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Despite recent advancements, glioma prognosis remains poor,
with a median survival of 15 months with a high relapse rate.
Thus, the current study aimed to shed light on identifying
prospective candidate hub genes as potential biomarkers
related to the pathogenesis of gliomas. The integrative
pipeline, including quality control, normalization, princi-
pal component analysis (PCA), and immunohistochemistry,
identified differentially expressed genes (DEGs), which we-
re then validated. Gene ontology (GO) and KEGG pathway
analysis were utilized to functionally elucidate the hub
genes. Interestingly, the present study identified novel hub
genes such as TP53, SRC, UBA52, UBB, and CDKI. Of
note, ours is the first report on the UBAS52 and UBB which
unveils the use of these hub genes as potential biomarkers.
These genes were mainly involved in crucial oncological
pathways that annotated their resemblance with glioma.
Finally, potential candidate drugs were predicted against
three key gene targets, namely TP53, SRC and CDK]1, using
the DGIdb database to manage glioblastoma effectively.
Indeed, we believe that the exploration of UBB and
UBAS52 would present exciting opportunities for scientific
advancement in the field of glioma treatment strategy.
Overall, the results from our study provide a new avenue
for the precise understanding of prognostic and diagnostic
biomarkers that could serve as specific therapeutic targets
for averting gliomagenesis in the near future.

Key words: glioma WHO grades, differential gene expres-
sion, hub genes, protein interaction networks, drug-gene
inferaction.
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TPAHCKPUIITOMHOTO IMTPO®ITIOBAHHA

Ilonpu HemomaBHI HAyKOBi HOCATHEHHSI, IIPOTHO3Y-
BaHHS IJIIOMU 3aJMIIAETbCSI Ha HU3BKOMY PiBHi,
cepelHiil TepMiH BMXKMBAHHSI CTAHOBUTH 15 MicsliB, a
yacToTa PeLUAUBIB € BUCOKOI. TOMy METOIO JaHOIO
JIOCITiIKeHHs OyJIO MPOJUTHU CBITJIO Ha imeHTUdIKaIlil0
MOTEHILIIMHUX BY3JIOBUX TeHIB (IeHiB-XaliB) K MOX-
JIMBUX OioMapKepiB, MOB’SI3aHUX i3 MATOT€HE30M LJIiOM.
IaTerpatuBHMI MigXid, 110 OXOIMMUB KOHTPOJb SIKOCTI,
HOpMaJIi3alito, aHaji3 rooBHUX KoMroHeHTiB (PCA) Ta
IMYHOTICTOXiMil0, JO3BOJUB imeHTU(DiKyBaT! ITudepeH-
uitHo excnpecoBaHi renu (DEQG), gxi motim Oynu
BastigoBaHi. 151 (yHKIIOHATBHOTO MOCTIIKEHHST BY3-
JIOBUX Te€HIiB OyJl0 BHUKOPMCTAHO TE€HHY OHTOJIOTiIO
(GO) ra anani3 usxie KEGG. LikaBum € Toit axr,
10 B IIbOMY MOCIHIiIXKEeHHi OyJio ineHTH(hiKOBaHO HOBI
By3JIoBi reHmu, 3okpema, TP53, SRC, UBA52, UBB Ta
CDKI1. Bapro 3a3HaumTi, IO HAaIlle JOCITIIKEHHS €
nepiuumM 3BiToM 1po UBAS2 ta UBB, sikuii po3kpuBae
BUKOPMCTAHHSI 1IMX BY3JIOBUX T€HIiB SIK TOTCHLIiIHUX
G6iomapkepiB. Lli reHn Oy1u B OCHOBHOMY 3ajly4yeHi IO
BAXJIMBUX OHKOJIOTIYHUX LLISXiB, IO MiATBEPIXKYBAIO
iX CXOXiCTh 3 TJIiOMOI0. 3pelITol, 3a JOMOMOro 0Oa-
3u gaHux DGIdb Oyno nepeadauyeHoO MOTEHLMHI JTi-
KapchKi mpemnapaTt 1isl epeKTUBHOTO JIiIKyBaHHS TJIio-
0G;1acTOMM, CIIPSIMOBaHI Ha TPM KJIIOYOBiI '€HETUYHi Mi-
meni, a came TP53, SRC ta CDK1. Mu BBaxaemo,
o pochimkeHHss UBB ta UBAS?2 Bigkpue 3axoruiooui
MOXJIMBOCTI JIJIsS1 HAYKOBOI'O IIPOIPecy B rajysi cTparerii
JIIKyBaHHS IJIioMHU. 3arajoM, pe3yJabTaTH HAIllOro J0C-
JIIKeHHST BiIKpHUBalOTh HOBi MHEPCIIEKTUBU IJIS TOY-
HOTO PO3YMiHHSI IIPOTHOCTUYHUX Ta MIarHOCTUYHUX 0io-
MapKepiB, SIKi MOXYTb CIYIyBaT KOHKPETHHUMHU Tepa-
MEBTUYHUMHU MIIICHSIMU JJISI 3aI100iraHHsI TJlioMareHe-
3y B HAaWOJIMKYOMY MaliOyTHbOMY.

Karouosi caosa: cryneHi rimiomu 3a BOO3, nudepeH-
LiaJlbHa eKCIIpecisl TeHiB, By3JI0Bi TeHU, MepeXi B3aEMO-
Iii OLIKiB, B3a€EMOIisl «IIperapaT-TeH».
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