Acta Universitatis Medicinalis Anhui 2020 Aug; 55( 8)

* 1275 -

12020 -7 -159:02

DNA

DNA o
2 ml
DNA Illumina DNA
DNA GSE56553 96
o DNA
1 493
923
570 GO KEGG
TNF.GNBI
PIK3R1.CDC5L.IL40.CD44 24 B
DNA
; DNA ; i GO/KEGG
R 562.2
A 1000 — 1492( 2020) 08 — 1275 - 05

doi: 10. 19405 /j. enki. issn1000 - 1492.2020. 08. 025

( :1608085MH191)

230022

E-mail:

wangjiong7286@ 163. com

“https: / /kns. enki. net/kems/detail /34. 1065. R. 20200713. 1200. 025. html

DNA N N
miRNA . 2
DNA
GSE56553 96
DNA
1
1.1 2018 8 ~2019
2 ml 3 .
GSE56553 96 [llumina
DNA 24
72
1.2 PureLink Genomic DNA
Mini KIT ;
N + Hyb Chambers ~ Hyb
Chamber inserts Illumina 0
1.3
1.3.1

that of group QA and group QD was lower than group QB; the stillbirth of group QB.QC and QD was lower than

that of group QA group QD was lower than group QB; the neonatal mortality rate of group QD was lower than that

of group QA and QB; the survival rate of newborns in group QB.QC and QD was higher than that of group QA

group QD was higher than group QB the difference was statistically significant( P <0. 05) .

Conclusion (1) Pa-

tients should be strictly selected and expectant treatment should not be given blindly; (2) For patients with stable

condition expectant treatment should be carried out under strict supervision to improve neonatal outcome. Howev—

er whether expectant treatment should be given to patients under 28 weeks needs further study.
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Detection and clinical significance of DNA

methylation in peripheral blood of asthmatic patients
Zhang Lulu Wang Jiong
( Dept of Geriatric Respiratory and Critical Care Medicine
The First Affiliated Hospital of Anhui Medical University Hefei 230022)

Abstract Objective To investigate the differences of genomic DNA methylation in peripheral blood between asth—
matic patients and healthy controls and its clinical significance. Methods 2 ml peripheral blood were collected
from patients with acute exacerbation of asthma and healthy controls. After extracting peripheral blood DNA the
whole genome DNA methylation was detected by Illumina DNA methylation gene chip and they were intersected
with the 96 gene chip data samples in the download GSE56553 data set then they were performed biological analy—
sis on the functional pathways of different genes. Results There was a statistically significant difference in periph—
eral blood genomic DNA methylation between patients with asthma and healthy people. 1 493 differential genes
were found of which 923 were methylation-up-regulated genes and 570 were methylationreduced genes. The differ—
ential genes obtained by functional enrichment analysis of GO and KEGG pathways were mainly involved in the
processes of the regulation of synaptic signaling muscle contraction and cell adhesion. By constructing the gene
interaction network TNF GNB1 PIK3R1 CDC5L ILH0 CD44 and other 24 key genes were screened. Con—
clusion Differences in genomic DNA methylation between peripheral blood and healthy controls are statistically
significant and these differences may be the main causes of initiation and progression of asthma. The use of bioin—
formatics methods to screen out the key genes and signaling pathways in the development of asthma can provide new
targets and strategies for asthma treatment.
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