Table S3: Significantly highly represented networks identified using Ingenuity Pathways Analysis software

 (Ingenuity® Systems [26]).  Networks that were significantly highly represented (P≤10-10; Fischer’s exact test) identified from the 
Imd0/Nvd0 and Imd2/Imd0 datasets from Expt. 2 (see Table 2 of manuscript), using Ingenuity Pathways Analysis software
 (Ingenuity® Systems [26]).  Focus molecules are the numbers of molecules from each dataset that are present in the 
network, while the network score describes the probability (P=10-network score) that the molecules in the network are associated with the 
dataset by chance alone.  Networks with a score of +30 were viewed as highly significant (10 = minimum score).
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Molecules in Network Score Focus Molecules Top Functions

Imd0/Nvd0

1AURKA,AURKB,BIRC5,catechol,CCNA2,CD53,CLCA1 (includes EG:1179),Cyclin B,CYP51A1,DFFB,DNMT1,dTTP,FOXM1,FZR1,HLA-DQA1,HLA-DQB1,hydrogen peroxide,hydroquinone,IGJ,IL6,KIF11,LYZ,Mpf,MYC,Pdgf Ab,progesterone,RRM2,RRM2B,SFRP4,TAF1B,TCF/LEF,Top2,TOP2A,TXNIP,XAF1 20 7Cell Cycle, DNA Replication, Recombination, and Repair, Molecular Transport

Imd2/Imd0

1BAG3,BIRC5,C1q,C3-Cfb,CAPNS1,Caspase,CCNT2,CFB,CFH,CFI,Cytochrome c,FCER1A,GNA11,GZMB,Hsp70,Hsp90,HSP90AA1,HSPA6,HSPA1A,Iga,Igm,IL2RG,Immunoglobulin,KPNA2,Lamin b,LDHA,LMNB1,NFkB (complex),PFN1,PIGR,PRDX1,STIP1,TCF/LEF,TP63,TXNRD1 45 23Hematological Disease, Small Molecule Biochemistry, Cellular Compromise

2APC,BUB1,CCNA2,CCNB1,CD69,Cdc2,CDC20,CDC25B,Creb,Cyclin A,Cyclin E,E2f,ERK1/2,F5,Histone H1,Histone h3,Histone h4,ICAM3,Ige,KIAA0101,KIF11,Laminin,LGALS1,MCM6,Mek,NCL,PCNA,POLA1,PRC1,RPA,RRM2,TFF2,TOP2A,TTK,Vegf 37 20Cancer, Genetic Disorder, Respiratory Disease

314-3-3,ACTA2,ACTB,Akt,ANXA2,Ap1,Calpain,CALR,CCL2,Collagen type I,Collagen(s),EGR1,ERK,FN1,Focal adhesion kinase,KRT8,LDL,LEF1,Mapk,NF2,Pdgf,PDGF BB,PI3K,Pkc(s),PLA2G2A,Rac,RAC2,RAN,RANBP1,Ras,RPL18,SLC2A3,TCR,THOC4,YBX1 34 18Cell-To-Cell Signaling and Interaction, Carbohydrate Metabolism, Lipid Metabolism

4Alpha tubulin,Beta Tubulin,CBR1,Ck2,CTSC,Estrogen Receptor,F Actin,FSH,GAPDH (includes EG:2597),hCG,HMGN2,IFN Beta,IgG,IL1,IL12 (complex),Insulin,Interferon alpha,Jnk,KRT15,LCP1,Lh,MIR1,P38 MAPK,PGAM1,PGAM2,Pka,PTMA,PUF60,RNA polymerase II,SCD,SYNCRIP,TPM 29 16Carbohydrate Metabolism, Cellular Assembly and Organization, Infection Mechanism

5AKR1C3,ANXA3,APP,beta-estradiol,Cofilin,CTCF,ENO1,ENO2,GAPDH (includes EG:2597),geranylgeranyl pyrophosphate,ILVBL,KCNMA1,KCNMB1,MIRLET7A1,NME1,OAT,PABPN1,PDIA4,PFKP,PGAM1,PGD,PITRM1,PRDX2,PTGDS,RPL7A (includes EG:6130),SEDLP,SERPINA1,SLC2A3,SULT1A1,T3-TR 27 16Carbohydrate Metabolism, Cell Death, Cell Cycle

