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Supplementary Figure S1 - Age distribution of TNBC cases included in the three cohorts. 
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Supplementary Figure S2 - Heatmap illustrating the somatic hits per TNBC African sample for potentially functional impacting coding and regulatory, as well as CNVs in “all cancer driver genes”.




Supplementary Table S1 - Clinicopathological characteristics of the cases included in the African cohort.
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Supplementary Table S2 - Genes shared between cohorts or unique to the African cohort that have been identified in the IntOGen database as driver cancer genes in breast cancer or other types of cancer.
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Supplementary Table S3 – GO pathway enrichment for BC-driver genes bearing impactful coding and regulatory somatic mutations in the African cohort.
	GO Pathway
	Gene set
	Gene set ID
	Adjusted P-value

	GO:MF
	protein tyrosine kinase activity
	GO:0004713
	9.03E-06

	GO:MF
	RNA polymerase II-specific DNA-binding transcription factor binding
	GO:0061629
	1.41E-05

	GO:MF
	DNA-binding transcription factor binding
	GO:0140297
	1.99E-05

	GO:MF
	transmembrane receptor protein tyrosine kinase activity
	GO:0004714
	8.25E-05

	GO:MF
	histone modifying activity
	GO:0140993
	1.06E-04

	GO:MF
	transmembrane receptor protein kinase activity
	GO:0019199
	3.11E-04

	GO:MF
	transcription coactivator binding
	GO:0001223
	1.14E-03

	GO:MF
	transcription coregulator binding
	GO:0001221
	1.89E-03

	GO:MF
	protein phosphatase binding
	GO:0019903
	4.82E-03

	GO:MF
	p53 binding
	GO:0002039
	5.35E-03

	GO:MF
	kinase regulator activity
	GO:0019207
	7.33E-03

	GO:MF
	phosphatidylinositol kinase activity
	GO:0052742
	8.89E-03

	GO:MF
	ubiquitin-protein transferase regulator activity
	GO:0055106
	1.24E-02

	GO:MF
	phosphatase binding
	GO:0019902
	1.89E-02

	GO:MF
	lipid kinase activity
	GO:0001727
	3.57E-02

	GO:MF
	protein kinase regulator activity
	GO:0019887
	4.39E-02

	GO:BP
	gland development
	GO:0048732
	9.88E-12

	GO:BP
	cellular response to abiotic stimulus
	GO:0071214
	8.17E-08

	GO:BP
	cellular response to environmental stimulus
	GO:0104004
	8.17E-08

	GO:BP
	muscle cell proliferation
	GO:0033002
	5.33E-07

	GO:BP
	intrinsic apoptotic signaling pathway
	GO:0097193
	9.88E-07

	GO:BP
	response to radiation
	GO:0009314
	1.10E-06

	GO:BP
	peptidyl-tyrosine phosphorylation
	GO:0018108
	3.57E-06

	GO:BP
	peptidyl-tyrosine modification
	GO:0018212
	3.82E-06

	GO:BP
	cellular response to radiation
	GO:0071478
	5.16E-06

	GO:BP
	mammary gland epithelium development
	GO:0061180
	1.18E-05

	GO:BP
	gland morphogenesis
	GO:0022612
	1.30E-05

	GO:BP
	regulation of miRNA transcription
	GO:1902893
	1.66E-05

	GO:BP
	miRNA transcription
	GO:0061614
	1.80E-05

	GO:BP
	regulation of smooth muscle cell proliferation
	GO:0048660
	2.19E-05

	GO:BP
	epithelial cell proliferation
	GO:0050673
	2.50E-05

	GO:BP
	smooth muscle cell proliferation
	GO:0048659
	2.67E-05

	GO:BP
	regulation of neuron apoptotic process
	GO:0043523
	3.13E-05

	GO:BP
	positive regulation of smooth muscle cell proliferation
	GO:0048661
	3.54E-05

	GO:BP
	regulation of miRNA metabolic process
	GO:2000628
	5.01E-05

	GO:BP
	mononuclear cell differentiation
	GO:1903131
	6.02E-05

	GO:BP
	regulation of epithelial cell proliferation
	GO:0050678
	6.92E-05

	GO:BP
	regulation of ncRNA transcription
	GO:0140747
	7.87E-05

	GO:BP
	cellular senescence
	GO:0090398
	1.00E-04

	GO:BP
	tissue remodeling
	GO:0048771
	1.16E-04

	GO:BP
	neuron apoptotic process
	GO:0051402
	1.33E-04

	GO:BP
	miRNA metabolic process
	GO:0010586
	1.34E-04

	GO:BP
	positive regulation of neuron apoptotic process
	GO:0043525
	1.67E-04

	GO:BP
	protein autophosphorylation
	GO:0046777
	1.70E-04

	GO:BP
	phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0043491
	2.10E-04

	GO:BP
	response to hypoxia
	GO:0001666
	2.72E-04

	GO:BP
	lymphocyte differentiation
	GO:0030098
	3.17E-04

	GO:BP
	myeloid cell differentiation
	GO:0030099
	3.36E-04

	GO:BP
	response to decreased oxygen levels
	GO:0036293
	3.75E-04

	GO:BP
	regulation of leukocyte differentiation
	GO:1902105
	4.43E-04

	GO:BP
	positive regulation of MAPK cascade
	GO:0043410
	5.28E-04

	GO:BP
	cellular response to ionizing radiation
	GO:0071479
	5.69E-04

	GO:BP
	negative regulation of epithelial cell proliferation
	GO:0050680
	5.91E-04

	GO:BP
	mammary gland development
	GO:0030879
	6.44E-04

	GO:BP
	response to X-ray
	GO:0010165
	6.56E-04

	GO:BP
	response to ionizing radiation
	GO:0010212
	6.72E-04

	GO:BP
	ncRNA transcription
	GO:0098781
	7.31E-04

	GO:BP
	response to oxygen levels
	GO:0070482
	7.31E-04

	GO:BP
	regulation of tissue remodeling
	GO:0034103
	8.61E-04

	GO:BP
	myeloid leukocyte differentiation
	GO:0002573
	8.73E-04

	GO:BP
	positive regulation of protein localization
	GO:1903829
	8.82E-04

	GO:BP
	regulation of protein localization to nucleus
	GO:1900180
	9.73E-04

	GO:BP
	regulation of mitotic cell cycle
	GO:0007346
	9.76E-04

	GO:BP
	DNA damage response, signal transduction by p53 class mediator
	GO:0030330
	1.05E-03

	GO:BP
	response to UV
	GO:0009411
	1.09E-03

	GO:BP
	multicellular organism growth
	GO:0035264
	1.28E-03

	GO:BP
	positive regulation of hydrolase activity
	GO:0051345
	1.46E-03

	GO:BP
	regulation of apoptotic signaling pathway
	GO:2001233
	1.58E-03

	GO:BP
	negative regulation of cell cycle
	GO:0045786
	1.77E-03

	GO:BP
	negative regulation of cell development
	GO:0010721
	2.53E-03

	GO:BP
	in utero embryonic development
	GO:0001701
	2.68E-03

	GO:BP
	positive regulation of protein localization to nucleus
	GO:1900182
	2.77E-03

	GO:BP
	positive regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0051897
	2.96E-03

	GO:BP
	forebrain development
	GO:0030900
	3.04E-03

	GO:BP
	regulation of hemopoiesis
	GO:1903706
	3.10E-03

	GO:BP
	sensory organ morphogenesis
	GO:0090596
	3.13E-03

	GO:BP
	regulation of cell cycle G1/S phase transition
	GO:1902806
	3.82E-03

	GO:BP
	positive regulation of phospholipase activity
	GO:0010518
	4.02E-03

	GO:BP
	regulation of cell cycle phase transition
	GO:1901987
	4.03E-03

	GO:BP
	intrinsic apoptotic signaling pathway in response to DNA damage
	GO:0008630
	4.52E-03

	GO:BP
	signal transduction in response to DNA damage
	GO:0042770
	5.17E-03

	GO:BP
	osteoclast differentiation
	GO:0030316
	5.19E-03

	GO:BP
	negative regulation of leukocyte differentiation
	GO:1902106
	5.43E-03

	GO:BP
	regulation of protein kinase activity
	GO:0045859
	5.45E-03

	GO:BP
	protein localization to nucleus
	GO:0034504
	5.67E-03

	GO:BP
	response to light stimulus
	GO:0009416
	5.91E-03

	GO:BP
	regulation of developmental growth
	GO:0048638
	6.56E-03

	GO:BP
	negative regulation of hemopoiesis
	GO:1903707
	6.75E-03

	GO:BP
	regulation of nucleocytoplasmic transport
	GO:0046822
	7.05E-03

	GO:BP
	regulation of phospholipase activity
	GO:0010517
	7.81E-03

	GO:BP
	nucleocytoplasmic transport
	GO:0006913
	8.34E-03

	GO:BP
	nuclear transport
	GO:0051169
	8.34E-03

	GO:BP
	replicative senescence
	GO:0090399
	8.49E-03

	GO:BP
	cellular response to steroid hormone stimulus
	GO:0071383
	8.56E-03

	GO:BP
	response to steroid hormone
	GO:0048545
	8.85E-03

	GO:BP
	epithelial tube morphogenesis
	GO:0060562
	9.02E-03

	GO:BP
	stem cell proliferation
	GO:0072089
	9.03E-03

	GO:BP
	regulation of kinase activity
	GO:0043549
	9.04E-03

	GO:BP
	positive regulation of lipase activity
	GO:0060193
	9.07E-03

	GO:BP
	bone development
	GO:0060348
	9.51E-03

	GO:BP
	positive regulation of miRNA transcription
	GO:1902895
	9.75E-03

	GO:BP
	regulation of peptidyl-tyrosine phosphorylation
	GO:0050730
	9.77E-03

	GO:BP
	intracellular steroid hormone receptor signaling pathway
	GO:0030518
	9.78E-03

	GO:BP
	regulation of myeloid leukocyte differentiation
	GO:0002761
	1.06E-02

	GO:BP
	epigenetic regulation of gene expression
	GO:0040029
	1.11E-02

	GO:BP
	glial cell proliferation
	GO:0014009
	1.12E-02

	GO:BP
	camera-type eye development
	GO:0043010
	1.13E-02

	GO:BP
	cell growth
	GO:0016049
	1.15E-02

	GO:BP
	extrinsic apoptotic signaling pathway
	GO:0097191
	1.20E-02

	GO:BP
	cardiac muscle tissue development
	GO:0048738
	1.26E-02

	GO:BP
	DNA damage checkpoint signaling
	GO:0000077
	1.28E-02

	GO:BP
	regulation of vascular associated smooth muscle cell proliferation
	GO:1904705
	1.38E-02

