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	Fig S1. The regulation of differential abundant features in host and microbiome omics data in KO form.



	Table S1. The corresponding metabolite compound name for HMDB IDs.


	Metabolite compound name
	HMDB ID

	L-Alanine
	HMDB00161

	4-Hydroxyproline
	HMDB00725

	Creatine
	HMDB00064

	Pyroglutamic acid (5-oxoproline)
	HMDB00267

	Glycine
	HMDB00123

	Orthohydroxyphenyl acetic acid (2-Hydroxyphenylacetate)
	HMDB00669

	Pregnanediol-3-glucuronide
	HMDB10318

	Glycerylphosphorylethanolamine
	HMDB00114

	3-O-Sulfogalactosylceramide
	HMDB00024

	Pantothenic acid
	HMDB00210

	Biliverdin
	HMDB01008

	Monoacylglycerol
	HMDB11532

	2-Aminophenol sulfate
	HMDB61116

	Sulfolithocholylglycine
	HMDB02639

	Androsterone glucuronide
	HMDB02829

	Octadecanedioic acid
	HMDB00782



	Table S2. The corresponding enzyme names for KO IDs of gut and nares microbiome data


	KO
	Enzyme name

	K00259
	ald; alanine dehydrogenase [EC:1.4.1.1]

	K00262
	E1.4.1.4, gdhA; glutamate dehydrogenase (NADP+) [EC:1.4.1.4]

	K00265
	gltB; glutamate synthase (NADPH) large chain [EC:1.4.1.13]

	K00266
	gltD; glutamate synthase (NADPH) small chain [EC:1.4.1.13]

	K00278
	nadB; L-aspartate oxidase [EC:1.4.3.16]

	K00609
	pyrB, PYR2; aspartate carbamoyltransferase catalytic subunit [EC:2.1.3.2]

	K00610
	pyrI; aspartate carbamoyltransferase regulatory subunit

	K00764
	purF, PPAT; amidophosphoribosyltransferase [EC:2.4.2.14]

	K00811
	ASP5; aspartate aminotransferase, chloroplastic [EC:2.6.1.1]

	K00820
	glmS, GFPT; glutamine---fructose-6-phosphate transaminase (isomerizing) [EC:2.6.1.16]

	K01424
	E3.5.1.1, ansA, ansB; L-asparaginase [EC:3.5.1.1]

	K01425
	glsA, GLS; glutaminase [EC:3.5.1.2]

	K01580
	E4.1.1.15, gadB, gadA, GAD; glutamate decarboxylase [EC:4.1.1.15]

	K01744
	aspA; aspartate ammonia-lyase [EC:4.3.1.1]

	K01755
	argH, ASL; argininosuccinate lyase [EC:4.3.2.1]

	K01756
	purB, ADSL; adenylosuccinate lyase [EC:4.3.2.2]

	K01914
	asnA; aspartate--ammonia ligase [EC:6.3.1.1]

	K01915
	glnA, GLUL; glutamine synthetase [EC:6.3.1.2]

	K01939
	purA, ADSS; adenylosuccinate synthase [EC:6.3.4.4]

	K01940
	argG, ASS1; argininosuccinate synthase [EC:6.3.4.5]

	K01953
	asnB, ASNS; asparagine synthase (glutamine-hydrolysing) [EC:6.3.5.4]

	K01955
	carB, CPA2; carbamoyl-phosphate synthase large subunit [EC:6.3.5.5]

	K01956
	carA, CPA1; carbamoyl-phosphate synthase small subunit [EC:6.3.5.5]

	K09758
	asdA; aspartate 4-decarboxylase [EC:4.1.1.12]

	K11358
	yhdR; aspartate aminotransferase [EC:2.6.1.1]

	K14260
	alaA; alanine-synthesizing transaminase [EC:2.6.1.66 2.6.1.2]

	K00145
	argC; N-acetyl-gamma-glutamyl-phosphate reductase [EC:1.2.1.38]

	K00147
	proA; glutamate-5-semialdehyde dehydrogenase [EC:1.2.1.41]

	K00286
	proC; pyrroline-5-carboxylate reductase [EC:1.5.1.2]

	K00619
	argA; amino-acid N-acetyltransferase [EC:2.3.1.1]

	K00657
	speG, SAT; diamine N-acetyltransferase [EC:2.3.1.57]

	K00818
	E2.6.1.11, argD; acetylornithine aminotransferase [EC:2.6.1.11]

	K00819
	rocD, OAT; ornithine--oxo-acid transaminase [EC:2.6.1.13]

	K00926
	arcC; carbamate kinase [EC:2.7.2.2]

	K00930
	argB; acetylglutamate kinase [EC:2.7.2.8]

	K00931
	proB; glutamate 5-kinase [EC:2.7.2.11]

	K01438
	argE; acetylornithine deacetylase [EC:3.5.1.16]

	K01585
	speA; arginine decarboxylase [EC:4.1.1.19]

	K01777
	prdF; proline racemase [EC:5.1.1.4]

	K10536
	aguA; agmatine deiminase [EC:3.5.3.12]

	K12251
	aguB; N-carbamoylputrescine amidase [EC:3.5.1.53]

	K13747
	nspC; carboxynorspermidine decarboxylase [EC:4.1.1.96]

	K00031
	IDH1, IDH2, icd; isocitrate dehydrogenase [EC:1.1.1.42]

	K00033
	PGD, gnd, gntZ; 6-phosphogluconate dehydrogenase [EC:1.1.1.44 1.1.1.343]

	K00036
	G6PD, zwf; glucose-6-phosphate 1-dehydrogenase [EC:1.1.1.49 1.1.1.363]

	K01270
	pepD; dipeptidase D [EC:3.4.13.-]

	K01917
	E6.3.1.8; glutathionylspermidine synthase [EC:6.3.1.8]

	K00018
	hprA; glycerate dehydrogenase [EC:1.1.1.29]

	K00058
	serA, PHGDH; D-3-phosphoglycerate dehydrogenase / 2-oxoglutarate reductase [EC:1.1.1.95 1.1.1.399]

	K00133
	asd; aspartate-semialdehyde dehydrogenase [EC:1.2.1.11]

	K00281
	GLDC, gcvP; glycine dehydrogenase [EC:1.4.4.2]

	K00302
	soxA; sarcosine oxidase, subunit alpha [EC:1.5.3.1]

	K00600
	glyA, SHMT; glycine hydroxymethyltransferase [EC:2.1.2.1]

	K00831
	serC, PSAT1; phosphoserine aminotransferase [EC:2.6.1.52]

	K00865
	glxK, garK; glycerate 2-kinase [EC:2.7.1.165]

	K00928
	lysC; aspartate kinase [EC:2.7.2.4]

	K00998
	pssA; CDP-diacylglycerol---serine O-phosphatidyltransferase [EC:2.7.8.8]

	K01079
	serB, PSPH; phosphoserine phosphatase [EC:3.1.3.3]

	K01620
	ltaE; threonine aldolase [EC:4.1.2.48]

	K01695
	trpA; tryptophan synthase alpha chain [EC:4.2.1.20]

	K01696
	trpB; tryptophan synthase beta chain [EC:4.2.1.20]

	K01733
	thrC; threonine synthase [EC:4.2.3.1]

	K01752
	E4.3.1.17, sdaA, sdaB, tdcG; L-serine dehydratase [EC:4.3.1.17]

	K01754
	E4.3.1.19, ilvA, tdcB; threonine dehydratase [EC:4.3.1.19]

	K01834
	PGAM, gpmA; 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase [EC:5.4.2.11]

	K02203
	thrH; phosphoserine / homoserine phosphotransferase [EC:3.1.3.3 2.7.1.39]

	K06001
	trpB; tryptophan synthase beta chain [EC:4.2.1.20]

	K06718
	ectA; L-2,4-diaminobutyric acid acetyltransferase [EC:2.3.1.178]

	K12524
	thrA; bifunctional aspartokinase / homoserine dehydrogenase 1 [EC:2.7.2.4 1.1.1.3]

	K00588
	E2.1.1.104; caffeoyl-CoA O-methyltransferase [EC:2.1.1.104]

	K00817
	hisC; histidinol-phosphate aminotransferase [EC:2.6.1.9]

	K00956
	cysN; sulfate adenylyltransferase subunit 1 [EC:2.7.7.4]

	K00957
	cysD; sulfate adenylyltransferase subunit 2 [EC:2.7.7.4]

	K01008
	selD, SEPHS; selenide, water dikinase [EC:2.7.9.3]

	K14155
	patB, malY; cysteine-S-conjugate beta-lyase [EC:4.4.1.13]

	K00608
	pyrBI; aspartate carbamoyltransferase [EC:2.1.3.2]

	K13821
	putA; RHH-type transcriptional regulator, proline utilization regulon repressor / proline dehydrogenase / delta 1-pyrroline-5-carboxylate dehydrogenase [EC:1.5.5.2 1.2.1.88]

	K00318
	PRODH, fadM, putB; proline dehydrogenase [EC:1.5.5.2]

	K01485
	codA; cytosine/creatinine deaminase [EC:3.5.4.1 3.5.4.21]

	K01611
	speD, AMD1; S-adenosylmethionine decarboxylase [EC:4.1.1.50]

	K08687
	E3.5.1.59; N-carbamoylsarcosine amidase [EC:3.5.1.59]

	K01256
	pepN; aminopeptidase N [EC:3.4.11.2]

	K01920
	gshB; glutathione synthase [EC:6.3.2.3]

	K00306
	PIPOX; sarcosine oxidase / L-pipecolate oxidase [EC:1.5.3.1 1.5.3.7]

	K00605
	gcvT, AMT; aminomethyltransferase [EC:2.1.2.10]

	K00872
	thrB; homoserine kinase [EC:2.7.1.39]

	K02204
	thrB2; homoserine kinase type II [EC:2.7.1.39]

	K02437
	gcvH, GCSH; glycine cleavage system H protein

	K01739
	metB; cystathionine gamma-synthase [EC:2.5.1.48]

	K11717
	sufS; cysteine desulfurase / selenocysteine lyase [EC:2.8.1.7 4.4.1.16]

	K00001
	E1.1.1.1, adh; alcohol dehydrogenase [EC:1.1.1.1]

	K00845
	glk; glucokinase [EC:2.7.1.2]

	K00850
	pfkA, PFK; 6-phosphofructokinase 1 [EC:2.7.1.11]

	K00873
	PK, pyk; pyruvate kinase [EC:2.7.1.40]

	K00918
	pfkC; ADP-dependent phosphofructokinase/glucokinase [EC:2.7.1.146 2.7.1.147]

	K00927
	PGK, pgk; phosphoglycerate kinase [EC:2.7.2.3]

	K01610
	E4.1.1.49, pckA; phosphoenolpyruvate carboxykinase (ATP) [EC:4.1.1.49]

	K01689
	ENO, eno; enolase [EC:4.2.1.11]

	K01785
	galM, GALM; aldose 1-epimerase [EC:5.1.3.3]

	K01803
	TPI, tpiA; triosephosphate isomerase (TIM) [EC:5.3.1.1]

	K01810
	GPI, pgi; glucose-6-phosphate isomerase [EC:5.3.1.9]

	K01895
	ACSS1_2, acs; acetyl-CoA synthetase [EC:6.2.1.1]

	K01905
	acdA; acetate---CoA ligase (ADP-forming) subunit alpha [EC:6.2.1.13]

	K04041
	fbp3; fructose-1,6-bisphosphatase III [EC:3.1.3.11]

	K06859
	pgi1; glucose-6-phosphate isomerase, archaeal [EC:5.3.1.9]

	K00024
	mdh; malate dehydrogenase [EC:1.1.1.37]

	K00042
	garR, glxR; 2-hydroxy-3-oxopropionate reductase [EC:1.1.1.60]

	K01091
	gph; phosphoglycolate phosphatase [EC:3.1.3.18]

	K01625
	eda; 2-dehydro-3-deoxyphosphogluconate aldolase / (4S)-4-hydroxy-2-oxoglutarate aldolase [EC:4.1.2.14 4.1.3.42]

	K01647
	CS, gltA; citrate synthase [EC:2.3.3.1]

	K01681
	ACO, acnA; aconitate hydratase [EC:4.2.1.3]

	K01847
	MUT; methylmalonyl-CoA mutase [EC:5.4.99.2]

	K00012
	UGDH, ugd; UDPglucose 6-dehydrogenase [EC:1.1.1.22]

	K00040
	uxuB; fructuronate reductase [EC:1.1.1.57]

	K00041
	uxaB; tagaturonate reductase [EC:1.1.1.58]

	K00854
	xylB, XYLB; xylulokinase [EC:2.7.1.17]

	K01051
	E3.1.1.11; pectinesterase [EC:3.1.1.11]

	K01195
	uidA, GUSB; beta-glucuronidase [EC:3.2.1.31]

	K01685
	uxaA; altronate hydrolase [EC:4.2.1.7]

	K01686
	uxuA; mannonate dehydratase [EC:4.2.1.8]

	K01786
	: No such data.

