[bookmark: _GoBack]Supplementary Table 5: Significant signalling pathways from overexpressed differentially expressed proteins in oncocytic cell tumors. BP; biological process, CC; cellular component; Reac., Reactome.

	ID
	Description
	Orthology
	p-value
	p.adjust
	Gene ID
	Count

	GO:0006402
	mRNA catabolic process
	BP
	3,13E-07
	0,000404
	HNRNPD/NPM1/RPL38/RPLP2/RPS15/RPS19/RPS25/SERBP1/SET/VIM
	10

	GO:0006401
	RNA catabolic process
	BP
	7,73E-07
	0,000498
	HNRNPD/NPM1/RPL38/RPLP2/RPS15/RPS19/RPS25/SERBP1/SET/VIM
	10

	GO:0042255
	ribosome assembly
	BP
	1,97E-06
	0,000847
	BOP1/NPM1/RPL38/RPS15/RPS19
	5

	GO:0006413
	translational initiation
	BP
	2,88E-06
	0,000928
	EIF1/NPM1/RPL38/RPLP2/RPS15/RPS19/RPS25
	7

	GO:0042274
	ribosomal small subunit biogenesis
	BP
	4,34E-06
	0,001063
	NPM1/RPL38/RPS15/RPS19/RPS25
	5

	GO:0006614
	SRP-dependent cotranslational protein targeting to membrane
	BP
	2,26E-05
	0,004023
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	GO:0000028
	ribosomal small subunit assembly
	BP
	4,11E-05
	0,004254
	RPL38/RPS15/RPS19
	3

	GO:0045047
	protein targeting to ER
	BP
	4,29E-05
	0,004254
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	GO:0006417
	regulation of translation
	BP
	6,44E-05
	0,005189
	EIF1/GEMIN5/HNRNPD/MTPN/NCL/NPM1/RPL38/VIM
	8

	GO:0006414
	translational elongation
	BP
	7,26E-05
	0,005505
	EEF1B2/GADD45GIP1/MRPL12/MRPL40/RPLP2
	5

	GO:0006605
	protein targeting
	BP
	8,33E-05
	0,005969
	NUCB1/PDCD5/RPL38/RPLP2/RPS15/RPS19/RPS25/TIMM10
	8

	GO:0071824
	protein-DNA complex subunit organization
	BP
	0,000289
	0,014351
	CDK7/H1-10/HMGA1/HMGB1/NPM1/SET
	6

	GO:0043488
	regulation of mRNA stability
	BP
	0,000353
	0,016253
	HNRNPD/NPM1/SERBP1/SET/VIM
	5

	GO:0042254
	ribosome biogenesis
	BP
	0,000463
	0,018103
	BOP1/NPM1/RPL38/RPS15/RPS19/RPS25
	6

	GO:0061013
	regulation of mRNA catabolic process
	BP
	0,000585
	0,019338
	HNRNPD/NPM1/SERBP1/SET/VIM
	5

	GO:0006612
	protein targeting to membrane
	BP
	0,000598
	0,019338
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	GO:0032984
	protein-containing complex disassembly
	BP
	0,000656
	0,020631
	GADD45GIP1/HMGA1/MRPL12/MRPL40/MTPN/SET
	6

	GO:1903311
	regulation of mRNA metabolic process
	BP
	0,000721
	0,02208
	HNRNPD/NCL/NPM1/SERBP1/SET/VIM
	6

	GO:0022618
	ribonucleoprotein complex assembly
	BP
	0,000783
	0,022927
	BOP1/GEMIN5/RPL38/RPS15/RPS19
	5

	GO:0022613
	ribonucleoprotein complex biogenesis
	BP
	0,000808
	0,023154
	BOP1/GEMIN5/NPM1/RPL38/RPS15/RPS19/RPS25
	7

	GO:0071826
	ribonucleoprotein complex subunit organization
	BP
	0,000898
	0,024019
	BOP1/GEMIN5/RPL38/RPS15/RPS19
	5

	GO:0000054
	ribosomal subunit export from nucleus
	BP
	0,000913
	0,024019
	NPM1/RPS15
	2

