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Figure S1. Transcriptional network of differentially expressed genes after YF17D vaccination, as inferred by gene set enrichment. Network
representation of inferred transcription factors (Xie, X., J. Lu, EJ. Kulbokas, T.R. Golub, V. Mootha, K. Lindblad-Toh, E.S. Lander, and M. Kellis. 2005. Nature.
434:338-345) and predicted target genes that are significantly modulated. Node colors indicate fold change of gene expression between day 0 and 7, in n
= 11 volunteers. Rectangular nodes indicate transcription factors identified by gene enrichment; the different shapes indicate genes in the different func-
tional categories of Fig. 3 (a-e). Genes in gray boxes are grouped to enhance readability. Genes that were subsequently evaluated by RT-PCR are identified
by an asterisk.
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Correlation of gene expression, at day7/day0, showing fold change between Illumina array and qPCR data (Montreal cohort), using

the common genes between the lllumina probe set and the qPCR gene list. r represents the Spearman correlation coefficient.
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Figure S3. Heat map of fold change gene expression (all 43
genes tested) between day O and day 3 or 7 after YF17D
vaccination as measured by qPCR. All fold changes reported for
the Montreal and the Emory data are between day O and 7; for
the Lausanne data, the sample labels indicate D3 or D7 for day 3
or 7, respectively.

Figure S4. YF17D virus induces IL-1(3 production by DCs. Monocyte-derived
DCs were generated and incubated with live (YF), UV-inactivated (UV), or heat-inac-
tivated (HI) YF17D. NI, noninfected cells. After 24 or 48 h, the supernatants were
harvested and the levels of IL-1( secreted by the cells were determined by ELISA. In
both experiments, there is no 24 h sample for DCs incubated with UV-attenuated
virus. This depicts the results from two representatives out of three separate experi-
ments. The results for the third experiment are shown in Fig. 5 b.
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Figure S5.  Analysis of Ki67 expression in different subsets of PBMCs. (a) Gating strategy to identify lymphocytes, CD4* T cells, CD8* T cells, NK cells (CD3~CD-
8Pm) and non-T cells (CD3~CD4~CD8~) by flow cytometry. (b-f) PBMCs sampled at day 0, 3, 7, 10, 14, and 28 after vaccination from 6 volunteers were stained with
anti-Ki67 and other specific antibodies to identify the distinct cell subsets described in a. Significant percentages of Ki67-positive cells in each subset were then ana-
lyzed by a paired Student's t test. Data for the most significant time points are presented. Each point represents individual volunteer. *, P < 0.05; ™ P < 0.01.
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Figure S6. YF17D vaccination induces antigen-specific CD4* and CD8* T cell responses. (a) Schematic representation of the 22 YF17D-derived
peptide pools used in this study. A total of 851 overlapping (by 11 amino acids) peptides, spanning the entire YF17D proteome, were obtained from the
Emery Vaccine Center, Atlanta. These 15-mer peptides were grouped in 22 pools (containing 28-46 peptides each), according to the YF17D protein they
were derived from. PBMCs from 18 volunteers from day 60 after vaccination were labeled with CFSE and stimulated for 6 d with the YF17D-derived pep-
tide pools, and then analyzed by FACS for their proliferative response. The gating strategy is described in b. (c and d) The heat maps represent the percent-
age of cell proliferation over background for CD4+ T cells and CD8* T cells, respectively. Positive pools were defined as pools stimulating =0.2%
proliferation over nonstimulated values. (e) At 24 h of culture, supernatants were analyzed by CBA to determine the Th1/Th2 cytokine secretion profile of
PBMCs from each volunteer, in response to each peptide pool. The heat maps represent the data for the same six volunteers. The Th1/Th2 profiles deter-
mined this way for all the volunteers and pools are shown in e.
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Figure S7. Gating strategy used to identify central memory Th1 and Th2 cells by flow cytometry. PBMCs from vaccinated volunteers (day 365
after vaccination) were stimulated and restimulated with immunostimulatory YF17D-derived peptide pools. Cells were harvested and stained for flow

cytometry with antibodies against CD3, CD4, CD8, CCR7, CD45RA, CD154, CXCR3, CCR4, and CCR6. CD3+CD4+ cells (T helper cells) that do not express

CD45RA but are positive for CCR7 (central memory T helper cells) were first identified. Of those, the antigen-specific cells (CD154+) were gated on, and
Th1 cells were identified as being CXCR3* CCR4~. Th2 cells were identified as CXCR3~CCR4+CCR6™.



Supplemental Document 1: YF17D vaccination regulates the transcription of numerous genes in total blood cells. Volunteers were vaccinated with YF17D and their total blood was collected
at Days 0, 3, 7, 10, 14, 28 and 60 post-vaccination. Total RNA was isolated from the blood samples, amplified and hybridized to lllumina Human RefSeq-8 v2. Samples from 11-15 volunteers
per time point were used for analysis. This list enumerates all the modulated genes with a fold change value < -1.3 or > 1.3 (time point compared to Day 0), with or without a p value < 0.05.

ProbelD Symbol NCBI Gene P-value Fold change Description Ontology
symbol
D3/D0 | D7/DO | D10/DO | D14/DO | D28/DO| D6O/DO | D3/DO | D7/DO | D10/DO | D14/D0 | D28/DO | DEO/DO

6620711 RSAD2 RSAD2 075399 0.0943 | 0.19702 109 radical S-adenosyl methionine domain containing 2 catalytic activity
7200255 TF1441 1F144] 09038 | 0.0667 | 0.33856 103 interferon-induced protein 44-like
1070528 GIP: 1SG1! 057346] 0.054 | 0.10908 L1 interferon, alpha-inducible protein immune response
5870221 IF14: IFI44 0.91746] 0.0813 6861 -1 interferon-induced protein 44 response to virus
1780632 IFITL IFIT: 0.95408 057 4084 -1 interferon-induced protein with tetratricopeptide repeats 1 immune response
4220435 OAS3 OAS3 0.59002| 0.0766 | 0.14254 1.1 25" synthetase 3, 100kDa immune response
1710259 HERCS HERCS 0.91391] 0.1124 | 0.23469 -1 hect domain and RLD § ubiquitin cycle
2690452 IFIT3 IFIT3 0.59052| 0.0741 | 0.27185 -1.12 129 interferon-induced protein with repeats 3 immune response
2940022 LY6E LY6E 0.05642| .42628 115 | lymphocyte antigen 6 complex, locus E defense response
6200273 EPSTIL EPSTIL 0.22677 30607 1.2 122 epithelial stromal interaction 1
4210291 IFITM3 TFITM3 0.63941] 0.0546 | 0.16336 11 interferon induced transmembrane protein 3 immune response
5220477 TF127 IF127 075215 05397 1 1.0 116 | 100 interferon, alpha-inducible protein 27 immune response
3940731 OAST OAST 0.39457| 0.1287 | 0.15876 11 75" synthetase 1, 40/46kDa response 1o virus
6370035 OASL OASL 0.39222 25716 11 1.27 25" hetase-ike immune response
2630110 MX1 MX1 0.43332 16058 1.28 xovirus influenza virus) resistance 1, interferon-inducible protein p response to virus
4280725 HES4 HES4. 0.58071 12 123 hairy and enhancer of split 4 regulation of
3710184 OTOF OTOF 1 0 I 127 101 otoferlin sensory perception of sound
1740341_| BIRC4BP XAFL 89533 02 | 123 | 115 | XIAP associated factor-1 zinc ion hmdmg
1240754 | OAS2 OAS2 40547 1.14 118 119 2'-5-oligoadenylate synthetase 2, 69/71kDa immune response
43905 SERPINGT SERPINGI 87889 1.03 serpin pepndase inhibitor, clade G_(C1 inhibitor), member 1 activation, e pathway
581070 DNAPTP6 LOC26010 .93466] . 118 0 protein 6
6760048 | MT2A MT2A 70676, 06 | 122 | 2 2A copper ion
7330070 | HERCG HERCG 75574 [ 125 | 117 hect domain and RLD 6 ubiquitin cycle