	K01804
	araA; L-arabinose isomerase [EC:5.3.1.4]

	K01805
	xylA; xylose isomerase [EC:5.3.1.5]

	K01812
	uxaC; glucuronate isomerase [EC:5.3.1.12]

	K00625
	E2.3.1.8, pta; phosphate acetyltransferase [EC:2.3.1.8]

	K00656
	E2.3.1.54, pflD; formate C-acetyltransferase [EC:2.3.1.54]

	K00925
	ackA; acetate kinase [EC:2.7.2.1]

	K01006
	ppdK; pyruvate, orthophosphate dikinase [EC:2.7.9.1]

	K01026
	pct; propionate CoA-transferase [EC:2.8.3.1]

	K01572
	: No such data.

	K01573
	oadG; oxaloacetate decarboxylase (Na+ extruding) subunit gamma

	K01649
	leuA, IMS; 2-isopropylmalate synthase [EC:2.3.3.13]

	K01676
	E4.2.1.2A, fumA, fumB; fumarate hydratase, class I [EC:4.2.1.2]

	K01960
	pycB; pyruvate carboxylase subunit B [EC:6.4.1.1]

	K01961
	accC; acetyl-CoA carboxylase, biotin carboxylase subunit [EC:6.4.1.2 6.3.4.14]

	K15024
	K15024; putative phosphotransacetylase [EC:2.3.1.8]

	K00016
	LDH, ldh; L-lactate dehydrogenase [EC:1.1.1.27]

	K00886
	ppgK; polyphosphate glucokinase [EC:2.7.1.63]

	K01623
	ALDO; fructose-bisphosphate aldolase, class I [EC:4.1.2.13]

	K01835
	pgm; phosphoglucomutase [EC:5.4.2.2]

	K03841
	FBP, fbp; fructose-1,6-bisphosphatase I [EC:3.1.3.11]

	K05606
	MCEE, epi; methylmalonyl-CoA/ethylmalonyl-CoA epimerase [EC:5.1.99.1]

	K00853
	araB; L-ribulokinase [EC:2.7.1.16]

	K00029
	E1.1.1.40, maeB; malate dehydrogenase (oxaloacetate-decarboxylating)(NADP+) [EC:1.1.1.40]

	K01679
	E4.2.1.2B, fumC, FH; fumarate hydratase, class II [EC:4.2.1.2]

	K11263
	bccA, pccA; acetyl-CoA/propionyl-CoA carboxylase, biotin carboxylase, biotin carboxyl carrier protein [EC:6.4.1.2 6.4.1.3 6.3.4.14]

	K00655
	plsC; 1-acyl-sn-glycerol-3-phosphate acyltransferase [EC:2.3.1.51]

	K00901
	dgkA, DGK; diacylglycerol kinase (ATP) [EC:2.7.1.107]

	K00968
	PCYT1; choline-phosphate cytidylyltransferase [EC:2.7.7.15]

	K00981
	E2.7.7.41, CDS1, CDS2, cdsA; phosphatidate cytidylyltransferase [EC:2.7.7.41]

	K01613
	psd, PISD; phosphatidylserine decarboxylase [EC:4.1.1.65]

	K06131
	clsA_B; cardiolipin synthase A/B [EC:2.7.8.-]

	K01442
	cbh; choloylglycine hydrolase [EC:3.5.1.24]

	K01190
	lacZ; beta-galactosidase [EC:3.2.1.23]

	K01201
	GBA, srfJ; glucosylceramidase [EC:3.2.1.45]

	K01058
	pldA; phospholipase A1/A2 [EC:3.1.1.32 3.1.1.4]

	K01095
	pgpA; phosphatidylglycerophosphatase A [EC:3.1.3.27]

	K04708
	KDSR; 3-dehydrosphinganine reductase [EC:1.1.1.102]

	K00077
	panE, apbA; 2-dehydropantoate 2-reductase [EC:1.1.1.169]

	K00826
	E2.6.1.42, ilvE; branched-chain amino acid aminotransferase [EC:2.6.1.42]

	K00859
	coaE; dephospho-CoA kinase [EC:2.7.1.24]

	K00954
	E2.7.7.3A, coaD, kdtB; pantetheine-phosphate adenylyltransferase [EC:2.7.7.3]

	K01579
	panD; aspartate 1-decarboxylase [EC:4.1.1.11]

	K01652
	E2.2.1.6L, ilvB, ilvG, ilvI; acetolactate synthase I/II/III large subunit [EC:2.2.1.6]

	K01653
	E2.2.1.6S, ilvH, ilvN; acetolactate synthase I/III small subunit [EC:2.2.1.6]

	K01687
	ilvD; dihydroxy-acid dehydratase [EC:4.2.1.9]

	K01918
	panC; pantoate--beta-alanine ligase [EC:6.3.2.1]

	K03525
	coaX; type III pantothenate kinase [EC:2.7.1.33]

	K09680
	PANK1_2_3, CAB1, coaW; type II pantothenate kinase [EC:2.7.1.33]

	K13038
	coaBC, dfp; phosphopantothenoylcysteine decarboxylase / phosphopantothenate---cysteine ligase [EC:4.1.1.36 6.3.2.5]

	K00595
	cobL-cbiET; precorrin-6B C5,15-methyltransferase / cobalt-precorrin-6B C5,C15-methyltransferase [EC:2.1.1.132 2.1.1.289 2.1.1.196]

	K00768
	E2.4.2.21, cobU, cobT; nicotinate-nucleotide--dimethylbenzimidazole phosphoribosyltransferase [EC:2.4.2.21]

	K01599
	hemE, UROD; uroporphyrinogen decarboxylase [EC:4.1.1.37]

	K01719
	hemD, UROS; uroporphyrinogen-III synthase [EC:4.2.1.75]

	K02188
	cbiD; cobalt-precorrin-5B (C1)-methyltransferase [EC:2.1.1.195]

	K02190
	cbiK; sirohydrochlorin cobaltochelatase [EC:4.99.1.3]

	K02224
	cobB-cbiA; cobyrinic acid a,c-diamide synthase [EC:6.3.5.9 6.3.5.11]

	K02227
	cbiB, cobD; adenosylcobinamide-phosphate synthase [EC:6.3.1.10]

	K02230
	cobN; cobaltochelatase CobN [EC:6.6.1.2]

	K02231
	cobP, cobU; adenosylcobinamide kinase / adenosylcobinamide-phosphate guanylyltransferase [EC:2.7.1.156 2.7.7.62]

	K02232
	cobQ, cbiP; adenosylcobyric acid synthase [EC:6.3.5.10]

	K02233
	E2.7.8.26, cobS, cobV; adenosylcobinamide-GDP ribazoletransferase [EC:2.7.8.26]

	K03394
	cobI-cbiL; precorrin-2/cobalt-factor-2 C20-methyltransferase [EC:2.1.1.130 2.1.1.151]

	K05934
	cobJ, cbiH; precorrin-3B C17-methyltransferase / cobalt-factor III methyltransferase [EC:2.1.1.131 2.1.1.272]

	K00867
	coaA; type I pantothenate kinase [EC:2.7.1.33]

	K00231
	PPOX, hemY; protoporphyrinogen/coproporphyrinogen III oxidase [EC:1.3.3.4 1.3.3.15]

	K13541
	cbiGH-cobJ; cobalt-precorrin 5A hydrolase / cobalt-factor III methyltransferase / precorrin-3B C17-methyltransferase [EC:3.7.1.12 2.1.1.272 2.1.1.131]

	K13542
	cobA-hemD; uroporphyrinogen III methyltransferase / synthase [EC:2.1.1.107 4.2.1.75]
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	Fig S2. The common pathways in all clusters [a] The pathways shared between all clusters’ omics; [b] the pathways shared between metabolome and microbiome in clusters 1, 3, 5.
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DAFs/ Omics features
	