63-hydroxyanthranilic acid,ACO1,AIMP1,ARRB2,ASGR2,AVIL,BASP1,C4BPA,CD302,CLDN2,COL5A2,CRK,Cytoplasmic Dynein,DUT (includes EG:1854),DYNC2H1,EIF4A1,HIST1H1C,HNF1A,HRAS,hydrogen peroxide,IFNG,ONECUT1,PPIA (includes EG:5478),PRDX2,PRDX5,PRDX6,PRR13,PTAFR,RARR 24 14Cell Death, Gene Expression, RNA Post-Transcriptional Modification

7Actin,Angiotensin II receptor type 1,ANXA8,ARHGEF12,ASPM,BDKRB1,BMP6,BMPR1A,BZW2,Ca2+,CCL11,CCR2,CCR3,CD52,CLCA1 (includes EG:1179),DCTN2,EGFR,FBN1,FKBP1B,GAS7,IL13,IL17F,KCNMB1,leukotriene B4,LRIG1,NCALD,PDZK1IP1,RYR2,SDPR,SOSTDC1,TGFB1,TNFRSF12A,TSLP,TX 20 12Cell Signaling, Molecular Transport, Vitamin and Mineral Metabolism


Table S4: Canonical pathways identified using Ingenuity Pathways Analysis software (Ingenuity® Systems, [26]).  The top 20 most significant canonical pathways from the Imd0/Nvd0 and Imd2/Imd0 datasets from Expt. 2 (see Table 2 of manuscript), identified using Ingenuity Pathways Analysis software (Ingenuity® Systems [26]), are shown.  Pathways were identified from the Ingenuity Pathways Analysis library of canonical pathways that were most significant to the data set. The significance of the association between the data set and the canonical pathway was measured in two ways as shown: 1) -log(p-value);  Fisher’s exact test was used to calculate a p-value determining the probability that the association between the genes in the dataset and the canonical pathway is explained by chance alone.  2) Ratio- this is the ratio of the number of molecules from the data set that map to the pathway divided by the total number of molecules that map to the canonical pathway is displayed.  Molecule- this is the list of molecules in the dataset that appear in the pathway. © 2000-2010 Ingenuity Systems, Inc.
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Imd0/Nvd0

Cell Cycle: G2/M DNA Damage Checkpoint Regulation 1.74E+00 2.27E-02TOP2A

Mitotic Roles of Polo-Like Kinase 1.56E+00 1.61E-02KIF11

Angiopoietin Signaling 1.52E+00 1.35E-02BIRC5

Linoleic Acid Metabolism 1.38E+00 8.26E-03CYP51A1

p53 Signaling 1.38E+00 1.09E-02BIRC5

Pancreatic Adenocarcinoma Signaling 1.32E+00 8.62E-03BIRC5

Metabolism of Xenobiotics by Cytochrome P450 1.24E+00 4.85E-03CYP51A1

Fatty Acid Metabolism 1.23E+00 5.26E-03CYP51A1

Aryl Hydrocarbon Receptor Signaling 1.21E+00 6.49E-03CCNA2

Arachidonic Acid Metabolism 1.18E+00 4.46E-03CYP51A1

Tryptophan Metabolism 1.17E+00 3.95E-03CYP51A1

Pyrimidine Metabolism 1.15E+00 4.33E-03RRM2

Colorectal Cancer Metastasis Signaling 9.72E-01 3.94E-03BIRC5

Purine Metabolism 8.57E-01 2.28E-03RRM2

Imd2/Imd0

Mitotic Roles of Polo-Like Kinase 5.13E+00 9.68E-02CDC25B,CCNB1,CDC20,PRC1,HSP90AA1,KIF11

