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Supplementary Figures
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Fig. S1: SaClpXP inhibitors that were tested for activity against the human ClpXP.
The chemical structures of the SaClpXP small molecule inhibitors tested in Figure Fig. 1b are shown. The structures of the small molecules 319, 334 and 339 are presented in Fig.1a.
[image: E:\x_Paper 334_modified draft 20_05\Figures Paper 334 Stand 200507\Figure S2_335.tif]
Fig. S2: 334 treatment impairs cell proliferation of HCC and breast cancer cells.
a. HCC cells show strongest inhibition of proliferation upon 334 treatment. Cell viability of HUH7 and HepG2 HCC cell lines upon 319, 334 or 335 treatment for 72 h was normalized to the DMSO treated control. Corresponding IC50 values were calculated by nonlinear regression analysis (n=3).
b. The compounds 334 and 335 inhibit proliferation of breast cancer cells. Cell viability of MDA and MCF7 breast cancer cell lines upon 319, 334 or 335 treatment for 72 h was normalized to the DMSO treated control. Corresponding IC50 values were calculated by nonlinear regression analysis (n=3).
c. 334 treatment for 16 h impairs HCC cell migration. Migration was assessed by the Boyden chamber assay. Migrated cells were stained with crystal violet, counted and normalized to the untreated control. A chamber without FCS in the outer compartment serves as negative control (- FCS) (**P<0.01, ***P<0.001, One-way ANOVA, Tukey’s Multiple Comparison Test, n=3).
d. 334 treatment impairs clonogenic growth of HCC cells. Colony count of HUH7 cells normalized to the untreated control is shown (left panels). Representative images of colonies formed by HUH7 cells pretreated with 334 for 24 h and grown in the absence of 334 for further 7 days are shown (right panel) (*P<0.05, **P<0.01, One-way ANOVA, Tukey’s Multiple Comparison Test, n=3).
[image: E:\Paper 334\Inkscape Figures\Figure S3.tif]
Fig. S3: 339 treatment prevents migration of HCC cells at non-lethal concentrations.
a. HCC cell proliferation is not impaired by 339. HUH7 cells were treated with 339 and cell viability (3 h), apoptosis (24 h) respectively cell number (72 h) were assessed as x-fold change of the untreated control (**P<0.01, One-way ANOVA, Tukey’s Multiple Comparison Test, n=3).
b. [bookmark: OLE_LINK2]339 treatment for 16 h impairs HCC cell migration. Migration of HUH7 cells was assessed by the Boyden chamber assay. Migrated cells were stained with crystal violet, counted and normalized to the DMSO treated control (*P<0.05, ***P<0.001, One-way ANOVA, Tukey’s Multiple Comparison Test, n=3).
[image: E:\Figures 334\Figure S4.tif]
Fig. S4: MS-based proteomics screen of K562 cells upon 24 h and 48 h of 334 treatment.
Significantly depleted and enriched proteins (P < 0.05; |log2(334 [10 µM]/DMSO)| > 1) identified by quantitative mass spectrometry comparing 334-treated (10 µM) to DMSO-treated K562 cells upon 
a. 24 h of treatment (Figure is related to Figure Fig. 4a)	
b. and 48 h of treatment (Figure is related to Figure Fig. 4b). 

[image: E:\new Inkscape Figures Revision\Figure S5_new.tif]
Fig. S5: 334 promotes cellular stress response and slightly affects mitochondrial localization. 
a. 334 treatment promotes diffuse mitochondrial appearance. Confocal microscopy of living MDA-MB-231 cells stained with the MitoTracker Red CMXRos dye visualizes the mitochondrial network. Cells were either treated with DMSO (control) or 334 for 24 h. Scale bars indicate 25 µm (n=3).
b. 319 and 334 slightly affect mitochondrial mass and localization. Transmission electron microscopy (TEM) displays Jurkat cells treated with 319 (20 µM), 334 (20 µM) or DMSO for 24 h (n=3).

