Table S1: >4 fold differentially expressed genes by LPS and PolyI:C but not Pam3Cys in human MDMs

	Gene 
	Name
	Refseq
	LPS (2log)
	PolyI:C (2log)
	P3C (2log)

	CCL8
	chemokine (C-C motif) ligand 8
	NM_005623
	6.696
	5.779
	1.090

	IFIT1
	interferon-induced protein with tetratricopeptide repeats 1
	NM_001548
	6.411
	6.004
	-0.424

	IFIT2
	interferon-induced protein with tetratricopeptide repeats 2
	NM_001547
	6.282
	5.880
	-0.294

	IFI44L
	 interferon-induced protein 44-like
	NM_006820 
	6.275
	5.468
	0.354

	RSAD2
	radical S-adenosyl methionine domain containing 2
	NM_080657
	5.739
	5.140
	1.036

	GBP4
	guanylate binding protein 4
	NM_052941
	5.496
	3.723
	1.319

	TNFSF10
	tumor necrosis factor (ligand) superfamily. member 10
	NM_003810 
	4.738
	4.255
	-0.541

	GBP5
	guanylate binding protein 5
	NM_052942
	4.658
	3.141
	1.031

	APOBEC3A
	apolipoprotein B mRNA editing enzyme. catalytic polypeptide-like 3A
	NM_145699
	4.424
	4.143
	-0.228

	OASL
	2'-5'-oligoadenylate synthetase-like
	NM_003733 
	5.089
	4.036
	0.718

	DDX58
	DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
	NM_014314 
	4.599
	3.802
	0.649

	HERC5
	hect domain and RLD 5 
	NM_016323 
	4.833
	3.756
	-0.153

	MX1
	myxovirus (influenza virus) resistance 1. interferon-inducible protein p78
	NM_001144925 
	4.217
	3.606
	0.091

	IFI44
	interferon-induced protein 44
	NM_006417 
	3.869
	3.571
	-0.071

	EPSTI1
	epithelial stromal interaction 1 (breast)
	NM_001002264
	4.260
	3.200
	0.288

	IFIT3
	interferon-induced protein with tetratricopeptide repeats 3
	NM_001031683 
	3.510
	3.183
	-0.436

	OAS2
	2'-5'-oligoadenylate synthetase 2. 69/71kDa
	NM_002535 
	3.418
	2.744
	0.610

	MX2
	myxovirus (influenza virus) resistance 2 (mouse)
	NM_002463 
	3.225
	2.652
	-0.553

	IFIH1
	interferon induced with helicase C domain 1
	NM_022168 
	3.227
	2.481
	0.222

	RTP4
	receptor (chemosensory) transporter protein 4
	NM_022147
	2.809
	2.396
	-0.187

	USP18
	ubiquitin specific peptidase 18 
	NM_017414 
	3.220
	2.392
	-0.473

	CMPK2
	cytidine monophosphate (UMP-CMP) kinase 2. mitochondrial protein 
	NM_207315
	3.053
	2.253
	0.191

	DDX60
	DEAD (Asp-Glu-Ala-Asp) box polypeptide 60
	NM_017631 
	3.181
	2.198
	0.258

	PARP9
	poly (ADP-ribose) polymerase family. member 9
	NM_001146106 
	2.357
	2.123
	-0.550

	SAMD9
	 sterile alpha motif domain containing 9
	NM_017654 
	2.493
	2.046
	-0.810

	SAMD9L
	sterile alpha motif domain containing 9-like
	NM_152703 
	2.540
	2.033
	0.686

	TRIM22
	tripartite motif-containing 22
	NM_006074
	2.698
	2.015
	-0.208
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Table S 2 :   >4 fold differentially expressed   genes   by LPS  but not   PolyI:C  or   Pam3Cys in  human MDMs    

Gene   Name  Refseq  LPS   (2log)  PolyI:C  (2log)  P3C   (2log)  

CD38  CD38 molecule  NM_001775  4.182  1.862  0.746  

CSRNP1  cysteine - serine - rich nuclear protein 1  NM_033027  2.605  1.665  1.114  