	GO:0033750
	ribosome localization
	BP
	0,000913
	0,024019
	NPM1/RPS15
	2

	GO:0071428
	rRNA-containing ribonucleoprotein complex export from nucleus
	BP
	0,001051
	0,026399
	NPM1/RPS15
	2

	GO:0065004
	protein-DNA complex assembly
	BP
	0,001085
	0,026399
	CDK7/H1-10/HMGB1/NPM1/SET
	5

	GO:0006390
	mitochondrial transcription
	BP
	0,001356
	0,028194
	MRPL12/MTRES1
	2

	GO:0042273
	ribosomal large subunit biogenesis
	BP
	0,001638
	0,031045
	BOP1/NPM1/RPL38
	3

	GO:0032986
	protein-DNA complex disassembly
	BP
	0,001883
	0,033706
	HMGA1/SET
	2

	GO:0140053
	mitochondrial gene expression
	BP
	0,001999
	0,035305
	GADD45GIP1/MRPL12/MRPL40/MTRES1
	4

	GO:0070125
	mitochondrial translational elongation
	BP
	0,002905
	0,047452
	GADD45GIP1/MRPL12/MRPL40
	3

	GO:0070126
	mitochondrial translational termination
	BP
	0,003
	0,048124
	GADD45GIP1/MRPL12/MRPL40
	3

	GO:0042088
	T-helper 1 type immune response
	BP
	0,0003143
	0,01500566
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0002424
	T cell mediated immune response to tumour cell
	BP
	0,0004553
	0,0181031
	HLA-DRB1/HMGB1
	2

	GO:0043370
	regulation of CD4-positive, alpha-beta T cell differentiation
	BP
	0,0006000
	0,01933776
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0002437
	inflammatory response to antigenic stimulus
	BP
	0,0010626
	0,02639912
	HLA-DRB1/HMGB1/IL1RN
	3

	GO:0042093
	T-helper cell differentiation
	BP
	0,0011652
	0,02731006
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0002294
	CD4-positive, alpha-beta T cell differentiation involved in immune response
	BP
	0,0012739
	0,02819354
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0002287
	alpha-beta T cell activation involved in immune response
	BP
	0,0013306
	0,02819354
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0002293
	alpha-beta T cell differentiation involved in immune response
	BP
	0,0013306
	0,02819354
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0046637
	regulation of alpha-beta T cell differentiation
	BP
	0,0013306
	0,02819354
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:2000514
	regulation of CD4-positive, alpha-beta T cell activation
	BP
	0,0013306
	0,02819354
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0034134
	toll-like receptor 2 signaling pathway
	BP
	0,0013560
	0,02819354
	HMGB1/RIPK2
	2

	GO:0002834
	regulation of response to tumour cell
	BP
	0,0015224
	0,02928973
	HLA-DRB1/HMGB1
	2

	GO:0002837
	regulation of immune response to tumour cell
	BP
	0,0015224
	0,02928973
	HLA-DRB1/HMGB1
	2

	GO:0045063
	T-helper 1 cell differentiation
	BP
	0,0015224
	0,02928973
	HMGB1/RIPK2
	2

	GO:0002292
	T cell differentiation involved in immune response
	BP
	0,0017040
	0,03183313
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0032727
	positive regulation of interferon-alpha production
	BP
	0,0022795
	0,03892677
	HMGB1/RIPK2
	2

	GO:0043367
	CD4-positive, alpha-beta T cell differentiation
	BP
	0,0022951
	0,03892677
	HLA-DRB1/HMGB1/RIPK2
	3

	GO:0002418
	immune response to tumour cell
	BP
	0,0027123
	0,04540456
	HLA-DRB1/HMGB1
	2

	GO:0006342
	chromatin silencing
	BP
	4,95E-06
	0,001063
	H1-10/H2AC21/H2AZ2/HMGA1/HMGB1
	5

	GO:0045814
	negative regulation of gene expression, epigenetic
	BP
	5,21E-05
	0,004481
	H1-10/H2AC21/H2AZ2/HMGA1/HMGB1
	5

	GO:0097549
	chromatin organization involved in negative regulation of transcription
	BP
	9,55E-05
	0,006481
	H1-10/H2AC21/H2AZ2/HMGA1/HMGB1
	5

