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duHannsauma matepmrana 4aa ctaTbM B }KypHan «brnotexHonorma»
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Puc. 1. (a) MoHUTOpUHI B peanbHOM BpemeHn depponToTUYecKon rmbenn B KOHTpPoAbHbIX (sh-LUC) knetok MDA-MB-231
(cheBa) U Knetok ¢ HokaayHom ELOVL5 (cnpaBa) € MCNOAb30BAaHMEM CUCTEMbI aHanM3a XMBbIX KneToK IncuCyte® S3
(Sartorius, CLUA). KneTkn, obpaboTtaHHble 5 MKM 3spactuHa wu/mam 0.5 mMKM deppoctatmHa-1, MHKybuposanu c
npenapatammn B TeyeHne 48 4. DKCNEepPMMEHT NPOBOAUAMN TPU pas3a C MNATbIO TEXHMYECKMMM NOBTOPaMK B Karkaom. (6)
MwukpodoTtorpadpumn knetok MDA-MB-231 yepes 24 yaca MHKybauum c npenapatamu. AnnHa otpeska macwtaba — 400 mKm.



durHanM3auma matepmrana ana cCTaTbM B XKypHan «bnotexHonormsa»

['eHBI C TTOBBILLIEHHOMN IKCIIPECCUeEn ['eHbI CO CHUIKEHHOW SKCIIPECCUEN
147 304 971 226 290 962
ELOVLS ELOVLS
LUC LUC

Puc. 2. Aunarpammbl BeHHa, nokasbiBatowme obuiee Konmnyectso aAndpdepeHuranbHO 3KCNPEeCcCUPYEMbIX FTeHOB B
KOHTPO/bHOM KneTo4yHon nnHnum MDA-MB-231 (sh-LUC) u B KneTkax ¢ HokaayHOM reHa ELOVL5, 3Ha4MMO CHU3UBLLNX
WM NOBbLICMBLLNX CBOIO 3KCNpeccuto nocsie o06paboTkn 5 MKM 3pacTHa NO CPaBHEHMIO C KOHTPO/IbHbIMW YCNOBUAMMN.



duHann3auma matepmana gaa ctaTby B XKypHaa «bnotexHonormsa»

LUC nocne o6paboTku 3pacTMHOM NO CPAaBHEHUIO C KOHTPONem
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Puc. 3. Hanbonee oboraueHHble Habopbl reHoB nocae 06pPaboTKM KOHTPONbHbLIX KneTtok MDA-MB-231 (sh-LUC) 5 mkM
apacTuHa. *Mpumedanme: padj — CKOPPEKTUPOBAHHOE 3HAYEHNE P-YPOBHA 3HAYNMMOCTH



duHann3auma matepmana gaa ctaTby B XKypHaa «bnotexHonormsa»

ELOVLS nocne o6paboTku 3pacTMHOM NO CPaBHEHUIO C KOHTPOMEM
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REACTIVE_OXYGEN_SPECIES_PATHWAY
MTORC1_SIGNALING

HYPOXIA
XENOBIOTIC_METABOLISM
P53_PATHWAY
IL6_JAK_STAT3_SIGNALING
COMPLEMENT
IL2_STATS_SIGNALING
UV_RESPONSE_UP
HEME_METABOLISM
EPITHELIAL_ MESENCHYMAL TRANSITION
ESTROGEN_RESPONSE_EARLY
UV_RESPONSE_DN

APOPTOSIS
TGF_BETA_SIGNALING
ESTROGEN_RESPONSE_LATE
INTERFERON_GAMMA_RESPONSE
INFLAMMATORY RESPONSE
HEDGEHOG_SIGNALING
ALLOGRAFT_REJECTION
PI3K_AKT_MTOR_SIGNALING
NOTCH_SIGNALING
PROTEIN_SECRETION
WNT_BETA_CATENIN_SIGNALING
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Puc. 4. Hanbonee oborauieHHbie Habopbl reHoB nocne o0bpaboTku kKnetok MDA-MB-231 ¢ HokagayHom ELOVL5 5 mKM 3pacTtuH
*MpnmeyaHune: padj — CKOPPEKTUPOBAHHOE 3HAYEHUE P-YPOBHA 3HAUYMMOCTU
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duHann3auma matepmana gaa ctaTby B XKypHaa «bnotexHonormsa»

m
I

179,77 8,9E-286
49,87 7,0E-27
31,78 4,1E-66
29,86 9,2E-141
29,24 1,0E-68
22,32 5,4E-240
20,97 1,3E-12
18,13 5,2E-22
16,56 2,7E-29
12,55 5,3E-82
12,13 1,2E-77
11,88 2,8E-44
11,79 1,6E10-144
10,85 9,1E-10
10,48 5,9E-147
10,20 4,1E-84
10,20 1,8E-18
9,85 3,3E-94
9,65 6,7E-08
9,19 9,4E-22