	GO:BP
	regulation of protein import into nucleus
	GO:0042306
	1.38E-02

	GO:BP
	vascular associated smooth muscle cell proliferation
	GO:1990874
	1.57E-02

	GO:BP
	positive regulation of apoptotic signaling pathway
	GO:2001235
	1.59E-02

	GO:BP
	cell cycle G1/S phase transition
	GO:0044843
	1.65E-02

	GO:BP
	mesoderm development
	GO:0007498
	1.65E-02

	GO:BP
	negative regulation of growth
	GO:0045926
	1.77E-02

	GO:BP
	epithelial cell apoptotic process
	GO:1904019
	1.77E-02

	GO:BP
	DNA integrity checkpoint signaling
	GO:0031570
	1.77E-02

	GO:BP
	positive regulation of miRNA metabolic process
	GO:2000630
	1.77E-02

	GO:BP
	steroid hormone mediated signaling pathway
	GO:0043401
	1.83E-02

	GO:BP
	striated muscle tissue development
	GO:0014706
	1.89E-02

	GO:BP
	regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0051896
	1.89E-02

	GO:BP
	cellular response to hypoxia
	GO:0071456
	1.90E-02

	GO:BP
	DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest
	GO:0006977
	2.00E-02

	GO:BP
	regulation of lipase activity
	GO:0060191
	2.12E-02

	GO:BP
	liver development
	GO:0001889
	2.17E-02

	GO:BP
	hepaticobiliary system development
	GO:0061008
	2.39E-02

	GO:BP
	cellular response to decreased oxygen levels
	GO:0036294
	2.39E-02

	GO:BP
	genomic imprinting
	GO:0071514
	2.66E-02

	GO:BP
	regulation of osteoclast differentiation
	GO:0045670
	2.67E-02

	GO:BP
	eye development
	GO:0001654
	2.79E-02

	GO:BP
	kidney epithelium development
	GO:0072073
	2.81E-02

	GO:BP
	regulation of intracellular protein transport
	GO:0033157
	2.81E-02

	GO:BP
	response to estrogen
	GO:0043627
	2.82E-02

	GO:BP
	muscle cell apoptotic process
	GO:0010657
	2.82E-02

	GO:BP
	heart morphogenesis
	GO:0003007
	2.89E-02

	GO:BP
	striated muscle cell proliferation
	GO:0014855
	2.98E-02

	GO:BP
	visual system development
	GO:0150063
	2.98E-02

	GO:BP
	cardiac muscle tissue growth
	GO:0055017
	3.14E-02

	GO:BP
	sensory system development
	GO:0048880
	3.27E-02

	GO:BP
	B cell differentiation
	GO:0030183
	3.28E-02

	GO:BP
	regulation of G1/S transition of mitotic cell cycle
	GO:2000045
	3.48E-02

	GO:BP
	protein import into nucleus
	GO:0006606
	3.70E-02

	GO:BP
	positive regulation of peptidyl-tyrosine phosphorylation
	GO:0050731
	3.70E-02

	GO:BP
	muscle tissue development
	GO:0060537
	3.70E-02

	GO:BP
	organ growth
	GO:0035265
	3.92E-02

	GO:BP
	DNA replication
	GO:0006260
	3.94E-02

	GO:BP
	B cell activation
	GO:0042113
	3.94E-02

	GO:BP
	cellular response to oxygen levels
	GO:0071453
	4.04E-02

	GO:BP
	fibroblast growth factor receptor signaling pathway
	GO:0008543
	4.26E-02

	GO:BP
	negative regulation of cell adhesion
	GO:0007162
	4.26E-02

	GO:BP
	import into nucleus
	GO:0051170
	4.28E-02

	GO:BP
	neuroblast proliferation
	GO:0007405
	4.47E-02

	GO:BP
	heart growth
	GO:0060419
	4.69E-02

	GO:BP
	cell fate commitment
	GO:0045165
	4.70E-02

	GO:BP
	regulation of ERK1 and ERK2 cascade
	GO:0070372
	4.79E-02

	GO:BP
	positive regulation of leukocyte apoptotic process
	GO:2000108
	4.88E-02

	GO:BP
	mammary gland epithelial cell proliferation
	GO:0033598
	4.88E-02

	GO:BP
	positive regulation of adenylate cyclase activity
	GO:0045762
	4.88E-02

	GO:CC
	DNA repair complex
	GO:1990391
	2.15E-03

	GO:CC
	extrinsic component of membrane
	GO:0019898
	1.11E-02





Supplementary Table S4 – GO pathway enrichment for BC-driver genes with somatic CNV in the African cohort.
	GO Pathway
	Gene set
	Gene set ID
	Adjusted P-value

	GO:MF
	DNA-binding transcription activator activity, RNA polymerase II-specific
	GO:0001228
	5.85E-07

	GO:MF
	DNA-binding transcription activator activity
	GO:0001216
	6.68E-07

	GO:MF
	disordered domain specific binding
	GO:0097718
	1.37E-04

	GO:MF
	protein tyrosine kinase activity
	GO:0004713
	1.98E-04

	GO:MF
	DNA-binding transcription factor binding
	GO:0140297
	1.99E-03

	GO:MF
	RNA polymerase II-specific DNA-binding transcription factor binding
	GO:0061629
	2.24E-03

	GO:MF
	transmembrane receptor protein tyrosine kinase activity
	GO:0004714
	3.27E-03

	GO:MF
	transmembrane receptor protein kinase activity
	GO:0019199
	9.35E-03

	GO:BP
	in utero embryonic development
	GO:0001701
	3.49E-08

	GO:BP
	muscle cell proliferation
	GO:0033002
	5.33E-07

	GO:BP
	gland development
	GO:0048732
	2.05E-06

	GO:BP
	heart valve morphogenesis
	GO:0003179
	4.66E-06

	GO:BP
	positive regulation of hydrolase activity
	GO:0051345
	5.74E-06

	GO:BP
	Ras protein signal transduction
	GO:0007265
	8.33E-06

	GO:BP
	cell fate commitment
	GO:0045165
	9.93E-06

	GO:BP
	phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0043491
	1.09E-05

	GO:BP
	heart valve development
	GO:0003170
	1.53E-05

	GO:BP
	G1/S transition of mitotic cell cycle
	GO:0000082
	1.78E-05

	GO:BP
	protein localization to nucleus
	GO:0034504
	2.04E-05

	GO:BP
	regulation of smooth muscle cell proliferation
	GO:0048660
	2.19E-05

	GO:BP
	regulation of glial cell proliferation
	GO:0060251
	2.47E-05

	GO:BP
	smooth muscle cell proliferation
	GO:0048659
	2.67E-05

	GO:BP
	regulation of protein kinase activity
	GO:0045859
	3.09E-05

	GO:BP
	regulation of neuron projection development
	GO:0010975
	3.50E-05

	GO:BP
	regulation of nervous system development
	GO:0051960
	3.96E-05

	GO:BP
	cell cycle G1/S phase transition
	GO:0044843
	4.65E-05

	GO:BP
	regulation of organ growth
	GO:0046620
	4.68E-05

	GO:BP
	regulation of cell-cell adhesion
	GO:0022407
	5.25E-05

	GO:BP
	regulation of kinase activity
	GO:0043549
	5.90E-05

	GO:BP
	protein import into nucleus
	GO:0006606
	6.61E-05

	GO:BP
	organ growth
	GO:0035265
	7.18E-05

	GO:BP
	semi-lunar valve development
	GO:1905314
	7.46E-05

	GO:BP
	import into nucleus
	GO:0051170
	8.13E-05

	GO:BP
	neuron apoptotic process
	GO:0051402
	1.33E-04

	GO:BP
	negative regulation of catalytic activity
	GO:0043086
	1.46E-04

	GO:BP
	cardiac septum development
	GO:0003279
	1.50E-04

	GO:BP
	positive regulation of miRNA transcription
	GO:1902895
	1.83E-04

	GO:BP
	negative regulation of transferase activity
	GO:0051348
	2.18E-04

	GO:BP
	glial cell proliferation
	GO:0014009
	2.19E-04

	GO:BP
	epithelial cell migration
	GO:0010631
	2.79E-04

	GO:BP
	epithelium migration
	GO:0090132
	3.01E-04

	GO:BP
	tissue migration
	GO:0090130
	3.49E-04

	GO:BP
	positive regulation of miRNA metabolic process
	GO:2000630
	3.91E-04

	GO:BP
	positive regulation of cell development
	GO:0010720
	4.31E-04

	GO:BP
	gland morphogenesis
	GO:0022612
	4.32E-04

	GO:BP
	Wnt signaling pathway
	GO:0016055
	4.47E-04

	GO:BP
	cell-cell signaling by wnt
	GO:0198738
	4.64E-04

	GO:BP
	endothelial cell migration
	GO:0043542
	4.97E-04

	GO:BP
	nuclear transport
	GO:0051169
	5.72E-04

	GO:BP
	nucleocytoplasmic transport
	GO:0006913
	5.72E-04

	GO:BP
	axonogenesis
	GO:0007409
	5.78E-04

	GO:BP
	mammary gland epithelium development
	GO:0061180
	6.11E-04

	GO:BP
	regulation of neuron apoptotic process
	GO:0043523
	6.73E-04

	GO:BP
	glandular epithelial cell differentiation
	GO:0002067
	7.03E-04

	GO:BP
	gliogenesis
	GO:0042063
	7.31E-04

	GO:BP
	regulation of miRNA transcription
	GO:1902893
	8.05E-04

	GO:BP
	miRNA transcription
	GO:0061614
	8.61E-04

	GO:BP
	positive regulation of small GTPase mediated signal transduction
	GO:0051057
	9.19E-04

	GO:BP
	regulation of protein localization to nucleus
	GO:1900180
	9.73E-04

	GO:BP
	negative regulation of macroautophagy
	GO:0016242
	9.88E-04

	GO:BP
	negative regulation of protein kinase activity
	GO:0006469
	1.05E-03

	GO:BP
	regulation of epithelial cell proliferation
	GO:0050678
	1.07E-03

	GO:BP
	regulation of leukocyte cell-cell adhesion
	GO:1903037
	1.12E-03

	GO:BP
	regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0051896
	1.12E-03

	GO:BP
	neuron projection guidance
	GO:0097485
	1.18E-03

	GO:BP
	axon guidance
	GO:0007411
	1.18E-03

	GO:BP
	negative regulation of protein serine/threonine kinase activity
	GO:0071901
	1.19E-03