Absolute log2Fold-Change
	
Number of 
prediabetic samples1
	
Diabetic
pathways 2
	
Importance3
	
Final score

	RNA.HBA2
	4.64
	0
	0
	0
	4.64

	RNA.HBB
	4.27
	0
	0
	0
	4.27

	RNA.MIR3648
	4.13
	0.05
	0
	0
	4.18

	RNA.SNORD17
	3.97
	0.07
	0
	0
	4.04

	RNA.RPS12
	3.21
	0.22
	0
	0
	3.43

	RNA.HLA-DQA1
	3.03
	0.26
	0.09
	0.01
	3.39

	RNA.PRICKLE2-AS1
	3.38
	0
	0
	0
	3.38

	RNA.LOC101928158
	3.24
	0
	0
	0
	3.24

	RNA.NET1
	3.23
	0
	0
	0
	3.23

	RNA.CCL5
	2.99
	0.05
	0.08
	0
	3.12

	RNA.EFCAB14
	2.86
	0.24
	0
	0.02
	3.12

	RNA.DYSF
	2.85
	0.2
	0
	0
	3.05

	RNA.GRB2
	2.83
	0.14
	0.08
	0
	3.05

	RNA.F13A1
	3
	0.04
	0
	0
	3.04

	RNA.RPS5
	2.74
	0.12
	0
	0
	2.86

	RNA.ZZEF1
	2.69
	0.15
	0
	0
	2.84

	RNA.VAV1
	2.69
	0.12
	0.01
	0
	2.82

	RNA.SNX1
	2.62
	0.17
	0
	0
	2.79

	RNA.IGF2R
	2.65
	0.14
	0
	0
	2.79

	RNA.TEP1
	2.67
	0.1
	0
	0
	2.77

	RNA.PRR26
	2.76
	0
	0
	0
	2.76

	RNA.WDR1
	2.69
	0.06
	0
	0
	2.75

	RNA.RPS20
	2.63
	0.1
	0
	0
	2.73

	RNA.WASF2
	2.63
	0.09
	0.01
	0
	2.73

	RNA.COX11
	2.7
	0
	0
	0
	2.7

	RNA.PRKACB
	2.42
	0.24
	0.03
	0
	2.69

	RNA.TYK2
	2.54
	0.12
	0.03
	0
	2.69

	RNA.GNB2L1
	2.48
	0.2
	0
	0
	2.68

	RNA.ANXA6
	2.55
	0.12
	0
	0
	2.67

	RNA.STARD13-AS
	2.66
	0
	0
	0
	2.66

	RNA.DMTN
	2.61
	0.03
	0
	0
	2.64

	RNA.RPPH1
	2.56
	0.07
	0
	0
	2.63

	RNA.RPL30
	2.51
	0.1
	0
	0
	2.61

	RNA.WTAPP1
	2.61
	0
	0
	0
	2.61

	RNA.HIVEP2
	2.44
	0.16
	0
	0
	2.6

	RNA.TIAM1
	2.46
	0.12
	0
	0
	2.58

	RNA.NCK2
	2.53
	0.03
	0.01
	0
	2.57

	RNA.PRR12
	2.44
	0.12
	0
	0
	2.56

	RNA.FAM46C
	2.35
	0.21
	0
	0
	2.56

	RNA.SYK
	2.35
	0.2
	0
	0
	2.55

	RNA.TICRR
	2.55
	0
	0
	0
	2.55

	RNA.XAF1
	2.47
	0.07
	0
	0
	2.54

	RNA.UBC
	2.45
	0.08
	0.01
	0
	2.54

	RNA.EEF1A1
	2.43
	0.1
	0
	0.01
	2.54

	RNA.RPL6
	2.47
	0.06
	0
	0
	2.53

	RNA.AP2M1
	2.42
	0.11
	0
	0
	2.53

	RNA.PRCD
	2.53
	0
	0
	0
	2.53

	RNA.LIMS1
	2.49
	0.03
	0
	0
	2.52

	RNA.NCOA2
	2.4
	0.11
	0.01
	0
	2.52

	RNA.HTT
	2.41
	0.08
	0
	0
	2.49

	RNA.RPS4X
	2.4
	0.08
	0
	0.01
	2.49

	RNA.ARRB1
	2.38
	0.08
	0.01
	0
	2.47

	RNA.ATP11A
	2.37
	0.09
	0
	0
	2.46

	RNA.SCARNA2
	2.41
	0.04
	0
	0
	2.45

	RNA.LCK
	2.31
	0.12
	0.01
	0
	2.44

	RNA.PREX1
	2.34
	0.1
	0
	0
	2.44

	RNA.TMSB4X
	2.37
	0.07
	0
	0
	2.44

	RNA.TMEM259
	2.22
	0.21
	0
	0
	2.43

	RNA.HMGN4
	2.33
	0.1
	0
	0
	2.43

	RNA.PAG1
	2.28
	0.14
	0
	0
	2.42

	RNA.FAM102A
	2.31
	0.1
	0
	0
	2.41

	RNA.KIAA0922
	2.22
	0.19
	0
	0
	2.41

	RNA.TLE3
	2.3
	0.1
	0
	0
	2.4

	RNA.P4HB
	2.26
	0.13
	0.01
	0
	2.4

	RNA.LCP1
	2.23
	0.16
	0
	0
	2.39

	RNA.APBA2
	2.28
	0.11
	0
	0
	2.39

	RNA.TRIP12
	2.28
	0.11
	0
	0
	2.39

	RNA.GNB3
	2.36
	0
	0.03
	0
	2.39

	RNA.CALCOCO1
	2.26
	0.12
	0
	0
	2.38

	RNA.CNN2
	2.25
	0.12
	0
	0
	2.37

	RNA.DOCK2
	2.23
	0.14
	0
	0
	2.37

	RNA.MYO1G
	2.23
	0.14
	0
	0
	2.37

	RNA.TNFRSF1B
	2.26
	0.08
	0.03
	0
	2.37

	RNA.CD96
	2.24
	0.12
	0
	0
	2.36

	RNA.NCOA1
	2.23
	0.12
	0.01
	0
	2.36

	RNA.PGD
	2.27
	0.09
	0
	0
	2.36

	RNA.ABLIM1
	2.19
	0.17
	0
	0
	2.36

	RNA.TSPAN11
	2.36
	0
	0
	0
	2.36

	RNA.PLXNB2
	2.29
	0.07
	0
	0
	2.36

	RNA.SOAT1
	2.12
	0.2
	0
	0.02
	2.34

	RNA.THBS3
	2.34
	0
	0
	0
	2.34

	RNA.RPL23
	2.23
	0.1
	0
	0
	2.33

	RNA.CLDN18
	2.32
	0
	0
	0
	2.32

	RNA.ANAPC5
	2.21
	0.1
	0
	0
	2.31

	RNA.KLF12
	2.15
	0.15
	0
	0
	2.3

	RNA.HLA-DQB1
	2.09
	0.12
	0.09
	0
	2.3

	RNA.CSF2RB
	2.14
	0.13
	0.03
	0
	2.3

	RNA.CUL3
	2.17
	0.12
	0
	0
	2.29

	RNA.UBR4
	2.14
	0.14
	0
	0
	2.28

	RNA.VPS13D
	2.13
	0.14
	0
	0
	2.27

	RNA.MX1
	2.14
	0.12
	0
	0
	2.26

	RNA.IRAK3
	2.09
	0.17
	0
	0
	2.26

	RNA.CD52
	2.07
	0.18
	0
	0
	2.25

	RNA.NME7
	2.25
	0
	0
	0
	2.25

	RNA.ZDHHC3
	1.97
	0.27
	0
	0
	2.24

	RNA.SCARNA10
	2.14
	0.1
	0
	0
	2.24

	RNA.SCARNA12
	1.95
	0.29
	0
	0
	2.24

	RNA.SLK
	2.08
	0.15
	0
	0
	2.23

	RNA.ADAR
	2.09
	0.13
	0.01
	0
	2.23

	RNA.BRI3
	2.22
	0
	0
	0
	2.22

	RNA.BIN1
	2.09
	0.12
	0
	0
	2.21

	RNA.SP1
	1.99
	0.22
	0
	0
	2.21

	RNA.TRERF1
	2.08
	0.12
	0
	0
	2.2

	RNA.ZBTB7B
	2.11
	0.09
	0
	0
	2.2

	RNA.BACH2
	1.96
	0.23
	0
	0
	2.19

	RNA.NUDT6
	2.18
	0
	0
	0
	2.18

	RNA.FLOT1
	1.98
	0.19
	0.01
	0
	2.18

	RNA.ACTB
	2.1
	0.07
	0.01
	0
	2.18

	RNA.DENND5A
	2.1
	0.07
	0
	0
	2.17

	RNA.IQGAP1
	2.04
	0.12
	0.01
	0
	2.17

	RNA.RPL37
	2.06
	0.11
	0
	0
	2.17

	RNA.CCDC107
	2.17
	0
	0
	0
	2.17

	RNA.LPCAT1
	2.06
	0.1
	0
	0
	2.16

	RNA.HLA-B
	2
	0.12
	0.04
	0
	2.16

	RNA.SLFN5
	1.83
	0.32
	0
	0
	2.15

	RNA.HOXA10-AS
	2.15
	0
	0
	0
	2.15

	RNA.ARAP2
	2
	0.13
	0
	0.01
	2.14

	RNA.JADE2
	2.02
	0.1
	0
	0.01
	2.13

	RNA.RASSF3
	1.94
	0.16
	0
	0.02
	2.12

	RNA.ANXA1
	1.95
	0.16
	0.01
	0
	2.12

	RNA.POLR2A
	1.97
	0.14
	0
	0
	2.11

	RNA.RAB31
	1.98
	0.12
	0
	0
	2.1

	RNA.ARHGDIB
	1.94
	0.15
	0
	0
	2.09

	RNA.RMRP
	2
	0.09
	0
	0
	2.09

	RNA.RPL29
	1.94
	0.14
	0
	0
	2.08

	RNA.TUG1
	1.92
	0.16
	0
	0
	2.08

	RNA.RPS2
	1.99
	0.08
	0
	0
	2.07

	RNA.IL4R
	1.93
	0.1
	0.04
	0
	2.07

	RNA.YPEL5
	1.97
	0.1
	0
	0
	2.07

	RNA.EVA1B
	2.07
	0
	0
	0
	2.07

	RNA.KCNMB2
	2.07
	0
	0
	0
	2.07

	RNA.PFDN5
	1.9
	0.16
	0
	0
	2.06

	RNA.TLN1
	2.02
	0.04
	0
	0
	2.06

	RNA.TMEM44-AS1
	2.06
	0
	0
	0
	2.06

	RNA.S100A8
	1.97
	0.08
	0
	0.01
	2.06

	Proteome.LPA
	1.88
	0.17
	0
	0
	2.05

	RNA.HIPK2
	1.94
	0.1
	0
	0
	2.04

	RNA.RGS18
	1.99
	0.05
	0
	0
	2.04

	RNA.RPL35A
	1.9
	0.14
	0
	0
	2.04

	RNA.MTFR1L
	2.04
	0
	0
	0
	2.04

	RNA.VCP
	1.93
	0.1
	0
	0
	2.03

	RNA.EIF3H
	1.93
	0.09
	0
	0
	2.02

	RNA.XRN1
	1.85
	0.17
	0
	0
	2.02

	RNA.FUS
	1.96
	0.05
	0
	0
	2.01

	RNA.RPL32
	1.91
	0.1
	0
	0
	2.01

	RNA.EEF2
	1.93
	0.08
	0
	0
	2.01

	RNA.RPL4
	1.9
	0.11
	0
	0
	2.01

	RNA.CHRNA3
	2.01
	0
	0
	0
	2.01

	RNA.HMMR-AS1
	1.99
	0
	0
	0
	1.99

	RNA.RPL3
	1.89
	0.1
	0
	0
	1.99

	RNA.MAFB
	1.87
	0.11
	0
	0
	1.98

	RNA.ANXA11
	1.86
	0.12
	0
	0
	1.98

	RNA.REST
	1.85
	0.13
	0
	0
	1.98

	RNA.CEP350
	1.86
	0.12
	0
	0
	1.98

	RNA.LYST
	1.84
	0.13
	0
	0
	1.97

	RNA.SH3BP2
	1.85
	0.11
	0
	0
	1.96

	RNA.HELZ2
	1.83
	0.12
	0.01
	0
	1.96

	RNA.RPS6KA4
	1.76