[image: E:\new Inkscape Figures Revision\Figure S6_new.tif]
Fig. S6: Parameter calculation and FCCP titration for mitochondrial stress test.
a. Overview of parameter values, which were assessed by mitochondrial stress test on the Agilent Seahorse XF Analyzer (Figure 5f, Figure 6c, Supplementary Figure S6b online) and the equations, which were used for calculation of the respective values.
b. FCCP Titration of Jurkat, K562, CEM and HEK-WT cells. The optimal final FCCP concentration for achieving maximal OCRs is cell line dependent and is therefore determined by a FCCP titration experiment (0.25 µM, 0.5 µM, 1.0 µM, 2.0 µM, 4.0 µM). For FCCP titration, a constant oligomycin (2.5 µM) and Rotenone/ Antimycin A (0.5 µM) concentration is used as recommended by the manufacturer. Arrows (right panels) indicate the maximal spare respiratory capacity of each cell type and, thus, the FCCP concentration, which is used for further experiments (4 wells per condition, n=1).

[image: E:\new Inkscape Figures Revision\Figure S7_new.tif]
Fig. S7: Chemo-sensitization by 334 not determined by ClpX protein expression. 
a. HL-60 cells were not sensitized to anticancer therapy by low-dose 334 combination treatment. Specific cell death induced in HL-60 cells upon 334 (10 µM), etoposide (ETO) and cytarabine (CYT) treatment is shown. Cells were treated with the indicated agents alone or in combination for 48 h. Cell death was assessed by flow cytometry using Nicoletti assay. Bliss values were calculated for combined chemotherapies and values above 1.05 indicate synergism (n=3).
b. HUH7-R are sensitized by 334 towards sorafenib therapy besides low ClpX protein expression. Western blot analysis was performed for ClpX and ClpP in HUH7-WT and HUH7-R cells. ClpX and ClpP protein expression was quantified and normalized to HUH7-WT and the respective protein load (***P<0.001, t-test comparing cell types, n=3).
c. CDDO-ME re-sensitizes HUH7-R cells towards sorafenib therapy comparable to 334. Proliferation rates of HUH7-WT and HUH7-R cells within 72 h of treatment were assessed by crystal violet staining and normalized to the untreated control (right panel). Proliferation rates of vincristine and gefitinib treatment were previously shown (Meßner et al., 2020). The difference in growth rates obtained by HUH-R and HUH-WT cells was calculated and compared among treatments (left panel, see also Figure 7b) (*P<0.05, **P<0.01, ***P<0.001, One-way ANOVA, Tukey’s Multiple Comparison Test comparing concentrations, t-test comparing cell types, n=3).
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Fig. S8: Uncropped Western blots of main figures. 
a. Supplementary Figure S8a is related to Figure 2a (right panel).
b. Supplementary Figure S8b is related to Figure 2f (upper right panel).
c. Supplementary Figure S8c is related to Figure 3c.
d. Supplementary Figure S8d is related to Figure 4d.
e. Supplementary Figure S8e is related to Supplementary Figure S7b.


Supplementary Tables

Table. S1: Clinical data of patients donating diagnostic AML and ALL cells for xenotransplantation. Table is related to Figure Fig. 3.
[image: E:\new Inkscape Figures Revision\Table S1.tif] 
1when the primary AML or ALL sample was obtained; 2mutations detected by targeted re-sequencing in PDX cells; BCP, B cell precursor; 3time of passaging through mice refers to the time of sample injection until mice had to be sacrificed due to end stage leukemia; del, deletion; F, female; int., interstitial; M, male; NA, not available.