630450 IFIT2 TFIT2 38715 115 | 126 g interferon-induced protein with tetratricopepride repeats 2 immune response
4040632 OAST OAST 65427 1 H . 25 synthetase 1, 40/46kDa immune response
5870047 IRF7 IRF7 77552 104 . interferon regulatory factor 7. passive viral induction of host immune response
430021 IFIT3 IFIT3 70592 - interferon-induced protein with repeats 3 immune response
1190349 EIF2AK2 EIF2AK2 67882 - eukaryotic translation initiation factor 2-alpha kinase 2 immune response
5420215 SAMDIL SAMDIL 67948 - SAEHIE alpha motif domain containing 9-| like

450327 OAS2 OAS2 89708 - ¥ 2- synthetase 2, 69/71kDa immune response
1780484 IFI35 IFI3S 77958 1. 4 y interferon-induced protein 35 immune response
1260228 PLSCRL PLSCRL 40725 1 . ‘phospholipid 1 response to virus
4010563 ZBP1 ZBP1 59572 1. Z-DNA binding protein 1 DNA binding
6480730 GP2 DHX58 91603 E [ 131 | likely ortholog of mouse D11lgp2 nucleotide binding
4390176 G1P3 IFI6 91406 - 07 interferon, alpha-inducible protein immune response
1090678 TIA MTIA 47246 § X 1A metal ion binding
4590035 AP3 LAP3 58485 - , Teucine 3 protein metabolism
3180452 PARP12 PARP12 78345 B . poly ADP-ibose) family, member 12 protein amino acid ADP-ribosylation
4210008 IFIHL IFIH1 35639 - interferon induced with helicase C domain 1 response to virus
2350377 PRIC285 PRIC285 91942 - proliferator-activated receptor A interacting complex ZE regulation of
1260681 FLJ20035 FLJ20035 7277 - protein FLJ20035 nucleic acid binding
383004 IFIT3 IFIT3 94063 0L § interferon-induced protein with tetratricopeptide repeats 3 immune response
492071¢ TRIM22 TRIM22 58569 -1.07 . tripartite motif-containing 22 response to virus
265021 GBPL GBPL 57828 -1.08 ¥ ‘guanylate binding protein 1, interferon-inducible, 67kDa. immune response

77036 RTP4 RTP4 76068, 1 receptor transporter protein 4 ‘membrane
1010064 PARP14 PARP14 76688 0.6112 | 0.40599 104 poly (ADP-ribose) family, member 14 protein amino acid ADP-ribosylation
4640452 PARPY PARPY 46458] 03916 | 0.4162 110 poly (ADP-ribose) family, member 9 protein amino acid ADP-ribosylation
4180546 TIMM10 TIMMI0 93603] 0.8938 | 0.35464 | , of inner membrane 10 homolog protein import into inner membrane
5960717 STAT2 STAT2 48614] 0.3137 - , signal transducer and activator of 2, 113kDa response 10 virus
3840376 DDX58 DDX58 67826 0.4146 | 0.19043 B . DEAD Asp-Glu-Ala-Asp) box 58 nucleotide binding
2320070 CTsL CTsL1 22912[ 05062 | 0.05892 E cathepsin L proteolysis and
7610039 JuP JUP 0.09215[0.96757] 0.6206 | 0607 - Junction cell adhesion
4230167 SCO2 SCo2 83615 0.07 18892 SCO cytochrome oxidase deficient homolog 2 metal ion binding
4060674 ILIRN ILIRN 82765 5713 interleukin 1 receptor an!agomsl response
1070564 MAFB MAFB 0.06179] 0.05276) 0.8062 | 0.07966 1.25 y v-maf oncogene homolog B regulation of
1850538 | LGALS3BP LGALS3BP 28957] 0.2528 | C 12 lectin, galactoside-binding, soluble, 3 binding protein cellular defense response
3360484 BST2 BST2 78605] 0.107 | ¢ bone marrow stromal cell antigen 2 cell humoral immune response
1500204 LAMP3 LAMP3__{0.0856 0.08577]0.94684] 0566 | ¢ 122 121 lysosomal-associated membrane protein 3 cell
1190452 FBXO6 FBXO6 66622] 0.158 F-box protein 6 proteolysis and
6270382 NTNG2 NTNG2 76321 netrin G2 cel
3610601 CDKNIC CDKNIC 0.0804 [0.38931] 0.6891 123 | 111 5 clin-dependent kinase inhibitor 1C cell cycle arrest
7050139 STATL STATL 33746] 0.7229 113 5 swgnal Uansducer ‘and activator of ranscription 1, 91kDa response 10 virus
6560494 OAST OAST 1 0 7] 5 synthetase 1, 40/46kDa response to virus
4490592 UBE2L6 UBE2L6 8031 2 ubiquitin-conjugating enzyme E2L 6 ubiquitin cycle
2370524 TNFAIP6 TNFAIP6_[0.0515) 0.06573]0.39199 - tumor necrosis factor, alpha-induced protein 6 response
4250070 CCRL CCRL - 5 ‘chemokine (C-C motif) receptor 1 response
4480433 STAT1 STAT1 129 - . signal transducer and activator of 1, 91kDa response to virus
2360598 TRIMS TRIMS § tripartite motif-containing 5 ubiquitin cycle
1780152 | CEACAML CEACAMI_|0.0686 121 5 lpembryonic antigen-related cell adhesion molecule 1_(biliary glycoj pregnancy

540239 IFITS IFITS interferon-induced protein with tetratricopeptide repeats 5 immune response
3310725 PARP10 PARP10 128 | - poly ADP-ribose) family, member 10 protein amino acid ADP-ribosylation
6220692 TETML TEITM: interferon induced protein 1 (9-27) immune response, negative regulation of cell
2970035 MOV10 MOV X Mov10, Moloney Teukemia virus 10, homolog
1430164 | CEACAML CEACAML | ) 23_pembryonic antigen-related cell adhesion molecule 1 (biiary glycoj pregnancy
6290672 BLVRA BLVR, - 7 biliverdin reductase A electron transport
1850093 TNFSF10 TNFSF10 E wmor necrosis factor (ligand) member 10 positive regulation of I-kappaB kinase/NF-kappaB cascade
3310243 TOR1B TOR1B 120 - torsin family 1, member B protein folding
5960035 GPBARL GPBARL 125 | - § G protein-coupled bile acid receptor 1 G-protein coupled receptor protein signaling pathway
60482 IF116 IFI16 - interferon, gamma-inducible protein 16 response 1o virus, monocyte
5720743 PARP10 PARP10 1 112 poly ADP-ribose) family, member 10 protein amino acid ADP-ribosylation
4390201 EPB41L3 EPBA41L3 1 H erythrocyte membrane protein band 4.1-like 3 Cortical actin ‘and biogenesis
2850500 GBP4 GBP4__[0.0644 0.06359[0.71672] 031619 - 1 127 guanylate binding protein 4 immune response
4540138 GBPS GBP5__[0.1432 0.09683| 123 - 4| 129 guanylate binding protein 5 immune response