Glycolysis/Gluconeogenesis 4.87E+00 4.93E-02ENO1,PGAM1,GAPDH (includes EG:2597),PGAM2,PFKP,TPI1,LDHA

Complement System 3.82E+00 1.11E-01C4BPA,CFB,CFI,CFH

Mechanisms of Viral Exit from Host Cells 3.59E+00 9.09E-02VPS28,ACTB,ACTA2,LMNB1

RAN Signaling 3.58E+00 1.30E-01KPNA2,RAN,RANBP1

Crosstalk between Dendritic Cells and Natural Killer Cells 3.07E+00 5.10E-02IL2RG,ICAM3,CD69,ACTB,ACTA2

NRF2-mediated Oxidative Stress Response 2.60E+00 3.28E-02PRDX1,STIP1,ACTB,ACTA2,TXNRD1,CBR1

Pentose Phosphate Pathway 2.46E+00 3.37E-02PGD,TKT,PFKP

Cell Cycle: G2/M DNA Damage Checkpoint Regulation 2.43E+00 6.82E-02CDC25B,CCNB1,TOP2A

Regulation of Actin-based Motility by Rho 2.32E+00 4.35E-02RAC2,PFN1,ACTB,ACTA2

TR/RXR Activation 2.30E+00 4.12E-02RAC2,AKR1C3,ENO1,PFKP

FAK Signaling 2.30E+00 4.00E-02RAC2,CAPNS1,ACTB,ACTA2

p53 Signaling 2.23E+00 4.35E-02RAC2,PCNA,TP63,BIRC5

Actin Cytoskeleton Signaling 2.16E+00 2.55E-02RAC2,ARHGEF12,FN1,PFN1,ACTB,ACTA2

Germ Cell-Sertoli Cell Junction Signaling 2.16E+00 3.16E-02RAC2,ACTB,ACTA2,TUBA4A,TUBB

Granzyme B Signaling 2.15E+00 1.25E-01LMNB1,GZMB

HIF1α Signaling 2.04E+00 3.70E-02RAC2,HSP90AA1,LDHA,SLC2A3

RhoA Signaling 1.97E+00 3.64E-02ARHGEF12,PFN1,ACTB,ACTA2

ILK Signaling 1.85E+00 2.69E-02RAC2,FN1,ACTB,ACTA2,LEF1

Leukocyte Extravasation Signaling 1.78E+00 2.58E-02RAC2,ICAM3,ACTB,ACTA2,CLDN2
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		Table S2 - Significant networks (P<10-10; Fischer's exact test) identified from the Im day 0/Nv day 0 and Im day 2/ Im day 0 datasets from Expt II, using Ingenuity Pathways Analysis software (Ingenuity® Systems, www.ingenuity.com).

		Comparison/ Significant networks		Molecules in Network		Score		Focus Molecules		Top Functions

		Imd0/Nvd0

		1		AURKA,AURKB,BIRC5,catechol,CCNA2,CD53,CLCA1 (includes EG:1179),Cyclin B,CYP51A1,DFFB,DNMT1,dTTP,FOXM1,FZR1,HLA-DQA1,HLA-DQB1,hydrogen peroxide,hydroquinone,IGJ,IL6,KIF11,LYZ,Mpf,MYC,Pdgf Ab,progesterone,RRM2,RRM2B,SFRP4,TAF1B,TCF/LEF,Top2,TOP2A,TXNIP,XAF1		20		7		Cell Cycle, DNA Replication, Recombination, and Repair, Molecular Transport

		Imd2/Imd0

		1		BAG3,BIRC5,C1q,C3-Cfb,CAPNS1,Caspase,CCNT2,CFB,CFH,CFI,Cytochrome c,FCER1A,GNA11,GZMB,Hsp70,Hsp90,HSP90AA1,HSPA6,HSPA1A,Iga,Igm,IL2RG,Immunoglobulin,KPNA2,Lamin b,LDHA,LMNB1,NFkB (complex),PFN1,PIGR,PRDX1,STIP1,TCF/LEF,TP63,TXNRD1		45		23		Hematological Disease, Small Molecule Biochemistry, Cellular Compromise