	0.2
	0
	0
	1.96

	RNA.MTOR
	1.77
	0.13
	0.05
	0
	1.95

	RNA.UBR2
	1.77
	0.18
	0
	0
	1.95

	RNA.INTS8
	1.95
	0
	0
	0
	1.95

	RNA.ZNF486
	1.94
	0.01
	0
	0
	1.95

	RNA.LOC100126784
	1.95
	0
	0
	0
	1.95

	RNA.PTK2B
	1.81
	0.12
	0
	0
	1.93

	RNA.RPL8
	1.83
	0.1
	0
	0
	1.93

	RNA.MEFV
	1.77
	0.13
	0.01
	0.01
	1.92

	RNA.AP4B1
	1.91
	0
	0
	0
	1.91

	RNA.RPL10A
	1.8
	0.1
	0
	0
	1.9

	RNA.HOXA-AS3
	1.89
	0.01
	0
	0
	1.9

	RNA.CDCP1
	1.9
	0
	0
	0
	1.9

	RNA.WDR54
	1.9
	0
	0
	0
	1.9

	RNA.ERBB2IP
	1.76
	0.12
	0
	0.01
	1.89

	RNA.HUWE1
	1.74
	0.15
	0
	0
	1.89

	RNA.CFL1
	1.8
	0.08
	0
	0
	1.88

	RNA.NR1H2
	1.68
	0.16
	0.01
	0.03
	1.88

	RNA.IL17RA
	1.76
	0.1
	0.01
	0
	1.87

	RNA.FKBP8
	1.81
	0.06
	0
	0
	1.87

	RNA.GNAI2
	1.77
	0.09
	0.01
	0
	1.87

	RNA.UIMC1
	1.8
	0.07
	0
	0
	1.87

	RNA.LOC100129046
	1.87
	0
	0
	0
	1.87

	RNA.PRPF6
	1.72
	0.14
	0
	0
	1.86

	RNA.TBC1D9
	1.7
	0.15
	0
	0.01
	1.86

	RNA.GRIN1
	1.85
	0
	0
	0
	1.85

	RNA.TOP2B
	1.73
	0.12
	0
	0
	1.85

	RNA.IFITM2
	1.72
	0.13
	0
	0
	1.85

	RNA.MLX
	1.85
	0
	0
	0
	1.85

	RNA.PLEK
	1.71
	0.13
	0
	0.01
	1.85

	RNA.BRPF3
	1.74
	0.1
	0
	0
	1.84

	RNA.LOC101927021
	1.84
	0
	0
	0
	1.84

	RNA.ARRB2
	1.7
	0.12
	0.01
	0
	1.83

	RNA.TRIM37
	1.82
	0
	0
	0
	1.82

	RNA.PIP4K2A
	1.78
	0.04
	0
	0
	1.82

	RNA.BANK1
	1.68
	0.14
	0
	0
	1.82

	RNA.PTPRJ
	1.76
	0.04
	0.01
	0
	1.81

	RNA.PFKL
	1.58
	0.23
	0
	0
	1.81

	RNA.LOC440300
	1.8
	0
	0
	0
	1.8

	RNA.ZNF385A
	1.68
	0.11
	0
	0
	1.79

	RNA.UBB
	1.71
	0.08
	0
	0
	1.79

	RNA.EPS15
	1.69
	0.09
	0
	0
	1.78

	RNA.LOC100507156
	1.78
	0
	0
	0
	1.78

	RNA.NBEAL2
	1.67
	0.1
	0
	0
	1.77

	RNA.PSAP
	1.66
	0.1
	0.01
	0
	1.77

	RNA.CHD8
	1.66
	0.1
	0
	0
	1.76

	RNA.NIPAL3
	1.47
	0.29
	0
	0
	1.76

	RNA.RPL13A
	1.65
	0.1
	0
	0
	1.75

	RNA.SETX
	1.61
	0.14
	0
	0
	1.75

	RNA.TSHZ2
	1.75
	0
	0
	0
	1.75

	RNA.HLA-E
	1.63
	0.08
	0.04
	0
	1.75

	RNA.TRPM3
	1.73
	0.01
	0
	0
	1.74

	RNA.SMCHD1
	1.58
	0.16
	0
	0
	1.74

	RNA.KIAA1109
	1.56
	0.18
	0
	0
	1.74

	RNA.ARNTL2-AS1
	1.74
	0
	0
	0
	1.74

	RNA.TSPEAR
	1.72
	0.01
	0
	0
	1.73

	RNA.FZR1
	1.73
	0
	0
	0
	1.73

	RNA.DOCK8
	1.58
	0.14
	0
	0
	1.72

	RNA.CLTB
	1.57
	0.15
	0
	0
	1.72

	RNA.TMEM253
	1.72
	0
	0
	0
	1.72

	RNA.ADD3
	1.58
	0.13
	0
	0
	1.71

	RNA.HRNR
	1.71
	0
	0
	0
	1.71

	RNA.IRS2
	1.55
	0.08
	0.07
	0
	1.7

	RNA.PPBP
	1.64
	0.03
	0.03
	0
	1.7

	RNA.IKZF3
	1.59
	0.1
	0
	0
	1.69

	RNA.SENP6
	1.58
	0.11
	0
	0
	1.69

	RNA.GIMAP6
	1.58
	0.1
	0
	0.01
	1.69

	RNA.SPTBN1
	1.58
	0.11
	0
	0
	1.69

	RNA.BTN3A2
	1.41
	0.27
	0
	0.01
	1.69

	RNA.LINC01271
	1.69
	0
	0
	0
	1.69

	RNA.LRRC8D
	1.61
	0.07
	0
	0
	1.68

	RNA.ARPC5
	1.59
	0.07
	0
	0.02
	1.68

	RNA.RPS19
	1.6
	0.08
	0
	0
	1.68

	RNA.TAF1C
	1.66
	0.01
	0
	0
	1.67

	RNA.ACTG1
	1.58
	0.07
	0.01
	0
	1.66

	RNA.SH3KBP1
	1.53
	0.13
	0
	0
	1.66

	RNA.C14orf166
	1.66
	0
	0
	0
	1.66

	RNA.ZNF205-AS1
	1.66
	0
	0
	0
	1.66

	RNA.GPR87
	1.66
	0
	0
	0
	1.66

	RNA.NOL3
	1.65
	0
	0
	0
	1.65

	RNA.CYBB
	1.35
	0.25
	0.03
	0
	1.63

	RNA.RPL38
	1.56
	0.07
	0
	0
	1.63

	RNA.SPIRE1
	1.62
	0
	0
	0
	1.62

	RNA.VPS53
	1.36
	0.26
	0
	0
	1.62

	RNA.SKA2
	1.62
	0
	0
	0
	1.62

	RNA.FGD3
	1.51
	0.1
	0
	0
	1.61

	RNA.LRRC59
	1.61
	0
	0
	0
	1.61

	RNA.HNRNPK
	1.44
	0.16
	0
	0
	1.6

	RNA.CTBP1-AS2
	1.28
	0.31
	0
	0
	1.59

	RNA.EFCAB4A
	1.59
	0
	0
	0
	1.59

	RNA.UBAP1
	1.59
	0
	0
	0
	1.59

	RNA.GPR171
	1.59
	0
	0
	0
	1.59

	RNA.CYTH1
	1.47
	0.11
	0
	0
	1.58

	RNA.WAPAL
	1.35
	0.23
	0
	0
	1.58

	RNA.DHX9
	1.51
	0.07
	0
	0
	1.58

	RNA.SYNE1
	1.45
	0.13
	0
	0
	1.58

	RNA.ZNF785
	1.58
	0
	0
	0
	1.58

	RNA.POLG
	1.58
	0
	0
	0
	1.58

	RNA.RMDN3
	1.56
	0.01
	0
	0
	1.57

	RNA.EIF4E2
	1.43
	0.12
	0.01
	0.01
	1.57

	RNA.MRPL43
	1.56
	0
	0
	0
	1.56

	Metabolome.HMDB10357
	1.52
	0.03
	0
	0.01
	1.56

	RNA.MGAT3
	1.38
	0.18
	0
	0
	1.56

	RNA.FGR
	1.41
	0.15
	0
	0
	1.56

	RNA.RHOA
	1.35
	0.16
	0.04
	0
	1.55

	RNA.RPL37A
	1.47
	0.08
	0
	0
	1.55

	RNA.AHNAK
	1.45
	0.1
	0
	0
	1.55

	RNA.UBN1
	1.55
	0
	0
	0
	1.55

	RNA.CLCC1
	1.55
	0
	0
	0
	1.55

	RNA.PNMAL2
	1.31
	0.23
	0
	0.01
	1.55

	RNA.KLF2
	1.49
	0.05
	0
	0
	1.54

	RNA.ENO1
	1.45
	0.09
	0
	0
	1.54

	RNA.TPSG1
	1.53
	0
	0
	0
	1.53

	RNA.LRP1
	1.42
	0.11
	0
	0
	1.53

	RNA.GEMIN4
	1.52
	0.01
	0
	0
	1.53

	RNA.MVP
	1.41
	0.12
	0
	0
	1.53

	RNA.USP36
	1.38
	0.14
	0
	0
	1.52

	RNA.TSACC
	1.51
	0.01
	0
	0
	1.52

	RNA.GAS6-AS1
	1.52
	0
	0
	0
	1.52

	RNA.FLNA
	1.46
	0.05
	0
	0
	1.51

	RNA.NIN
	1.39
	0.12
	0
	0
	1.51

	RNA.C3orf65
	1.5
	0
	0
	0
	1.5

	RNA.CSDE1
	1.37
	0.12
	0
	0
	1.49

	RNA.PTPRA
	1.38
	0.11
	0
	0
	1.49

	RNA.ASAP1
	1.4
	0.09
	0
	0
	1.49

	RNA.LOC101930452
	1.49
	0
	0
	0
	1.49

	RNA.PRKAG1
	1.44
	0.01
	0.03
	0
	1.48

	RNA.GNG13
	1.45
	0
	0.03
	0
	1.48

	RNA.UTRN
	1.36
	0.11
	0
	0
	1.47

	RNA.NAV2-AS2
	1.47
	0
	0
	0
	1.47

	RNA.MACF1
	1.35
	0.11
	0
	0
	1.46

	RNA.RIF1
	1.26
	0.2
	0
	0
	1.46

	RNA.P2RY13
	1.45
	0
	0.01
	0
	1.46

	RNA.TSC22D4
	1.4
	0.06
	0
	0
	1.46

	RNA.ANK3
	1.24
	0.22
	0
	0
	1.46

	RNA.TMSB10
	1.33
	0.12
	0
	0
	1.45

	RNA.BIRC6
	1.38
	0.07
	0
	0
	1.45

	RNA.CDCA7L
	1.45
	0
	0
	0
	1.45

	RNA.CCDC183-AS1
	1.45
	0
	0
	0
	1.45

	RNA.RABL6
	1.45
	0
	0
	0
	1.45

	RNA.RASGRP2
	1.36
	0.08
	0
	0
	1.44

	RNA.TPM3
	1.25
	0.18
	0
	0
	1.43

	RNA.MATR3
	1.27
	0.16
	0
	0
	1.43

	RNA.SEMA3B-AS1
	1.43
	0
	0
	0
	1.43

	RNA.C16orf3
	1.43
	0
	0
	0
	1.43

	RNA.ALDH1A3
	1.43
	0
	0
	0
	1.43

	RNA.C9orf156
	1.4
	0.02
	0
	0
	1.42

	RNA.FZD4
	1.4
	0
	0.01
	0.01
	1.42

	RNA.RPS8
	1.31
	0.1
	0
	0
	1.41

	RNA.VCAN
	1.28
	0.12
	0.01
	0
	1.41

	RNA.P2RY14
	1.4
	0
	0.01
	0
	1.41

	RNA.ST3GAL6-AS1
	1.4
	0
	0
	0.01
	1.41

	RNA.FLG
	1.41
	0
	0
	0
	1.41

	RNA.NACA
	1.28
	0.12
	0
	0
	1.4

	RNA.ERI2
	1.4
	0
	0
	0
	1.4

	RNA.VHL
	1.29
	0.1
	0
	0
	1.39

	RNA.RPS9
	1.32
	0.07
	0
	0
	1.39

	RNA.KIAA1551
	1.32
	0.07
	0
	0
	1.39

	RNA.MYO1E
	1.39
	0
	0
	0
	1.39

	RNA.CLVS1
	1.39
	0
	0
	0
	1.39

	RNA.NECAB1
	1.39
	0
	0
	0
	1.39

	Proteome.DBH