610291 WAR 1.29 . RNA synthetase negative regulation of cel

460608 TNFSF13B TNFSF138 0.09253 124 | - K tumor necrosis factor figand) member 13b immune response, positive regulation of cell
2640576 SAMDAA SAMDAA 121 | L - sterile alpha molif domain containing 4A
7200682__| TDRDY DRD7 124 | - tudor domain containing 7 ‘nucleic acid binding
6130563 CGF1 CGFL 008932 - endothelial cell growth factor 1 (platelet-derived) cell-cel signaling
3100133 | STATL STATL 1.23 5 signal transducer and activator of 1, 91kDa response 1 virus
6220450 DHRS9 DHRS9 5 dehydrogen: metabolism
1510220 ZC3HAV1 ZC3HAV1 127 - y zinc finger CCCH-type, antiviral 1 protein amino acid ADP-ribosylation
6760435 FLJ11286 FLJ11286 124 | 1. protein FLJ11286
3840253 FAMA46A FAM46A 124 | -1. family with sequence similarity 46, member A
6840750 AXUDL AXUDL 0.11021[0.53264] 0.13946] 126 117 | 1. 2z AXINI up-regulated 1 apoptosis
2360292 FERIL3 FERIL3 68519] 0.6323 104 | 105 |G fer-1-like 3, myoferlin circulation
2070332 CD38 CD38__[0.2129 7232 0.46254| 1.21 6 . CD38 antigen induction of apoptosis b signals
1710768 TAPL TAPL 126 .06 1 K transporter 1, ATP-binding cassette, sub-family B immune response
7380544 CXCL10 CXCL10 03219 0.06472 19137 [ 111 1.20 0 4 . _chemokine (C-X-C moii) ligand 10 response
7330373 OAS2 OAS2 5249 | 116 116 0 25 synthetase 2, 69/71kDa. immune response
2070255 DRAPL DRAPL 18575 4 DR1-associated protein 1 (negative cofactor 2 alpha) negative regulation of from RNA 1T promoter
4390370 CIQA CIQA 0.05149 21514 122 | -1.04 component 1, g subcomponent, alpha polypeptide activation, classical pathway
4220253 FLJ11000 TMEM140 56097 - K protein FLJ11000
2190653 ILIRN ILIRN 0.24951 83166 121 - K interleukin 1 receptor antagonist response
4150292 X2 MX2 0.10284 ¥ .18101] 119 113 | - . ‘myxovirus (influenza virus) resistance 2 response 1o virus
6510161 SP110 SP110 76556 0.1318 | 0.29641 119 | - SP110 nuclear body protein regulation of
1980491 SCARBZ SCARBZ 63937] 0.6362 130 121 | - scavenger receptor class B, member 2 cell adhesion

450091 TMEM123 TMEM123 23834] 0.7408 | 0.48391 | 129 - 1 protein 123 receptor activity
1770672 IFI30 IF130 73755 0.0758 124 | - g interferon, gammainducible protein 30 immune response
6110088 ABCAL ABCAL 26274] 0.0676 | 0.79395 Y ATP-binding cassette, sub-family A Tipid
4810255 TRAFDL TRAFDL 87647] 0.0937 | 023918 1.29 g -10: K TRAF-type zinc finger domain containing L zinc ion binding
150195 RIN2 RIN2 19997] 0.4299 | 0.06764 | 1.29 -1.11 Ras and Rab interactor 2
3140066 CDKNIA CDKNIA 0.44068[0.66808] 0.9173 | 061105 6 | - - cyclin-dependent kinase inhibitor 1A negative regulation of cell
2120341 TLR7 TLR7 23453 0.9101 122 - toll-like receptor 7 response
3130100 CD300C CD300C 0.51335/0.64695| 0.3492 | 0.16328 K -1 5 CD300c antigen cellular defense response
2470131 ABI3 ABI3 90863 0.2894 [ 0.31149 . 1. . ABI gene family, member 3 cell motility
2810040 APOBEC3A APOBEC3A 0.07856] 0.14274| 0.7453 | 0.89188 - -1 -1 X B mRNA editing enzyme, catalytic like 3/ metal ion binding
1240253 NCOAT NCOA7__|0.0739 29408] 0.9257 | 029582 1.16 ¥ B 1 nuclear receptor coactivator 7 cell wall catabolism
3310474 HSH2D HSH2D_[0.0739 0.05553[0.70987] 0.0742 | 0.26339 | 1.23 g . SH2 domain containing intracellular signaling cascade
2100152 PHF11 PHF1T 61783] 0.8536 | 083428 1.05 g - PHD finger protein 11 regulation of
430682 C1QB C10B 0.14318[0.91334] 0.2807 | 0.61381| 123 - - X component 1, g beta activation, classical pathway
1410307 SLC27A3 SLC27A3 73291] 03224 | 0.38708 g - X solute carrier family 27 (fatly acid transporter), member 3 metabolism
5270347 ZC3HAVL ZC3HAVL 0.07663[0.67604| 0.315 | 0.19987 g B - Zinc finger CCCH-type, antiviral 1 protein amino acid ADP-ribosylation
6250538] __SEPT4. SEPT4. 82017] 0.4874 | 058716 1.20 1.25 2 septin 4 regulation of apoptosis

1580673 ALM GALM 61679] 05018 0.98499] 125 5 - galactose mutarotase galactose metabolism
3890671 LGALS9 LGALS9 54596 118 lectin, galacmslde binding, soluble, 9 positive regulation of I-kappaB kinase/NF-kappaB cascade
1570010 RGL1 RGL1 83365| 0.572 [0.35742| 119 1.20 -1 ral guanine nucleotide timul like 1 small GTPase mediated signal
2510538 [ CXaCRL CX3CR1 64755| 0.2477 | 0.14202 1. chemokine (C-X3-C motif) receptor 1 chemotaxis
7150521 CENTA2 CENTA2 61757| 0.1599 121 -1 . centaurin, alpha 2 regulation of GTPase activity
6960022 PTGDS PTGDS 0.07044[0.92835] 0.7488 | 0.14518| 1.26 117 | to1 D2 synthase 21kDa transport