	GO:BP
	anoikis
	GO:0043276
	1.43E-03

	GO:BP
	negative regulation of kinase activity
	GO:0033673
	1.48E-03

	GO:BP
	peptidyl-tyrosine phosphorylation
	GO:0018108
	1.50E-03

	GO:BP
	peptidyl-tyrosine modification
	GO:0018212
	1.58E-03

	GO:BP
	regulation of G1/S transition of mitotic cell cycle
	GO:2000045
	1.60E-03

	GO:BP
	regulation of protein serine/threonine kinase activity
	GO:0071900
	1.75E-03

	GO:BP
	regulation of neurogenesis
	GO:0050767
	1.77E-03

	GO:BP
	heart morphogenesis
	GO:0003007
	1.84E-03

	GO:BP
	epithelial to mesenchymal transition
	GO:0001837
	1.91E-03

	GO:BP
	regulation of miRNA metabolic process
	GO:2000628
	2.01E-03

	GO:BP
	positive regulation of nitric oxide biosynthetic process
	GO:0045429
	2.01E-03

	GO:BP
	aortic valve morphogenesis
	GO:0003180
	2.01E-03

	GO:BP
	cardiac chamber development
	GO:0003205
	2.12E-03

	GO:BP
	positive regulation of nitric oxide metabolic process
	GO:1904407
	2.24E-03

	GO:BP
	leukocyte cell-cell adhesion
	GO:0007159
	2.36E-03

	GO:BP
	positive regulation of protein localization to nucleus
	GO:1900182
	2.77E-03

	GO:BP
	regulation of ncRNA transcription
	GO:0140747
	2.91E-03

	GO:BP
	negative regulation of cell adhesion
	GO:0007162
	2.92E-03

	GO:BP
	aortic valve development
	GO:0003176
	3.34E-03

	GO:BP
	connective tissue development
	GO:0061448
	3.35E-03

	GO:BP
	ameboidal-type cell migration
	GO:0001667
	3.70E-03

	GO:BP
	regulation of cell cycle G1/S phase transition
	GO:1902806
	3.82E-03

	GO:BP
	mitotic cell cycle phase transition
	GO:0044772
	3.96E-03

	GO:BP
	positive regulation of organ growth
	GO:0046622
	4.02E-03

	GO:BP
	negative regulation of cell-cell adhesion
	GO:0022408
	4.06E-03

	GO:BP
	regulation of gliogenesis
	GO:0014013
	4.52E-03

	GO:BP
	miRNA metabolic process
	GO:0010586
	4.52E-03

	GO:BP
	canonical Wnt signaling pathway
	GO:0060070
	4.58E-03

	GO:BP
	epithelial cell proliferation
	GO:0050673
	4.62E-03

	GO:BP
	regulation of small GTPase mediated signal transduction
	GO:0051056
	4.68E-03

	GO:BP
	mesenchyme development
	GO:0060485
	5.79E-03

	GO:BP
	homeostasis of number of cells
	GO:0048872
	6.42E-03

	GO:BP
	positive regulation of epithelial cell proliferation
	GO:0050679
	6.50E-03

	GO:BP
	regulation of developmental growth
	GO:0048638
	6.56E-03

	GO:BP
	embryonic organ development
	GO:0048568
	6.62E-03

	GO:BP
	prostate gland development
	GO:0030850
	6.68E-03

	GO:BP
	blood vessel endothelial cell migration
	GO:0043534
	7.35E-03

	GO:BP
	negative regulation of glial cell proliferation
	GO:0060253
	8.49E-03

	GO:BP
	epithelial tube morphogenesis
	GO:0060562
	9.02E-03

	GO:BP
	stem cell proliferation
	GO:0072089
	9.03E-03

	GO:BP
	mononuclear cell differentiation
	GO:1903131
	9.18E-03

	GO:BP
	regulation of nitric oxide biosynthetic process
	GO:0045428
	9.75E-03

	GO:BP
	cardiac chamber morphogenesis
	GO:0003206
	1.02E-02

	GO:BP
	columnar/cuboidal epithelial cell differentiation
	GO:0002065
	1.06E-02

	GO:BP
	regulation of mitotic cell cycle
	GO:0007346
	1.10E-02

	GO:BP
	regulation of nitric oxide metabolic process
	GO:0080164
	1.12E-02

	GO:BP
	regulation of epithelial cell migration
	GO:0010632
	1.20E-02

	GO:BP
	regulation of DNA-binding transcription factor activity
	GO:0051090
	1.20E-02

	GO:BP
	negative regulation of phosphate metabolic process
	GO:0045936
	1.24E-02

	GO:BP
	negative regulation of phosphorus metabolic process
	GO:0010563
	1.27E-02

	GO:BP
	positive regulation of cell projection organization
	GO:0031346
	1.29E-02

	GO:BP
	negative regulation of cyclin-dependent protein serine/threonine kinase activity
	GO:0045736
	1.46E-02

	GO:BP
	positive regulation of Ras protein signal transduction
	GO:0046579
	1.46E-02

	GO:BP
	cellular response to peptide
	GO:1901653
	1.47E-02

	GO:BP
	positive regulation of transferase activity
	GO:0051347
	1.52E-02

	GO:BP
	mammary gland development
	GO:0030879
	1.65E-02

	GO:BP
	mesoderm development
	GO:0007498
	1.65E-02

	GO:BP
	regulation of T cell activation
	GO:0050863
	1.75E-02

	GO:BP
	ncRNA transcription
	GO:0098781
	1.83E-02

	GO:BP
	mesenchymal cell differentiation
	GO:0048762
	1.94E-02

	GO:BP
	negative regulation of cyclin-dependent protein kinase activity
	GO:1904030
	2.00E-02

	GO:BP
	urogenital system development
	GO:0001655
	2.12E-02

	GO:BP
	negative regulation of cell cycle
	GO:0045786
	2.22E-02

	GO:BP
	cardiac septum morphogenesis
	GO:0060411
	2.38E-02

	GO:BP
	cellular response to decreased oxygen levels
	GO:0036294
	2.39E-02

	GO:BP
	muscle cell differentiation
	GO:0042692
	2.49E-02

	GO:BP
	nitric oxide biosynthetic process
	GO:0006809
	2.52E-02

	GO:BP
	kidney epithelium development
	GO:0072073
	2.81E-02

	GO:BP
	negative regulation of G1/S transition of mitotic cell cycle
	GO:2000134
	2.82E-02

	GO:BP
	ventricular septum development
	GO:0003281
	2.82E-02

	GO:BP
	muscle cell apoptotic process
	GO:0010657
	2.82E-02

	GO:BP
	multicellular organism growth
	GO:0035264
	2.90E-02

	GO:BP
	striated muscle cell proliferation
	GO:0014855
	2.98E-02

	GO:BP
	negative regulation of protein phosphorylation
	GO:0001933
	3.14E-02

	GO:BP
	nitric oxide metabolic process
	GO:0046209
	3.31E-02

	GO:BP
	execution phase of apoptosis
	GO:0097194
	3.31E-02

	GO:BP
	positive regulation of cardiac muscle cell proliferation
	GO:0060045
	3.44E-02

	GO:BP
	reactive nitrogen species metabolic process
	GO:2001057
	3.48E-02

	GO:BP
	muscle tissue development
	GO:0060537
	3.70E-02

	GO:BP
	negative regulation of cell development
	GO:0010721
	3.78E-02

	GO:BP
	negative regulation of cell cycle G1/S phase transition
	GO:1902807
	3.86E-02

	GO:BP
	cellular response to oxygen levels
	GO:0071453
	4.04E-02

	GO:BP
	regulation of endothelial cell migration
	GO:0010594
	4.15E-02

	GO:BP
	prostate gland epithelium morphogenesis
	GO:0060740
	4.36E-02

	GO:BP
	neuroblast proliferation
	GO:0007405
	4.47E-02

	GO:BP
	negative regulation of phosphorylation
	GO:0042326
	4.52E-02

	GO:BP
	sensory organ morphogenesis
	GO:0090596
	4.52E-02

	GO:BP
	lymphocyte differentiation
	GO:0030098
	4.57E-02

	GO:BP
	regionalization
	GO:0003002
	4.64E-02

	GO:BP
	myeloid cell differentiation
	GO:0030099
	4.78E-02

	GO:BP
	positive regulation of nervous system development
	GO:0051962
	4.89E-02

	GO:CC
	myelin sheath
	GO:0043209
	1.81E-02







Supplementary Table S5 – GO pathway enrichment for all cancers-driver genes bearing impactful coding and regulatory somatic mutations in the African cohort.
	GO Pathway
	Gene set
	Gene set ID
	Adjusted P-value

	GO:MF
	DNA-binding transcription factor binding
	GO:0140297
	7.06E-13

	GO:MF
	RNA polymerase II-specific DNA-binding transcription factor binding
	GO:0061629
	1.34E-09

	GO:MF
	protein tyrosine kinase activity
	GO:0004713
	1.40E-09

	GO:MF
	DNA-binding transcription activator activity
	GO:0001216
	1.13E-08

	GO:MF
	DNA-binding transcription activator activity, RNA polymerase II-specific
	GO:0001228
	5.95E-08

	GO:MF
	beta-catenin binding
	GO:0008013
	2.74E-06

	GO:MF
	transcription coregulator binding
	GO:0001221
	3.34E-06

	GO:MF
	p53 binding
	GO:0002039
	4.41E-06

	GO:MF
	nuclear receptor binding
	GO:0016922
	1.87E-05

	GO:MF
	histone modifying activity
	GO:0140993
	2.12E-05

	GO:MF
	transmembrane receptor protein tyrosine kinase activity
	GO:0004714
	3.91E-05

