-,y .

S 20 * 1Ee

202344 A 528 a4

3L 5F 5 B F 4R B 441 BT /5 M0 50 i miRNA 053 52

FRE A #H FETR

# E BN SWAT T TSNS MSNB AR miRNA 227 £k, A FRRERAT T T4, 50 14
PSRBT AT b . R O R AR A A A AR T AT M B miRNA R B A U 4 AR R S 9 AR R P miRNA YR A
B IGAIE 25 B AR miRNA TN R IE B 9EAT GO 20 M fl KEGG i B HIShRE /0T, @R TERIMEFI ML FLF F 86T 40 )i
B AR IR A e R 215 A4S 25 53 KA A9 miRNA , Je Al 2 A9 KEGG 3 % FoxO \Ras Fll MAPK 2815 5l 1 . GO 4 TR 45 £ 41 il A= 4
MR B MEHMIBERENIRE, &k LA T8 T HIR LTS MG miRNA 7T 68 <3 2 08 45 5 78 T ) 43 Ak i 72, 8 F
BEAEE AL T IR KA

FEWR A FMTAHE R ARE L SN 4 RNA
FES%ES RTS8 XHkFRIRAD A DOI 10.11969/j. issn. 1673-548X.2023. 04. 020

Screening of Exosome MiRNA Before and After Differentiation of Stem Cells from Human Exfoliated Deciduous Teeth. HUANG Yanhua,
LIU Shu, LI Yanfeng. Department of Stomatology, Women's Hospital of Nanjing Medical University, Nanjing Maternity and Child Health
Care Hospital, Jiangsu 210004, China

Abstract

Objective  To analyze the miRNA differential expression profiles in exosomes before and after differentiation of stem

cells from human exfoliated deciduous teeth. Methods Stem cells from human exfoliated deciduous teeth were primary extracted and dif-
ferentiated in mineralization induction medium. The exosome was purified and identified by ultrafast centrifugal method. MiRNA expres-
sion profiles in exosome before and after differentiation were detected by miRNA gene chip, the differentially expressed miRNA were veri-
fied, their target genes were further predicted by databases. Then, the overlapping targets were subjected to functional analyses of Gene
Ontology (GO) terms and Kyoto Encyclopaedia of Genes and Genomes ( KEGG) pathways. Results A total of 215 differentially ex-
pressed miRNA were found between undifferentiated and differentiated stem cells from human exfoliated deciduous teeth, the most relevant
KEGG pathways were FoxO, Ras, MAPK signaling pathway and so on. GO analysis includes the multicellular organism development and
regulation of anatomical structure morphogenesis and so on. Conclusion The exosome miRNA may participate in the regulation of odonto-
genic differentiation before and after the differentiation of stem cells from human exfoliated deciduous teeth, which provides a theoretical
basis for dental pulp repair.
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