3360246 TMEMS1 TMEMS1  [0.1055) 0.1088 | 0.78278| 0.6055 1470 117 1.16 -1.03 1 7 protein 51 integral to membrane
6040639 AlM2 AIM2 0.82228| 0.3794 .03 1 .25 absent in melanoma 2 immune response
5570181 SP140 SP140 .1612 125 .25 1 17 SP140 nuclear body protein regulation of defense response
510128 DUSP5 DUSP5 8462 | C 127 .25 28 | -1 09 ‘dual specificity 5 protein amino acid
150703 ATF3 ATF3 0.5151 1 .8223 | 0.1872¢ 1.05 .16 .00 1 activating factor 3 regulation of
20110 UBE2L6 UBE2L6_[0.0928 0.29395[0.52579] 0.8238 | 0.6841 17 11| -1.04 ubiquitin-conjugating enzyme E2L 6 ubiquitin cycle
5560280 CECRL CECR1 0.35901[0.83524] 0.4838 08 | 102 7 cat eye syndrome region, candidate 1 purine
5390639 | NYREN1S NUBT 0.71846] 0.1824 119 20 | 103 NEDDS ultimate buster-1
1690521 RRAS RRA 095357 0.2529 | 0.18546 26 | 101 related RAS viral (r-ras) oncogene homolog intracellular protein transport
2970240 TAP: TAP: 0.47496[ 0.12_|0.05548] 1.19 29 | 106 transporter 2, ATP-binding cassette, sub-family B intracellular protein transport
6270725 HAVCR2 HAVCR2 0.5152 | 0.0825 23 05 hepatitis A virus cellular receptor 2 receptor activity
4060100 MICH MIC 032478 007 126 1.29 06 MHC class | polypeplide-related sequence B antigen cellular defense response
1010343 TRIM21 TRIM21 0.88163] 0.1642 31032 02 tripartite motif-containing 21 metal ion binding
6510021 ISGF3G IRF9 0.86965) .05766 .01 interfer d factor 3, gamma 48kDa response to virus
1010242 BATF2 BATF2 0.3128 1 0.453 .10697 | 1.08 .00 basic leucine zipper tion factor, ATF-like 2 regulation of
1410358 ADAR ADAR 0.57015] 0.4659 | 0.19041 [ 1.23 04 adenosine deaminase, RNA-specific mRNA processing
6590564 TCN2 TCN2 0.1166 1 .3104 | 0.20254 II; macrocytic anemia ion transport
670180 ZNFXL ZNFX1 0.77245]0.46821] 0.1804 | 0.08146 | 1.21 zinc finger, NFX1-type containing 1 regulation of
5130735 CorfoL C9orfoL 99567] 0.1688 121 - 0 9 open reading frame 91
6040358 ATFS ATFS 0.66647[0.96546] 0.9594 | 0.5762 | 1.26 - 07 activating factor 5 regulation of cell cycle
3290091 NAGK NAGK 66874] 0.058 130 . - 19 N kinase N
10546 SP110 SP110__{0.0763 0.09047[0.45285] 0.1715 | 0.25467 | 117 15 §E) SP110 nuclear body protein regulation of
5870138 TTYH3 TTYH3 0.09471]0.50562 4 | - 3 ‘tweety homolog 3
6220433 OSBPLS OSBPLS 4656 70026 | 1.26 1.20 05 103 oxysterol binding protein-ike 5 steroid
5820092 LOC441168 0.0793 15637 07159 -1.24 - protein LOC441168
3450328 GRN GRN 0.14892 18303 116 .02 5 granulin cytokine activity
4590189 SIDT2 SIDT2 0.31982 05497 1.09 I .00 1. SID1 family, member 2 integral to membrane
2900463 GNLY GNLY _[0.2311 02318 8924 | 1.22 120 | 1.28 - granulysin defense response to bacteria
4480435 PRFL PRFL 0.07 124 1.25 18 perforin 1 (pore forming protein) virus-infected cell apoptosis
1500377 PSMEZ PSME2 119 07 (prosome, macropain) activator subunit 2 immune response
3120612 CHMPS CHMPS5__0.0922 124 111 chromatin modifying protein protein transport
6590736 SRC SRC 1 01 v-stc sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog protein amino acid phosphorylation
2320037 ANKEYL ANKEYL 0.44129 1 102 ankyrin repeat and FYVE domain containing 1 metal ion binding
4780220 CYBB CYBB 1 -1.09 IS tochrome b-245, beta polypeptide (chronic granulomatous diseast fon transport
7000619 15620 15G20 {02441 0.12416] 033395 1. 03 8 interferon stimulated cell response (o virus
1710291 C3AR1 C3AR1 0.07188, 1 -1.04 7 component 3a receptor 1 ellular defense response, ccomponent C3a receptor activity
[ 7560441 MO2 LMO2 128 E 4 LM domain only 2 (hombotin-Tike 1) metal ion binding
1260048 FN5 C1lorf75 0.09728, -1 .25 FNS protein
[ 2940653 TTC21A TTC21A 0.1202. 0.13626 110 1. .07 repeat domain 21A binding
5560273 LILRBL LILRBL 0.12653 122 1. 14| leukocyte Tike receptor, subfamily B, member 1 response to virus
580445 NEXN NEXN _|0.1017] 1.09 1. 1 5 nexilin (F actin binding protein)
5050088 CSFIR CSFIR 050912 | - - 3 colony stimulating factor 1 receptor colony stimulating factor receptor activity
3190292 TAGLN TAGLI 0.82347 02 7 transgelin muscle
5560458 REC8L1 REC 122 1L REC8-fike T meiotic
4810204 CYSLTRL CYSLTRL 5 1 cysteinyl leukotriene receptor 1 Gefense response Jeukotriene receptor activity
2630189 FFAR2 FFAR2 0.15892 118 | - L ree fatty acid receptor 2 signal
2260593 ASCLZ ASCL2 127 120 | 102 ‘achaete-scute complex-like 2 regulation of
5550195 CsT3 CsT3 005182 117 cystatin C (amyloid angiopathy and cerebral cysteine protease inhibitor activity
4760730 VAMPS VAMPS 0.0703 120 - vesicle-associated membrane protein 5 cell i
290743 GNLY GNLY _]0.2043 33028 124 17 1 granulysin defense response to bacteria
520608 MARCO MARCO 0945 receptor with structure response to pathogenic bacteria
580072 GRN GRN 35762 011607 | granulin positive regulation of cell
430541 UNQ5783 C170rf87 13132 129 -1 DTFT5783
70338 SP110 SP110__| 0.124 23628 .94625 [ 1.21 1 - BN SP110 nuclear body protein regulation of
5490035 ANKEY. ANKFYT [0.1187 13054 28321 114 1 ankyrin repeat and FYVE domain containing 1 metal fon binding
2570356 RHBDF2 RHBDF2 05443 05085 1.21 11 101 thomboid 5 homolog 2
1710021 CDC2 CDC20 _|0.9273 85047 | -1.01 CDC20 cell division cycle 20 homolog cell division, ubiquilin cycle
3710035 HMO! HMO 0.71395 10614 .03 | -1.06 heme oxygenase positive regulation of I-kappaB Kinase/NF-kappaB cascade
1260427 FRMD: FRMD3 33435[ 119 1 -1.02 - FERM domain containing 3 protein binding
840750 PML P 00589 38928 112 3 | 100 Teukemia induction of apoptosis
830162 SCOTIN SCOTIN 92053 7 06 scotin positive regulation of I-kappaB kinase/NF-kappaB cascade
840253 PLAC8 PLAC8 3781 | 0.9039 7862 123 17 .08 - placenta-specific 8
5220600 C200rf18 RBCK1 0.09552/0.69617] 0.0846 | 0.24933 | 1.19 .03 20 open reading frame 18
5310086 RNF31 RNF31 0.08472[ 0.54664] 19985 1.28 04 ting finger protein 31
6250743 GCH1 GCH1 0.0745 19267 0.7562 | 0.08817 | 1.15 -1 - GTP 1 (dop: dystonia) nitric oxide
5900215 RGS12 RGS12 2242[ 0.3098 - regulator of G-protein signalling 12 negative regulation of signal
2510563 | KIAAOSLOL KIAAO31SL 0.56775[0.57749] 0.0779 ] 0.32523| 1.25 KIAAO319-Tike homophilic cell adhesion
130289 LHFPL2 LHFPL2 81792] 0.4213 119 Tipoma HMGIC fusion partner-fike 2
770215 TMEMG62 TMEM62 24128 115 rotein 62
6020767 TRIM26 TRIM26 0.07895 124 ripartite motif-containing 26 protein
3780326 GBP2 GBP2 | 0.063 08428 116 ‘quanylate binding protein 2, interferon-inducible immune response
1820491 PIK3AP1 PIK3AP1 |0.2486 0.15401]0.06974| [ 115 -1.25 - -3-k adaptor protein 1 kinase activit
4260184 KIR2DL3 KIR2DL3 | 05751 0.554370.66162 [ 108 [ 106 cell Tike receptor, two domains, long. 1 immune response, antigen binding
1110082 UBE2S. UBE2S__|0.1013] [ 111 § 1.20 ‘ubiquitin-conjugating enzyme E2S ubiquitin cycle
1710477 DH2 1DH2 [ 126 12 :h isocitrate del 2 metabolism
