Table S2. Significant Correlations of Significantly Regulated Liver Transcriptomic KEGG Pathways with Portal Insulin.

	KEGG Pathway ID
	KEGG Pathway Name
	KEGG Pathway Classification
	Portal Insulin ρ
	Portal Insulin p
	Portal Insulin FDR

	hsa05340
	Primary immunodeficiency 
	Immune disease
	0.30
	2.64E-04
	0.0024807

	hsa04658
	Th1 and Th2 cell differentiation 
	Immune System
	0.26
	2.59E-06
	0.0000686

	hsa04659
	Th17 cell differentiation
	Immune System
	0.26
	1.08E-05
	0.0001653

	hsa04620
	Toll-like receptor signaling pathway 
	Immune System
	0.25
	4.12E-03
	0.0250057

	hsa05310
	Asthma 
	Immune disease
	0.24
	3.87E-05
	0.0004901

	hsa04940
	Type I diabetes mellitus  
	Endocrine and metabolic disease
	0.24
	2.33E-06
	0.0000678

	hsa05320
	Autoimmune thyroid disease  
	Immune disease
	0.24
	2.33E-06
	0.0000678

	hsa05330
	Allograft rejection  
	Immune disease
	0.24
	2.33E-06
	0.0000678

	hsa05332
	Graft-versus-host disease  
	Immune disease
	0.24
	2.33E-06
	0.0000678

	hsa04640
	Hematopoietic cell lineage  
	Immune System
	0.24
	3.06E-06
	0.0000743

	hsa04142
	Lysosome  
	Transport and catabolism
	0.24
	5.60E-03
	0.0319724

	hsa04612
	Antigen processing and presentation  
	Immune System
	0.23
	4.84E-09
	0.0000005

	hsa05321
	Inflammatory bowel disease  
	Immune disease
	0.23
	2.41E-05
	0.0003499

	hsa05152
	Tuberculosis  
	Infectious disease: bacterial
	0.23
	2.91E-05
	0.0004037

	hsa05164
	Influenza A  
	Infectious disease: viral
	0.23
	1.03E-06
	0.0000600

	hsa05416
	Viral myocarditis  
	Cardiovascular disease
	0.23
	4.31E-06
	0.0000896

	hsa04621
	NOD-like receptor signaling pathway  
	Immune System
	0.23
	4.85E-06
	0.0000940

	hsa04145
	Phagosome  
	Transport and catabolism
	0.22
	1.71E-06
	0.0000678

	hsa04514
	Cell adhesion molecules  
	Signaling molecules and interaction
	0.22
	8.52E-06
	0.0001458

	hsa05140
	Leishmaniasis  
	Infectious disease: parasitic
	0.22
	6.16E-06
	0.0001120

	hsa05323
	Rheumatoid arthritis  
	Immune disease
	0.22
	9.45E-06
	0.0001528

	hsa05169
	Epstein-Barr virus infection  
	Infectious disease: viral
	0.22
	2.91E-11
	0.0000000

	hsa04672
	Intestinal immune network for IgA production  
	Immune System
	0.22
	3.81E-05
	0.0004901

	hsa05145
	Toxoplasmosis  
	Infectious disease: parasitic
	0.22
	3.57E-04
	0.0031492

	hsa04062
	Chemokine signaling pathway  
	Immune System
	0.22
	6.09E-04
	0.0049190

	hsa05168
	Herpes simplex virus 1 infection  
	Infectious disease: viral
	0.22
	1.02E-07
	0.0000074

	hsa04060
	Cytokine-cytokine receptor interaction  
	Signaling molecules and interaction
	0.22
	6.55E-04
	0.0051539

	hsa04650
	Natural killer cell mediated cytotoxicity  
	Immune System
	0.20
	2.19E-04
	0.0021211

	hsa05166
	Human T-cell leukemia virus 1 infection  
	Infectious disease: viral
	0.19
	4.26E-06
	0.0000896

	hsa05162
	Measles  
	Infectious disease: viral
	0.19
	1.26E-04
	0.0014612

	hsa04380
	Osteoclast differentiation  
	Development and regeneration
	0.18
	2.37E-03
	0.0156636

	hsa04657
	IL-17 signaling pathway  
	Immune System
	0.18
	1.71E-02
	0.0776604

	hsa04064
	NF-kappa B signaling pathway  
	Signal transduction
	0.18
	1.96E-02
	0.0828073

	hsa04660
	T cell receptor signaling pathway  
	Immune System
	0.18
	1.76E-02
	0.0780324

	hsa05206
	MicroRNAs in cancer  
	Cancer: overview
	0.18
	5.42E-03
	0.0315450

	hsa03050
	Proteasome  
	Folding, sorting, and degradation
	0.17
	7.83E-03
	0.0398643