HERC6  hect domain and RLD 6  NM_017912  2.944  1.910  - 0.510  

CCL7  chemokine (C - C motif) ligand 7  NM_006273  2.118  1.584  - 0.140  

IL15RA  interleukin 15 receptor, alpha  NM_002189  2.638  1.126  1.943  

JAK2  Janus kinase 2  NM_004972  2.175  1.153  0.497  

SSTR2  somatostatin receptor 2  NM_001050  2.068  0.887  1.017  

AIM2  absent in melanoma 2  NM_004833  3.614  1.801  - 0.117  

PRIC285             peroxisomal  proliferator - activated receptor  A interacting complex 285  NM_001037335  2.045  1.225  0.125  

PNPT1  polyribonucleotide nucleotidyltransferase 1  NM_033109  2.488  1.831  0.176  

SP110  SP110 nuclear body protein  NM_080424  2.265  1.749  - 0.603  

IFITM1  interferon induced transmembrane protein 1  (9 - 27)  NM_003641  3.837  2.074  0.027  

CASP5  caspase 5, apoptosis - related   cysteine  peptidase  NM_004347  2.767  0.612  1.959  

PVRL3  poliovirus receptor - related 3  NM_015480  2.254  0.566  - 0.020  

TFPI2  tissue factor pathway inhibitor 2  NM_006528  2.059  0.229  0.984  

PMAIP1  phorbol - 12 - myristate - 13 - acetate - induced  protein 1  NM_021127  3.088  1.920  0.181  

PFKFB3  6 - phosphofructo - 2 - kinase/fructose - 2,6 - biphosphatase 3  NM_004566   2.288  0.753  1.678    

PDE4B  phosphodiesterase 4B, cAMP - specific  NM_002600  2.560  0.794  2.307  

NT5C3  5' - nucleotidase, cytosolic III  NM_001002009  2.787  1.918  0.097  

DHX58  DEXH (Asp - Glu - X - His) box polypeptide 58  NM_024119  2.622  1.445  0.168  

SERPING1  serpin peptidase inhibitor, clade G (C1  inhibitor), member 1  NM_000062  2.042  0.685  - 0.183  

GBP5  guanylate binding protein 5  NM_052942  4.658  3.141  1.031  

XAF1  XIAP associated factor 1  NM_017523  2.095  1.774  0.201  

GBP7  guanylate binding protein 7   NM_207398  2.137  1.091  1.556  

GBP1  guanylate binding protein 1, interferon - inducible, 67kDa  NM_002053  3.424  2.208  1.990  

GBP3  guanylate binding protein   3  NM_018284  2.445  1.596  1.575  

PML  promyelocytic leukemia  NM_033240  2.361  1.559  0.625  

CXCL11  chemokine (C - X - C motif) ligand 11  NM_005409  7.487  6.600  0.537  

CXCL10  chemokine (C - X - C motif) ligand 10  NM_001565  6.305  5.763  0.344  

ENPP2  ectonucleotide  pyrophosphatase/phosphodiesterase 2  NM_006209  2.786  0.941  1.035  

FFAR2  free fatty acid receptor 2   NM_005306  3.208  1.669  1.634  

PLSCR1  phospholipid scramblase 1  NM_021105  2.303  1.904  - 0.066  

CD40  CD40 molecule, TNF receptor superfamily  member 5  NM_001250  2.316  0.995  1.874  

MASTL  microtubule associated serine/threonine  kinase - like   NM_032844  2.024  1.252  0.313  

APOL1  apolipoprotein L, 1  NM_145343  2.139  1.136  0.938  

APOL6  apolipoprotein L, 6   NM_030641  2.332  1.665  - 0.021  

ZC3HAV1  zinc finger CCCH - type,  antiviral 1  NM_020119  2.149  1.551  - 0.341  

C6orf150  chromosome 6 open reading frame 150  NM_138441  2.390  1.510  0.657  

IFI35  interferon - induced protein 35  NM_005533  2.069  1.343  0.002  

CFB  complement factor B  NM_001710  3.366  0.901  0.793  

ISG20  interferon  stimulated exonuclease gene  20kDa  NM_002201  3.132  1.156  0.007  