5090044 CD68 CD68 0.35036 | 8 CD68 antigen integral to membrane
6290097 SAT SAT1 0.1751 -1.11 N: activity
3780689 NT5C3 NT5C3 _0.1094] 0.10114 119 | 114 | 104 5 cytosolic 1T nucleotide
2570255 TRIM38 TRIM38 104 3 | 1 tripartite motif-containing 38 positive regulation of I-kappaB kinase/NF-kappaB cascade
4250500 Clorf8s Clorfgs 0.069 15 1 1 en reading frame 85
3120020 LAG3 LAG3 05306 0.05901 23 3 | 1 Iymphocyte-activation gene 3 antigen binding
6760603 | MAD2L1BP MAD2L1BP - 7 MAD2L binding protein regulation of exit from mitosis
5290494 CNDP2 CNDP2 0.14768 03 CNDP 2 (metallopeptidase M20 family) proteolysis and
3370470 KIAA0319L KIAA0319L |0.0775 0.62076 -1.03 KIAA0319-like homophilic cell adhesion
2570753 APOBEC3F APOBEC3F 09 B mRNA editing enzyme, catalytic polypeptide-like 31 ‘metal ion binding
670403 FLJ10260 SLFN12 0.3806 0.061 -1.07 likely ortholog of mouse schlafen 3
6480661 KIR2DL4 KIR2DL4 0.514 0.21917/0.48061| 0.619 1.09 cell like receptor, two domains, long 1 cellular defense response
1050047 MYD83 MYD88 0.08742[0.48267| 105 myeloid differentiation primary response gene. inflammatory response
4540487 GIMAPS GIMAPS 03301 | 0.96068] 0.9808 100 | - GTPase, IMAP family member 8 GTP binding
5550487 CAMKT CAMKL 0.41313[0.87142[ 0.1365 102 calcium/calmodulin-dependent protein kinase | signal
10215 CDB86 CD86 0.48878[ 0.3428 | 0.5165 1 1 -1.08 CD86 antigen (CD28 antigen ligand 2, B7-2 antigen) T cell activation
5890112 BTN3AL BTN3AL 48443] 0.4636 | 0.64369| 1. 06 subfamily 3, member AL Tipid
5290465 PLAGL2 PLAGL2 0.1286 [0.73092] 0.2514 1 i 02 . adenoma gene-like 2 regulation of
3520008 SLC3A2 SLC3A2 00725 [0.11423[ 0192 | 0.31892[ 1 1 109 7 .06 _Je carrier family 3 (activators of dibasic and neutral amino acid ran calcium ion transport
2340349 SNTB1 SNTB1 67533 0.3314 1 1 02 hin, beta 1 (dystrophin-associated protein A1, 59kDa, basic compt muscle contraction, actin binding
6040379 HLA-DRB4 HLA-DRB4 | 0.134 0.92723]0.74854| 0.5077 | 0.18133| 1. -1 5 major lity complex, class II, DR beta 4 antigen processing, exogenous antigen via MHC class Il
1740136 CASPS CASPS 0.1196 0.08227 8378 2592 ]0.18282| 1. 1.1¢ caspase 5, apoptosis-related cysteine peptidase regulation of apoptosis
6290358 FLJ25084 92894 0.46276 | 1.27 Skin ASpartic Protease fatty acid
1090064 CD74 CD74 0.0784 0.07247 2818 | 0.1461 1.18 117 CD74 antigen cell T cell selection, negative regulation of apoptosis
4290435 DKFZp761E19{ __DKFZp761E19] 32653 029708 1. 120 | DKFZp761E198 protein
3840598 CULL CULL__| 0.086 36839] 0.6073 | 0.10365 1. 113 | -1 5 cullin 1 induction of apoptosis by intracellular signals
5080056 FLI10379 SRBDL 62737] 0.2552 | 013949 1. protein FLJ10379 nucleoside, nucleotide and nucleic acid
6110682 UBEIL UBAT 65191] 0.2847 | 043993 1. biq g enzyme E1Tike ubiquitin cycle
6550739 CASPT CASPT 2817 | 0.2263 ] 0.06359| 1.2 - e 1, apoptosis-related cysteine peptidase (interleukin 1, beta, cony| regulation of apoptosis
1240403 HK3 HK3 0.16696[0.61145| 04 hexokinase 3 (white cell) glycolysis
2810270 | GADD45B GADDA5B 62079] 0.3606 | 058372 1.17 104 growth arrest and DNA-damage-inducible, beta apoplosis
4920482 RNH1 RNH1 0.5153 88137 0.3713 | 0.1071 1 inhibitor 1 RNA catabolism
6110196 NAGA NAGA 91461 1 -1.01 N- alpha-
2650369 STAB1 STAB1 0.0737 0.35798/0.68492| 0.1599 | 0.13141| 1. -1.05 stabilin 1 response
456037 UNC93B1 UNC93B1 [0.1193 0.11712/0.64481| 0.6782 | 0.40599 | 1. -1.05 )4 K unc-93 homolog B1 membrane
715019 OASL OASL 0.2053 0.1556 1 .7938 | 0.26736] 1. 1. 25" thetase-like immune response
[ 721031 Cl4orf58 FLVCR2 86412| 0.1099 1 1. 14 open reading frame 58 transport.
[ 716064 FCNI FCNI 0.39538[0.97034] 0.1329 12 5 ficolin ‘domain containing) T antigen binding
[_144019¢ FCERILG FCERIG 0.189850.75664] 0.18244 Fc fragment of IE, high affinity I, receptor for; gamma immune response
2140575 CIASL NLRP3_0.1078 0.67145[0.43159] 0.3449 1 - cold syndrome 1 response, apoptosis
5700110 PCK2 PCK2 49922] 05468 | 0.0841 | 1. phosphoenolpyruvate
4730593 ZFYVE26 ZFYVE26 01027 [0.47856[ 0584 | 0.07859 | 1 | zinc finger, FYVE domain containing 26 nucleic acid binding
240520 SLC37A2 SLC37A2 0.08817[0.65044] 0.087 1 103 olute carrier family 37 (glycerol-3-phosphate transporter), member transport
430338 ACTAZ ACTA2 {01038 54891] 05162 0.49186 1 05 actin, alpha 2, smooth muscle, aorta muscle
4260278 ACOTY ACOT9 66308] 0.7303 ] 0.24696| L 103 acyl-CoA ) Tipid
1850152 SOCs1 SOCS1 0.0838 99662 0.8479 [ 0.54683 | 1. 0 suppressor of cytokine signaling 1 negative regulation of JAK-STAT cascade
6960376 TICAML TICAML 0.27545[0.31122] 0.1266 | 0.13875] 1. 07 11 toll-like receptor adaptor molecule 1 positive regulation of I-kappaB kinase/NF-kappaB cascade
4570575 SUSD1 SUsSD1 26348/ 0.4202 126 -1.06 13 sushi domain containing 1 calcium ion binding
7510360 ccL ccls __[0.7783 0.72436[0.99588] 0.9378 | 0.73936 | 1.03 1.00 04 chemokine response to virus, chemotaxis
2760392 GZM GZMB__[0.2179 0.21276[0.76631] 0.7424 | 0.60178| 116 104 ~1.07_Jme B (granzyme 2, cytotoxic T-lymphocyte-associated serine ester cytolysis, apoptosis
5570414 CD16! D1 0.0915 0.60568(0.32612[ 0.4518 114 108 7 CD163 antigen humoral response
3400328 ADA ADA 1904 | 064482 | 1.26 3 adenosine deaminase nucleotide
5720438 __| LOC129607 LOC129607 | 0.4482 0.41606] 1 7297 | 019143 1.05 109 protein LOC129607 kinase activity
2630747 IL15 115 .0561 071884] 0.3765 113 B 17 interleukin 15 immune response
6380731 DYNLTL DYNLTT _|0.2161] 01545 [0.38893] 0.3283 | 0.35729 [ 1.14 B dynein, light chain, Tctex-type 1 motor activity
4260433 CD36 CD36 0704 0.80953] 0.36032] 0.5073 | 0.07583] 1.22 - E CD36 antigen (collagen type | recepor, recepton) fatty acid metabolism
7160706 INDO INDO 7312 0.69603[0.43691] 0.9467 | 0.7533 | 1.04 L1 indoleamine-pyrrole 2.3 p
1660653 SERTAD1 SERTAD1 0.95948/0.71662| 0.1893 | 0.87956 | 1.19 - SERTA domain containing 1 regulation of cyclin dependent protein kinase activity
5390754 SIL1 SIL1 116 B SIL1 homolog, reticulum chaperone
4490129 SQRDL SQRDL 0.0643 0.14227]0.88258] 0.1317 | 0.11171] 1.15 -1 sulfide quinone reductase-like activity
4390634 TNS3 TNS3 0.51379]0.68145] 0.4973 117 1 ¥ nsin intracellular signaling cascade
6900341 SORT1 ORT1 0.35051] 0.70951| 0.1665 124 1. 1. 1 sortilin 1
2810451 | FAMBAL FAMBAL _0.4144 052835 0.2551 | 0.66041 | 1.07 - ) family with sequence similarity 8, member AL
2710414 TiF T1F 0.13574] 0.5635 | 065582 | 1.21 -1.03 iF metal ion binding
1500768 DPYSL2 DPYSLZ 0.27253[0.41812[ 07953 | 0.08812| 1.22 - 117 Tike 2 nucleoside, nucleotide and nucleic acid
1500739 LRRC33 LRRC33 0.23751]0.80193[ 0401 | 0.07451 | 1.21 - 117 Teucine rich repeat containing 33 membrane
1410327 RNF135 RNF135 0.89695| 007748] 1.18 B 3 [ 112 ting finger protein 135 protein