	GO:0034401
	chromatin organization involved in regulation of transcription
	BP
	0,00014
	0,008273
	H1-10/H2AC21/H2AZ2/HMGA1/HMGB1
	5

	GO:0031497
	chromatin assembly
	BP
	0,000427
	0,018103
	H1-10/HMGA1/HMGB1/NPM1/SET
	5

	GO:0040029
	regulation of gene expression, epigenetic
	BP
	0,000524
	0,019338
	H1-10/H2AC21/H2AZ2/HMGA1/HMGB1
	5

	GO:0006333
	chromatin assembly or disassembly
	BP
	0,000737
	0,02208
	H1-10/HMGA1/HMGB1/NPM1/SET
	5

	GO:0031936
	negative regulation of chromatin silencing
	BP
	0,000913
	0,024019
	H1-10/HMGA1
	2

	GO:0006323
	DNA packaging
	BP
	0,001066
	0,026399
	H1-10/HMGA1/HMGB1/NPM1/SET
	5

	GO:0006337
	nucleosome disassembly
	BP
	0,001522
	0,02929
	HMGA1/SET
	2

	GO:0031935
	regulation of chromatin silencing
	BP
	0,001522
	0,02929
	H1-10/HMGA1
	2

	GO:0031498
	chromatin disassembly
	BP
	0,001883
	0,033706
	HMGA1/SET
	2

	GO:0034728
	nucleosome organization
	BP
	0,002908
	0,047452
	H1-10/HMGA1/NPM1/SET
	4

	GO:1902275
	regulation of chromatin organization
	BP
	0,003024
	0,048124
	H1-10/HMGA1/RTF1/SET
	4

	GO:0005840
	ribosome
	CC
	8,16E-08
	1,45E-05
	BTF3/GADD45GIP1/MRPL12/MRPL40/RPL38/RPLP2/RPS15/RPS19/RPS25
	9

	GO:0005925
	focal adhesion
	CC
	5,53E-05
	0,002212
	HMGA1/NPM1/RPL38/RPLP2/RPS15/RPS19/TPM4/VIM
	8

	GO:0030055
	cell-substrate junction
	CC
	6,21E-05
	0,002212
	HMGA1/NPM1/RPL38/RPLP2/RPS15/RPS19/TPM4/VIM
	8

	GO:0005667
	transcription regulator complex
	CC
	0,000339
	0,008627
	CBX3/CDK7/GEMIN5/HDGF/HMGA1/HMGB1/HNRNPAB
	7

	GO:0005844
	polysome
	CC
	0,001383
	0,024613
	BTF3/RPL38/VIM
	3

	GO:0098798
	mitochondrial protein-containing complex
	CC
	0,001643
	0,026168
	ATP5PF/MRPL12/MRPL40/TIMM10/UQCRH
	5

	GO:0005865
	striated muscle thin filament
	CC
	0,002272
	0,031103
	TPM2/TPM4
	2

	GO:0036379
	myofilament
	CC
	0,00317
	0,040298
	TPM2/TPM4
	2

	R-HSA-72766
	Translation
	Reac.
	1,29E-06
	0,000209
	EEF1B2/GADD45GIP1/MRPL12/
MRPL40/RPL38/RPLP2/RPS15/RPS19/RPS25
	9

	R-HSA-156842
	Eukaryotic Translation Elongation
	Reac.
	1,37E-06
	0,000209
	EEF1B2/RPL38/RPLP2/RPS15/RPS19/RPS25
	6

	R-HSA-6791226
	Major pathway of rRNA processing in the nucleolus and cytosol
	Reac.
	5,86E-06
	0,000594
	BOP1/NCL/RPL38/RPLP2/RPS15/RPS19/RPS25
	7

	R-HSA-8868773
	rRNA processing in the nucleus and cytosol
	Reac.
	8,30E-06
	0,000631
	BOP1/NCL/RPL38/RPLP2/RPS15/RPS19/RPS25
	7

	R-HSA-72312
	rRNA processing
	Reac.
	1,15E-05
	0,000701
	BOP1/NCL/RPL38/RPLP2/RPS15/RPS19/RPS25
	7