	1.21
	0.17
	0
	0.01
	1.39

	RNA.SPARC
	1.35
	0.03
	0
	0
	1.38

	RNA.ITGAM
	1.24
	0.11
	0.03
	0
	1.38

	RNA.ELOVL2
	1.36
	0
	0
	0.02
	1.38

	RNA.DLG1-AS1
	1.38
	0
	0
	0
	1.38

	RNA.RBM6
	1.25
	0.12
	0
	0
	1.37

	RNA.IKZF1
	1.3
	0.07
	0
	0
	1.37

	RNA.S100A9
	1.29
	0.08
	0
	0
	1.37

	RNA.LOC100506071
	1.37
	0
	0
	0
	1.37

	RNA.LYZ
	1.23
	0.13
	0
	0
	1.36

	RNA.CCNYL1
	1.35
	0
	0
	0
	1.35

	RNA.IFT20
	1.34
	0
	0
	0
	1.34

	RNA.ZFYVE16
	1.34
	0
	0
	0
	1.34

	Metabolome.HMDB00024
	1.15
	0.19
	0
	0
	1.34

	RNA.DUSP1
	1.27
	0.06
	0
	0
	1.33

	RNA.CASC14
	1.33
	0
	0
	0
	1.33

	RNA.TXNIP
	1.19
	0.12
	0.01
	0
	1.32

	RNA.LOC100287098
	1.32
	0
	0
	0
	1.32

	RNA.ZFAND2B
	1.31
	0
	0
	0
	1.31

	RNA.RPS15
	1.25
	0.06
	0
	0
	1.31

	RNA.CX3CR1
	1.15
	0.12
	0.03
	0.01
	1.31

	RNA.ARHGEF1
	1.2
	0.1
	0
	0
	1.3

	RNA.EIF4G2
	1.24
	0.06
	0
	0
	1.3

	RNA.TMEM139
	1.3
	0
	0
	0
	1.3

	RNA.LOC100128770
	1.28
	0.01
	0
	0
	1.29

	RNA.KLC3
	1.29
	0
	0
	0
	1.29

	RNA.AGAP2
	1.29
	0
	0
	0
	1.29

	RNA.LOC100132891
	1.29
	0
	0
	0
	1.29

	RNA.NARFL
	1.28
	0.01
	0
	0
	1.29

	RNA.ITPKB
	1.23
	0.05
	0
	0
	1.28

	RNA.KREMEN2
	1.27
	0.01
	0
	0
	1.28

	RNA.FCN1
	1.2
	0.08
	0
	0
	1.28

	RNA.OSBPL8
	1.03
	0.24
	0
	0
	1.27

	RNA.CLEC2D
	1.15
	0.11
	0
	0
	1.26

	RNA.IL10RA
	1.16
	0.06
	0.03
	0.01
	1.26

	RNA.CDR1
	1.24
	0.01
	0
	0.01
	1.26

	RNA.ZAP70
	1.17
	0.08
	0.01
	0
	1.26

	RNA.CHN2
	1.25
	0.01
	0
	0
	1.26

	RNA.HLA-A
	1.11
	0.1
	0.04
	0
	1.25

	RNA.HCLS1
	1.13
	0.12
	0
	0
	1.25

	RNA.HLA-DPA1
	0.88
	0.27
	0.09
	0.01
	1.25

	RNA.LOC101929549
	1.24
	0.01
	0
	0
	1.25

	RNA.SLC9A3
	1.25
	0
	0
	0
	1.25

	Proteome.IGHD
	1.19
	0.05
	0
	0
	1.24

	RNA.LOC728463
	1.23
	0
	0
	0
	1.23

	RNA.SPDYE8P
	1.23
	0
	0
	0
	1.23

	RNA.SDPR
	1.19
	0.04
	0
	0
	1.23

	RNA.CDKN2C
	1.23
	0
	0
	0
	1.23

	RNA.CDH4
	1.21
	0.01
	0
	0
	1.22

	RNA.ANKRD62P1-PARP4P3
	1.22
	0
	0
	0
	1.22

	RNA.INPP5D
	1.11
	0.1
	0
	0
	1.21

	RNA.SMEK1
	1.1
	0.11
	0
	0
	1.21

	RNA.DYNC1H1
	1.1
	0.11
	0
	0
	1.21

	RNA.SMG1
	1.11
	0.1
	0
	0
	1.21

	RNA.C19orf43
	1.12
	0.08
	0
	0
	1.2

	RNA.CD74
	1.1
	0.1
	0
	0
	1.2

	RNA.ZCCHC18
	1.12
	0.06
	0
	0.02
	1.2

	RNA.APLP2
	1.05
	0.14
	0.01
	0
	1.2

	RNA.TIRAP
	1.19
	0
	0.01
	0
	1.2

	RNA.RPL19
	1.09
	0.1
	0
	0
	1.19

	RNA.GIMAP2
	1.09
	0.1
	0
	0
	1.19

	RNA.LINC01232
	1.18
	0.01
	0
	0
	1.19

	RNA.C9orf173
	1.19
	0
	0
	0
	1.19

	RNA.CHD2
	1.15
	0.04
	0
	0
	1.19

	RNA.C16orf72
	1.13
	0.05
	0
	0
	1.18

	RNA.ACVR2B-AS1
	1.17
	0.01
	0
	0
	1.18

	RNA.RAPGEF4-AS1
	1.18
	0
	0
	0
	1.18

	RNA.TGFBR2
	1.03
	0.12
	0.03
	0
	1.18

	RNA.BACE1-AS
	1.18
	0
	0
	0
	1.18

	RNA.RAB26
	1.18
	0
	0
	0
	1.18

	RNA.SORL1
	1.09
	0.08
	0
	0
	1.17

	RNA.RNF224
	1.17
	0
	0
	0
	1.17

	RNA.KRT10
	1.17
	0
	0
	0
	1.17

	RNA.B2M
	1.07
	0.09
	0
	0
	1.16

	RNA.RPL36
	1.06
	0.1
	0
	0
	1.16

	RNA.MYH9
	1.11
	0.05
	0
	0
	1.16

	RNA.LAPTM5
	0.97
	0.18
	0
	0.01
	1.16

	RNA.TMEM107
	1.14
	0.01
	0
	0.01
	1.16

	RNA.PARD6G
	1.15
	0.01
	0
	0
	1.16

	RNA.C9orf78
	0.96
	0.19
	0
	0
	1.15

	RNA.ARID2
	1.01
	0.14
	0
	0
	1.15

	RNA.CTD-2201E9.1
	1.14
	0.01
	0
	0
	1.15

	RNA.HCG4B
	1.14
	0
	0
	0
	1.14

	RNA.MMACHC
	1.14
	0
	0
	0
	1.14

	RNA.LCTL
	1.14
	0
	0
	0
	1.14

	RNA.AKR7A2P1
	1.13
	0
	0
	0
	1.13

	RNA.LOC100507564
	1.12
	0
	0
	0
	1.12

	RNA.RPL13
	1.04
	0.07
	0
	0
	1.11

	RNA.CCDC85B
	1.11
	0
	0
	0
	1.11

	Proteome.FCGBP
	0.65
	0.42
	0
	0.04
	1.11

	RNA.MIR324
	1.11
	0
	0
	0
	1.11

	RNA.RPS24
	1.01
	0.09
	0
	0
	1.1

	RNA.GTSCR1
	1.02
	0.08
	0
	0
	1.1

	RNA.GRTP1-AS1
	1.09
	0.01
	0
	0
	1.1

	RNA.RUNDC3A
	1.1
	0
	0
	0
	1.1

	RNA.MKRN1
	1.05
	0.05
	0
	0
	1.1

	RNA.OSCAR
	1.09
	0
	0
	0.01
	1.1

	RNA.FANCC
	1.1
	0
	0
	0
	1.1

	RNA.A1BG-AS1
	1.1
	0
	0
	0
	1.1

	RNA.POLR2L
	1.07
	0.01
	0.01
	0
	1.09

	RNA.LNP1
	1.09
	0
	0
	0
	1.09

	RNA.PKMYT1
	1.09
	0
	0
	0
	1.09

	RNA.WRNIP1
	1.02
	0.06
	0
	0
	1.08

	RNA.LOC101928489
	1.08
	0
	0
	0
	1.08

	RNA.COPG2
	1.08
	0
	0
	0
	1.08

	RNA.OR7E2P
	1.07
	0
	0
	0
	1.07

	RNA.FAM86FP
	1.07
	0
	0
	0
	1.07

	RNA.PSMD5
	1.07
	0
	0
	0
	1.07

	RNA.C1QTNF6
	0.95
	0.12
	0
	0
	1.07

	RNA.MGAT1
	0.94
	0.12
	0
	0
	1.06

	RNA.DCST1
	1.06
	0
	0
	0
	1.06

	RNA.TEFM
	1.06
	0
	0
	0
	1.06

	RNA.PHKG2
	1.05
	0
	0.01
	0
	1.06

	RNA.BCL11B
	0.89
	0.16
	0
	0
	1.05

	RNA.RPL18
	0.95
	0.1
	0
	0
	1.05

	Proteome.SERPINA4
	0.52
	0.5
	0
	0.03
	1.05

	RNA.LRRC8E
	1.04
	0
	0
	0
	1.04

	RNA.PTPRB
	1.03
	0
	0.01
	0
	1.04

	RNA.PCNA-AS1
	1.04
	0
	0
	0
	1.04

	RNA.IQCK
	1.04
	0
	0
	0
	1.04

	RNA.MID1IP1-AS1
	1.04
	0
	0
	0
	1.04

	Metabolome.HMDB03072
	0.9
	0.12
	0
	0.01
	1.03

	RNA.LAIR1
	0.96
	0.07
	0
	0
	1.03

	RNA.KMT2A
	0.87
	0.16
	0
	0
	1.03

	RNA.ZFP36L2
	0.94
	0.09
	0
	0
	1.03

	RNA.9-Sep
	0.94
	0.09
	0
	0
	1.03

	RNA.CRMP1
	1.03
	0
	0
	0
	1.03

	RNA.PRC1-AS1
	1.03
	0
	0
	0
	1.03

	RNA.BMP6
	1.01
	0
	0.01
	0
	1.02

	RNA.LOC102723385
	1.02
	0
	0
	0
	1.02

	Metabolome.HMDB00669
	0.94
	0.07
	0
	0
	1.01

	RNA.SREK1
	1
	0.01
	0
	0
	1.01

	RNA.FEN1
	1
	0
	0
	0
	1

	RNA.LOC101929680
	1
	0
	0
	0
	1

	RNA.ERCC1
	1
	0
	0
	0
	1

	Proteome.VCL
	0.77
	0.18
	0.03
	0.01
	0.99

	RNA.OPN1SW
	0.98
	0
	0.01
	0
	0.99

	RNA.TM6SF1
	0.99
	0
	0
	0
	0.99

	RNA.UFSP2
	0.99
	0
	0
	0
	0.99

	RNA.MALAT1
	0.93
	0.05
	0
	0
	0.98

	RNA.TEX2
	0.98
	0
	0
	0
	0.98

	RNA.GCSAM
	0.98
	0
	0
	0
	0.98

	RNA.DCLRE1C
	0.98
	0
	0
	0
	0.98

	RNA.LINC01352
	0.97
	0
	0
	0
	0.97

	RNA.LSP1
	0.9
	0.07
	0
	0
	0.97

	RNA.SNHG7
	0.97
	0
	0
	0
	0.97

	Proteome.SAA2
	0.96
	0.01
	0
	0
	0.97

	RNA.MYCBP2
	0.85
	0.12
	0
	0
	0.97

	RNA.LDHAL6B
	0.97
	0
	0
	0
	0.97

	RNA.TPR
	0.83
	0.13
	0
	0
	0.96

	RNA.TRAF3IP1
	0.95
	0.01
	0
	0
	0.96

	RNA.TUT1
	0.96
	0
	0
	0
	0.96

	RNA.FANCD2OS
	0.96
	0
	0
	0
	0.96

	RNA.SYNE2
	0.83
	0.12
	0
	0
	0.95

	RNA.CLU
	0.94
	0.01
	0
	0
	0.95

	RNA.LDLRAD2
	0.95
	0
	0
	0
	0.95

	RNA.ZFHX3
	0.95
	0
	0
	0
	0.95

	RNA.GBP5
	0.86
	0.07
	0.01
	0
	0.94

	RNA.HMBS
	0.94
	0
	0
	0
	0.94

	RNA.PLAC4