7400669 HLA-A HLA-A 08242 0.28574] 1.21 1. 1.1 12 ‘major ility complex, class I, A antigen
5690193 GORASP1 GORASP1 0. 1. 1 09 golgi reassembly stacking protein 1, 65kDa protein transport
6900367 MARCKS IARCKS 1 -1, -1.01 Janine-rich protein kinase C substrate cell motility
3800427 ALDH3B1 ALDH3B1 - 1. 12 aldehyde 3 family, member B1 metabolism
6040088 | MOBKL2C M 1 03 MOB, Mps One Binder kinase activator-like 2C Kinase activity
6250576 FLJ36874 PATLL 5 02 FLJ36874 protein
2260040 GNGT2 GNGT2 . 06 cleotide binding protein (G protein), gamma. activity pol signal
4200543 ANKRD22 ANKRD22 21 | - 05 24 yrin repeat domain 22
940220 | RABBA RABBA 14 07 .09 RABBA, member RAS oncogene family regulation of
1440408 | PPMIK - 111 | -1.04 protein 1K (PP2C domain containing) protein amino acid
2650228 FLI20699 -103 protein FLJ20699 binding
10070 EMILIN2 ILIN2_]0.0535) 56746 - elastin microfibril interfacer 2 cell adhesion
5870673 NMI MI 0.1849) 13169 5 N-myc (and STAT) interactor response
1090703 RIPK3 RIPK3. 58782, receptor-interacting serine-threonine kinase 3 protein amino acid phosphorylation
580368 PSMEL PSMEL 85622 (prosome, macropain) activator subunit 1 immune response
3130474 HSPCI117 C220r128 protein HSPC117
5670274 APOL3 APOL3 0.1611 1.0¢ . lipoprotein
4230538 LDLR LDLR 0.1174) 11 low density lipoprotein receptor (familial lipid
4490445 SIGLECS SIGLECS 1.2 sialic acid binding Ig-like lectin 5 cell adhesion
6370326 GNA15 GNALS guanine nucleotide binding protein (G protein), alpha 15 protein amino acid ADP-ribosylation
5910762 NPC2 NPC2 0 Niemann-Pick disease, type
4850474 MS4AT7. MS4A7 11 membrane-spanning 4-domains, subfamily A, member 7 signal
6840414 NAPA NAPA 1 7 N itive factor attachment protein, alpha intra-Golgi transport
4570735 KYNU KYNU 0.0745 1 )4 4 (LK drolase) NAD
1050528 CARD15 NOD2 0.3698 1 3 2 caspase recruitment domain family, member 15 defense response, regulation of apoptosis
3830544 OGFR OGFR 1. 7 11 opioid growth factor receptor regulation of cell growth]
7570338 PHACTR2 PHACTR2 1. .04 .05 ‘and actin regulator 2 ‘actin binding
6960441 CNMB1 CNMB1 1.1 .14 large Icium-activated channel, subfamily M, beta 'smooth muscle contraction
650709 LC2A6 LC2A6 .23806 solute carrier family 2 (facilitated glucose transporter), member 6 transport
4290114 | NUSAPL SAPL 78846 1.03 nucleolar and spindle associated protein 1 nucleus’
5910528 CM4 ICM4__[0.5226 56056 1.05 | L iCM4 deficient 4 regulation of
2360520 COT7 COT7__[0.7361 81705 1.03 - acyl-CoA 7 Tipid
6860477 PRAMT PRAML 13584 . PML-RARA regulated adaptor molecule 1
3360400 C190rf10 C1901f10 46758 .06 19 open reading frame 10
2350026 CECR6 CECR6 37156 2 cat eye syndrome region, candidate 6
5490521 TYMS TYMS - -1.03 thy m\dl\a!e synthetase nucleoside, nucleotide and nucleic acid
4070681 C220rf18 CENPM - -1.02 22 open reading frame 18 nucleus
2900156 TXNDCS TXNDCS - K thioredoxin domain containing 5 anti-apoptosis
5670707 TUBG1 TUBG1 -1.02 tubulin, gamma 1 nucleation
5670040 SDF2LL SDF2LL 02 stromal cell-derived factor 2-fike 1 hydrolase activity
270068 CDCAT CDCA7 104 cell division cycle associated 7 metal ion binding
5670435 P2RXL P2RXL 117 purinergic receptor P2X, ligand-gated ion channel, 1 o transport
5360239 LYPD2 LYPD2 1 LY6/PLAUR domain containing 2
460072 CDCAS CDCAS BN cell division cycle associated 5 mitotic
1770360 CCNB2 CCNB2 - - cyclin B2 regulation of cell cycle
2060273 TXNDCIL TXNDCIL 0. thioredoxin domain containing 11 electron transport
6510725 SRM RM [0 spermidine synthase permidine
2450603 UBE2C UBE2C 0815 5 - ubiquitin-conjugating enzyme E2C cyclin catabolism, ubiquitin cycle
3420274 TK1 TK1 0727 1 - thymidine kinase 1, soluble nucleoside, nucleotide and nucleic acid
10458 UHRF1 UHRF1 .1378 -1.01 - ubiguitin-like, containing PHD and RING finger domains, 1 regulation of
5360327 PDIA4 PDIA4 .3076 -1.05 | - protein disulfide isomerase family A, member 4 electron transport
7320014 MLC1SA MYL6B .0654 myosin light chain 1 slow a muscle
6450672 1GJ 1GJ 6979 ulin J Tinker protein for alpha and mu antigen binding
7550445 CXCR3| CXCR3 3652 chemokine chemotaxis
5220239 STMNI STMNL | 175 - stathmin 1 18
6280730 FKBP11 FKBP11 | 2131 FK506 binding protein 11, 19 kDa protein folding
5260239 XBP1 XBP1 _| 3031 X-box binding protein 1 immune response, regulation of
360114 NMET NMEL [0 427 non-metastatic cells L. protein regulation of apoplosis
6060347 PPIB PPIB 2375 isomerase B (cyclophilin B) protein folding
20373 PTTG1 PTTG1 2627 - pituitary 1 from RNA Il promoter
6660181 MYO1F MYO1F myosin IF actin binding
2360348 PHGDH PHGDH - amino acid
5550553 CRELD2 CRELD2 cysteine-rich with EGF-like domains 2 calcium ion binding
3450554 HSP90B1 HSP90B1 -1 heat shock protein 90kDa beta anti-apoptosis
2810594 PRDX4 PRDX4 4 I-kappaB phosphorylation
2900121 ARMET ARMET arginine-rich, mutated in early stage tumors
580170 PACAP MGC29506 caspase adaptor protein
6520048 ITM2C TTM2C 46423 integral membrane protein 2C membrane
1850523 SLC31A2 SLC31A2 solute carrier family 31 (copper member 2 ‘copper ion transport
240594 CRKRS CRKRS 0. 30555 c2-related Kinase, h protein amino acid
670324 GLDC GLDC 75346 0 glycine glycine catabolism
3400551 MS4A3 VS4A3 49465 5 |ISONN <-spanning 4-domains, subfamily A, member 3 cell signal
