Supplementary Table 9. Top 10 GO Terms (10 most enriched) in Molecular Function in NP aging comparisons

	2.5 month NP vs. 6 month NP

	GO Term
	GO Function
	Enrichment Score
	Enrichment p-value
	% genes in group that are present
	# genes in list, in group
	# genes not in list, in group
	GO ID

	laminin binding
	molecular function
	8.43
	2.18E-04
	13.64
	3
	19
	43236

	BMP receptor binding
	molecular function
	7.43
	5.95E-04
	28.57
	2
	5
	70700

	extracellular matrix binding
	molecular function
	6.64
	1.31E-03
	7.50
	3
	37
	50840

	transmembrane receptor protein serine/threonine kinase binding
	molecular function
	5.99
	2.51E-03
	14.29
	2
	12
	70696

	receptor serine/threonine kinase binding
	molecular function
	5.85
	2.89E-03
	13.33
	2
	13
	33612

	cytokine activity
	molecular function
	5.62
	3.63E-03
	2.65
	5
	184
	5125

	structural constituent of ribosome
	molecular function
	5.44
	4.33E-03
	3.28
	4
	118
	3735

	protein homodimerization activity
	molecular function
	5.31
	4.95E-03
	1.51
	9
	586
	42803

	glycoprotein binding
	molecular function
	4.93
	7.23E-03
	4.11
	3
	70
	1948

	identical protein binding
	molecular function
	4.60
	1.01E-02
	1.21
	11
	898
	42802

	
	
	
	
	
	
	
	

	21 month NP vs. 6 month NP

	GO Term
	GO Function
	Enrichment Score
	Enrichment p-value
	% genes in group that are present
	# genes in list, in group
	# genes not in list, in group
	GO ID

	alpha-actinin binding
	molecular function
	14.69
	4.15E-07
	20.00
	4
	16
	51393

	cytoskeletal protein binding
	molecular function
	14.43
	5.41E-07
	1.90
	12
	618
	8092

	actinin binding
	molecular function
	13.58
	1.26E-06
	15.38
	4
	22
	42805

	creatine kinase activity
	molecular function
	9.75
	5.81E-05
	50.00
	2
	2
	4111

	muscle alpha-actinin binding
	molecular function
	8.51
	2.02E-04
	28.57
	2
	5
	51371

	structural constituent of cytoskeleton
	molecular function
	8.15
	2.90E-04
	7.32
	3
	38
	5200

	phosphotransferase activity, nitrogenous group as acceptor
	molecular function
	7.75
	4.31E-04
	20.00
	2
	8
	16775

	actin binding
	molecular function
	7.68
	4.64E-04
	1.90
	6
	309
	3779

	calmodulin binding
	molecular function
	6.84
	1.07E-03
	2.80
	4
	139
	5516

	carbohydrate derivative transporter activity
	molecular function
	5.81
	3.01E-03
	7.69
	2
	24
	1901505

	







	
	
	


	
	
	
	

	2.5 month NP vs. 21 month NP

	GO Term
	GO Function
	Enrichment Score
	Enrichment p-value
	% genes in group that are present
	# genes in list, in group
	# genes not in list, in group
	GO ID

	carbohydrate derivative transporter activity
	molecular function
	6.94
	9.67E-04
	11.54
	3
	23
	1901505

	inhibitory extracellular ligand-gated ion channel activity
	molecular function
	6.76
	1.16E-03
	28.57
	2
	5
	5237

	hydrolase activity, acting on ether bonds
	molecular function
	6.23
	1.97E-03
	22.22
	2
	7
	16801

	glycoprotein binding
	molecular function
	6.09
	2.27E-03
	5.48
	4
	69
	1948

	calmodulin binding
	molecular function
	5.37
	4.64E-03
	3.50
	5
	138
	5516

	apolipoprotein binding
	molecular function
	5.19
	5.58E-03
	13.33
	2
	13
	34185

	oxidoreductase activity, acting on the CH-NH2 group of donors, oxygen as acceptor
	molecular function
	5.19
	5.58E-03
	13.33
	2
	13
	16641

	copper ion binding
	molecular function
	5.05
	6.39E-03
	6.00
	3
	47
	5507

	pattern binding
	molecular function
	4.83
	8.01E-03
	11.11
	2
	16
	1871

	polysaccharide binding
	molecular function
	4.83
	8.01E-03
	11.11
	2
	16
	30247










































KEGG Pathways (10 most enriched)