Table. S2: Depleted proteins identified by quantitative MS upon 24 h of 334 treatment (10 µM). The MS-proteomics screen compares 334-treated to DMSO-treated K562 cells. Proteins are ranked according to their x-fold change and proteins with a x-fold change ≤ -2 are shown. Supplementary Table S2 and Supplementary Table S3 are related to Figure Fig. 4a and Supplementary Fig. S4a online.
[image: ]

Table. S3: Enriched proteins identified by quantitative MS upon 24 h of 334 treatment (10 µM). Proteins are ranked according to their x-fold change and proteins with a x-fold change ≥ 2 are shown.
[image: ]

Table. S4: Depleted proteins identified by quantitative MS upon 48 h of 334 treatment (10 µM). The MS-proteomics screen compares 334-treated to DMSO-treated K562 cells. Proteins are ranked according to their x-fold change and proteins with a x-fold change ≤ -2 are shown. Supplementary Table S4 and Supplementary Table S5 are related to Figure Fig. 4b and Supplementary Fig. S4b online.
[image: ]

Table. S5: Enriched proteins identified by quantitative MS upon 48 h of 334 treatment (10 µM). Proteins are ranked according to their x-fold change and proteins with a x-fold change ≥ 2 are shown.
[image: ]
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Upregulated Downregulated

Downregulated

Upregulated

24 h treatment

Gene name  -log(P-value) logz-fold change Protein name Biologic function
ZNF326 1.431 -2.523 DBIRD complex subunit ZNF326 RNA-splicing, transcription elongation
AARSD1 1.307 -1.518 Alanyl-tRNAediting protein Aarsd1 Edits incorrect protein biosynthesis
TSFM 2.563 -1.477 Elongation factor Ts, mitochondrial Mitochondrial translational elongation
HMGA1 1.451 -1.414 High mobility group protein HMG -I/HMG-Y DNA-editing and repair
FAM195B 1.531 -1.004 protein FAM195B isoform X3 N/A
Gene name  -log(P-value) log:-fold change Protein name Biologic function
HMGCS1 1.429 3.199 Hydroxyme(hylglu(aw\-QoA LIEEE, Acetyl-CoA metabolic process
cytoplasmic
GPHN 1729 2268 Gephyrin;Molybdopterin Membrane protein-cytoskeleton interactions ;
adenylyltransferase molybdenum cofactor biosynthesis
POU4F3 1.894 1.975 RNA-binding protein 27 leanscrlptlonal gcthaton
auditory system development
NUDCD3 1.532 1.456 NudC domain-containing protein 3 Unfolded protein binding
puT 1313 1.258 e ST Nucleotide metabolism
nucleotidohydrolase, mitochondrial
48 h treatment
Gene name  -log(P-value) log:-fold change Protein name Biologic function
GPATCH4 1.663 -1.787 G patch domain-containing protein 4 RNA binding
UBFD1 1.784 -1.250 Ubiquitin domain-containing protein UBFD1 NF-kappa-B regulator, Cadherin binding
GTPBP1 1.328 -1.202 GTP-binding protein 1 mRNA catabolism, translation elongation
Gene name  -log(P-value) logz-fold change Protein name Biologic function
POUA4F3 2.000 2299 POU domain.class 4 transcription factor 3 IR CEER,
auditory system development
Protein phosphatase 1 regulatory subunit Cellular response to drug.stress fibers.
PPPIR12A 1.307 1.024 12A mediates binding to myosin
PTCD3 1.981 1.011 el e N AT e iy Mitochondrial translation regulation