Heme oxygenase 1

Activity regulated cytoskeleton
associated protein

Activating transcription factor 3

Heat shock protein family A (Hsp70)
member 1A

Fos proto-oncogene, AP-1
transcription factor subunit

Heat shock protein family A (Hsp70)
member 1B

Semaphorin 4A

Nuclear receptor subfamily 4 group
A member 1

Heat shock protein family A (Hsp70)
member 6

Early growth response 1
TNF superfamily member 9

EP300 interacting inhibitor of
differentiation 3

Solute carrier family 7 member 11
NmrA Like Redox Sensor 2

Prostaglandin-endoperoxide
synthase 2

ChaC glutathione specific gamma-
glutamylcyclotransferase 1

FosB proto-oncogene, AP-1
transcription factor subunit

Sestrin 2
RNA, 7SL, Cytoplasmic 472
SLC7A11 Antisense RNA 1



PurHanM3auma matepmrana asaa crtaTbM B }KypHaa «bnotexHonorna»
[TpunoxXeHue
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-6,59 2,7E-68 BCL3 transcription coactivator

-6,15 8,2E-31 Atonal bHLH transcription factor 8
-5,74 1,9E-25 Pyrimidinergic receptor P2Y6
“ -5,17 5,4E-07 Dehydrogenase/reductase 3

-4,99 6,3E-66 Lipase G, endothelial type

-4,63 2,8E-43 H3 clustered histone 12

4,56 1,2€-111 H2A clustered histone 4

4,32 7,2E-62 Inhibitor of DNA binding 1

-4,32 5,7E-44 H2B clustered histone 14

-4,20 2,3E-42 Guanylate binding protein 4
. e | 4,17 8,4E-71 Endoglin

-4,14 1,7E-16 Thiol Methyltransferase 1A

4,08 5,5-21 SLCO4A1 Antisense RNA 1

-4,08 4,5E-22 Proprotein convertase subtilisin/kexin type 9
“ -4,03 1,1E-11 Mitogen-activated protein kinase kinase 6
“ -3,97 1,1E-106 Kinesin family member 20A

-3,97 1,9E-42 Spectrin beta, erythrocytic

-3,97 2,6E-24 Adenosine Al receptor

-3,94 7,2E-10 RAB17, member RAS oncogene family
3,86 1,9E-14 TNF superfamily member 10



duHann3auma matepmana gaa ctaTby B XKypHaa «bnotexHonormsa»

|_ren lrFclpagi]l ________ Onncawne |

[TpunoxXeHue

m -3,12 8,142E— Olfactory receptor family 2 subfamily M member 3
| res | Fc| padj | Onucamme | 290 20 T el receptor alpha constant
m 31,28 5,7E-49 Heat shock protein family A (Hsp70) member 6 e 3,242E- H3 clustered histone 13
m 21,18 7,8E-63 Heme oxygenase 1 =