		2		APC,BUB1,CCNA2,CCNB1,CD69,Cdc2,CDC20,CDC25B,Creb,Cyclin A,Cyclin E,E2f,ERK1/2,F5,Histone H1,Histone h3,Histone h4,ICAM3,Ige,KIAA0101,KIF11,Laminin,LGALS1,MCM6,Mek,NCL,PCNA,POLA1,PRC1,RPA,RRM2,TFF2,TOP2A,TTK,Vegf		37		20		Cancer, Genetic Disorder, Respiratory Disease

		3		14-3-3,ACTA2,ACTB,Akt,ANXA2,Ap1,Calpain,CALR,CCL2,Collagen type I,Collagen(s),EGR1,ERK,FN1,Focal adhesion kinase,KRT8,LDL,LEF1,Mapk,NF2,Pdgf,PDGF BB,PI3K,Pkc(s),PLA2G2A,Rac,RAC2,RAN,RANBP1,Ras,RPL18,SLC2A3,TCR,THOC4,YBX1		34		18		Cell-To-Cell Signaling and Interaction, Carbohydrate Metabolism, Lipid Metabolism

		4		Alpha tubulin,Beta Tubulin,CBR1,Ck2,CTSC,Estrogen Receptor,F Actin,FSH,GAPDH (includes EG:2597),hCG,HMGN2,IFN Beta,IgG,IL1,IL12 (complex),Insulin,Interferon alpha,Jnk,KRT15,LCP1,Lh,MIR1,P38 MAPK,PGAM1,PGAM2,Pka,PTMA,PUF60,RNA polymerase II,SCD,SYNCRIP,TPM		29		16		Carbohydrate Metabolism, Cellular Assembly and Organization, Infection Mechanism

		5		AKR1C3,ANXA3,APP,beta-estradiol,Cofilin,CTCF,ENO1,ENO2,GAPDH (includes EG:2597),geranylgeranyl pyrophosphate,ILVBL,KCNMA1,KCNMB1,MIRLET7A1,NME1,OAT,PABPN1,PDIA4,PFKP,PGAM1,PGD,PITRM1,PRDX2,PTGDS,RPL7A (includes EG:6130),SEDLP,SERPINA1,SLC2A3,SULT1A1,T3-TR		27		16		Carbohydrate Metabolism, Cell Death, Cell Cycle

		6		3-hydroxyanthranilic acid,ACO1,AIMP1,ARRB2,ASGR2,AVIL,BASP1,C4BPA,CD302,CLDN2,COL5A2,CRK,Cytoplasmic Dynein,DUT (includes EG:1854),DYNC2H1,EIF4A1,HIST1H1C,HNF1A,HRAS,hydrogen peroxide,IFNG,ONECUT1,PPIA (includes EG:5478),PRDX2,PRDX5,PRDX6,PRR13,PTAFR,RARR		24		14		Cell Death, Gene Expression, RNA Post-Transcriptional Modification

		7		Actin,Angiotensin II receptor type 1,ANXA8,ARHGEF12,ASPM,BDKRB1,BMP6,BMPR1A,BZW2,Ca2+,CCL11,CCR2,CCR3,CD52,CLCA1 (includes EG:1179),DCTN2,EGFR,FBN1,FKBP1B,GAS7,IL13,IL17F,KCNMB1,leukotriene B4,LRIG1,NCALD,PDZK1IP1,RYR2,SDPR,SOSTDC1,TGFB1,TNFRSF12A,TSLP,TX		20		12		Cell Signaling, Molecular Transport, Vitamin and Mineral Metabolism
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		Table S4-  Top 20 most significant canonical pathways from the Im day 0/Nv day 0  and Im day 2/ Im day 0 datasets from Expt II, using Ingenuity Pathways Analysis software (Ingenuity® Systems, www.ingenuity.com ).