protein 3.mitochondrial

Fig. S4
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Table S1

Type of Disease Age' o2 Passaging
Sample leukemia stage [years] Cytogenetics time [days]®
#1 BCP-ALL Somatic trisomy 21;
2" relapse 8 42
(ALL-199)  pediatric leukemic homozygous 9p deletion
#2 BCP-ALL Initial 1 Trisomy 8; 75
(ALL-256) adult diagnosis BCRI/ABL positive t(9;22)(q34:q11)
#3 AML Int. Del(5q)(13q);
1st relapse 1 (5a)(13q) NA
(AML-346) pediatric c-Kit mutation
#4 AML Complex, incl. -17;
13t relapse 42 X 67
(AML-372) adult KRAS, TP53 mutation
#5 AML Initial 5 KMT2A-AF6; NA
(AML-388) adult diagnosis KRAS, CEBPZ mutation
#6 AML KMT2A-AF10;
1st relapse 47 54
(AML-393) adult BCOR, KRAS mutation
IR
w7 AL . . Del(7)(q2?1); “
s relapse DNMT3A, BCOR, NRAS, KRAS, ETV6,
(AML-491) | adult PTPN11, RUNX1, DNMT3A, IDH1 mutation
BCP-ALL Initial -
ALL-50 - " . 7 BCR/ABL positive 45
pediatric | diagnosis
BCP-ALL . y -
ALL-265 19 relapse 5 Hyperploidy with additional 6, 13, 14, 17, 18, 43
pediatric 21, X chromosome
Chronic
ALL-502 1st relapse 10 DUX4 fusion NA

ALL
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24 h treatment

Downregulated

Table S2

Gene names Protein names x-fold -log(P- logz-fold
change value change
SEC61B Protein transport protein Sec61 subunit beta -6.176 0.684 -2.627
UCK2 Uridine kinase -5.942 1.009 -2.571
ZNF326 DBIRD complex subunit ZNF326 -5.747 1.431 -2.523
HEL25 Chromobox protein homolog 5 -4.662 1.120 -2.221
SIN3A Paired amphipathic helix protein Sin3a -4.661 0.768 -2.221
GPATCH4 G patch domain-containing protein 4 -4.357 1.057 -2.123
APOE Apolipoprotein E -3.521 0.339 -1.816
NUDT4 Diphosphoinositol polyphosphate phosphohydrolase 2 -3.465 0.458 -1.793
WDR74 WD repeat-containing protein 74 -3.114 0.886 -1.639
TACO1 Translational activator of cytochrome ¢ oxidase 1 -2.965 0.846 -1.568
MPG DNA-3-methyladenine glycosylase -2.934 1.121 -1.553
AARSD1 Alanyl-tRNA editing protein Aarsd1 -2.864 1.307 -1.518
CCDC86 Coiled-coil domain-containing protein 86 -2.831 0.487 -1.501
UBQLN2 Ubiquilin-2 -2.813 0.320 -1.492