	GO:MF
	phosphatase binding
	GO:0019902
	5.31E-05

	GO:MF
	transcription coactivator binding
	GO:0001223
	8.78E-05

	GO:MF
	protein phosphatase binding
	GO:0019903
	2.61E-04

	GO:MF
	transmembrane receptor protein kinase activity
	GO:0019199
	3.14E-04

	GO:MF
	transcription coactivator activity
	GO:0003713
	7.84E-04

	GO:MF
	damaged DNA binding
	GO:0003684
	1.89E-03

	GO:MF
	protein serine/threonine kinase activity
	GO:0004674
	2.94E-03

	GO:MF
	promoter-specific chromatin binding
	GO:1990841
	1.25E-02

	GO:MF
	SH2 domain binding
	GO:0042169
	1.64E-02

	GO:MF
	histone H3 methyltransferase activity
	GO:0140938
	1.85E-02

	GO:MF
	transcription corepressor activity
	GO:0003714
	3.18E-02

	GO:MF
	lysine-acetylated histone binding
	GO:0070577
	3.75E-02

	GO:MF
	RNA polymerase II general transcription initiation factor binding
	GO:0001091
	3.75E-02

	GO:MF
	acetylation-dependent protein binding
	GO:0140033
	3.75E-02

	GO:MF
	histone binding
	GO:0042393
	3.83E-02

	GO:MF
	ubiquitin protein ligase binding
	GO:0031625
	4.37E-02

	GO:BP
	gland development
	GO:0048732
	6.88E-12

	GO:BP
	muscle cell proliferation
	GO:0033002
	1.87E-09

	GO:BP
	cellular senescence
	GO:0090398
	2.89E-09

	GO:BP
	lymphocyte differentiation
	GO:0030098
	1.19E-08

	GO:BP
	regulation of smooth muscle cell proliferation
	GO:0048660
	1.19E-08

	GO:BP
	mononuclear cell differentiation
	GO:1903131
	1.42E-08

	GO:BP
	smooth muscle cell proliferation
	GO:0048659
	1.76E-08

	GO:BP
	regulation of miRNA transcription
	GO:1902893
	3.65E-08

	GO:BP
	miRNA transcription
	GO:0061614
	4.23E-08

	GO:BP
	epithelial tube morphogenesis
	GO:0060562
	6.14E-08

	GO:BP
	epithelial cell proliferation
	GO:0050673
	1.19E-07

	GO:BP
	positive regulation of smooth muscle cell proliferation
	GO:0048661
	1.48E-07

	GO:BP
	cell growth
	GO:0016049
	1.77E-07

	GO:BP
	epithelial cell apoptotic process
	GO:1904019
	1.94E-07

	GO:BP
	B cell activation
	GO:0042113
	2.25E-07

	GO:BP
	regulation of miRNA metabolic process
	GO:2000628
	2.79E-07

	GO:BP
	regulation of ncRNA transcription
	GO:0140747
	6.36E-07

	GO:BP
	response to oxygen levels
	GO:0070482
	6.96E-07

	GO:BP
	gland morphogenesis
	GO:0022612
	1.01E-06

	GO:BP
	positive regulation of miRNA transcription
	GO:1902895
	1.10E-06

	GO:BP
	protein localization to nucleus
	GO:0034504
	1.31E-06

	GO:BP
	regulation of epithelial cell proliferation
	GO:0050678
	1.57E-06

	GO:BP
	in utero embryonic development
	GO:0001701
	1.61E-06

	GO:BP
	miRNA metabolic process
	GO:0010586
	1.67E-06

	GO:BP
	embryonic organ development
	GO:0048568
	1.91E-06

	GO:BP
	cell cycle G1/S phase transition
	GO:0044843
	1.97E-06

	GO:BP
	immune response-regulating cell surface receptor signaling pathway
	GO:0002768
	2.32E-06

	GO:BP
	regulation of epithelial cell apoptotic process
	GO:1904035
	2.49E-06

	GO:BP
	positive regulation of Wnt signaling pathway
	GO:0030177
	2.84E-06

	GO:BP
	ncRNA transcription
	GO:0098781
	2.84E-06

	GO:BP
	regulation of apoptotic signaling pathway
	GO:2001233
	3.53E-06

	GO:BP
	response to steroid hormone
	GO:0048545
	3.66E-06

	GO:BP
	positive regulation of miRNA metabolic process
	GO:2000630
	4.38E-06

	GO:BP
	regulation of nucleocytoplasmic transport
	GO:0046822
	4.41E-06

	GO:BP
	response to oxidative stress
	GO:0006979
	5.51E-06

	GO:BP
	response to hypoxia
	GO:0001666
	5.82E-06

	GO:BP
	regulation of lymphocyte activation
	GO:0051249
	6.42E-06

	GO:BP
	leukocyte proliferation
	GO:0070661
	6.74E-06

	GO:BP
	regulation of cell cycle G1/S phase transition
	GO:1902806
	6.99E-06

	GO:BP
	negative regulation of cell growth
	GO:0030308
	8.48E-06

	GO:BP
	extrinsic apoptotic signaling pathway
	GO:0097191
	8.61E-06

	GO:BP
	response to decreased oxygen levels
	GO:0036293
	1.06E-05

	GO:BP
	response to reactive oxygen species
	GO:0000302
	1.31E-05

	GO:BP
	regulation of hemopoiesis
	GO:1903706
	1.44E-05

	GO:BP
	regulation of leukocyte differentiation
	GO:1902105
	1.44E-05

	GO:BP
	muscle tissue development
	GO:0060537
	1.55E-05

	GO:BP
	regulation of Wnt signaling pathway
	GO:0030111
	1.72E-05

	GO:BP
	regulation of cell growth
	GO:0001558
	1.80E-05

	GO:BP
	negative regulation of growth
	GO:0045926
	2.05E-05

	GO:BP
	response to radiation
	GO:0009314
	2.08E-05

	GO:BP
	nucleocytoplasmic transport
	GO:0006913
	2.32E-05

	GO:BP
	nuclear transport
	GO:0051169
	2.32E-05

	GO:BP
	cellular response to environmental stimulus
	GO:0104004
	2.42E-05

	GO:BP
	cellular response to abiotic stimulus
	GO:0071214
	2.42E-05

	GO:BP
	regulation of cell cycle phase transition
	GO:1901987
	2.49E-05

	GO:BP
	mesoderm development
	GO:0007498
	2.77E-05

	GO:BP
	cardiac septum development
	GO:0003279
	3.02E-05

	GO:BP
	G1/S transition of mitotic cell cycle
	GO:0000082
	3.35E-05

	GO:BP
	regulation of mitotic cell cycle
	GO:0007346
	3.58E-05

	GO:BP
	immune response-activating cell surface receptor signaling pathway
	GO:0002429
	3.66E-05

	GO:BP
	peptidyl-tyrosine phosphorylation
	GO:0018108
	4.14E-05

	GO:BP
	positive regulation of cell development
	GO:0010720
	4.48E-05

	GO:BP
	cellular response to chemical stress
	GO:0062197
	4.56E-05

	GO:BP
	peptidyl-tyrosine modification
	GO:0018212
	4.56E-05

	GO:BP
	cellular response to reactive oxygen species
	GO:0034614
	4.99E-05

	GO:BP
	regulation of DNA-binding transcription factor activity
	GO:0051090
	5.02E-05

	GO:BP
	T cell differentiation
	GO:0030217
	5.42E-05

	GO:BP
	regulation of protein localization to nucleus
	GO:1900180
	5.74E-05

	GO:BP
	regulation of intracellular transport
	GO:0032386
	6.07E-05

	GO:BP
	negative regulation of epithelial cell apoptotic process
	GO:1904036
	6.15E-05

	GO:BP
	response to UV
	GO:0009411
	7.07E-05

	GO:BP
	intrinsic apoptotic signaling pathway
	GO:0097193
	7.28E-05

	GO:BP
	forebrain development
	GO:0030900
	8.52E-05

	GO:BP
	regulation of extrinsic apoptotic signaling pathway
	GO:2001236
	9.26E-05

	GO:BP
	stem cell proliferation
	GO:0072089
	9.75E-05

	GO:BP
	positive regulation of cell activation
	GO:0050867
	1.00E-04

	GO:BP
	positive regulation of lymphocyte activation
	GO:0051251
	1.01E-04

	GO:BP
	ossification
	GO:0001503
	1.05E-04

	GO:BP
	intracellular steroid hormone receptor signaling pathway
	GO:0030518
	1.14E-04

	GO:BP
	B cell differentiation
	GO:0030183
	1.20E-04

	GO:BP
	regulation of G1/S transition of mitotic cell cycle
	GO:2000045
	1.37E-04

	GO:BP
	response to xenobiotic stimulus
	GO:0009410
	1.42E-04

	GO:BP
	mitotic cell cycle phase transition
	GO:0044772
	1.42E-04

	GO:BP
	regulation of mitotic cell cycle phase transition
	GO:1901990
	1.45E-04

	GO:BP
	cellular response to oxidative stress
	GO:0034599
	1.51E-04

	GO:BP
	myeloid cell differentiation
	GO:0030099
	1.67E-04

	GO:BP
	immune response-regulating signaling pathway
	GO:0002764
	1.72E-04

	GO:BP
	organ growth
	GO:0035265
	1.76E-04

	GO:BP
	cell fate commitment
	GO:0045165
	1.78E-04

	GO:BP
	regulation of neurogenesis
	GO:0050767
	1.85E-04

	GO:BP
	cellular response to oxygen levels
	GO:0071453
	1.87E-04

	GO:BP
	morphogenesis of a branching structure
	GO:0001763
	1.90E-04

	GO:BP
	positive regulation of epithelial cell proliferation
	GO:0050679
	1.90E-04

	GO:BP
	phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0043491
	2.01E-04

	GO:BP
	ureteric bud development
	GO:0001657
	2.23E-04

	GO:BP
	ventricular septum development
	GO:0003281
	2.27E-04

	GO:BP
	mesonephric epithelium development
	GO:0072163
	2.43E-04

	GO:BP
	mesonephric tubule development
	GO:0072164
	2.43E-04

	GO:BP
	odontogenesis
	GO:0042476
	2.55E-04

	GO:BP
	Wnt signaling pathway
	GO:0016055
	2.70E-04

	GO:BP
	camera-type eye development
	GO:0043010
	2.87E-04

	GO:BP
	cell-cell signaling by wnt
	GO:0198738
	2.88E-04

	GO:BP
	eye development
	GO:0001654
	2.99E-04

	GO:BP
	regulation of tissue remodeling
	GO:0034103
	3.12E-04

	GO:BP
	mammary gland development
	GO:0030879
	3.13E-04

	GO:BP
	cellular response to steroid hormone stimulus
	GO:0071383
	3.19E-04

	GO:BP
	positive regulation of leukocyte activation
	GO:0002696
	3.33E-04

	GO:BP
	intrinsic apoptotic signaling pathway in response to DNA damage
	GO:0008630
	3.40E-04

