CPABHEHME TPAHCKPUIITOMHBIX ITPO®UJIEM, TIOJIYYEHHBIX METOJAMM PHK-
CEKBEHHMPOBAHMA U MUKPOYUIIOBOI'O AHAJIM3A, JJIA KOHTPOJIA KAYECTBA
KJIETOYHBIX JIUHUI

[Taceko A.FO., MuxkprokoBa A.A., AcradweBa S.P., 'anno6una M.II., 3aituenko /.M., MockoBiieB
AA.

WuctutyT 001me# matonoruu u naropusuonorun, Mocksa, Poccus, alexihox@gmail.com

RNA-seq 1 MUKpOUUTIBI IIUPOKO MPUMEHSIOTCS Uil aHAJIM3a YKCIIPECCHH T€HOB, HO UX CPAaBHEHHE
OCIIOKHAETCs paznuuusiMu B muiatgopmax. Lleanb padorbl — kpoccruiarhopMeHHOE CpaBHEHHE
TPAHCKPUIITOMOB JJIsi BBISABICHUS OWONOTHYECKU 3HAYUMBIX Pa3IUYUi MEXIYy HE3aBUCHUMBIMU
KYJIbTYypaMUy OJHOM KJIETOYHOM JIMHUH.

Marepuasabsl U Meroabl: PaGora nposeneHa Ha kierounblx JuHuAX SCOV-3 u OVCAR-3.
JlaboparopHbie TaHHBIE MUKPOYHIIOB MOTy4YeHbl Ha miaTdopme Affymetrix HTA-2.0, Tpanckpuntom
Ha ocHoBaHuM RNA-seq momyden wu3 0asel Cancer Cell Line Encyclopedia. Ot6op
muddepeHIraIbHO SKCIPEecCUpoBaHHbIX reHoB (/I317) mpoBoamics mo MeTpuKkaMm, OCHOBAaHHBIX Ha
pPaH)XMPOBAaHMM TEHOB 10 OKCIPECCHH. Anamm3 oborameHus — 10 (QyHKIMOHATBHON
NPUHAUISKHOCTH TonydeHHbIXx J[OI. JIns wuckiroueHuss MeXIuiar(OpMEHHBIX apTe(akToB
NpoBe/leHa BalWJallMsg Ha STAJOHHBIX JaHHBIX, I[Jl€ OJHA KyJbTypa HCCleloBajliach 000MMHU
METOJIaMH.

Pesyabrarel: B naboparopHbIX KyabTypax oOOHapykeHa, C YacCTUYHBIM HEPEKPHITHEM,
THIIEPAIKCIIPECCHS TE€HOB, ACCOLIMMPOBAHHBIX C OHTOJIOTUAMU KJIETOYHOTO cTapeHus. CTaTUCTUYECKH
3HAYMMBIX THIOIKCIPECCUPOBAHHBIX OHTOJOIMH HE OBLIO BBISBIECHO. AHAIN3 ATAJOHHBIX JaHHBIX
nmokaszanm oTcyTcTBue mnepecedeHus JIOIT ¢ HammMu - pe3ynapTaraMu, YTO  UCKIIOYAeT
MEXIUTaT(OPMEHHYIO 00YCIOBICHHOCTh MOCIENHUX. TakuM 00pa3oM, IPOTECTUPOBAH MOIXOA LIS
aHaJu3a TeTepOreHHbIX JaHHbIX, CoueTaromuii MUKpounnsl 1 RNA-seq, 4To akTyalnbHO B YCIOBHSIX
pocTa UCIOJIb30BaHMUsI TPAHCKPUIITOMHBIX PECYpPCOB, M JJs HCCIEIOBAHUNH C OrpaHUYEHHBIM
OIOIIKETOM.

dunancupoBanme: lccrenoBaHue BBIMOTHEHO TpH (puHAHCOBOW moaaepkke DoHIAa HaydHO-
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COMPARISON OF TRANSCRIPTOME PROFILES OBTAINED BY RNA-SEQUENCING AND
MICROARRAY ANALYSIS FOR QUALITY CONTROL OF CELL LINES
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M., Moskovtsev Alexey A.
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RNA-seq and microarrays are widely used for gene expression analysis, but their comparison is
complicated by platform-specific differences. This study aimed to perform a cross-platform
comparison of transcriptomes to identify biologically significant differences between independently
cultured populations of the same cell line.

Materials and Methods: The study was conducted on SCOV-3 and OVCAR-3 cell lines. Microarray
data were obtained using the Affymetrix HTA-2.0 platform, while RN A-seq transcriptome data were
retrieved from the Cancer Cell Line Encyclopedia. Differentially expressed genes (DEGs) were
identified using expression-based ranking metrics. Enrichment analysis was performed based on the
functional categories of the identified DEGs. To eliminate platform-specific artifacts, validation was
conducted using reference data, where the same culture was analyzed by both methods.

Results: Laboratory cultures exhibited hyperexpression of genes associated with cellular senescence
ontologies, with partial overlap between datasets. No statistically significant hypoexpressed
ontologies were identified. Analysis of reference data showed no overlap of DEGs with our results,
ruling out platform-driven effects. Thus, an approach was tested for analyzing heterogeneous data by
integrating microarray and RNA-seq platforms, which is relevant given the growing use of
transcriptomic resources and for studies with limited budgets.

Funding: The reported study was funded by Foundation for Scientific and Technological
Development of Yugra, project number Ne 2024-108-05.