TSFM Elongation factor Ts, mitochondrial -2.783 2.563 -1.477
SCCPDH Saccharopine dehydrogenase-like oxidoreductase -2.765 0.505 -1.467
ACBD3 Golgi resident protein GCP60 -2.745 0.800 -1.457
DAXX Death domain-associated protein 6 -2.624 0.429 -1.392
RBM3 RNA-binding protein 3 -2.524 0.211 -1.336
NDUFA3 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex -2.522 0.180 -1.334
subunit 3
MSTO065 Mitochondrial import receptor subunit TOM22 homolog -2.522 0.886 -1.334
NUP133 Nuclear pore complex protein Nup133 -2.506 0.605 -1.325
DBN1 Drebrin -2.496 0.502 -1.319
RNF40 E3 ubiquitin-protein ligase BRE1B -2.436 0.421 -1.284
TAF10 Transcription initiation factor TFIID subunit 10 -2.398 1.004 -1.262
SMCHD1 Structural maintenance of chromosomes flexible hinge -2.358 0.380 -1.237
domain-containing protein 1
MTX2 Metaxin-2 -2.321 0.565 -1.214
DDX18 ATP-dependent RNA helicase DDX18 -2.278 0.644 -1.188
HIST1H1B Histone H1.5 -2.259 0.601 -1.176
POLD1 DNA polymerase -2.257 0.782 -1.174
YLPM1 YLP motif-containing protein 1 -2.246 1.299 -1.168
MANF Mesencephalic astrocyte-derived neurotrophic factor -2.243 0.581 -1.165
SNRPG Small nuclear ribonucleoprotein G -2.176 0.297 -1.122
EXOSC5 Exosome complex component RRP46 -2.160 0.347 -1.111
NDUFC2 NADH dehydrogenase [ubiquinone] 1 subunit C2 -2.132 0.287 -1.092
GMFG Glia maturation factor gamma -2.125 0.461 -1.087
MDN1 Midasin -2.116 0.277 -1.081
ELOVL5 Elongation of very long chain fatty acids protein -2.115 0.440 -1.081
ARPCS5L Actin-related protein 2/3 complex subunit 5 -2.109 0.369 -1.077
MRPL46 39S ribosomal protein L46, mitochondrial -2.060 0.196 -1.043
SLC25A21 Mitochondrial 2-oxodicarboxylate carrier -2.041 0.183 -1.029
VAT1 Synaptic vesicle membrane protein VAT -1 homolog -2.030 0.266 -1.021
ADK Adenosine kinase -2.024 0.480 -1.017
hCG_27698 Probable ATP -dependent RNA helicase DDX47 -2.020 0.407 -1.014
FAM195B Protein FAM195B -2.006 1.531 -1.004
NCAPH Condensin complex subunit 2 -2.006 0.545 -1.004
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24 h treatment