	hsa05160
	Hepatitis C  
	Infectious disease: viral
	0.17
	2.93E-03
	0.0181532

	hsa04670
	Leukocyte transendothelial migration  
	Immune System
	0.17
	7.61E-03
	0.0398643

	hsa05203
	Viral carcinogenesis  
	Cancer: overview
	0.16
	2.61E-03
	0.0164809

	hsa05167
	Kaposi sarcoma-associated herpesvirus infection  
	Infectious disease: viral
	0.16
	7.89E-03
	0.0398643

	hsa05132
	Salmonella infection  
	Infectious disease: bacterial
	0.15
	2.59E-03
	0.0164809

	hsa05150
	Staphylococcus aureus infection  
	Infectious disease: bacterial
	0.15
	2.34E-02
	0.0960838

	hsa04144
	Endocytosis  
	Transport and catabolism
	0.15
	2.09E-04
	0.0021191

	hsa04666
	Fc gamma R-mediated phagocytosis  
	Immune System
	0.15
	4.75E-03
	0.0282233

	hsa04810
	Regulation of actin cytoskeleton  
	Cell motility
	0.14
	1.95E-02
	0.0828073

	hsa00140
	Steroid hormone biosynthesis  
	Lipid metabolism
	-0.09
	1.17E-02
	0.0557638

	hsa00980
	Metabolism of xenobiotics by cytochrome P450  
	Xenobiotic biodegradation and metabolism
	-0.10
	6.21E-03
	0.0334880

	hsa00010
	Glycolysis / Gluconeogenesis  
	Carbohydrate metabolism
	-0.11
	7.95E-03
	0.0398643

	hsa04610
	Complement and coagulation cascades  
	Immune System
	-0.11
	1.82E-04
	0.0020379

	hsa00071
	Fatty acid degradation  
	Lipid metabolism
	-0.13
	8.09E-04
	0.0060369

	hsa00330
	Arginine and proline metabolism  
	Amino acid metabolism
	-0.13
	1.95E-02
	0.0828073

	hsa00350
	Tyrosine metabolism  
	Amino acid metabolism
	-0.13
	8.27E-03
	0.0407796

	hsa00982
	Drug metabolism - cytochrome P450  
	Xenobiotic biodegradation and metabolism
	-0.14
	6.42E-05
	0.0007784

	hsa00830
	Retinol metabolism  
	Metabolism of cofactors and vitamins
	-0.14
	5.08E-04
	0.0042221

	hsa05204
	Chemical carcinogenesis - DNA adducts  
	Cancer: overview
	-0.14
	2.76E-04
	0.0025136

	hsa00380
	Tryptophan metabolism  
	Amino acid metabolism
	-0.14
	6.96E-04
	0.0053316

	hsa00640
	Propanoate metabolism  
	Carbohydrate metabolism
	-0.15
	5.97E-03
	0.0334235

	hsa04976
	Bile secretion  
	Digestive system
	-0.15
	1.57E-02
	0.0727363

	hsa01200
	Carbon metabolism  
	Global and overview maps
	-0.15
	2.11E-04
	0.0021191

	hsa01100
	Metabolic pathways  
	Global and overview maps
	-0.17
	7.92E-20
	0.0000000

	hsa00260
	Glycine, serine and threonine metabolism  
	Amino acid metabolism
	-0.17
	1.00E-03
	0.0072818

	hsa04922
	Glucagon signaling pathway  
	Endocrine system
	-0.17
	1.77E-02
	0.0780324

	hsa04371
	Apelin signaling pathway  
	Signal transduction
	-0.18
	1.26E-02
	0.0589651

	hsa00280
	Valine, leucine and isoleucine degradation  
	Amino acid metabolism
	-0.18
	1.92E-04
	0.0020647

	hsa00310
	Lysine degradation  
	Amino acid metabolism
	-0.18
	1.96E-03
	0.0132583

	hsa00410
	beta-Alanine metabolism  
	Metabolism of other amino acids
	-0.18
	1.38E-03
	0.0095949

	hsa00910
	Nitrogen metabolism  
	Energy metabolism
	-0.19
	2.16E-02
	0.0895926

	hsa00630
	Glyoxylate and dicarboxylate metabolism  
	Carbohydrate metabolism
	-0.19
	1.01E-02
	0.0491848

	hsa01230
	Biosynthesis of amino acids  
	Global and overview maps
	-0.21
	4.92E-04
	0.0042126

	hsa00250
	Alanine, aspartate and glutamate metabolism  
	Amino acid metabolism
	-0.23
	1.21E-03
	0.0085556

	hsa04350
	TGF-beta signaling pathway  
	Signal transduction
	-0.31
	6.20E-03
	0.0334880