1580022 TNFRSF17 TNFRSF17 06641 0.67125 tumor necrosis factor receptor ily, member 17 imi response
5130307 TNFRSF13B TNFRSF13B 59126 0.84205 tumor necrosis factor receptor member 138 cell surface receptor linked signal
6480170 MAGED1 MAGED1 61341 0.5909 ‘melanoma antigen family D, 1
1850465 SEC11L3 SECIIC 12064 § SEC11-Tike 3 proteolysis and
6760382 POU2AF1 POUZAFL 51648 1 POU domain, class 2, associating factor 1 humoral immune response,
2470187 SNRP SNRP 1. small nuclear ribonucleoprotein RNA splicing
6330414 KIAAO125 KIAAO12S 83588 1 1AAO125
2600747 SLCTA SLC7A5 | 75584 E carrier family 7 (cationic amino acid transporter, y+ system), men transport
1050129 FKBP FKBP8 | 67867 FK506 binding protein 8, 38kDa protein folding
5960603 MYLA MYLA 882 myosin, light polypeptide 4, alkal; atrial, embryonic striated muscle contraction
2340431 COBLL1 COBLL1 9704 | 0.50501 | - -like 1
4810615 KIAAO746 KIAA0746 4432 [ 0.73111 I - KIAAQ746 protein binding
4570605 SIGLEC10 SIGLEC10 7277 | 0.76664 I - sialic acid binding Ig-like lectin 10 cell adhesion
5720204 FCRLS FCRLS .6975 | 0.79312] - -1 Fc receptor-like 5 receptor activity
670735 MBNL3 MBNL3 .9761 lind-like 3 metal ion binding
5310014] MARCH2 MARCH2 7671 1 membrane-associated ring finger protein
3140603 ARHGAP24. ARHGAP24 1021 1 Rho GTPase activating protein 24 GTPase activator activity
2630647 _| SERPINAI3 SERPINAL3 .8204 eptidase inhibitor, clade A (alpha-1 antitrypsin), me peptidase activity
5310201 CSDA CSDA .4448 cold shock domain protein A regulation of
520315 OR2T35 OR2T35 8885 olfactory receptor, family 2, subfamily T, member 35 ssignal
7050626 P2RY13 P2RY13 .4707 -1 purinergic receptor P2Y, G-protein coupled, 13
6250066 DNAJB2 DNAJB2 4876 DnaJ protein folding
4560164 CDC14B CDC14B 2981 CDC14 cell division cycle 14 homolog B protein amino acid
5390047 GPR175 GPRI75 6573 G protein-coupled receptor 175 aging. lipid response (o oxidative stress
1990370 PACSL CS1 8159 - acidic cluster sorting protein 1 protein binding
5720576 |ST6GALNACH| [STEGALNACA C 6353 leuraminyl-2,3-beta-galactosyl- N: alpha- protein amino acid
3440392 FLJ20273 .4055 - RNA-binding protein nucleic acid binding
1570280 TGM2 2833; 6591 protein-gl g positive regulation of cell adhesion
1770605 ANPEP 0.9806] 0.1849 [ 0.12847 0.81833 alanyl (membrane) cell
1660091 CD19 0.0876] 0.1624]0.41187 .5502 | 063649 CD19 antigen cellular defense response
3850687 NARF 13666 nuclear prelamin A recognition factor electron transport
4570474 EPB49 47583 erythrocyte membrane protein band 4.9 cytoskeleton organization and biogenesis
5130435 ROPNIB ROPN1B_|0.2342[ 0.3567]0.16132 ropporin, rhophilin associated protein 16 ‘sperm motilt
50563 BCL6 BCL 16943 B-cell CLU/lymphoma 6 (zinc finger protein 51) regulation of
2480327 HBQL HBQ: [0.5746 46744 theta 1 oxygen transport
633076 MED25 MED25__[0.6106 mediator of RNA i subunit 25 homolog
CSorf4. [0.3383] 5 open reading frame 4. metabolism
FAMA46C .41 family with sequence similarity 46, member C
C220rf13 chromosome 22 open reading frame 13
MPPL ‘membrane protein, 1, 55kDa. signal
GPR162 G protein-coupled receptor 162 G-protein coupled receptor protein signaling pathway
4260392 ATM -1.18 telangiectasia mutated (includes groups A, C aililation of negative regulation of through cell
3520221 | LOC402055 SRR 110 similar to SRRL-Tike protein thythmic process
7560390 DPM2 P! 118 chyl-phosphate 2, regulatory sub)
730255 HAGH HA 107 hydrolase metal ion binding
1710128 NEXLL NF> nuclear transcription factor, X-box binding-like 1 regulation of
4070551 P F -1.22 protein phosphatase 1F (PP2C domain containing) apoptosis.
4180170 UBXD1 | UBX domain containing 1
1850041 ADIPORL i receptor 1 hormone-mediated signaling
1660026 PRKDC protein kinase, DNA-activated, catalytic polypeptide A
2190452 GUKL .6905 | guanylate kinase 1 GTP
3390685 MKRNL 7751 0.17957 ‘makorin, ring finger protein, 1 protein
3190470 C100rf104 .0552, 0.31883 10 open reading frame 104
5670521 EIF253 .0732 0.42007 0.8971 ‘eukaryotic translation initiation factor 2, subunit 3 gamma, 52kDa. protein
650164 CYPAF3 0.39161 098914 P450, family 4, subfamily F, 3 electron transport
2340653 KIAAT370 037858 IAAI370
6660220 RPS10 0.38751 ribosomal protein S10 structural constituent of ribosome.
6100176 IL1R2 081937 interleukin 1 receptor, type Il immune response
1340086 MYADM 062438 myeloid-asso marker membrane
670196 CBX7. 0.14751 chromobox homolog 7 regulation of
770707 KLHDC2 0.31044 kelch domain containing 2
4850255 MEF2 0.48581 ‘enhancer factor 2, polypeptide D (myocyte enhancer] regulation of
1190274 RPLI 0.53144 ribosomal protein L18 structural constituent of ribosome
7650025 DSC: 069455 2 homophilic cell adhesion
360136 TBLL TBLL 0.186_| 0.2604 | 0.94206 transducin (beta)-like 1X-linked regulation of
1500437 RPL3 RPL3 .1032 | 0.75148 ribosomal protein L3 structural constituent of ribosome.
1940259 TXNDCI3 TXNDCI3 8868 | 0.77485 thioredoxin domain containing 13 electron transport
5690338 PRDX5 PRDX5. .6751 5 respiratory gaseous exchange, response
6620465 RPLS RPL5. .3364. - ribosomal protein L5 structural constituent of ribosome:
2630168 STATSB STATSB 0.55321] 02449 [ 0.32728 [ - signal transducer and activator of 58 intracellular signaling cascade