Upregulated

Table S3

Gene names Protein names x-fold -log(P- logz-fold
change value change
RAB1A Ras-related protein Rab-1A 27.395 0.323 4776
IFI35 Interferon-induced 35 kDa protein 25.291 0.370 4.661
ANAPC1 Anaphase-promoting complex subunit 1 18.294 0.415 4.193
TIMM8B Mitochondrial import inner membrane translocase subunit 15.058 0.276 3.912
Tim8 B
HMGCS1 Hydroxymethylglutaryl-CoA synthase, cytoplasmic 9.183 1.429 3.199
USP48 Ubiquitin carboxyl-terminal hydrolase 48 6.590 0.273 2.720
EYA3 Eyes absent homolog 6.452 0.611 2.690
HSPA6 Heat shock 70 kDa protein 6 5.631 0.219 2.493
ZFP91-CNTF E3 ubiquitin-protein ligase ZFP91 5.452 0.452 2447
HIST1H4H Histone H4 5.030 0.295 2.331
STAT5A Signal transducer and activator of transcription 4.849 0.281 2.278
GPHN Gephyrin 4817 1.729 2.268
H3F3B Histone H3 4.516 0.307 2175
CAPZA2 F-actin-capping protein subunit alpha-2 4.337 1.003 2117
FTL Ferritin 4.239 0.594 2.084
CPT2 Carnitine O-palmitoyltransferase 2, mitochondrial 4.188 0.264 2.066
NDUFB3 NADH dehydrogenase [ubiquinone] 1 beta subcomplex 4.006 0.437 2.002
subunit 3
POU4F3 RNA-binding protein 27 3.930 1.894 1.975
MAP1LC3B Microtubule-associated proteins 1A/1B light chain 3B 3.911 0.168 1.968
SCFD1 Sec1 family domain-containing protein 1 3.751 0.453 1.907
GPKOW G patch domain and KOW motifs -containing protein 3.559 1.084 1.832
MRPL3 39S ribosomal protein L3, mitochondrial 3.532 0.493 1.820
POLR2A DNA-directed RNA polymerase 3.302 0.473 1.723
H2AFV Histone H2A.V 3.225 0.373 1.689
PPIP5K2 Diphosphoinositol-pentakisphosphate kinase 2 3.182 0.593 1.670
PTMS Parathymosin 3.153 0.702 1.657
DYR Dihydrofolate reductase 3.112 0.280 1.638
BET1 BET1 homolog 3.096 0.625 1.631
ELP3 Elongator complex protein 3 3.053 0.696 1.610
DKFZp564C172 Glutamate-rich WD repeat-containing protein 1 3.009 0.697 1.589
CPSF2 Cleavage and polyadenylation specificity factor subunit 2 2.976 0.254 1.573
SEC23B Protein transport protein Sec23B 2.940 0.286 1.556
NMI N-myc-interactor 2.933 0.561 1.552
HIST1H2BC Histone H2B 2.881 0.337 1.526
HIST1H2AB Histone H2A 2775 0.328 1.473
PPIL3 Peptidyl-prolyl cis-trans isomerase 2.757 0.969 1.463
NUDCD3 NudC domain-containing protein 3 2.744 1.532 1.456
NUP98 Nuclear pore complex protein Nup98 -Nup96 2.734 0.745 1.451
EIF3M Eukaryotic translation initiation factor 3 subunit M 2715 0.186 1.441
HIST1H2BJ Histone H2B 2.708 0.407 1.437
CSDA Y-box-binding protein 3 2.643 0.902 1.402
ARMC6 Armadillo repeat-containing protein 6 2.615 1.228 1.387
PQBP1 Polyglutamine-binding protein 1 2.578 0.313 1.366
UBLCP1 Ubiquitin-like domain-containing CTD phosphatase 1 2513 0.778 1.330
EIF2B5 Translation initiation factor elF-2B subunit epsilon 2.508 0.138 1.326
MAP1B Microtubule-associated protein 1B 2.507 1.060 1.326
PIP4K2B Phosphatidylinositol 5-phosphate 4-kinase type-2 beta 2.506 0477 1.326
GSN Gelsolin 2.498 0.197 1.321
LIN7C Protein lin-7 homolog C 2.452 0.359 1.294
RAB3GAP2 Rab3 GTPase-activating protein non-catalytic subunit 2424 0.469 1.278
POU2F1 POU domain protein 2.400 1.010 1.263
MAP2K2 Dual specificity mitogen-activated protein kinase kinase 2 2.315 0.341 1.211
ZC3HC1 Nuclear-interacting partner of ALK 2.290 1.200 1.195
RAB11FIP1 Rab11 family -interacting protein 1 2.287 0.685 1.194
PDCD4 Programmed cell death protein 4 2.258 0.210 1.175
PRKAA1 5-AMP-activated protein kinase catalytic subunit alpha -1 2.237 0.641 1.161
KIAA0368 Proteasome-associated protein ECM29 homolog 2.181 0.249 1.125
ARID3A AT -rich interactive domain-containing protein 3A 2.128 0.398 1.090
CHRAC1 Chromatin accessibility complex protein 1 2123 0.466 1.086
HMGN2 Non-histone chromosomal protein HMG -17 2.116 0.200 1.081
TRIP12 E3 ubiquitin-protein ligase TRIP12 2.115 0.653 1.081
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Table S4