		Comparison/ Significant Canonical Pathways		-log (P-value)		Ratio		Molecules

		Imd0/Nvd0

		Cell Cycle: G2/M DNA Damage Checkpoint Regulation		1.74E+00		2.27E-02		TOP2A

		Mitotic Roles of Polo-Like Kinase		1.56E+00		1.61E-02		KIF11

		Angiopoietin Signaling		1.52E+00		1.35E-02		BIRC5

		Linoleic Acid Metabolism		1.38E+00		8.26E-03		CYP51A1

		p53 Signaling		1.38E+00		1.09E-02		BIRC5

		Pancreatic Adenocarcinoma Signaling		1.32E+00		8.62E-03		BIRC5

		Metabolism of Xenobiotics by Cytochrome P450		1.24E+00		4.85E-03		CYP51A1

		Fatty Acid Metabolism		1.23E+00		5.26E-03		CYP51A1

		Aryl Hydrocarbon Receptor Signaling		1.21E+00		6.49E-03		CCNA2

		Arachidonic Acid Metabolism		1.18E+00		4.46E-03		CYP51A1

		Tryptophan Metabolism		1.17E+00		3.95E-03		CYP51A1

		Pyrimidine Metabolism		1.15E+00		4.33E-03		RRM2

		Colorectal Cancer Metastasis Signaling		9.72E-01		3.94E-03		BIRC5

		Purine Metabolism		8.57E-01		2.28E-03		RRM2

		Imd2/Imd0

		Mitotic Roles of Polo-Like Kinase		5.13E+00		9.68E-02		CDC25B,CCNB1,CDC20,PRC1,HSP90AA1,KIF11

		Glycolysis/Gluconeogenesis		4.87E+00		4.93E-02		ENO1,PGAM1,GAPDH (includes EG:2597),PGAM2,PFKP,TPI1,LDHA

		Complement System		3.82E+00		1.11E-01		C4BPA,CFB,CFI,CFH

		Mechanisms of Viral Exit from Host Cells		3.59E+00		9.09E-02		VPS28,ACTB,ACTA2,LMNB1

		RAN Signaling		3.58E+00		1.30E-01		KPNA2,RAN,RANBP1

		Crosstalk between Dendritic Cells and Natural Killer Cells		3.07E+00		5.10E-02		IL2RG,ICAM3,CD69,ACTB,ACTA2

		NRF2-mediated Oxidative Stress Response		2.60E+00		3.28E-02		PRDX1,STIP1,ACTB,ACTA2,TXNRD1,CBR1

		Pentose Phosphate Pathway		2.46E+00		3.37E-02		PGD,TKT,PFKP

		Cell Cycle: G2/M DNA Damage Checkpoint Regulation		2.43E+00		6.82E-02		CDC25B,CCNB1,TOP2A

		Regulation of Actin-based Motility by Rho		2.32E+00		4.35E-02		RAC2,PFN1,ACTB,ACTA2

		TR/RXR Activation		2.30E+00		4.12E-02		RAC2,AKR1C3,ENO1,PFKP

		FAK Signaling		2.30E+00		4.00E-02		RAC2,CAPNS1,ACTB,ACTA2

		p53 Signaling		2.23E+00		4.35E-02		RAC2,PCNA,TP63,BIRC5

		Actin Cytoskeleton Signaling		2.16E+00		2.55E-02		RAC2,ARHGEF12,FN1,PFN1,ACTB,ACTA2

		Germ Cell-Sertoli Cell Junction Signaling		2.16E+00		3.16E-02		RAC2,ACTB,ACTA2,TUBA4A,TUBB

		Granzyme B Signaling		2.15E+00		1.25E-01		LMNB1,GZMB

		HIF1α Signaling		2.04E+00		3.70E-02		RAC2,HSP90AA1,LDHA,SLC2A3

		RhoA Signaling		1.97E+00		3.64E-02		ARHGEF12,PFN1,ACTB,ACTA2

		ILK Signaling		1.85E+00		2.69E-02		RAC2,FN1,ACTB,ACTA2,LEF1

		Leukocyte Extravasation Signaling		1.78E+00		2.58E-02		RAC2,ICAM3,ACTB,ACTA2,CLDN2
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