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Abstract: [Objective| To identify the potential long non—coding RNAs (IncRNAs) and signaling pathways involved in steroid—induced

osteonecrosis of femoral head (SONFH), and investigate their molecular mechanisms. [Methods] Microarray data (GSE123568) were down-
loaded from NCBI-GEO and analyzed using bioinformatics tools. By analyzing Differentially Expressed Genes (DEG), Kyoto Encyclopedia
of Genes and Genomes (KEGG) amplification pathways, Gene Ontology (GO), and finally identified a protein—protein interaction (PPI) net-
work and identified 3 key noncoding genes and 1 key mRNA. We further studied the co—expression profiles of mRNAs, miRNAs and In-
c¢RNAs in SONFH, established a specific competitive endogenous RNA (ceRNA) network for SONFH, analyzed immune infiltration, and ex-
plored the relationship between DEG and immune cells, finally verified with GSE26316. [Results] A total of 374 mRNAs were obtained in
the microarray, including 258 down-regulated and 116 up—regulated. Seven IncRNAs were obtained, among which C200rf197, MIR22HG
and XIST were significantly different (P<0.05). The results of biological process analysis showed that DEG was obviously enriched in in-
flammatory response. Molecular function analysis showed that DEG was significantly enriched in ubiquitin—protein transferase activity,
ubiquitin—protein ligase binding and receptor activity. Analysis of cell components showed that DEG was mainly enriched in cytoplasm.
Genes in PPI network modules were mainly enriched in the structural components of GO’s blood shadow protein—related cytoskeleton, plas-
ma membrane and cytoskeleton, while in KEGG, they were mainly enriched in toll-like receptor signaling pathways. Six key genes were
identified in this study. By analyzing the immune infiltration, it was found that SONFH tissues contained a higher proportion of CD4 primi-
tive T cells (P<0.05), and verified the expression level of FOXO3 in GSE26316 data set. [Conclusion] C200rf197, MIR22HG and XIST are
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potential markers in the pathogenesis of SONFH, and the gene axis XIST/Has—miR-217/FOX03 plays an important role in the occurrence

and development of SONFH.

Key words: steroid—induced osteonecrosis of the femoral head, long non—coding RNA, pathogenesis

& & 3k PR BE  (osteonecrosis of the femoral head,
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SONFH ZH 238 & A AR e 3G 7 CDAT 24248
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2.7 %2R AE R SR

Cendl, EP300, Foxo3. TP53 215 £ (1) 3¢ fil 3t
o, 2 F GSE26316 %% 4l % Xt Cendl. EP300,
Foxo3. TP53 MR MHATHRAE (& 3c ). X—Z5HRY
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x 1 JRPEREEFEFEBHIT GO 1 KEGC BEESHTRIAT 10 IIEELER
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(G0:0005200 structural constituent of cytoskeleton (MF) 0.000 150 23 4 EPB42, EPB41, SPTB, ANK1
G0:0005102 receptor binding (MF) 0.007 128 46 4 FCN1, HCK, TYROBP, FGL2
G0:0038187 pattern recognition receptor activity (MF) 0.017 081 39 2 FCN1, TLR8
G0:0014731 spectrin—associated cytoskeleton (CC) 0.000 026 08 3 EPB41, SPTB, ANK1
RGS18, P2RY13, CLEC12A, EPB42, PB41, LILRB2,

(G0:0005886 plasma membrane (CC) 0.000 159 27 14 TREM1, SPTB, ANK1, HCK, TYROBP, TLRS,
MS4A14,CD14
(G0:0030863 cortical cytoskeleton (CC) 0.000 213 37 3 TMODI, EPB42, EPB41
G0:0006968 cellular defense response (BP) 0.001 246 07 3 TYROBP, MNDA, LILRB2
G0:0032757positive regulation of interleukin—8production (BP) 0.001 811 19 3 FCN1, TLRS, CD14
G0:0032731 positive regulation of interleukin—1 beta production (BP) 0.001 811 19 3 TYROBP, TLRS, MNDA
hsa04620:Toll-like receptor signaling pathway 0.086 089 16 2 TLRS, CD14

PR SR IR FCAT SR e = A R T k. A
W, TR R E SIRFER AL T T 4R 3L
HIZWT LR IR A A R L, A
£ T 3 Incrna (C200rf197, MIR22HG, XIST), ¥
ITPT BEFE U R M i S IRBE Y J v R 45 1 dE AR
JH. £ LeRNA il GSE123568 1 #ililll i) mRNA HY &

By, IS TEEM mRNA , HESILHFE Si-
ing K15 A9 HUB S 17 lL#, A LncRNA XIST
5 FOXO03 ifiit Cerna MZEAHIE, HZ455] 1 DEH
&h, XIST/Has—miR-217/FOX03 A] RELE I & P Ek

IRFEIG K R i SCA R
GO /i, DEG FES 54k, HHE
BAERAE RN T E S, WEES IL-18. IL-6. IL-
17, IL-33 X, IL-33 /BN —FERAMEHE T, ©
B UE BT AT IRFE 5 ke S PR B, 72 ONFH M [H]
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