	0.94
	0
	0
	0
	0.94

	RNA.COL9A3
	0.93
	0
	0
	0
	0.93

	RNA.DLEU7
	0.92
	0.01
	0
	0
	0.93

	RNA.EEF1D
	0.83
	0.1
	0
	0
	0.93

	RNA.P2RX2
	0.92
	0
	0
	0
	0.92

	RNA.AFAP1
	0.92
	0
	0
	0
	0.92

	RNA.FAM151A
	0.92
	0
	0
	0
	0.92

	RNA.POLR2B
	0.92
	0
	0
	0
	0.92

	RNA.GARS
	0.78
	0.11
	0
	0.03
	0.92

	RNA.RHOF
	0.92
	0
	0
	0
	0.92

	RNA.MSN
	0.84
	0.08
	0
	0
	0.92

	RNA.HIST1H1D
	0.83
	0.09
	0
	0
	0.92

	RNA.HLA-C
	0.82
	0.06
	0.04
	0
	0.92

	RNA.SNTA1
	0.91
	0
	0
	0
	0.91

	RNA.SNHG16
	0.91
	0
	0
	0
	0.91

	RNA.LOC100130264
	0.89
	0.01
	0
	0
	0.9

	RNA.DNPH1
	0.9
	0
	0
	0
	0.9

	Proteome.SAA1
	0.86
	0.01
	0.03
	0
	0.9

	RNA.ACTL10
	0.9
	0
	0
	0
	0.9

	RNA.ARHGEF6
	0.83
	0.07
	0
	0
	0.9

	RNA.PROZ
	0.87
	0.02
	0
	0
	0.89

	RNA.CSPG4
	0.88
	0.01
	0
	0
	0.89

	RNA.PAX8
	0.89
	0
	0
	0
	0.89

	RNA.TPT1-AS1
	0.89
	0
	0
	0
	0.89

	RNA.ZYX
	0.83
	0.05
	0
	0
	0.88

	RNA.PERM1
	0.87
	0.01
	0
	0
	0.88

	Metabolome.HMDB03073
	0.85
	0.02
	0.01
	0
	0.88

	RNA.CNKSR2
	0.77
	0.11
	0
	0
	0.88

	RNA.PRIMPOL
	0.88
	0
	0
	0
	0.88

	RNA.SGOL1-AS1
	0.88
	0
	0
	0
	0.88

	RNA.TCP1
	0.88
	0
	0
	0
	0.88

	RNA.SLC24A5
	0.88
	0
	0
	0
	0.88

	Metabolome.HMDB61116
	0.55
	0.29
	0
	0.03
	0.87

	RNA.MCOLN3
	0.84
	0.03
	0
	0
	0.87

	RNA.UST
	0.61
	0.26
	0
	0
	0.87

	Proteome.KV139
	0.87
	0
	0
	0
	0.87

	RNA.ARSB
	0.82
	0.05
	0
	0
	0.87

	RNA.ACSM3
	0.87
	0
	0
	0
	0.87

	RNA.LOC101929225
	0.86
	0
	0
	0
	0.86

	RNA.ADCY3
	0.85
	0
	0.01
	0
	0.86

	RNA.STARD4-AS1
	0.86
	0
	0
	0
	0.86

	RNA.FGF2
	0.83
	0
	0.03
	0
	0.86

	RNA.PELO
	0.84
	0
	0
	0.01
	0.85

	Cytokine.CD40L
	0.63
	0.22
	0
	0
	0.85

	RNA.TESK1
	0.73
	0.12
	0
	0
	0.85

	RNA.RNF207
	0.85
	0
	0
	0
	0.85

	RNA.DNASE1
	0.85
	0
	0
	0
	0.85

	Metabolome.HMDB60015
	0.78
	0.06
	0
	0
	0.84

	Proteome.MBL2
	0.62
	0.22
	0
	0
	0.84

	Proteome.PROZ
	0.83
	0.01
	0
	0
	0.84

	Metabolome.HMDB04666
	0.61
	0.22
	0.01
	0
	0.84

	RNA.PRORSD1P
	0.84
	0
	0
	0
	0.84

	RNA.C2
	0.83
	0
	0
	0
	0.83

	RNA.NDRG4
	0.83
	0
	0
	0
	0.83

	RNA.EIF2AK1
	0.83
	0
	0
	0
	0.83

	Cytokine.IFNB
	0.62
	0.2
	0
	0
	0.82

	RNA.CTSA
	0.81
	0.01
	0
	0
	0.82

	RNA.CLUAP1
	0.54
	0.26
	0
	0.02
	0.82

	RNA.EXOSC9
	0.82
	0
	0
	0
	0.82

	RNA.FAM166A
	0.82
	0
	0
	0
	0.82

	RNA.SIAE
	0.82
	0
	0
	0
	0.82

	Metabolome.HMDB10318
	0.67
	0.13
	0
	0.01
	0.81

	RNA.ZNF106
	0.66
	0.12
	0
	0.03
	0.81

	RNA.THAP7-AS1
	0.81
	0
	0
	0
	0.81

	RNA.SPAG4
	0.81
	0
	0
	0
	0.81

	RNA.FAM57A
	0.81
	0
	0
	0
	0.81

	RNA.RNF157
	0.59
	0.22
	0
	0
	0.81

	Metabolome.HMDB01008
	0.52
	0.28
	0
	0
	0.8

	RNA.ARF6
	0.68
	0.12
	0
	0
	0.8

	RNA.C6orf89
	0.8
	0
	0
	0
	0.8

	RNA.FADS1
	0.8
	0
	0
	0
	0.8

	RNA.MNS1
	0.79
	0
	0
	0
	0.79

	RNA.LOC401052
	0.79
	0
	0
	0
	0.79

	Proteome.PRG4.1
	0.75
	0.03
	0
	0
	0.78

	Proteome.MYH7
	0.77
	0.01
	0
	0
	0.78

	RNA.C2orf16
	0.78
	0
	0
	0
	0.78

	RNA.SYNGR1
	0.77
	0.01
	0
	0
	0.78

	RNA.DNALI1
	0.78
	0
	0
	0
	0.78

	RNA.CD14
	0.63
	0.11
	0.03
	0
	0.77

	RNA.GNG12-AS1
	0.77
	0
	0
	0
	0.77

	RNA.MRPL23-AS1
	0.76
	0.01
	0
	0
	0.77

	RNA.TTC28-AS1
	0.76
	0.01
	0
	0
	0.77

	RNA.ARHGEF40
	0.76
	0.01
	0
	0
	0.77

	RNA.TSPAN31
	0.76
	0
	0
	0.01
	0.77

	RNA.LGALS1
	0.53
	0.22
	0.01
	0
	0.76

	RNA.LINC00921
	0.67
	0.09
	0
	0
	0.76

	RNA.ASB9P1
	0.76
	0
	0
	0
	0.76

	Metabolome.HMDB00197
	0.42
	0.33
	0
	0.01
	0.76

	RNA.CLDN22
	0.76
	0
	0
	0
	0.76

	RNA.PRR3
	0.76
	0
	0
	0
	0.76

	RNA.EME1
	0.76
	0
	0
	0
	0.76

	RNA.FSIP2
	0.76
	0
	0
	0
	0.76

	Metabolome.HMDB02639
	0.49
	0.24
	0
	0.02
	0.75

	RNA.C2CD5
	0.7
	0.05
	0
	0
	0.75

	RNA.ZSWIM4
	0.75
	0
	0
	0
	0.75

	RNA.LETM2
	0.75
	0
	0
	0
	0.75

	RNA.MARK2
	0.7
	0.05
	0
	0
	0.75

	RNA.SNRNP35
	0.75
	0
	0
	0
	0.75

	RNA.AP4M1
	0.74
	0
	0
	0
	0.74

	Proteome.SH3GL3
	0.65
	0.07
	0.01
	0
	0.73

	Cytokine.LEPTIN
	0.53
	0.2
	0
	0
	0.73

	RNA.SECISBP2
	0.66
	0.07
	0
	0
	0.73

	RNA.AEBP1
	0.73
	0
	0
	0
	0.73

	RNA.AGER
	0.73
	0
	0
	0
	0.73

	RNA.LOC100507547
	0.72
	0.01
	0
	0
	0.73

	RNA.LOC100129973
	0.73
	0
	0
	0
	0.73

	Metabolome.HMDB11531.1
	0.57
	0.15
	0
	0
	0.72

	RNA.HDLBP
	0.72
	0
	0
	0
	0.72

	RNA.KDM4A
	0.72
	0
	0
	0
	0.72

	RNA.FBXO22-AS1
	0.72
	0
	0
	0
	0.72

	RNA.RUSC1-AS1
	0.72
	0
	0
	0
	0.72

	RNA.FNDC3A
	0.62
	0.09
	0
	0
	0.71

	RNA.PCGF1
	0.71
	0
	0
	0
	0.71

	RNA.JTB
	0.71
	0
	0
	0
	0.71

	RNA.VRK2
	0.71
	0
	0
	0
	0.71

	RNA.AHR
	0.66
	0.04
	0
	0
	0.7

	Proteome.TGFBI
	0.59
	0.11
	0
	0
	0.7

	RNA.PTGDR2
	0.69
	0
	0.01
	0
	0.7

	RNA.URAHP
	0.7
	0
	0
	0
	0.7

	RNA.ATP6V1C2
	0.69
	0
	0
	0
	0.69

	RNA.PXN
	0.69
	0
	0
	0
	0.69

	RNA.HCFC1R1
	0.69
	0
	0
	0
	0.69

	RNA.SLC4A5
	0.69
	0
	0
	0
	0.69

	RNA.EML2
	0.67
	0.01
	0
	0
	0.68

	Proteome.LGALS3BP
	0.64
	0.02
	0
	0.02
	0.68

	RNA.KIRREL3
	0.67
	0.01
	0
	0
	0.68

	RNA.KCNV2
	0.68
	0
	0
	0
	0.68

	RNA.RPAIN
	0.68
	0
	0
	0
	0.68

	RNA.HLTF-AS1
	0.68
	0
	0
	0
	0.68

	RNA.LOC100129518
	0.68
	0
	0
	0
	0.68

	RNA.MACROD1
	0.66
	0.01
	0
	0
	0.67

	Metabolome.HMDB11531.2
	0.39
	0.27
	0
	0.01
	0.67

	RNA.SLC38A4
	0.67
	0
	0
	0
	0.67

	RNA.TMEM80
	0.65
	0.01
	0
	0
	0.66

	RNA.FADS2
	0.65
	0
	0.01
	0
	0.66

	RNA.ZSWIM1
	0.65
	0.01
	0
	0
	0.66

	RNA.LCA5L
	0.65
	0
	0
	0.01
	0.66

	Cytokine.IL2
	0.36
	0.22
	0.08
	0
	0.66

	Proteome.IGHG4
	0.63
	0.02
	0
	0
	0.65

	Metabolome.HMDB11496
	0.37
	0.27
	0
	0.01
	0.65

	RNA.SRPK3
	0.65
	0
	0
	0
	0.65

	RNA.ZNF446
	0.64
	0.01
	0
	0
	0.65

	RNA.METAP1
	0.63
	0.02
	0
	0
	0.65

	Proteome.IGHA2
	0.62
	0.02
	0
	0
	0.64

	RNA.NNT
	0.64
	0
	0
	0
	0.64

	RNA.OPN3
	0.54
	0.08
	0.01
	0
	0.63

	RNA.ACPT
	0.63
	0
	0
	0
	0.63

	Proteome.CAPZB
	0.62
	0
	0
	0
	0.62

	Proteome.CFHR2
	0.6
	0.02
	0
	0
	0.62

	RNA.CABLES2
	0.62
	0
	0
	0
	0.62

	RNA.LOC100132215
	0.62
	0
	0
	0
	0.62

	RNA.RNF123
	0.62
	0
	0
	0
	0.62

	Metabolome.HMDB00782
	0.27
	0.31
	0
	0.03
	0.61

	RNA.PMCH
	0.6
	0
	0.01
	0
	0.61

	Proteome.PRG4
	0.6
	0.01
	0
	0
	0.61

	RNA.PROSER2-AS1
	0.61
	0
	0
	0
	0.61

	RNA.C5orf45
	0.61
	0
	0
	0