	GO:BP
	mesonephros development
	GO:0001823
	3.40E-04

	GO:BP
	visual system development
	GO:0150063
	3.42E-04

	GO:BP
	tissue remodeling
	GO:0048771
	3.59E-04

	GO:BP
	steroid hormone mediated signaling pathway
	GO:0043401
	3.83E-04

	GO:BP
	positive regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0051897
	4.02E-04

	GO:BP
	cellular response to hypoxia
	GO:0071456
	4.10E-04

	GO:BP
	sensory system development
	GO:0048880
	4.16E-04

	GO:BP
	regulation of leukocyte proliferation
	GO:0070663
	4.49E-04

	GO:BP
	cellular response to radiation
	GO:0071478
	4.75E-04

	GO:BP
	pattern specification process
	GO:0007389
	6.12E-04

	GO:BP
	homeostasis of number of cells
	GO:0048872
	6.12E-04

	GO:BP
	regulation of neuron apoptotic process
	GO:0043523
	6.28E-04

	GO:BP
	regulation of developmental growth
	GO:0048638
	6.36E-04

	GO:BP
	cellular response to decreased oxygen levels
	GO:0036294
	6.41E-04

	GO:BP
	neuron apoptotic process
	GO:0051402
	6.85E-04

	GO:BP
	regulation of inflammatory response
	GO:0050727
	6.94E-04

	GO:BP
	antigen receptor-mediated signaling pathway
	GO:0050851
	7.70E-04

	GO:BP
	regionalization
	GO:0003002
	8.60E-04

	GO:BP
	kidney epithelium development
	GO:0072073
	8.71E-04

	GO:BP
	regulation of intracellular protein transport
	GO:0033157
	8.71E-04

	GO:BP
	morphogenesis of embryonic epithelium
	GO:0016331
	8.71E-04

	GO:BP
	gastrulation
	GO:0007369
	9.00E-04

	GO:BP
	positive regulation of vascular associated smooth muscle cell proliferation
	GO:1904707
	9.81E-04

	GO:BP
	regulation of vascular associated smooth muscle cell proliferation
	GO:1904705
	1.03E-03

	GO:BP
	regeneration
	GO:0031099
	1.16E-03

	GO:BP
	regulation of ERK1 and ERK2 cascade
	GO:0070372
	1.25E-03

	GO:BP
	connective tissue development
	GO:0061448
	1.25E-03

	GO:BP
	regulation of blood vessel endothelial cell migration
	GO:0043535
	1.27E-03

	GO:BP
	immune system development
	GO:0002520
	1.28E-03

	GO:BP
	stem cell differentiation
	GO:0048863
	1.29E-03

	GO:BP
	vascular associated smooth muscle cell proliferation
	GO:1990874
	1.29E-03

	GO:BP
	alpha-beta T cell differentiation
	GO:0046632
	1.39E-03

	GO:BP
	protein import into nucleus
	GO:0006606
	1.47E-03

	GO:BP
	response to tumor necrosis factor
	GO:0034612
	1.53E-03

	GO:BP
	regulation of neuron projection development
	GO:0010975
	1.65E-03

	GO:BP
	formation of primary germ layer
	GO:0001704
	1.70E-03

	GO:BP
	regulation of endothelial cell migration
	GO:0010594
	1.83E-03

	GO:BP
	positive regulation of protein localization to nucleus
	GO:1900182
	1.91E-03

	GO:BP
	import into nucleus
	GO:0051170
	1.94E-03

	GO:BP
	regulation of nervous system development
	GO:0051960
	1.96E-03

	GO:BP
	cardiac chamber development
	GO:0003205
	2.04E-03

	GO:BP
	immune response-activating signaling pathway
	GO:0002757
	2.07E-03

	GO:BP
	embryonic organ morphogenesis
	GO:0048562
	2.11E-03

	GO:BP
	negative regulation of cellular senescence
	GO:2000773
	2.12E-03

	GO:BP
	regulation of B cell activation
	GO:0050864
	2.20E-03

	GO:BP
	regulation of lymphocyte differentiation
	GO:0045619
	2.26E-03

	GO:BP
	lymphocyte proliferation
	GO:0046651
	2.35E-03

	GO:BP
	digestive tract development
	GO:0048565
	2.49E-03

	GO:BP
	intracellular receptor signaling pathway
	GO:0030522
	2.56E-03

	GO:BP
	mammary gland epithelium development
	GO:0061180
	2.94E-03

	GO:BP
	B cell receptor signaling pathway
	GO:0050853
	2.94E-03

	GO:BP
	endothelial cell migration
	GO:0043542
	2.97E-03

	GO:BP
	bone development
	GO:0060348
	2.97E-03

	GO:BP
	ERK1 and ERK2 cascade
	GO:0070371
	3.02E-03

	GO:BP
	mononuclear cell proliferation
	GO:0032943
	3.02E-03

	GO:BP
	mesenchyme development
	GO:0060485
	3.13E-03

	GO:BP
	autonomic nervous system development
	GO:0048483
	3.16E-03

	GO:BP
	regulation of extrinsic apoptotic signaling pathway in absence of ligand
	GO:2001239
	3.16E-03

	GO:BP
	regulation of cellular senescence
	GO:2000772
	3.16E-03

	GO:BP
	alpha-beta T cell activation
	GO:0046631
	3.27E-03

	GO:BP
	kidney development
	GO:0001822
	3.36E-03

	GO:BP
	epithelial tube formation
	GO:0072175
	3.38E-03

	GO:BP
	ameboidal-type cell migration
	GO:0001667
	3.62E-03

	GO:BP
	response to peptide hormone
	GO:0043434
	3.73E-03

	GO:BP
	positive regulation of endothelial cell migration
	GO:0010595
	3.78E-03

	GO:BP
	regulation of intracellular steroid hormone receptor signaling pathway
	GO:0033143
	3.90E-03

	GO:BP
	segmentation
	GO:0035282
	4.06E-03

	GO:BP
	regulation of epithelial cell migration
	GO:0010632
	4.39E-03

	GO:BP
	cellular response to tumor necrosis factor
	GO:0071356
	4.39E-03

	GO:BP
	mesoderm morphogenesis
	GO:0048332
	4.68E-03

	GO:BP
	renal system development
	GO:0072001
	4.72E-03

	GO:BP
	regulation of osteoblast proliferation
	GO:0033688
	4.77E-03

	GO:BP
	negative regulation of cell development
	GO:0010721
	5.02E-03

	GO:BP
	digestive system development
	GO:0055123
	5.08E-03

	GO:BP
	protein autophosphorylation
	GO:0046777
	5.10E-03

	GO:BP
	negative regulation of DNA-binding transcription factor activity
	GO:0043433
	5.37E-03

	GO:BP
	morphogenesis of a branching epithelium
	GO:0061138
	5.61E-03

	GO:BP
	response to X-ray
	GO:0010165
	5.73E-03

	GO:BP
	negative regulation of cell adhesion
	GO:0007162
	6.25E-03

	GO:BP
	positive regulation of epithelial cell migration
	GO:0010634
	6.35E-03

	GO:BP
	tube formation
	GO:0035148
	6.35E-03

	GO:BP
	regulation of endothelial cell apoptotic process
	GO:2000351
	6.59E-03

	GO:BP
	sensory organ morphogenesis
	GO:0090596
	6.95E-03

	GO:BP
	appendage morphogenesis
	GO:0035107
	7.47E-03

	GO:BP
	limb morphogenesis
	GO:0035108
	7.47E-03

	GO:BP
	positive regulation of blood vessel endothelial cell migration
	GO:0043536
	8.26E-03

	GO:BP
	heart growth
	GO:0060419
	8.48E-03

	GO:BP
	blood vessel endothelial cell migration
	GO:0043534
	8.53E-03

	GO:BP
	positive regulation of MAPK cascade
	GO:0043410
	8.94E-03

	GO:BP
	positive regulation of neuron apoptotic process
	GO:0043525
	9.20E-03

	GO:BP
	hormone-mediated signaling pathway
	GO:0009755
	9.29E-03

	GO:BP
	regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0051896
	9.47E-03

	GO:BP
	striated muscle tissue development
	GO:0014706
	9.47E-03

	GO:BP
	negative regulation of endothelial cell apoptotic process
	GO:2000352
	9.53E-03

	GO:BP
	mesenchymal cell differentiation
	GO:0048762
	9.84E-03

	GO:BP
	rhythmic process
	GO:0048511
	9.85E-03

	GO:BP
	axonogenesis
	GO:0007409
	1.02E-02

	GO:BP
	positive regulation of mitotic cell cycle
	GO:0045931
	1.03E-02

	GO:BP
	female sex differentiation
	GO:0046660
	1.09E-02

	GO:BP
	osteoblast proliferation
	GO:0033687
	1.12E-02

	GO:BP
	endothelial cell apoptotic process
	GO:0072577
	1.14E-02

	GO:BP
	positive regulation of cell projection organization
	GO:0031346
	1.18E-02

	GO:BP
	muscle organ development
	GO:0007517
	1.18E-02

	GO:BP
	epithelial cell migration
	GO:0010631
	1.21E-02

	GO:BP
	replicative senescence
	GO:0090399
	1.21E-02

	GO:BP
	canonical Wnt signaling pathway
	GO:0060070
	1.25E-02

	GO:BP
	epithelium migration
	GO:0090132
	1.33E-02

	GO:BP
	regulation of cell-cell adhesion
	GO:0022407
	1.34E-02

	GO:BP
	positive regulation of cell adhesion
	GO:0045785
	1.34E-02

	GO:BP
	post-embryonic development
	GO:0009791
	1.35E-02

	GO:BP
	embryonic epithelial tube formation
	GO:0001838
	1.48E-02

	GO:BP
	regulation of kinase activity
	GO:0043549
	1.56E-02

	GO:BP
	cardiac ventricle development
	GO:0003231
	1.57E-02

	GO:BP
	regulation of stem cell proliferation
	GO:0072091
	1.57E-02

	GO:BP
	regulation of fibroblast proliferation
	GO:0048145
	1.57E-02

	GO:BP
	cartilage development
	GO:0051216
	1.62E-02

	GO:BP
	tissue migration
	GO:0090130
	1.62E-02

	GO:BP
	regulation of protein import into nucleus
	GO:0042306
	1.69E-02

	GO:BP
	hematopoietic stem cell differentiation
	GO:0060218
	1.74E-02

	GO:BP
	negative regulation of intracellular steroid hormone receptor signaling pathway
	GO:0033144
	1.74E-02