48 h treatment Downregulated
Gene names Protein names x-fold -log(P- logz-fold
change value change
HEL25 Chromobox protein homolog 5 -9.501 0.591 -3.248
FLOT2 Flotillin-2 -8.648 0.289 -3.112
LIG1 DNA ligase -4.538 0.727 -2.182
NDUFAF3 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex -4.330 0.628 -2.114
assembly factor 3
RNF20 E3 ubiquitin-protein ligase BRE1A -4.205 0.679 -2.072
DBN1 Drebrin -3.754 0.297 -1.908
POLD1 DNA polymerase -3.696 1.123 -1.886
GPATCH4 G patch domain-containing protein 4 -3.450 1.663 -1.787
SEC61B Protein transport protein Sec61 subunit beta -3.295 0.762 -1.720
SIN3A Paired amphipathic helix protein Sin3a -3.059 0.602 -1.613
ZNF326 DBIRD complexsubunit ZNF326 -2.987 0.330 -1.579
ZFP91-CNTF E3 ubiquitin-protein ligase ZFP91 -2.823 0.495 -1.497
GCDH Glutaryl-CoA dehydrogenase, mitochondrial -2.620 0.577 -1.390
TTC4 Tetratricopeptide repeat protein 4 -2.606 0.848 -1.382
SACM1L Phosphatidylinositide phosphatase SAC1 -2.543 0.292 -1.347
TAF10 Transcription initiation factor TFIID subunit 10 -2.511 0.459 -1.328
PRMT1 Protein arginine N-methyltransferase 1 -2.483 0.568 -1.312
STATS5A Signal transducer and activator of transcription -2.449 0.327 -1.292
PAK1 Non-specific serine/threonine protein kinase -2.390 0.336 -1.257
ARPC5L Actin-related protein 2/3 complex subunit 5 -2.381 0.370 -1.251
NUCKS1 Nuclear ubiquitous casein and cyclin -dependent kinase -2.380 0.326 -1.251
substrate 1
UBFD1 Ubiquitin domain-containing protein UBFD1 -2.379 1.784 -1.250
DYR Dihydrofolate reductase -2.351 0.075 -1.234
GTPBP1 GTP-binding protein 1 -2.300 1.328 -1.201
STX4 Syntaxin-4 -2.294 0.501 -1.198
PPP1R14B Protein phosphatase 1regulatory subunit 14B -2.276 0.676 -1.186
FN3K Fructosamine-3-kinase -2.243 0.722 -1.165
SMNDC1 Survival of motor neuron-related-splicing factor 30 -2.232 0.608 -1.159
DDX18 ATP-dependent RNA helicase DDX18 -2.193 0.849 -1.133
SNRPG Small nuclear ribonucleoprotein G 2174 0.262 -1.120
HEL162 Spermatid perinuclear RNA-binding protein -2.153 0.720 -1.106
TMED9 Transmembrane emp24 domain -containing protein 9 -2.132 0.429 -1.092
WDR74 WD repeat-containing protein 74 -2.130 0.990 -1.091
QTRT1 Queuine tRNA-ribosyltransferase -2.102 0.116 -1.072
RNF40 E3 ubiquitin-protein ligase BRE1B -2.082 0.327 -1.058
CccDcCs6 Coiled-coil domain-containing protein 86 -2.076 0.572 -1.054
CCNB1 G2/mitotic-specific cyclin-B1 -2.061 0.399 -1.043
IST1 IST1 homolog -2.040 0.327 -1.028
PUS1 tRNA pseudouridine synthase -2.032 0.959 -1.023
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48 h treatment