ETV7  ets variant 7   NM_016135  2.022  0.641  0.082  
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		Gene 

		Name

		Refseq

		LPS (2log)

		PolyI:C (2log)

		P3C (2log)



		CD38

		CD38 molecule

		NM_001775

		4.182

		1.862

		0.746



		CSRNP1

		cysteine-serine-rich nuclear protein 1

		NM_033027

		2.605

		1.665

		1.114



		HERC6

		hect domain and RLD 6

		NM_017912

		2.944

		1.910

		-0.510



		CCL7

		chemokine (C-C motif) ligand 7

		NM_006273

		2.118

		1.584

		-0.140



		IL15RA

		interleukin 15 receptor, alpha

		NM_002189

		2.638

		1.126

		1.943



		JAK2

		Janus kinase 2

		NM_004972

		2.175

		1.153

		0.497



		SSTR2

		somatostatin receptor 2

		NM_001050

		2.068

		0.887

		1.017



		AIM2

		absent in melanoma 2

		NM_004833

		3.614

		1.801

		-0.117



		PRIC285           

		peroxisomal proliferator-activated receptor A interacting complex 285

		NM_001037335

		2.045

		1.225

		0.125



		PNPT1

		polyribonucleotide nucleotidyltransferase 1

		NM_033109

		2.488

		1.831

		0.176



		SP110

		SP110 nuclear body protein

		NM_080424

		2.265

		1.749

		-0.603



		IFITM1

		interferon induced transmembrane protein 1 (9-27)