	GO:BP
	regulation of cell-substrate adhesion
	GO:0010810
	1.76E-02

	GO:BP
	response to light stimulus
	GO:0009416
	1.84E-02

	GO:BP
	positive regulation of protein localization
	GO:1903829
	1.85E-02

	GO:BP
	heart morphogenesis
	GO:0003007
	1.91E-02

	GO:BP
	regulation of protein transport
	GO:0051223
	2.40E-02

	GO:BP
	negative regulation of cell cycle
	GO:0045786
	2.87E-02

	GO:BP
	regulation of T cell differentiation
	GO:0045580
	2.91E-02

	GO:BP
	signal transduction by p53 class mediator
	GO:0072331
	2.91E-02

	GO:BP
	hematopoietic or lymphoid organ development
	GO:0048534
	2.92E-02

	GO:BP
	telencephalon development
	GO:0021537
	2.98E-02

	GO:BP
	response to ionizing radiation
	GO:0010212
	3.03E-02

	GO:BP
	regulation of protein kinase activity
	GO:0045859
	3.16E-02

	GO:BP
	negative regulation of locomotion
	GO:0040013
	3.28E-02

	GO:BP
	artery development
	GO:0060840
	3.32E-02

	GO:BP
	female gonad development
	GO:0008585
	3.32E-02

	GO:BP
	extrinsic apoptotic signaling pathway in absence of ligand
	GO:0097192
	3.47E-02

	GO:BP
	developmental cell growth
	GO:0048588
	3.52E-02

	GO:BP
	cell-substrate junction organization
	GO:0150115
	3.54E-02

	GO:BP
	ear development
	GO:0043583
	3.66E-02

	GO:BP
	cellular response to ionizing radiation
	GO:0071479
	3.77E-02

	GO:BP
	animal organ formation
	GO:0048645
	3.77E-02

	GO:BP
	cell-matrix adhesion
	GO:0007160
	3.79E-02

	GO:BP
	cellular response to external stimulus
	GO:0071496
	3.80E-02

	GO:BP
	negative regulation of apoptotic signaling pathway
	GO:2001234
	3.93E-02

	GO:BP
	regulation of angiogenesis
	GO:0045765
	3.99E-02

	GO:BP
	B cell proliferation
	GO:0042100
	4.01E-02

	GO:BP
	signal transduction in absence of ligand
	GO:0038034
	4.09E-02

	GO:BP
	myeloid leukocyte differentiation
	GO:0002573
	4.23E-02

	GO:BP
	gliogenesis
	GO:0042063
	4.26E-02

	GO:BP
	development of primary female sexual characteristics
	GO:0046545
	4.26E-02

	GO:BP
	appendage development
	GO:0048736
	4.27E-02

	GO:BP
	limb development
	GO:0060173
	4.27E-02

	GO:BP
	negative regulation of catabolic process
	GO:0009895
	4.51E-02

	GO:BP
	regulation of vasculature development
	GO:1901342
	4.68E-02

	GO:BP
	regulation of adenylate cyclase activity
	GO:0045761
	4.75E-02

	GO:BP
	positive regulation of cell cycle
	GO:0045787
	4.77E-02

	GO:CC
	RNA polymerase II transcription regulator complex
	GO:0090575
	4.47E-07

	GO:CC
	nuclear periphery
	GO:0034399
	8.38E-04

	GO:CC
	cell leading edge
	GO:0031252
	1.68E-03

	GO:CC
	nuclear matrix
	GO:0016363
	1.93E-03

	GO:CC
	chromosomal region
	GO:0098687
	4.23E-03

	GO:CC
	fibrillar center
	GO:0001650
	4.68E-02

	GO:CC
	lamellipodium
	GO:0030027
	4.99E-02






















Supplementary Table S6 – GO pathway enrichment for all cancers-driver genes with somatic CNV in the African cohort.
	GO Pathway
	Gene set
	Gene set ID
	Adjusted P-value

	GO:MF
	DNA-binding transcription activator activity, RNA polymerase II-specific
	GO:0001228
	2.13E-13

	GO:MF
	DNA-binding transcription activator activity
	GO:0001216
	2.97E-13

	GO:MF
	DNA-binding transcription factor binding
	GO:0140297
	3.27E-11

	GO:MF
	protein tyrosine kinase activity
	GO:0004713
	4.71E-08

	GO:MF
	RNA polymerase II-specific DNA-binding transcription factor binding
	GO:0061629
	1.93E-06

	GO:MF
	transmembrane receptor protein kinase activity
	GO:0019199
	2.15E-06

	GO:MF
	transmembrane receptor protein tyrosine kinase activity
	GO:0004714
	3.18E-06

	GO:MF
	beta-catenin binding
	GO:0008013
	4.83E-06

	GO:MF
	transcription coactivator activity
	GO:0003713
	5.85E-06

	GO:MF
	promoter-specific chromatin binding
	GO:1990841
	7.68E-05

	GO:MF
	ubiquitin protein ligase binding
	GO:0031625
	8.86E-05

	GO:MF
	phosphatase binding
	GO:0019902
	1.03E-04

	GO:MF
	p53 binding
	GO:0002039
	1.23E-04

	GO:MF
	ubiquitin-like protein ligase binding
	GO:0044389
	1.84E-04

	GO:MF
	transmembrane receptor protein tyrosine phosphatase activity
	GO:0005001
	1.99E-04

	GO:MF
	transmembrane receptor protein phosphatase activity
	GO:0019198
	1.99E-04

	GO:MF
	growth factor binding
	GO:0019838
	2.26E-03

	GO:MF
	cyclin-dependent protein serine/threonine kinase regulator activity
	GO:0016538
	2.77E-03

	GO:MF
	disordered domain specific binding
	GO:0097718
	3.50E-03

	GO:MF
	kinase regulator activity
	GO:0019207
	3.57E-03

	GO:MF
	protein phosphatase binding
	GO:0019903
	3.85E-03

	GO:MF
	protein kinase regulator activity
	GO:0019887
	4.50E-03

	GO:MF
	protein serine/threonine kinase activity
	GO:0004674
	6.25E-03

	GO:MF
	histone deacetylase binding
	GO:0042826
	1.27E-02

	GO:MF
	protein tyrosine phosphatase activity
	GO:0004725
	2.14E-02

	GO:MF
	histone H3 methyltransferase activity
	GO:0140938
	2.28E-02

	GO:BP
	cell cycle G1/S phase transition
	GO:0044843
	2.51E-15

	GO:BP
	regulation of hemopoiesis
	GO:1903706
	1.05E-13

	GO:BP
	G1/S transition of mitotic cell cycle
	GO:0000082
	4.95E-13

	GO:BP
	mononuclear cell differentiation
	GO:1903131
	5.36E-13

	GO:BP
	regulation of lymphocyte activation
	GO:0051249
	1.08E-12

	GO:BP
	regulation of cell cycle G1/S phase transition
	GO:1902806
	1.13E-10

	GO:BP
	mitotic cell cycle phase transition
	GO:0044772
	1.60E-10

	GO:BP
	lymphocyte differentiation
	GO:0030098
	1.77E-10

	GO:BP
	regulation of leukocyte differentiation
	GO:1902105
	2.10E-10

	GO:BP
	gland development
	GO:0048732
	4.86E-10

	GO:BP
	epithelial cell proliferation
	GO:0050673
	1.96E-09

	GO:BP
	cell fate commitment
	GO:0045165
	2.35E-09

	GO:BP
	in utero embryonic development
	GO:0001701
	3.24E-09

	GO:BP
	regulation of mitotic cell cycle
	GO:0007346
	3.45E-09

	GO:BP
	muscle cell proliferation
	GO:0033002
	8.40E-09

	GO:BP
	regulation of cell cycle phase transition
	GO:1901987
	9.90E-09

	GO:BP
	regulation of DNA-binding transcription factor activity
	GO:0051090
	1.06E-08