	0.61

	Metabolome.HMDB37844
	0.43
	0.17
	0
	0
	0.6

	RNA.CTB-113P19.1
	0.6
	0
	0
	0
	0.6

	Metabolome.HMDB01868
	0.49
	0.1
	0
	0.01
	0.6

	RNA.ECM2
	0.6
	0
	0
	0
	0.6

	RNA.ACAT2
	0.6
	0
	0
	0
	0.6

	RNA.PPM1E
	0.6
	0
	0
	0
	0.6

	RNA.C19orf71
	0.6
	0
	0
	0
	0.6

	RNA.FSD2
	0.6
	0
	0
	0
	0.6

	RNA.SZT2
	0.6
	0
	0
	0
	0.6

	RNA.MYRF
	0.6
	0
	0
	0
	0.6

	RNA.TMEM205
	0.58
	0.01
	0
	0
	0.59

	RNA.TMC4
	0.59
	0
	0
	0
	0.59

	RNA.NEFH
	0.59
	0
	0
	0
	0.59

	RNA.GDF9
	0.58
	0
	0.01
	0
	0.59

	RNA.RAD17
	0.59
	0
	0
	0
	0.59

	RNA.ETV4
	0.58
	0.01
	0
	0
	0.59

	RNA.APOA1BP
	0.59
	0
	0
	0
	0.59

	RNA.C16orf70
	0.59
	0
	0
	0
	0.59

	RNA.SRR
	0.59
	0
	0
	0
	0.59

	RNA.ALG1L9P
	0.58
	0
	0
	0
	0.58

	RNA.WSB2
	0.58
	0
	0
	0
	0.58

	RNA.SPAG17
	0.58
	0
	0
	0
	0.58

	Metabolome.HMDB02829
	0.48
	0.07
	0
	0.02
	0.57

	RNA.TMED6
	0.57
	0
	0
	0
	0.57

	RNA.DOPEY1
	0.57
	0
	0
	0
	0.57

	RNA.LSMEM2
	0.57
	0
	0
	0
	0.57

	RNA.TMEM75
	0.56
	0
	0
	0
	0.56

	RNA.SPSB2
	0.56
	0
	0
	0
	0.56

	RNA.MCM3AP
	0.56
	0
	0
	0
	0.56

	RNA.KIF9
	0.55
	0.01
	0
	0
	0.56

	RNA.FMNL3
	0.56
	0
	0
	0
	0.56

	RNA.M6PR
	0.56
	0
	0
	0
	0.56

	Metabolome.HMDB00064
	0.29
	0.26
	0
	0
	0.55

	RNA.SNAI3
	0.54
	0.01
	0
	0
	0.55

	RNA.KRTCAP3
	0.55
	0
	0
	0
	0.55

	RNA.GJD3
	0.55
	0
	0
	0
	0.55

	RNA.YRDC
	0.55
	0
	0
	0
	0.55

	RNA.GGACT
	0.55
	0
	0
	0
	0.55

	Cytokine.IL5
	0.4
	0.07
	0.08
	0
	0.55

	Proteome.CD14
	0.37
	0.14
	0.03
	0
	0.54

	Proteome.KV311
	0.5
	0.04
	0
	0
	0.54

	RNA.HOXB2
	0.54
	0
	0
	0
	0.54

	RNA.TRIM59
	0.54
	0
	0
	0
	0.54

	RNA.PUS3
	0.54
	0
	0
	0
	0.54

	RNA.CHAD
	0.54
	0
	0
	0
	0.54

	RNA.NRG4
	0.54
	0
	0
	0
	0.54

	RNA.PLEKHG4
	0.53
	0.01
	0
	0
	0.54

	RNA.GABPA
	0.54
	0
	0
	0
	0.54

	RNA.DIS3L
	0.53
	0.01
	0
	0
	0.54

	Metabolome.HMDB11539
	0.38
	0.14
	0
	0.01
	0.53

	Metabolome.HMDB00872
	0.46
	0.07
	0
	0
	0.53

	Proteome.FCN2
	0.35
	0.18
	0
	0
	0.53

	RNA.DGKE
	0.51
	0.02
	0
	0
	0.53

	RNA.PDZD7
	0.53
	0
	0
	0
	0.53

	RNA.ERCC5
	0.53
	0
	0
	0
	0.53

	RNA.SCUBE3
	0.53
	0
	0
	0
	0.53

	RNA.LBX2
	0.52
	0.01
	0
	0
	0.53

	RNA.GRIP1
	0.37
	0.16
	0
	0
	0.53

	Proteome.APOE
	0.49
	0.01
	0.03
	0
	0.53

	RNA.TMEM184A
	0.52
	0.01
	0
	0
	0.53

	Metabolome.HMDB02994|
HMDB04136
	0.52
	0
	0
	0
	0.52

	Metabolome.HMDB31923
	0.51
	0.01
	0
	0
	0.52

	RNA.HP09053
	0.52
	0
	0
	0
	0.52

	Metabolome.HMDB02639.1
	0.43
	0.08
	0
	0
	0.51

	Metabolome.HMDB00791
	0.35
	0.16
	0
	0
	0.51

	Metabolome.HMDB06695
	0.49
	0
	0
	0.02
	0.51

	RNA.C11orf48
	0.51
	0
	0
	0
	0.51

	RNA.H1FX
	0.47
	0.04
	0
	0
	0.51

	RNA.MCTP1
	0.51
	0
	0
	0
	0.51

	RNA.ACOT8
	0.51
	0
	0
	0
	0.51

	RNA.MST1
	0.51
	0
	0
	0
	0.51

	RNA.REC8
	0.51
	0
	0
	0
	0.51

	Proteome.CAMP
	0.49
	0
	0.01
	0
	0.5

	RNA.BCL9L
	0.43
	0.07
	0
	0
	0.5

	RNA.FOXH1
	0.49
	0.01
	0
	0
	0.5

	RNA.CD27
	0.48
	0
	0.01
	0.01
	0.5

	RNA.IPPK
	0.5
	0
	0
	0
	0.5

	RNA.ST7-AS2
	0.49
	0
	0
	0.01
	0.5

	Proteome.PLTP
	0.4
	0.08
	0.01
	0
	0.49

	Metabolome.HMDB01999
	0.36
	0.1
	0.03
	0
	0.49

	Proteome.IGHA1
	0.47
	0
	0
	0.02
	0.49

	Cytokine.PDGFBB
	0.4
	0.09
	0
	0
	0.49

	RNA.DCBLD2
	0.49
	0
	0
	0
	0.49

	RNA.LOC284889
	0.49
	0
	0
	0
	0.49

	RNA.XPO4
	0.48
	0
	0
	0.01
	0.49

	RNA.DPH3P1
	0.49
	0
	0
	0
	0.49

	RNA.DXO
	0.49
	0
	0
	0
	0.49

	Proteome.APOC4
	0.44
	0.04
	0
	0
	0.48

	RNA.CDKN2B
	0.48
	0
	0
	0
	0.48

	RNA.MLK7-AS1
	0.48
	0
	0
	0
	0.48

	RNA.SCP2
	0.47
	0
	0.01
	0
	0.48

	RNA.LOC100507373
	0.48
	0
	0
	0
	0.48

	Proteome.NPHP3
	0.46
	0.01
	0
	0
	0.47

	Proteome.LV144
	0.46
	0
	0
	0.01
	0.47

	RNA.RNU6-78P
	0.46
	0.01
	0
	0
	0.47

	Proteome.KV320.2
	0.47
	0
	0
	0
	0.47

	RNA.MTERFD2
	0.47
	0
	0
	0
	0.47

	RNA.LRRTM2
	0.47
	0
	0
	0
	0.47

	RNA.ALG1
	0.47
	0
	0
	0
	0.47

	RNA.LOC101927492
	0.47
	0
	0
	0
	0.47

	RNA.GNG3
	0.44
	0
	0.03
	0
	0.47

	Proteome.KV320.1
	0.44
	0.02
	0
	0
	0.46

	Proteome.IGJ
	0.46
	0
	0
	0
	0.46

	Metabolome.HMDB00888
	0.45
	0.01
	0
	0
	0.46

	RNA.SIGLEC16
	0.45
	0.01
	0
	0
	0.46

	RNA.LRRC75A
	0.46
	0
	0
	0
	0.46

	RNA.ZNF337
	0.46
	0
	0
	0
	0.46

	Metabolome.HMDB00603
	0.46
	0
	0
	0
	0.46

	RNA.MROH8
	0.45
	0.01
	0
	0
	0.46

	RNA.FAM20A
	0.45
	0
	0.01
	0
	0.46

	RNA.WDR52-AS1
	0.46
	0
	0
	0
	0.46

	Metabolome.HMDB00594
	0.31
	0.15
	0
	0
	0.46

	RNA.FAM149B1
	0.45
	0
	0
	0
	0.45

	RNA.ABHD1
	0.45
	0
	0
	0
	0.45

	RNA.B3GALNT2
	0.45
	0
	0
	0
	0.45

	Metabolome.HMDB00210
	0.43
	0
	0
	0.01
	0.44

	RNA.SMAD5-AS1
	0.44
	0
	0
	0
	0.44

	RNA.GLIS2
	0.44
	0
	0
	0
	0.44

	RNA.JMJD4
	0.43
	0.01
	0
	0
	0.44

	RNA.MYLK
	0.44
	0
	0
	0
	0.44

	RNA.LOC101927770
	0.43
	0.01
	0
	0
	0.44

	RNA.DNAH11
	0.44
	0
	0
	0
	0.44

	RNA.SNX22
	0.44
	0
	0
	0
	0.44

	Metabolome.HMDB06695.1
	0.44
	0
	0
	0
	0.44

	RNA.NR2C2
	0.43
	0
	0.01
	0
	0.44

	Metabolome.HMDB00267
	0.27
	0.15
	0
	0.01
	0.43

	Cytokine.RESISTIN
	0.4
	0
	0
	0.03
	0.43

	RNA.DHPS
	0.43
	0
	0
	0
	0.43

	RNA.TLCD1
	0.43
	0
	0
	0
	0.43

	RNA.CAND2
	0.43
	0
	0
	0
	0.43

	RNA.SCYL3
	0.43
	0
	0
	0
	0.43

	RNA.LOC101927550
	0.42
	0.01
	0
	0
	0.43

	RNA.THAP3
	0.43
	0
	0
	0
	0.43

	Metabolome.HMDB33724
	0.32
	0.1
	0
	0
	0.42

	Proteome.CLEC3B
	0.39
	0.03
	0
	0
	0.42

	RNA.GIMAP8
	0.42
	0
	0
	0
	0.42

	RNA.MIF4GD
	0.42
	0
	0
	0
	0.42

	RNA.TTI2
	0.42
	0
	0
	0
	0.42

	RNA.DDIT3
	0.42
	0
	0
	0
	0.42

	RNA.LOC100129034
	0.42
	0
	0
	0
	0.42

	RNA.PMPCB
	0.42
	0
	0
	0
	0.42

	Metabolome.HMDB01008.1
	0.32
	0.09
	0
	0
	0.41

	Proteome.KV320_2
	0.4
	0.01
	0
	0
	0.41

	RNA.SERHL2
	0.4
	0.01
	0
	0
	0.41

	Metabolome.HMDB11532
	0.34
	0.03
	0
	0.04
	0.41

	Proteome.PGLYRP2
	0.29
	0.12
	0
	0
	0.41

	RNA.TPTE2P5
	0.41
	0
	0
	0
	0.41

	RNA.PPP2R5D
	0.41
	0
	0
	0
	0.41

	RNA.CASKIN1
	0.41
	0
	0
	0
	0.41

	RNA.PAXBP1-AS1
	0.41
	0
	0
	0
	0.41

	RNA.CRBN
	0.41
	0
	0
	0
	0.41

	RNA.MRAP
	0.41
	0
	0
	0
	0.41

	RNA.LGALS8
	0.41
	0
	0
	0
	0.41

	RNA.TTC21B-AS1
	0.4
	0
	0
	0
	0.4

	RNA.C11orf57
	0.4
	0
	0
	0
	0.4

	RNA.SBF2
	0.4
	0
	0
	0
	0.4

	RNA.ERCC6L2