X m -2,66 Olfactory receptor family 2 subfamily M member 4
PAPPA2 8,42 7,3E-20 Pappalysin 2 07
el . e ChaC glutathione specific gamma- -2,62 8’::- Neuralized E3 ubiquitin protein ligase 1B
g|Utamy|cyd0tranSferase 1 -2,60 2'::_ Serine palmitoyltransferase small subunit B
DEIPR 784 14643 Adrenomedullin 2
L. -2,59 1,6E- $100 calcium binding protein A4
CTH 5,98 1,1E-38 Cystathionine gamma-lyase 15
FTH1 5'83 9’4E_35 Ferritin heavy chain 1 -2,57 5'27;_ Mitotically Associated Long Non-Coding RNA
SLC7A11 5,25 1,5E-29 Solute carrier family 7 member 11 m 255 6'(;565' Neuromedin U
m 4,99 3,0E-11 Argininosuccinate synthase 1 2 6E-
(130 1¥/ W -2,55 '07 Methyltransferase like 7A
HSPA1A 4,83 6,7E-14 Heat shock protein family A (Hsp70) member 1A m 251 2,0585- P —
SLC6A9 4,70 1,3E-38 Solute carrier family 6 member 9 2,48 5’15:' Centromere protein A
SLC7A11-AS1 4,48 3,3E-12 SLC7A11 Antisense RNA 1 2 1E-
m -2,47 IOG Myelin protein zero like 2
4,41 9,5E-30 Sestrin 2
| acox2 [BY R Acyl-CoA oxidase 2
DT 427 65807 Inhibin subunit beta E A o cyl-CoA oxidase
m 4,25 8,0E-25 Jun dimerization protein 2 2,44 9’:;' PIF1 5'-to-3' DNA helicase
GDF15 4,23 5,8E-30 Growth differentiation factor 15 23 4,131E- ———
HSPA1B 4,05 2,5E-13 Heat shock protein family A (Hsp70) member 1B 2,38 1’08:' Terminal nucleotidyltransferase 5C
SLC16A1 3,90 1,6E-10 Solute carrier family 16 member 1 2,38 2'::' Solute carrier family 40 member 1
VIT-NDAL 388 66612 Mitocho?drially encoded NADH:u.biquinone . 3;17E- 14 clustered histone 2
oxidoreductase core subunit 4L e
m 3,83 1,5E-08 Asparagine synthetase (glutamine-hydrolyzing) 230 H2A clustered histone 4



duHann3auma matepmana gaa ctaTby B XKypHaa «bnotexHonormsa»

L ren FC padl L Qwcawe ________M res | FC | padi | Ommcamme
122,82 2,6E-114 Erythrocyte membrane protein band 4.1 like 3 SORCS2 77,76 2 1E-24 Sortilin related VPS10 dozmain containing receptor
39,03 3,0e-22 Colony stimulating factor 3 COL18A1 -59,92 1,6E-262 Collagen type XVIll alpha 1 chain
30,91  1,0E-62 Transmembrane serine protease 15 m -56,73 7,6E-53 Fibromodulin
30,04 2,0E-16 Fibroblast growth factor 13 COL6A2 -53,67 8,5E-34 Collagen type VI alpha 2 chain
LYPD6B -51,26 4,3E-88 LY6/PLAUR domain containing 6B
29,02 9,8E-25 Multiple C2 and transmembrane domain containing 2 L1CAM 45,61 2,8E-44 L1 cell adhesion molecule
26,99 1,5E-13 Leucine rich repeat and fibronectin type Il domain containing 5 m 43,40 21E-23 Elkanyorch AnaErenlelonEation facer A a2
24,94 45E-11 Protocadherin 17 G protein-coupled receptor class C group 5
o GPRC5C -30,05 1,3E-32 2 # 2 i
23,07 1,7E-11 Angiomotin member C
23,01 1,6E-14 Long Intergenic Non-Protein Coding RNA 2582 | vEGFs  [EERPERT 2E=E ulidple EEL- lee dommas &
COL6A1 -20,00 1,1E-278 Collagen type VI alpha 1 chain
cee [l C-C motif chemokine ligand 2 SLC12A7 -19,82 8,7E-91 Solute carrier family 12 member 7
- i Solute carrier organic anion transporter famil
22,81 1,8E-148 FKBP prolyl isomerase 10 SLCO2A1 117,60 4.7E-62 g p y
member 2A1
21,03 1,6E-24 Cholinergic receptor muscarinic 3
LINC02053 -14,59 8,2E-09 Long Intergenic Non-Protein Coding RNA 2053
18,13 6,9E-34 Complement C3
LRP3 -14,21 3,4E-09 LDL receptor related protein 3
17,05  3,9E-18 Contactin 5 | RNF165 VKT 1,1E-08 Ring finger protein 165
H[\[eipX:IFW 16,95  6,0E-27 Long Intergenic Non-Protein Coding RNA 2864 SLC47A1 -14,04 5,6E-13 Solute carrier family 47 member 1
CEMIP -13,74 1,7E-249 Cell migration inducing hyaluronidase 1
EPHA7 16,06 3,5E-11 EPH receptor A7 | like oh h 4
Calcineurin like phosphoesterase domain
15,77  6,9E-14 Ret finger protein like 4A Gl -13,29 2,1E-15 containing 1
m 1484  34E23 Forkhead box AL EGLN3 -12,80 4,7E-65 Egl-9 family hypoxia inducible factor 3
BTG2 -12,53 4,1E-33 BTG anti-proliferation factor 2
13,75 2,3E-10 G protein subunit gamma transducin 2
13,60 2,6E-10 Long Intergenic Non-Protein Coding RNA 2732