	GO:BP
	stem cell population maintenance
	GO:0019827
	1.11E-08

	GO:BP
	B cell activation
	GO:0042113
	1.26E-08

	GO:BP
	homeostasis of number of cells
	GO:0048872
	1.52E-08

	GO:BP
	maintenance of cell number
	GO:0098727
	1.56E-08

	GO:BP
	positive regulation of lymphocyte activation
	GO:0051251
	1.70E-08

	GO:BP
	regulation of epithelial cell proliferation
	GO:0050678
	1.80E-08

	GO:BP
	regulation of G1/S transition of mitotic cell cycle
	GO:2000045
	2.46E-08

	GO:BP
	positive regulation of cell activation
	GO:0050867
	2.71E-08

	GO:BP
	regulation of T cell activation
	GO:0050863
	3.16E-08

	GO:BP
	epithelial tube morphogenesis
	GO:0060562
	3.87E-08

	GO:BP
	myeloid cell differentiation
	GO:0030099
	8.41E-08

	GO:BP
	positive regulation of leukocyte activation
	GO:0002696
	8.87E-08

	GO:BP
	regulation of kinase activity
	GO:0043549
	8.95E-08

	GO:BP
	regulation of protein kinase activity
	GO:0045859
	1.54E-07

	GO:BP
	gland morphogenesis
	GO:0022612
	2.24E-07

	GO:BP
	regulation of mitotic cell cycle phase transition
	GO:1901990
	2.24E-07

	GO:BP
	regulation of cell-cell adhesion
	GO:0022407
	4.48E-07

	GO:BP
	negative regulation of catabolic process
	GO:0009895
	4.74E-07

	GO:BP
	T cell differentiation
	GO:0030217
	5.07E-07

	GO:BP
	leukocyte proliferation
	GO:0070661
	5.76E-07

	GO:BP
	neuron apoptotic process
	GO:0051402
	7.29E-07

	GO:BP
	morphogenesis of a branching structure
	GO:0001763
	7.67E-07

	GO:BP
	regulation of leukocyte cell-cell adhesion
	GO:1903037
	1.11E-06

	GO:BP
	positive regulation of transferase activity
	GO:0051347
	1.16E-06

	GO:BP
	embryonic organ development
	GO:0048568
	1.60E-06

	GO:BP
	peptidyl-tyrosine phosphorylation
	GO:0018108
	2.22E-06

	GO:BP
	peptidyl-tyrosine modification
	GO:0018212
	2.49E-06

	GO:BP
	morphogenesis of a branching epithelium
	GO:0061138
	2.57E-06

	GO:BP
	positive regulation of cell adhesion
	GO:0045785
	2.73E-06

	GO:BP
	negative regulation of cell cycle
	GO:0045786
	3.07E-06

	GO:BP
	response to oxygen levels
	GO:0070482
	3.12E-06

	GO:BP
	heart morphogenesis
	GO:0003007
	3.46E-06

	GO:BP
	regulation of leukocyte proliferation
	GO:0070663
	3.46E-06

	GO:BP
	lymphocyte proliferation
	GO:0046651
	3.89E-06

	GO:BP
	organ growth
	GO:0035265
	4.80E-06

	GO:BP
	cellular response to oxygen levels
	GO:0071453
	5.17E-06

	GO:BP
	protein localization to nucleus
	GO:0034504
	5.46E-06

	GO:BP
	mononuclear cell proliferation
	GO:0032943
	5.46E-06

	GO:BP
	cardiac septum development
	GO:0003279
	5.63E-06

	GO:BP
	immune system development
	GO:0002520
	5.72E-06

	GO:BP
	leukocyte cell-cell adhesion
	GO:0007159
	5.72E-06

	GO:BP
	cytokine-mediated signaling pathway
	GO:0019221
	6.08E-06

	GO:BP
	positive regulation of T cell activation
	GO:0050870
	1.00E-05

	GO:BP
	regulation of lymphocyte differentiation
	GO:0045619
	1.21E-05

	GO:BP
	positive regulation of hydrolase activity
	GO:0051345
	1.31E-05

	GO:BP
	regulation of cell growth
	GO:0001558
	1.31E-05

	GO:BP
	protein stabilization
	GO:0050821
	1.36E-05

	GO:BP
	pattern specification process
	GO:0007389
	1.69E-05

	GO:BP
	positive regulation of DNA metabolic process
	GO:0051054
	1.93E-05

	GO:BP
	regionalization
	GO:0003002
	1.98E-05

	GO:BP
	cellular response to transforming growth factor beta stimulus
	GO:0071560
	2.11E-05

	GO:BP
	protein autophosphorylation
	GO:0046777
	2.19E-05

	GO:BP
	branching morphogenesis of an epithelial tube
	GO:0048754
	2.84E-05

	GO:BP
	response to transforming growth factor beta
	GO:0071559
	2.86E-05

	GO:BP
	extrinsic apoptotic signaling pathway
	GO:0097191
	2.88E-05

	GO:BP
	ventricular septum development
	GO:0003281
	2.96E-05

	GO:BP
	regulation of neuron apoptotic process
	GO:0043523
	3.04E-05

	GO:BP
	cellular response to interleukin-4
	GO:0071353
	3.08E-05

	GO:BP
	positive regulation of leukocyte cell-cell adhesion
	GO:1903039
	3.32E-05

	GO:BP
	cell growth
	GO:0016049
	3.35E-05

	GO:BP
	Wnt signaling pathway
	GO:0016055
	3.67E-05

	GO:BP
	cell-cell signaling by wnt
	GO:0198738
	3.93E-05

	GO:BP
	positive regulation of protein kinase activity
	GO:0045860
	4.23E-05

	GO:BP
	protein import into nucleus
	GO:0006606
	4.32E-05

	GO:BP
	positive regulation of cell-cell adhesion
	GO:0022409
	4.38E-05

	GO:BP
	regulation of lymphocyte proliferation
	GO:0050670
	4.69E-05

	GO:BP
	regulation of B cell activation
	GO:0050864
	4.71E-05

	GO:BP
	response to interleukin-4
	GO:0070670
	5.77E-05

	GO:BP
	regulation of mononuclear cell proliferation
	GO:0032944
	5.79E-05

	GO:BP
	negative regulation of cell cycle G1/S phase transition
	GO:1902807
	6.00E-05

	GO:BP
	import into nucleus
	GO:0051170
	6.05E-05

	GO:BP
	cardiac chamber development
	GO:0003205
	6.47E-05

	GO:BP
	regulation of inflammatory response
	GO:0050727
	7.22E-05

	GO:BP
	regulation of smooth muscle cell proliferation
	GO:0048660
	8.06E-05

	GO:BP
	nucleocytoplasmic transport
	GO:0006913
	8.68E-05

	GO:BP
	nuclear transport
	GO:0051169
	8.68E-05

	GO:BP
	positive regulation of kinase activity
	GO:0033674
	9.36E-05

	GO:BP
	regulation of apoptotic signaling pathway
	GO:2001233
	9.44E-05

	GO:BP
	phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0043491
	9.79E-05

	GO:BP
	smooth muscle cell proliferation
	GO:0048659
	1.08E-04

	GO:BP
	rhythmic process
	GO:0048511
	1.22E-04

	GO:BP
	positive regulation of cardiac muscle cell proliferation
	GO:0060045
	1.27E-04

	GO:BP
	leukocyte activation involved in immune response
	GO:0002366
	1.34E-04

	GO:BP
	regulation of T cell differentiation
	GO:0045580
	1.38E-04

	GO:BP
	signal transduction by p53 class mediator
	GO:0072331
	1.38E-04

	GO:BP
	regulation of protein localization to nucleus
	GO:1900180
	1.54E-04

	GO:BP
	cell activation involved in immune response
	GO:0002263
	1.59E-04

	GO:BP
	cellular response to decreased oxygen levels
	GO:0036294
	1.65E-04

	GO:BP
	regulation of organ growth
	GO:0046620
	1.72E-04

	GO:BP
	positive regulation of cell development
	GO:0010720
	1.87E-04

	GO:BP
	negative regulation of autophagy
	GO:0010507
	1.90E-04

	GO:BP
	response to molecule of bacterial origin
	GO:0002237
	1.93E-04

	GO:BP
	epigenetic regulation of gene expression
	GO:0040029
	1.96E-04

	GO:BP
	regulation of adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
	GO:0002822
	1.98E-04

	GO:BP
	regulation of fibroblast proliferation
	GO:0048145
	2.09E-04

	GO:BP
	regulation of stem cell proliferation
	GO:0072091
	2.09E-04

	GO:BP
	cellular response to tumor necrosis factor
	GO:0071356
	2.29E-04

	GO:BP
	positive regulation of organ growth
	GO:0046622
	2.40E-04

	GO:BP
	stem cell proliferation
	GO:0072089
	2.43E-04

	GO:BP
	somatic stem cell population maintenance
	GO:0035019
	2.48E-04

	GO:BP
	ERK1 and ERK2 cascade
	GO:0070371
	2.52E-04

	GO:BP
	intracellular receptor signaling pathway
	GO:0030522
	2.62E-04

	GO:BP
	response to decreased oxygen levels
	GO:0036293
	2.63E-04

	GO:BP
	negative regulation of mitotic cell cycle
	GO:0045930
	2.80E-04

	GO:BP
	cellular response to peptide
	GO:1901653
	2.82E-04

	GO:BP
	negative regulation of transferase activity
	GO:0051348
	2.95E-04

	GO:BP
	regulation of telomerase activity
	GO:0051972
	3.28E-04

	GO:BP
	positive regulation of cardiac muscle tissue growth
	GO:0055023
	3.32E-04

	GO:BP
	negative regulation of leukocyte proliferation
	GO:0070664
	3.33E-04

	GO:BP
	regulation of developmental growth
	GO:0048638
	3.35E-04

	GO:BP
	cardiac ventricle development
	GO:0003231
	3.55E-04

	GO:BP
	regulation of protein stability
	GO:0031647
	3.63E-04

	GO:BP
	muscle tissue development
	GO:0060537
	3.67E-04

	GO:BP
	T cell costimulation
	GO:0031295
	3.81E-04

	GO:BP
	adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
	GO:0002460
	4.22E-04

	GO:BP
	response to heat
	GO:0009408
	4.34E-04

	GO:BP
	regulation of adaptive immune response
	GO:0002819
	4.58E-04

	GO:BP
	negative regulation of cell adhesion
	GO:0007162
	4.61E-04

	GO:BP
	hematopoietic or lymphoid organ development
	GO:0048534
	4.74E-04

	GO:BP
	negative regulation of G1/S transition of mitotic cell cycle
	GO:2000134
	4.88E-04

	GO:BP
	lymphocyte costimulation
	GO:0031294
	5.09E-04

	GO:BP
	TOR signaling
	GO:0031929
	5.26E-04

	GO:BP
	positive regulation of epithelial cell proliferation
	GO:0050679
	5.37E-04

	GO:BP
	striated muscle cell proliferation
	GO:0014855
	5.43E-04

	GO:BP
	negative regulation of cytokine production
	GO:0001818
	5.70E-04

	GO:BP
	response to lipopolysaccharide
	GO:0032496
	5.78E-04

	GO:BP
	response to temperature stimulus
	GO:0009266
	5.94E-04

	GO:BP
	regulation of ERK1 and ERK2 cascade
	GO:0070372
	5.94E-04

	GO:BP
	receptor signaling pathway via JAK-STAT
	GO:0007259
	6.30E-04

	GO:BP
	response to tumor necrosis factor
	GO:0034612
	6.31E-04

	GO:BP
	cellular response to biotic stimulus
	GO:0071216
	6.61E-04

	GO:BP
	lymphocyte activation involved in immune response
	GO:0002285
	7.32E-04

	GO:BP
	positive regulation of heart growth
	GO:0060421
	7.52E-04

	GO:BP
	mammary gland development
	GO:0030879
	7.73E-04

	GO:BP
	response to oxidative stress
	GO:0006979
	7.91E-04

	GO:BP
	negative regulation of catalytic activity
	GO:0043086
	8.76E-04

	GO:BP
	regulation of myeloid cell differentiation
	GO:0045637
	8.95E-04

	GO:BP
	regulation of mesenchymal cell proliferation
	GO:0010464
	9.07E-04

	GO:BP
	positive regulation of cell cycle
	GO:0045787
	9.36E-04

	GO:BP
	receptor signaling pathway via STAT
	GO:0097696
	9.44E-04

	GO:BP
	ncRNA transcription
	GO:0098781
	9.44E-04

	GO:BP
	regulation of signal transduction by p53 class mediator
	GO:1901796
	9.93E-04

	GO:BP
	cellular response to chemical stress
	GO:0062197
	1.01E-03

	GO:BP
	negative regulation of cell cycle phase transition
	GO:1901988
	1.03E-03

	GO:BP
	embryonic organ morphogenesis
	GO:0048562
	1.05E-03

	GO:BP
	canonical Wnt signaling pathway
	GO:0060070
	1.05E-03

	GO:BP
	fibroblast proliferation
	GO:0048144
	1.07E-03

	GO:BP
	regulation of small GTPase mediated signal transduction
	GO:0051056
	1.09E-03