	0.37
	0.03
	0
	0
	0.4

	RNA.ACADVL
	0.39
	0.01
	0
	0
	0.4

	RNA.LOC101928378
	0.4
	0
	0
	0
	0.4

	Proteome.APOF
	0.36
	0.03
	0
	0
	0.39

	Cytokine.IP10
	0.39
	0
	0
	0
	0.39

	Proteome.CPB2
	0.26
	0.11
	0
	0.02
	0.39

	RNA.CFB
	0.39
	0
	0
	0
	0.39

	RNA.GGA3
	0.38
	0.01
	0
	0
	0.39

	RNA.SAMD11
	0.38
	0.01
	0
	0
	0.39

	RNA.RAB23
	0.39
	0
	0
	0
	0.39

	RNA.POLDIP2
	0.39
	0
	0
	0
	0.39

	RNA.SMCR8
	0.39
	0
	0
	0
	0.39

	RNA.TBC1D8
	0.39
	0
	0
	0
	0.39

	RNA.C6orf201
	0.39
	0
	0
	0
	0.39

	RNA.LOC100128361
	0.39
	0
	0
	0
	0.39

	RNA.GAPDHS
	0.39
	0
	0
	0
	0.39

	RNA.IL17RC
	0.36
	0.01
	0.01
	0
	0.38

	RNA.ANAPC10
	0.38
	0
	0
	0
	0.38

	RNA.FABP3
	0.37
	0
	0.01
	0
	0.38

	RNA.ZNF814
	0.37
	0.01
	0
	0
	0.38

	RNA.SYCE2
	0.37
	0.01
	0
	0
	0.38

	RNA.HCG25
	0.38
	0
	0
	0
	0.38

	RNA.SLC5A2
	0.38
	0
	0
	0
	0.38

	Proteome.KNG1
	0.22
	0.12
	0.04
	0
	0.38

	RNA.TSR1
	0.37
	0
	0
	0
	0.37

	RNA.SMARCD3
	0.35
	0.01
	0.01
	0
	0.37

	RNA.TRAPPC2
	0.36
	0.01
	0
	0
	0.37

	RNA.SPTB
	0.36
	0.01
	0
	0
	0.37

	RNA.C15orf37
	0.36
	0.01
	0
	0
	0.37

	RNA.RBM4
	0.36
	0.01
	0
	0
	0.37

	Cytokine.IL12P40
	0.35
	0.01
	0
	0.01
	0.37

	RNA.LPCAT3
	0.37
	0
	0
	0
	0.37

	RNA.LOC101926943
	0.37
	0
	0
	0
	0.37

	Proteome.SERPINF2
	0.15
	0.2
	0
	0.01
	0.36

	Metabolome.HMDB61690
	0.26
	0.1
	0
	0
	0.36

	Metabolome.HMDB00709
	0.2
	0.16
	0
	0
	0.36

	Metabolome.HMDB00672
	0.22
	0.14
	0
	0
	0.36

	RNA.NIFK-AS1
	0.36
	0
	0
	0
	0.36

	RNA.CARM1
	0.35
	0
	0.01
	0
	0.36

	RNA.TAF6
	0.35
	0.01
	0
	0
	0.36

	RNA.SPNS2
	0.36
	0
	0
	0
	0.36

	RNA.POM121
	0.34
	0.01
	0
	0
	0.35

	RNA.IPO9-AS1
	0.35
	0
	0
	0
	0.35

	RNA.NSA2
	0.35
	0
	0
	0
	0.35

	RNA.ENTPD1
	0.35
	0
	0
	0
	0.35

	RNA.ZRANB2-AS1
	0.35
	0
	0
	0
	0.35

	Proteome.IL1RAP
	0.27
	0.01
	0.03
	0.03
	0.34

	Proteome.HP
	0.34
	0
	0
	0
	0.34

	Proteome.MMRN1
	0.33
	0.01
	0
	0
	0.34

	Proteome.ORM2
	0.34
	0
	0
	0
	0.34

	Cytokine.CHEX1
	0.33
	0.01
	0
	0
	0.34

	RNA.SVIL
	0.33
	0.01
	0
	0
	0.34

	RNA.EFCAB10
	0.34
	0
	0
	0
	0.34

	RNA.IDI2-AS1
	0.33
	0.01
	0
	0
	0.34

	Metabolome.HMDB11756|
HMDB61684
	0.29
	0.05
	0
	0
	0.34

	Proteome.PSTK
	0.33
	0
	0
	0
	0.33

	Proteome.GPLD1
	0.28
	0.05
	0
	0
	0.33

	RNA.C9orf114
	0.33
	0
	0
	0
	0.33

	RNA.RER1
	0.33
	0
	0
	0
	0.33

	RNA.HMGN3-AS1
	0.33
	0
	0
	0
	0.33

	Gut.genus_Clostridium.IV
	0.01
	0.29
	0
	0.03
	0.33

	Proteome.HPR
	0.3
	0.03
	0
	0
	0.33

	Proteome.BTD
	0.3
	0.03
	0
	0
	0.33

	Nares.order_
Neisseriales
	0.04
	0.28
	0
	0
	0.32

	Nares.family_
Neisseriaceae
	0.04
	0.28
	0
	0
	0.32

	Proteome.LV743
	0.32
	0
	0
	0
	0.32

	Metabolome.HMDB11171
	0.22
	0.1
	0
	0
	0.32

	Proteome.C6
	0.25
	0.06
	0.01
	0
	0.32

	RNA.RBM12B-AS1
	0.31
	0.01
	0
	0
	0.32

	RNA.SEC61A2
	0.32
	0
	0
	0
	0.32

	RNA.LOC100506551
	0.32
	0
	0
	0
	0.32

	Proteome.C1R
	0.28
	0.03
	0
	0
	0.31

	Nares.phylum_
Proteobacteria
	0.06
	0.25
	0
	0
	0.31

	Proteome.HV313
	0.31
	0
	0
	0
	0.31

	RNA.LOC100131691
	0.31
	0
	0
	0
	0.31

	RNA.RAD54L
	0.31
	0
	0
	0
	0.31

	Nares.genus_
unclassified_Neisseriaceae
	0.03
	0.27
	0
	0
	0.3

	Proteome.F11
	0.27
	0.03
	0
	0
	0.3

	Proteome.COMP
	0.28
	0.02
	0
	0
	0.3

	Metabolome.HMDB00725
	0.27
	0.03
	0
	0
	0.3

	RNA.C9orf117
	0.3
	0
	0
	0
	0.3

	RNA.CTNS
	0.3
	0
	0
	0
	0.3

	RNA.CENPP
	0.29
	0.01
	0
	0
	0.3

	Cytokine.MIP1B
	0.29
	0.01
	0
	0
	0.3

	RNA.GLIPR1
	0.3
	0
	0
	0
	0.3

	RNA.PAXIP1OS
	0.3
	0
	0
	0
	0.3

	RNA.RHOQ
	0.29
	0
	0.01
	0
	0.3

	Metabolome.HMDB00792
	0.23
	0.06
	0
	0
	0.29

	Metabolome.HMDB00206
	0.15
	0.14
	0
	0
	0.29

	Proteome.A2M
	0.28
	0
	0.01
	0
	0.29

	Nares.class_
Betaproteobacteria
	0.04
	0.25
	0
	0
	0.29

	Metabolome.HMDB11531
	0.24
	0.05
	0
	0
	0.29

	RNA.ATG7
	0.29
	0
	0
	0
	0.29

	RNA.C1orf192
	0.29
	0
	0
	0
	0.29

	RNA.MIRLET7DHG
	0.28
	0
	0
	0
	0.28

	RNA.GGCX
	0.28
	0
	0
	0
	0.28

	RNA.C22orf23
	0.28
	0
	0
	0
	0.28

	RNA.RAF1
	0.22
	0.01
	0.04
	0.01
	0.28

	RNA.LOC101929718
	0.28
	0
	0
	0
	0.28

	RNA.EPB41L4A
	0.27
	0
	0
	0
	0.27

	RNA.STAG3
	0.27
	0
	0
	0
	0.27

	RNA.VPS4A
	0.27
	0
	0
	0
	0.27

	RNA.CIDEB
	0.25
	0.01
	0
	0
	0.26

	RNA.DNMBP-AS1
	0.25
	0.01
	0
	0
	0.26

	Proteome.SERPINA3
	0.25
	0.01
	0
	0
	0.26

	RNA.LOC101927117
	0.26
	0
	0
	0
	0.26

	RNA.HTRA2
	0.25
	0
	0
	0
	0.25

	RNA.NOP14-AS1
	0.25
	0
	0
	0
	0.25

	RNA.CPSF3L
	0.25
	0
	0
	0
	0.25

	Metabolome.HMDB0000746
	0.22
	0.01
	0
	0.01
	0.24

	Metabolome.HMDB00650
	0.23
	0
	0
	0
	0.23

	RNA.KDM4A-AS1
	0.23
	0
	0
	0
	0.23

	Metabolome.HMDB05066
	0.2
	0.02
	0
	0
	0.22

	Cytokine.GCSF
	0.22
	0
	0
	0
	0.22

	RNA.LOC100129148
	0.21
	0.01
	0
	0
	0.22

	RNA.C11orf49
	0.22
	0
	0
	0
	0.22

	Metabolome.HMDB00114
	0.12
	0.09
	0
	0
	0.21

	Metabolome.HMDB00123
	0.13
	0.07
	0
	0
	0.2

	Proteome.CLU
	0.13
	0.07
	0
	0
	0.2

	Metabolome.HMDB00161
	0.15
	0.05
	0
	0
	0.2

	RNA.CNP
	0.19
	0.01
	0
	0
	0.2

	Cytokine.CHEX4
	0.1
	0.04
	0
	0
	0.14

	Nares.genus_
Propionibacterium
	0.06
	0
	0
	0.05
	0.11

	Nares.order_Bacillales
	0.08
	0.01
	0
	0
	0.09

	Nares.family_
Propionibacteriaceae
	0.06
	0
	0
	0.03
	0.09

	Nares.genus_
Staphylococcus
	0.08
	0
	0
	0
	0.08

	Nares.family_
Staphylococcaceae
	0.08
	0
	0
	0
	0.08

	Gut.genus_
unclassified_
Porphyromonadaceae
	0.03
	0
	0
	0
	0.03

	Gut.family_
Porphyromonadaceae
	0.02
	0
	0
	0
	0.02

	Gut.genus_Ruminococcus
	0.01
	0
	0
	0
	0.01

	Gut.genus_
Erysipelotrichaceae_
incertae_sedis
	0
	0.01
	0
	0
	0.01

	Gut.genus_
unclassified_
Clostridiales_Incertae.Sedis.XIII
	0
	0
	0
	0
	0

	Nares.family_
Comamonadaceae
	0
	0
	0
	0
	0

	Gut.genus_Dorea
	0
	0
	0
	0
	0



1 Proportion of prediabetic samples in which the abundance of the DAF is greater than its highest abundance in the control samples. 
2 Proportion of significant diabetes-associated pathways that the DAF is involved in.
3 Importance score calculated using a random forest classifier machine learning model.
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