	2 month ENT1-/- vs. 2 month WT

	KEGG Pathway Name
	Enrichment Score
	Enrichment p-value
	% genes in group that are present
	# genes in list, in group
	# genes not in list, in group
	Pathway ID

	Cell cycle
	14.4671
	5.21E-07
	8.8
	11
	114
	kegg_pathway_53

	Progesterone-mediated oocyte maturation
	11.0432
	1.60E-05
	9.09091
	8
	80
	kegg_pathway_200

	Porphyrin and chlorophyll metabolism
	8.93199
	0.000132095
	12.8205
	5
	34
	kegg_pathway_104

	Leukocyte transendothelial migration
	8.86981
	0.000140569
	6.72269
	8
	111
	kegg_pathway_276

	African trypanosomiasis
	7.01016
	0.00090266
	11.7647
	4
	30
	kegg_pathway_159

	Leishmaniasis
	6.6031
	0.00135616
	7.8125
	5
	59
	kegg_pathway_170

	p53 signaling pathway
	6.5332
	0.00145434
	7.69231
	5
	60
	kegg_pathway_82

	Fc epsilon RI signaling pathway
	6.20188
	0.00202561
	7.14286
	5
	65
	kegg_pathway_100

	Hepatitis B
	5.98385
	0.0025191
	4.86111
	7
	137
	kegg_pathway_41

	Malaria
	5.87029
	0.00282205
	8.69565
	4
	42
	kegg_pathway_127

	
	
	
	
	
	
	

	6 month ENT1-/- vs. 2 month ENT1-/-

	KEGG Pathway Name
	Enrichment Score
	Enrichment p-value
	% genes in group that are present
	# genes in list, in group
	# genes not in list, in group
	Pathway ID

	Cell cycle
	18.0104
	1.51E-08
	14.4
	18
	107
	kegg_pathway_53

	Leishmaniasis
	15.3436
	2.17E-07
	18.75
	12
	52
	kegg_pathway_170

	Osteoclast differentiation
	13.0203
	2.21E-06
	12.1951
	15
	108
	kegg_pathway_135

	B cell receptor signaling pathway
	10.2128
	3.67E-05
	13.8889
	10
	62
	kegg_pathway_65

	Fc gamma R-mediated phagocytosis
	10.1018
	4.10E-05
	12.5
	11
	77
	kegg_pathway_120

	Hematopoietic cell lineage
	9.081
	0.000113808
	12.1951
	10
	72
	kegg_pathway_122

	Protein digestion and absorption
	8.11735
	0.000298319
	10.8696
	10
	82
	kegg_pathway_206

	DNA replication
	7.90321
	0.000369556
	17.6471
	6
	28
	kegg_pathway_155

	Staphylococcus aureus infection
	7.80331
	0.000408381
	14.5833
	7
	41
	kegg_pathway_130

	Primary immunodeficiency
	7.73924
	0.000435403
	17.1429
	6
	29
	kegg_pathway_228

	
	
	
	
	
	




	

	6 month ENT1-/- vs. 6 month WT

	KEGG Pathway Name
	Enrichment Score
	Enrichment p-value
	% genes in group that are present
	# genes in list, in group
	# genes not in list, in group
	Pathway ID

	Cell cycle
	31.887
	1.42E-14
	32
	40
	85
	kegg_pathway_53

	Hematopoietic cell lineage
	22.6605
	1.44E-10
	32.9268
	27
	55
	kegg_pathway_122

	Staphylococcus aureus infection
	21.9443
	2.95E-10
	41.6667
	20
	28
	kegg_pathway_130

	Osteoclast differentiation
	21.242
	5.95E-10
	26.8293
	33
	90
	kegg_pathway_135

	DNA replication
	19.9949
	2.07E-09
	47.0588
	16
	18
	kegg_pathway_155

	Leishmaniasis
	19.6327
	2.98E-09
	34.375
	22
	42
	kegg_pathway_170

	Phagosome
	19.1233
	4.95E-09
	23.125
	37
	123
	kegg_pathway_194

	B cell receptor signaling pathway
	17.1623
	3.52E-08
	30.5556
	22
	50
	kegg_pathway_65

	Leukocyte transendothelial migration
	15.1753
	2.57E-07
	23.5294
	28
	91
	kegg_pathway_276

	Platelet activation
	12.2553
	4.76E-06
	20.9302
	27
	102
	kegg_pathway_23