	GO:BP
	positive regulation of cell cycle phase transition
	GO:1901989
	1.25E-03

	GO:BP
	negative regulation of cellular catabolic process
	GO:0031330
	1.26E-03

	GO:BP
	positive regulation of MAPK cascade
	GO:0043410
	1.35E-03

	GO:BP
	regulation of TOR signaling
	GO:0032006
	1.39E-03

	GO:BP
	glial cell proliferation
	GO:0014009
	1.44E-03

	GO:BP
	negative regulation of leukocyte activation
	GO:0002695
	1.55E-03

	GO:BP
	mesenchyme development
	GO:0060485
	1.60E-03

	GO:BP
	positive regulation of leukocyte differentiation
	GO:1902107
	1.63E-03

	GO:BP
	positive regulation of hemopoiesis
	GO:1903708
	1.63E-03

	GO:BP
	regulation of nucleocytoplasmic transport
	GO:0046822
	1.68E-03

	GO:BP
	regulation of cardiac muscle cell proliferation
	GO:0060043
	1.81E-03

	GO:BP
	regulation of glial cell proliferation
	GO:0060251
	1.81E-03

	GO:BP
	negative regulation of cell-cell adhesion
	GO:0022408
	1.81E-03

	GO:BP
	leukocyte apoptotic process
	GO:0071887
	1.81E-03

	GO:BP
	regulation of transcription elongation by RNA polymerase II
	GO:0034243
	1.91E-03

	GO:BP
	negative regulation of lymphocyte proliferation
	GO:0050672
	1.91E-03

	GO:BP
	T cell differentiation in thymus
	GO:0033077
	1.91E-03

	GO:BP
	heart valve morphogenesis
	GO:0003179
	2.05E-03

	GO:BP
	negative regulation of mononuclear cell proliferation
	GO:0032945
	2.09E-03

	GO:BP
	regulation of extrinsic apoptotic signaling pathway
	GO:2001236
	2.26E-03

	GO:BP
	regulation of cyclin-dependent protein kinase activity
	GO:1904029
	2.28E-03

	GO:BP
	negative regulation of cell development
	GO:0010721
	2.28E-03

	GO:BP
	regulation of Wnt signaling pathway
	GO:0030111
	2.40E-03

	GO:BP
	Ras protein signal transduction
	GO:0007265
	2.40E-03

	GO:BP
	fat cell differentiation
	GO:0045444
	2.51E-03

	GO:BP
	response to peptide hormone
	GO:0043434
	2.51E-03

	GO:BP
	cellular response to heat
	GO:0034605
	2.56E-03

	GO:BP
	T cell activation involved in immune response
	GO:0002286
	2.58E-03

	GO:BP
	B cell differentiation
	GO:0030183
	2.85E-03

	GO:BP
	negative regulation of lymphocyte activation
	GO:0051250
	3.01E-03

	GO:BP
	cellular response to oxidative stress
	GO:0034599
	3.13E-03

	GO:BP
	cardiac chamber morphogenesis
	GO:0003206
	3.16E-03

	GO:BP
	smooth muscle cell differentiation
	GO:0051145
	3.18E-03

	GO:BP
	columnar/cuboidal epithelial cell differentiation
	GO:0002065
	3.38E-03

	GO:BP
	negative regulation of growth
	GO:0045926
	3.41E-03

	GO:BP
	regulation of B cell proliferation
	GO:0030888
	3.53E-03

	GO:BP
	stem cell differentiation
	GO:0048863
	3.55E-03

	GO:BP
	negative regulation of immune system process
	GO:0002683
	3.56E-03

	GO:BP
	negative regulation of inflammatory response
	GO:0050728
	3.57E-03

	GO:BP
	connective tissue development
	GO:0061448
	3.65E-03

	GO:BP
	regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	GO:0051896
	3.87E-03

	GO:BP
	circadian rhythm
	GO:0007623
	4.02E-03

	GO:BP
	mesenchymal cell differentiation
	GO:0048762
	4.03E-03

	GO:BP
	positive regulation of protein localization to nucleus
	GO:1900182
	4.06E-03

	GO:BP
	epithelial to mesenchymal transition
	GO:0001837
	4.21E-03

	GO:BP
	transforming growth factor beta receptor signaling pathway
	GO:0007179
	4.21E-03

	GO:BP
	regulation of ncRNA transcription
	GO:0140747
	4.39E-03

	GO:BP
	dendritic cell differentiation
	GO:0097028
	4.43E-03

	GO:BP
	fibroblast apoptotic process
	GO:0044346
	4.48E-03

	GO:BP
	negative regulation of cell activation
	GO:0050866
	4.62E-03

	GO:BP
	cardiac septum morphogenesis
	GO:0060411
	5.27E-03

	GO:BP
	animal organ formation
	GO:0048645
	5.27E-03

	GO:BP
	positive regulation of DNA-binding transcription factor activity
	GO:0051091
	5.31E-03

	GO:BP
	negative regulation of cell cycle process
	GO:0010948
	5.49E-03

	GO:BP
	regulation of epithelial to mesenchymal transition
	GO:0010717
	5.52E-03

	GO:BP
	response to hypoxia
	GO:0001666
	5.70E-03

	GO:BP
	mammary gland epithelium development
	GO:0061180
	5.81E-03

	GO:BP
	positive regulation of cell cycle process
	GO:0090068
	5.84E-03

	GO:BP
	cellular response to peptide hormone stimulus
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Number of patients, n (%)

Mean age 49.3

Median age 50

Histological type

     Invasive ductal 25 (83.3)

     Metaplastic 2 (6.7)

     Intracystic papillary 1 (3.3)

     Medullary 1 (3.3)

     NA 1 (3.3)

Grade

     II 7 (23.3)

     III 21 (70.0)

     NA 2 (6.7)

Staging

     IIA 4 (13.3)

     IIB 1 (3.3)

     IIIA 9 (30.0)

     IIIB 9 (30.0)

     IIIC 2 (6.7)

     IV 3 (10.0)

     NA 2 (6.7)
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BC  Other tumour types

Only African cohort 3295

CDKN2A, CSF1R, CSPG4, DNMT3A, ESR1, 

FGFR2, GATA3, GNAS, JAK2, MAX, 

MDM4, MED23, MUC6, RHPN2

AKT3, ALPK1, AMER1, ARHGAP5, ARHGEF10, ATF7IP, BCL2L12, 

BCL7A, BCL9, BIRC3, BRD4, BRD7, BTK, CAMTA1, CARD11, CCND1, 

CCND2, CDX2, CLTCL1, COL2A1, CTNND2, DAXX, DCC, DGCR8, 

EPAS1, EPS15, ERCC2, ERCC3, FANCF, FGD1, FLCN, FN1, FOXP1, 

GPAA1, GPC5, ING1, KDM3B, LATS2, LDB1, LEF1, LPA, MAP2K7, 

MET, MGA, MLLT3, MLLT6, MPL, MUC20, NCAPH, NFE2L2, NFIB, 

NFKBIE, NT5C3A, P2RY8, PARP4, PAX5, PDGFRB, PHF6, PLCG1, 

POLE, PPP3CA, PRDM1, PSPC1, PTPRK, PWWP2A, RAC1, RANBP2, 

RNF6, RPS3A, RUNX1T1, RXRA, SALL4, SETD1B, SETDB1, SH2B3, 

SLC35E2A, SOS1, SRGAP3, STIL, TAF15, TCF4, TENT5C, TERT, TFEB, 

TGIF1, TNC, TNFAIP3, TOP1, TOP2A, TRAF7, TRPM8, ZMYM2, 

ZNF721

Shared between TCGA-AA and TCGA-EA 227

CASP8, CUX1, ERBB3, FAM135B, HRAS, 

MYH9, NOTCH1, PIK3R1, PTEN, RB1

ACVR2A, BAZ1A, CIITA, LIFR, NIPBL, NTRK3, PRKD2, TAL1, TRIM24

Shared between African and TCGA-AA 187 ALK, ARID1A, KMT2C BCL11B, CDC73, FCRL4, NRG1, PRKCB, SMO, SMURF2, ZNF93

Shared between African and TCGA-EA 1772

AFDN, AKAP9, ATM, ATP1A1, BRCA1, 

BRCA2, CACNA1D, CDH1, CREBBP, CTCF, 

CYLD, DDX3X, EGFR, ELN, FAT4, FGFR1, 

IKZF1, KDM6A, KMT2D, LRP1B, MAP2K4, 

MECOM, MYH11, NCOR1, NCOR2, 

NFKB2, NUMA1, PIK3CA, RNF43, SPEN, 

UBR5, ZFHX3

ABL1, ACSL6, ACSM3, AFF1, ARHGEF10L, ASXL1, ASXL2, ATG7, 

ATR, BCLAF1, BCORL1, BLM, CASZ1, CDH10, CIC, CLIP1, CNTRL, 

COL1A1, COL6A3, CPEB3, CSF3R, DICER1, DIS3, DOT1L, DTX1, 

EBF1, EIF1AX, EP300, EPHA2, ETV6, FANCC, FANCD2, FBN2, FGD5, 

FH, FLT3, FLT4, FOXL2, GRM3, HDAC4, HSPG2, JAK3, KDM5C, 

KLHL6, KMT2A, LZTR1, MAML2, MB21D2, MDGA2, NCOA2, NF2, 

NIN, NRK, NSD3, NUP214, NUTM1, NXF1, PABPC1, PDE4DIP, PER1, 

PER3, PRDM16, PREX2, PSIP1, PTPN13, PTPN14, PTPN6, PTPRB, 

PTPRC, PTPRU, RAF1, RAP1GDS1, RBFOX1, RECQL4, RNF213, 

RPL22, RRN3, SETBP1, SETD2, SMC1A, SNX29, STAG2, TAF1L, TET2, 

TFG, TRRAP, ULK1, WT1, XPO1



Total number of genes

Previously identified driver genes*

Shared between the 3 cohorts 216

ARID1B, BIRC6, FAT1, FBXW7, MTOR, 

NF1, NOTCH2, TP53

ANK1, ANKRD11, ARID1B, ATRX, DDB2, ELL, HSP90AB1, NBEA, 

NSD1, PDGFRA, RET, ROS1, SMARCA4, TCF7L2


