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Bioinformatics screening of long chain non coding RNA associated with osteoarthritis

Huimin Jing, Meihua Bao

Changsha Medical University

[ Abstract] Objective To analyze and screen long non coding RNA (IncRNA) related to osteoarthritis (OA)
by bioinformatics, and provide a new target for OA treatment. Methods Using the GEOZ2R tool in the
high-throughput gene expression omnibus (GEQO) database, we screened the differentially expressed IncCRNAs
related to OA in the dataset GSE175962. Results After analysis, three INCRNAs with significant difference in OA
patients were screened. These three kinds of IncRNAs mainly affect the mitogen activated protein kinase (MAPK)
signal pathway and the expression of tetrahydrobiopterin (BH4), which is closely related to inflammation.
Conclusion This study reveals the expression characteristics of INCRNA in patients with OA, and the results will
provide a new target for precise treatment of OA.

[ Keywords] osteoarthritis; Long strand non coding RNA; Bioinformatics Analysis
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FJFH NCBI (National Center for Biotechnology
Information) P& N GEO i (http://www.
nchi.nlm.nih.gov/geo/) N %k Affymetrix &5 F £ 4
GSE175962, AL L 6 A, Hr 3 4
FIE OAFEA, 3BT HRAFEA . FEAFEMT:
PRI TPUR B, S0 AE 40-60 % 2 1A].

12 2R AR TRk

FIF GEO ¥u¥i e i) GEO2R T H., xi¥isE
GSE175962 1] INCRNA AT /M ik o i bnite: L
0gFC>2.0, adj.P<0.05.

2 R

JLhfikH 57 4 DEGs, £ Eifis Rk
ST = INCRNA W3R 1. #0725 08, 4558
RoRATEE OA 205 %f RE4H i e 15 21 1) 57 ANER, 3
IR 43 A, (RFRIAAH 14 4, X ERIEF L
#lkE ("1, T LogFC>2.0, adj.P<0.05 fx
e, Hpg—ARE—-NEE, g2t AEER,
WA NRRIE, BESANLEHEZERRE.

RINEZFLFASEETEANERERSR

ID adj.P.val logFC ACC GENE.DESCRIPTION
ASHG19LNC1A100016050V5  0.00437 2.71963367  ENST00000579045 novel transcript
ASHG19LNC1A100048564V5 0.00759 2.6327888 ENST00000608721 novel transcript, antisense to MAP3K4

testis expressed 41 [Source:HGNC
ASHG19LNC1A107565805V5  0.00268 2.62166733  ENST00000596034
Symbol;Acc:HGNC:48667]
GTP cyclohydrolase 1 [Source:HGNC
ASHG19LNC1A106179998V5  0.03473 -3.3126674  ENST00000395521
Symbol;Acc:HGNC:4193]
GTP cyclohydrolase 1 [Source:HGNC
ASHG19LNC1A105032222V5  0.02953  -3.43174043  ENST00000254299
Symbol;Acc:HGNC:4193]
USP30 antisense RNA 1 [Source:HGNC
ASHG19LNC1A100011710V5  0.03278  -3.89040857  ENST00000478808

Symbol;Acc:HGNC:40909]

GSE175962: control vs OA

-log10(Pvalue)

Padj<0.05
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+ up
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log2ifold change)
1 EEREXNLE
Elb5: Bl Log2FC, #\Hh: logoadj.p.Val, fERAAR—AIER, WEOIRKRERER, AENRRIEIER, BONRAHZERRIERZER
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