	R-HSA-156902
	Peptide chain elongation
	Reac.
	2,21E-05
	0,000924
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-192823
	Viral mRNA Translation
	Reac.
	2,21E-05
	0,000924
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-2408557
	Selenocysteine synthesis
	Reac.
	2,74E-05
	0,000924
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72764
	Eukaryotic Translation Termination
	Reac.
	2,74E-05
	0,000924
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-975956
	Nonsense Mediated Decay (NMD) independent of the Exon Junction Complex (EJC)
	Reac.
	3,04E-05
	0,000924
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72689
	Formation of a pool of free 40S subunits
	Reac.
	4,08E-05
	0,001035
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-9633012
	Response of EIF2AK4 (GCN2) to amino acid deficiency
	Reac.
	4,08E-05
	0,001035
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-156827
	L13a-mediated translational silencing of Ceruloplasmin expression
	Reac.
	6,42E-05
	0,001359
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-1799339
	SRP-dependent cotranslational protein targeting to membrane
	Reac.
	6,70E-05
	0,001359
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72706
	GTP hydrolysis and joining of the 60S ribosomal subunit
	Reac.
	6,70E-05
	0,001359
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-927802
	Nonsense-Mediated Decay (NMD)
	Reac.
	7,61E-05
	0,00136
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-975957
	Nonsense Mediated Decay (NMD) enhanced by the Exon Junction Complex (EJC)
	Reac.
	7,61E-05
	0,00136
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-2408522
	Selenoamino acid metabolism
	Reac.
	8,60E-05
	0,00136
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72613
	Eukaryotic Translation Initiation
	Reac.
	8,95E-05
	0,00136
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72737
	Cap-dependent Translation Initiation
	Reac.
	8,95E-05
	0,00136
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-168273
	Influenza Viral RNA Transcription and Replication
	Reac.
	0,000162
	0,00235
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-168255
	Influenza Infection
	Reac.
	0,000318
	0,004207
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-9711097
	Cellular response to starvation
	Reac.
	0,000318
	0,004207
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-390522
	Striated Muscle Contraction
	Reac.
	0,000352
	0,004456
	TPM2/TPM4/VIM
	3

	R-HSA-9010553
	Regulation of expression of SLITs and ROBOs
	Reac.
	0,000485
	0,005903
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72695
	Formation of the ternary complex, and subsequently, the 43S complex
	Reac.
	0,000986
	0,011523
	RPS15/RPS19/RPS25
	3

	R-HSA-72649
	Translation initiation complex formation
	Reac.
	0,001433
	0,015188
	RPS15/RPS19/RPS25
	3

	R-HSA-72702
	Ribosomal scanning and start codon recognition
	Reac.
	0,001433
	0,015188
	RPS15/RPS19/RPS25
	3

	R-HSA-376176
	Signaling by ROBO receptors
	Reac.
	0,001449
	0,015188
	RPL38/RPLP2/RPS15/RPS19/RPS25
	5

	R-HSA-72662
	Activation of the mRNA upon binding of the cap-binding complex and eIFs, and subsequent binding to 43S
	Reac.
	0,001506
	0,015259
	RPS15/RPS19/RPS25
	3

	R-HSA-5368286
	Mitochondrial translation initiation
	Reac.
	0,004555
	0,041961
	GADD45GIP1/MRPL12/MRPL40
	3

	R-HSA-5389840
	Mitochondrial translation elongation
	Reac.
	0,004555
	0,041961
	GADD45GIP1/MRPL12/MRPL40
	3

	R-HSA-5419276
	Mitochondrial translation termination
	Reac.
	0,004555
	0,041961
	GADD45GIP1/MRPL12/MRPL40
	3

	R-HSA-73772
	RNA Polymerase I Promoter Escape
	Reac.
	0,005165
	0,045013
	CBX3/CDK7/H2AZ2
	3

	R-HSA-5620971
	Pyroptosis
	Reac.
	0,005182
	0,045013
	CHMP6/HMGB1
	2

	R-HSA-5368287
	Mitochondrial translation
	Reac.
	0,005488
	0,046342
	GADD45GIP1/MRPL12/MRPL40
	3







