 85 patients with pituitary adenoma were se-
lected from January 2016 to December 2021 ,including 38 invasive pituitary adenomas and 47 non-invasive pituitary adeno-
mas. qRT-PCR was used to verify the expression difference of miRNA content among different groups,and the differenti-
al expression of tumor tissue related indexes between the two groups was detected by immunohistochemistry and qRT-
PCR. Results The relative expression of miRNA137 in invasive and non-invasive pituitary tumors was (2. 95+0.11)
and (1.307£0. 08) ,and the difference between the two groups was statistically significant (F =7, 838,P<C0. 05) ; The rel-
ative expression of miRNA199a in invasive and non-invasive pituitary tumors were (0. 45+0.03) and (0. 96+0.09).the
difference between the two groups was statistically significant (F=41,031,P<C0.05). After 48 hours of transfection, the
relative expression of miRNA137 in overload group.no load group and inhibition group was (4. 92+0. 18),(2.744+0.09)
and (0. 85+ 0. 04). The relative expression of miRNA199 in overload group,no-load group and inhibition group was
(3.797£0.14),(1.93£0. 08) and (0. 7240. 06) ., There was significant difference between the two groups (P<C0. 05).
The positive rates of P21 and P27 were 31. 58% and 36. 84% , respectively. The positive rates of P21 and P27 were
36.17% and 40.43% ., There was no significant difference between groups(P >>0. 05). Conclusion The expression of
miRNA137,199a and P21,P27 were different in different groups of pituitary adenomas (invasive or non-invasive). Using
these sensitive indicators as biomarkers for clinical detection can provide a strong basis for identifying invasive pituitary

tumors,increasing drug sensitivity and being a new targeted drug for the treatment of pituitary tumors.
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