Table 1.  GO and KEGG pathway enrichment analysis of DEGs in BC samples

	Term
	Description
	Count in gene set
	P-value

	GO:0008285
	negative regulation of cell proliferation
	15
	2.55E-07

	GO:0051897
	positive regulation of protein kinase B signaling
	7
	1.26E-04

	GO:0001525
	angiogenesis
	8
	2.58E-04

	GO:0050873
	brown fat cell differentiation
	5
	3.72E-04

	GO:0042593
	glucose homeostasis
	6
	0.002823321

	GO:0001955
	blood vessel maturation
	3
	0.003089159

	GO:0033622
	integrin activation
	3
	0.003089159

	GO:0001937
	negative regulation of endothelial cell proliferation
	4
	0.003536239

	GO:0007179
	transforming growth factor beta receptor signaling pathway
	5
	0.003635691

	GO:0031623
	receptor internalization
	4
	0.005965908

	GO:0050821
	protein stabilization
	6
	0.006551806

	GO:0048146
	positive regulation of fibroblast proliferation
	4
	0.008481135

	GO:0045600
	positive regulation of fat cell differentiation
	4
	0.010718707

	GO:0001892
	embryonic placenta development
	3
	0.012644525

	GO:0048566
	embryonic digestive tract development
	3
	0.014471964

	GO:2000379
	positive regulation of reactive oxygen species metabolic process
	3
	0.02514957

	GO:0006094
	gluconeogenesis
	3
	0.02514957

	GO:0042632
	cholesterol homeostasis
	4
	0.025339812

	GO:0016337
	single organismal cell-cell adhesion
	4
	0.026652382

	GO:0032870
	cellular response to hormone stimulus
	3
	0.030087741

	GO:0035987
	endodermal cell differentiation
	3
	0.032689167

	GO:0001523
	retinoid metabolic process
	2
	0.036797482

	GO:0019065
	receptor-mediated endocytosis of virus by host cell
	2
	0.036797482

	GO:0044320
	cellular response to leptin stimulus
	2
	0.036797482

	GO:0007005
	mitochondrion organization
	3
	0.040992612

	GO:0010595
	positive regulation of endothelial cell migration
	3
	0.046920013

	GO:0007566
	embryo implantation
	3
	0.046920013

	GO:0007229
	integrin-mediated signaling pathway
	4
	0.046933729

	GO:0051902
	negative regulation of mitochondrial depolarization
	2
	0.04876179

	GO:0001774
	microglial cell activation
	2
	0.04876179

	GO:0070836
	caveola assembly
	2
	0.04876179

	GO:0071455
	cellular response to hyperoxia
	2
	0.04876179

	GO:0050994
	regulation of lipid catabolic process
	2
	0.04876179

	GO:0050999
	regulation of nitric-oxide synthase activity
	2
	0.04876179

	GO:0031659
	positive regulation of cyclin-dependent protein serine/threonine kinase activity involved in G1/S transition of mitotic cell cycle
	2
	0.04876179

	GO:0071277
	cellular response to calcium ion
	3
	0.049994229

	GO:0070062
	extracellular exosome
	53
	2.75E-07

	[bookmark: _GoBack]GO:0005615
	extracellular space
	25
	5.23E-05

	GO:0048471
	perinuclear region of cytoplasm
	13
	2.53E-04

	GO:0005925
	focal adhesion
	11
	0.002523712

	GO:0045121
	membrane raft
	6
	0.005331795

	GO:0005901
	caveola
	4
	0.007572988

	GO:0072562
	blood microparticle
	5
	0.013804833

	GO:0009897
	external side of plasma membrane
	6
	0.032480634

	GO:0031012
	extracellular matrix
	5
	0.033499808

	GO:0016504
	peptidase activator activity
	3
	0.003542482

	GO:0008201
	heparin binding
	6
	0.004209279

	GO:0005509
	calcium ion binding
	14
	0.017300258

	GO:0000982
	transcription factor activity, RNA polymerase II core promoter proximal region sequence-specific binding
	3
	0.017950094

	GO:0005006
	epidermal growth factor-activated receptor activity
	2
	0.022964172

	GO:0001077
	transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding
	7
	0.026688888

	ptr03320
	PPAR signaling pathway
	11
	4.08E-08

	ptr04152
	AMPK signaling pathway
	9
	3.10E-04

	ptr05200
	Pathways in cancer
	16
	4.40E-04

	ptr04510
	Focal adhesion
	11
	8.00E-04

	ptr04923
	Regulation of lipolysis in adipocytes
	6
	0.001100395

	ptr04512
	ECM-receptor interaction
	7
	0.00169773

	ptr04151
	PI3K-Akt signaling pathway
	13
	0.003436172

	ptr04920
	Adipocytokine signaling pathway
	6
	0.003651385

	ptr00564
	Glycerophospholipid metabolism
	6
	0.012696245

	ptr00071
	Fatty acid degradation
	4
	0.020785301

	ptr04024
	cAMP signaling pathway
	8
	0.02423772

	ptr04022
	cGMP-PKG signaling pathway
	7
	0.026018981

	ptr05205
	Proteoglycans in cancer
	8
	0.02604064

	ptr04978
	Mineral absorption
	4
	0.0281176

	ptr05410
	Hypertrophic cardiomyopathy (HCM)
	5
	0.031287819

	ptr05414
	Dilated cardiomyopathy
	5
	0.037624072

	ptr04964
	Proximal tubule bicarbonate reclamation
	3
	0.042666285

	ptr04066
	HIF-1 signaling pathway
	5
	0.043187666

	ptr04915
	Estrogen signaling pathway
	5
	0.047649473

	ptr04910
	Insulin signaling pathway
	6
	0.048383988

	GO, Gene Ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes; DEGs, differentially expressed genes; BC, breast cancer.