		NM_003641

		3.837

		2.074

		0.027



		CASP5

		caspase 5, apoptosis-related cysteine peptidase

		NM_004347

		2.767

		0.612

		1.959



		PVRL3

		poliovirus receptor-related 3

		NM_015480

		2.254

		0.566

		-0.020



		TFPI2

		tissue factor pathway inhibitor 2

		NM_006528

		2.059

		0.229

		0.984



		PMAIP1

		phorbol-12-myristate-13-acetate-induced protein 1

		NM_021127

		3.088

		1.920

		0.181



		PFKFB3

		6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 3

		NM_004566 

		2.288

		0.753

		1.678
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		PDE4B

		phosphodiesterase 4B, cAMP-specific

		NM_002600

		2.560

		0.794

		2.307



		NT5C3

		5'-nucleotidase, cytosolic III

		NM_001002009

		2.787

		1.918

		0.097



		DHX58

		DEXH (Asp-Glu-X-His) box polypeptide 58

		NM_024119

		2.622

		1.445

		0.168



		SERPING1

		serpin peptidase inhibitor, clade G (C1 inhibitor), member 1

		NM_000062

		2.042

		0.685

		-0.183



		GBP5

		guanylate binding protein 5

		NM_052942

		4.658

		3.141

		1.031



		XAF1

		XIAP associated factor 1

		NM_017523

		2.095

		1.774

		0.201



		GBP7

		guanylate binding protein 7 

		NM_207398

		2.137

		1.091

		1.556



		GBP1

		guanylate binding protein 1, interferon-inducible, 67kDa

		NM_002053

		3.424

		2.208

		1.990



		GBP3

		guanylate binding protein 3

		NM_018284

		2.445

		1.596

		1.575



		PML

		promyelocytic leukemia

		NM_033240

		2.361

		1.559

		0.625



		CXCL11

		chemokine (C-X-C motif) ligand 11

		NM_005409

		7.487

		6.600

		0.537



		CXCL10

		chemokine (C-X-C motif) ligand 10

		NM_001565

		6.305

		5.763

		0.344



		ENPP2

		ectonucleotide pyrophosphatase/phosphodiesterase 2

		NM_006209

		2.786

		0.941

		1.035



		FFAR2

		free fatty acid receptor 2 

		NM_005306

		3.208

		1.669

		1.634



		PLSCR1

		phospholipid scramblase 1

		NM_021105

		2.303

		1.904

		-0.066



		CD40

		CD40 molecule, TNF receptor superfamily member 5

		NM_001250

		2.316

		0.995

		1.874



		MASTL

		microtubule associated serine/threonine kinase-like 

		NM_032844

		2.024

		1.252

		0.313



		APOL1

		apolipoprotein L, 1

		NM_145343

		2.139

		1.136

		0.938



		APOL6

		apolipoprotein L, 6 

		NM_030641

		2.332

		1.665

		-0.021



		ZC3HAV1

		zinc finger CCCH-type, antiviral 1

		NM_020119

		2.149

		1.551

		-0.341



		C6orf150

		chromosome 6 open reading frame 150

		NM_138441

		2.390

		1.510

		0.657



		IFI35

		interferon-induced protein 35

		NM_005533

		2.069

		1.343

		0.002



		CFB

		complement factor B

		NM_001710

		3.366

		0.901

		0.793



		ISG20

		interferon stimulated exonuclease gene 20kDa

		NM_002201

		3.132

		1.156

		0.007



		ETV7

		ets variant 7 

		NM_016135

		2.022

		0.641

		0.082



		TDRD7

		tudor domain containing 7

		NM_014290

		2.246

		1.300

		0.403



		APOL4

		apolipoprotein L, 4

		NM_030643

		2.078

		0.624

		0.034



		RANBP3L

		RAN binding protein 3-like

		NM_001161429

		2.269

		0.299

		0.144



		C21orf91

		chromosome 21 open reading frame 91

		NM_001100420

		2.326

		0.921

		0.392



		SOCS1

		suppressor of cytokine signaling 1

		NM_003745

		2.888

		1.251

		1.416



		TRIM5

		tripartite motif-containing 5

		NM_033034

		2.034

		1.652

		-0.240



		RNF213

		ring finger protein 213

		NM_020914

		2.302

		1.430

		-0.339



		STAP1

		signal transducing adaptor family member 1

		NM_012108

		2.195

		1.132

		0.344



		KIAA1618

		KIAA1618

		BC036891

		2.268

		1.381

		-0.384



		ARL5B

		ADP-ribosylation factor-like 5B

		NM_178815

		2.432

		1.115

		1.909



		SLC25A28

		solute carrier family 25, member 28 

		NM_031212

		2.053

		1.126

		0.345



		SAMSN1

		SAM domain, SH3 domain and nuclear localization signals 1

		NM_022136

		2.056

		0.980

		1.602



		PARP14

		poly (ADP-ribose) polymerase family, member 14

		NM_017554

		2.621

		1.793

		0.236



		CCL19

		chemokine (C-C motif) ligand 19

		NM_006274

		2.905

		0.643

		1.026



		NUPR1

		nuclear protein, transcriptional regulator, 1 

		NM_001042483

		2.084

		1.478

		-0.798



		HAPLN3

		hyaluronan and proteoglycan link protein 3

		NM_178232

		3.022

		0.860

		0.176



		EIF2AK2

		eukaryotic translation initiation factor 2-alpha kinase 

		NM_002759

		2.276

		1.699

		-0.323



		PELI1

		pellino homolog 1 (Drosophila)

		NM_020651 

		2.783

		1.281

		0.271



		PPM1K

		protein phosphatase 1K (PP2C domain containing) 

		NM_152542

		3.355

		1.932

		0.417



		TAGAP

		T-cell activation RhoGTPase activating protein 

		NM_054114

		2.193

		1.848

		0.385



		OAS3

		2'-5'-oligoadenylate synthetase 3, 100kDa

		NM_006187

		2.500

		1.881

		0.056



		OAS1

		2',5'-oligoadenylate synthetase 1, 40/46kDa

		NM_016816

		2.097

		1.694

		-0.279



		ADA

		adenosine deaminase

		NM_000022

		2.354

		0.576

		1.891



		PDGFRL

		platelet-derived growth factor receptor-like

		NM_006207

		3.456

		1.825

		0.471