Upregulated

Table S5

Gene names Protein names x-fold -log(P- logz-fold
change value change
RAB1A Ras-related protein Rab-1A 32.863 0.283 5.038
CLPB Caseinolytic peptidase B protein homolog 14.940 0.664 3.901
DCPS m7GpppX diphosphatase 10.245 0.414 3.357
TIMM8B Mitochondrial import inner membrane translocase subunit 8.229 0.375 3.041
Tim8 B
GSN Gelsolin 7.554 0.496 2917
CPPED1 Serine/threonine-protein phosphatase CPPED1 7.378 0.391 2.883
HMGN2 Non-histone chromosomal protein HMG -17 6.963 0.315 2.800
POU4F3 RNA-binding protein 27 4.921 2.000 2.299
USP48 Ubiquitin carboxyl-terminal hydrolase 48 4.907 0.177 2.295
ATP5E ATP synthase subunit epsilon, mitochondrial 4.868 0.462 2.283
EYA3 Eyes absent homolog 4.015 0.196 2.005
IFI35 Interferon-induced 35 kDa protein 3.888 0.696 1.959
DKFZp686E2459 RNA-binding protein 10 3.769 0.449 1.914
HEL-S-302 Pyridoxine-5-phosphate oxidase 3.573 0.507 1.837
ARMC6 Armadillo repeat-containing protein 6 3.410 0.373 1.770
PPIL3 Peptidyl-prolyl cis-trans isomerase 3.394 0.370 1.763
HSPA6 Heat shock 70 kDa protein 6 3.289 0.561 1.718
BMP2K BMP-2-inducible protein kinase 3.266 0.395 1.708
NT5C3 5-nucleotidase 3.181 0.467 1.669
CPT2 Carnitine O-palmitoyltransferase 2, mitochondrial 3.020 1.004 1.594
H2AFV Histone H2A.V 2.960 0.375 1.566
SPAGY C-Jun-amino-terminal kinase-interacting protein 4 2.841 0.939 1.506
TBCE Tubulin-specific chaperone E 2.795 0.461 1.483
ASMTL N-acetylserotonin O-methyltransferase-like protein 2.782 0.843 1.476
DNAJA2 DnaJhomolog subfamily A member 2 2.757 0.291 1.463
PFKL ATP-dependent 6-phosphofructokinase, liver type 2.682 0.375 1.423
NLE1 Notchless protein homolog 1 2.659 0.223 1.411
DIS3 Exosome complex exonuclease RRP44 2.576 0.622 1.365
MRPS26 28S ribosomal protein S26, mitochondrial 2.563 0.326 1.358
HNRNPLL Heterogeneous nuclear ribonucleoprotein L -like 2.523 0.960 1.335
RRP1B Ribosomal RNA processing protein 1 homolog B 2.520 0.434 1.333
TRMT10C Mitochondrial ribonuclease P protein 1 2.495 1.102 1.319
TBL1XR1 F-box-like/WD repeat-containing protein TBL1XR1 2.491 0.400 1.317
DYNLRB1 Dynein light chain roadblock-type 1 2.491 0.529 1.317
MRPL28 39S ribosomal protein L28, mitochondrial 2.437 0.555 1.285
RRP8 Ribosomal RNA-processing protein 8 2.434 0.632 1.284
hCG_2003792 Huntingtin-interacting protein K 2420 0.238 1.275
NSUN5 Probable 28S rRNA (cytosine -C(5))-methyltransferase 2416 0.295 1.273
POLR2B DNA-directed RNA polymerase 2414 0.194 1.271
ABI1 Abl interactor 1 2.399 0.588 1.263
C9orf32 N-terminal Xaa-Pro-Lys N-methyltransferase 1 2.395 0.447 1.260
PPWD1 Peptidylprolyl isomerase domain and WD repeat - 2.344 0.183 1.229
containing protein 1
TMEM113 WD repeat-containing protein 82 2.337 0.418 1.225
ZC3HC1 Nuclear-interacting partner of ALK 2.300 0.378 1.201
SLC4A1AP Kanadaptin 2.195 0.817 1.134
PKP3 Plakophilin-3 2.192 0.524 1.132
POP1 Ribonucleases P/MRP protein subunit POP1 2.190 0.251 1.131
PAIP1 Polyadenylate-binding protein-interacting protein 1 2.166 0.205 1.115
CD44 CD44 antigen 2.153 0.303 1.106
NDUFB3 NADH dehydrogenase [ubiquinone] 1 beta subcomplex 2.147 0.499 1.102
subunit 3
DPY30 Protein dpy-30 homolog 2.140 0.930 1.098
PRKCI Protein kinase C iota type 2122 0.311 1.086
MMGT1 Membrane magnesium transporter 1 2.082 0.206 1.058
LSM12 Protein LSM12 homolog 2.041 0.572 1.029
PPP1R12A Protein phosphatase 1 regulatory subunit 2.034 1.306 1.024
ATXN2 Ataxin-2 2.030 0.116 1.022
GORASP2 Golgi reassembly-stacking protein 2 2.020 1.194 1.015
PTCD3 Pentatricopeptiderepeat domain-containing protein 3, 2.015 1.981 1.011

mitochondrial
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