cle




0.85123

0.91455

0.52925
0.98047

0.39588

0.33109

protein amino acid O-linked

C
protein MGC39518

posiive regulation of cell

assembly protein 1-like 1
dependent protein kinase ID.

protein amino acid phosphorylation

fission 1 outer homolog

apoptosis

DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, X-linked

"ATP-dependent RNA helicase activity

CAMP responsive element binding protein 5

positive regulation of
trar

ATP-binding cassette, sub-family C nsport
vesicle associated protein integral to membrane
SDR family) member 8 steroid

enzyme E2H (UBCB homolog, yeast)

ubiquitin cycle

at
small EDRK-rich factor 2

prostate tumor overexpressed gene 1

RNA for protein translation

Zinc finger protein 217

regulai

ribosomal protein 529

qulation of
Siructural constituent of ribosome

1 open reading frame 24

protein folding

intercellular adhesion molecule 3

cell-cell adhesion

tumor protein p53 inducible nuclear protein 2 nucleus
protein FLJ11151 DNA repair
glutaminyl-peptide (glutaminyl cyclase) protein
histidine decarboxylase histidine
kelch repeat and BTB
orphan 1

ribosomal protein 525

structural constituent of ribosome

‘myelin basic protein

immune response

kelch-like 2, Mayven

posiive regulation of ransiation

pol
-phosphate 5-kinase. type Il alpha,

ting finger protein 11

protein during ubiquitin-dependent protein catabolism

trin

cell cycle arrest

sesi
PTEN induced putative kinase 1

response o stress

Teukocyte specific transcript T

negative regufation of lympt

y
RNA catabolism

1gE binding

pol
Tectin. galactoside-binding. soluble. 3 (galectin 3)
fin repeat and BT6

protein binding

zinc finger protein 281

regulation of
MRNA

0.63415

0.72951
0.38359

050233

0.75654
0.8334

1580538 GYPC GYPC _ 10.4012] 0.076 J0.24452
591073 MGC39518 FAM126B
6080021 | NAPILL NAPLLL
590041 CAMKID CAMKID
555004 FISL FISL [0.13143[0.95955]
690016 DDX3X DDX3X
160132 CREBS CREB5S
7610097 ABCCS ABCCS
5090242 PLVAP PLVAP__]0.4277] 0.1813|
2190475 DHRS8 HSD17B11 |0.0826
520228 UBE2H UBE2H
2690181 SERF2 SERF2
430324 PTOV1 PTOV1
7560446 ZNF217 ZNF217
5960026 RPS29 RPS29
5900671 Clorf24 FAM129A
5810681 ICAM: ICAM3
990435 TP53INPZ TP53INPZ
7550519 FLI11151 FLI11151
4780672 QPC QPCT 05593
70390 HDC HDC __[0.4452
2030747 KBTBD7 KBTBD7
50187 PHOSPHOL PHOSPHOL
3800612 RPS25 RPS25
2360242 MBP
2320239 KLHL2
7380019 PABPCL .0881
5360403 PIP5K2A .3287
2710204 RNF11 .4749
1820110 SESN3. 5165
4880022 PINKL .9841
1850139 LSTL 616
6550142 PABPCA
[ 3450685 LGALS3
5670424 ABTBL
6940113 ZNF281
1450246 PCBP2
4040609 LDHB
4590301 LMBRD1
3450148 EllsT
6220672 ERGICT
5720441 NPL
4780025 FCERIA
4490026 RPL35
380561 TBCID14
1300100 | SLC25A37 SLC2
4260379 STMNS
6280040 CENTD3
3800010 "ALKBH7,
3610634 C200rf3
630717 BTF3
3390762 GNG7.
5550424 CDC2L6
630364 PANX2
3180437 GLRXS
1940113 BSG
290279 FCRLML
160167 FAU
270754 FOXOTA
5720605 SNURF
4200554 CDC34
1010730 FBXO7
5570673 VNN2
4860215 RPS8
1570300 RPS20
4920435 FBXO7
2340563 FBL
5810551 GMCLT
2750626 EEF2
169048: CMPK
171027 BANKL
757007 7R
2510754 | ABHDS
4880431 | PRDX2
1090400 RPL7A
4060195 SNRPN
6770246 EEFIAL
1230040 IQWDL
770309 PLEK2
3120079 TOPORS
7160097 MGAM
6370181 RPLIL
540288 GPR177
6350113 RGC32
7650131 RPL37A
3140474 GPR177
4230133 EBI2
3440754 TGM3
3870095 RPS24 0.6338;
3800280 RPL14
2750528 Clorf24
3130091 TMCO3
3290605 TOMM7
6250139 TNSL 0.0816
1050474 RPS13
7330129 HINTL
2140156 CD46
6560114 RPLPL
2900482 EIF3S5
6130239 SGK
2750484 Clorf128 Clorf128
4610113 PYGL PYGL
3800243 PBEFL PBEFL
5080300 CMTM2 CMTM2
7380181 LRRNS LRRN3
730632 C130rf18 C1301f18
240608 MME
2030482 RPSGKAS
4040259 TTN2A
5670601 RPL35A
3130437 RPS14. [0.43017|
6590553 CPD
6980082 RPL22
4900209 RPS6
2360609 KIAAT324 AA1324
1980021 USP10 USP10
1450390 KLRB1 KLRBL
4050239 EPB42 EPB42
2260148 NELL2 NELL2
1440639 | SELENBPL SELENBP1
4920364 RPL10A RPL10A
1990753 RPS29 RPS29
3190193 RPL30 RPL30
460102 RPLPO RPLPO
3830138 OSBPLE OSBPLS
5910598 SORLL SORLL
2000136 TAGLNZ TAGLNZ
2690487 RPS3 RPS3
10279 S100A12 S100A12
4890095 RPL7 RPL7
2970682 TMPAZ MPA2
290646 RPLI3 RPL13
130215 RPL39 RPL39
4540414 RPS18 RPS18
2630600 WDR40A 'WDR40A
4540189 | LOC399744 LOC399744
1710438 MPZL1 MPZLL
3520066 PDZKIIPL PDZK1IP1
5360102 C200rf108 C200rf108
2480048 GNG10 GNG10
6980095 IRS2 IRS2
1110553 0SBP2 0SBP2

Poly(rC) binding protein 2
lactate B ‘anaerobic glycolysis
LMBR1 domain containing 1
protein Ells1
T T transport
N pyruvate lyase synthase)| Iyase activity

Fe fragment of IgE, high affinity 1. receptor for; alpha

immune response. IgE binding

ribosomal protein L35

structural constituent of ribosome

TBC1 domain family, member 14

GTPase activator activity

solute carrier family 25, member 37

stathmin-like 3

transport
intracellular signaling cascade

centaurin, delta 3

regulation of Rho protein signal negative regulation of cell

migrat

aIkB, alkylation repair homolog 7

20 open reading frame 3

556

1272
2689
2746

7299
6765

basic regulation of
guanine nucleotide binding protein (G protein). gamma 7 signal
cell division cycle 2-like 6 cell division
pannexin 2. ‘gap junction
5 homolog

Cell surface receptor linked signal

basigin
Fc receptor-like and mucin-like 1

receptor activit

-Biskis-Reilly murine sarcoma virus (FBR-MuSV) expr

protein

forkhead box O1A

anti-apoptosis,

SNRPN upstream reading frame

cell division cycle 34

DNA replication initiation, ubiquitin cycle

F-box protein 7

ubiquitin cycle

Titrogen compound

ribosomal protein S8

structural constituent of ribosome

ribosomal protein 520

structural constituent of ribosome

F-box protein 7

ubiquitin cycle

fibrillarin

TRNA processing

germ cell-less homolog 1

eukaryotic translation elongation factor 2

fidylate kinase

protein
nucleoside, nucleotide and nucleic acid

B-cell scaffold protein with ankyrin repeats 1

interleukin 7 receptor

immune response

99424

0.25818
0.18379
0.65367

0.58942
0.63732

3718
8662
0672
1998
396
565
568
434
577

15
0.9396

0.39521
0.77243

proteolysis and

domain containing 5
2

anti-apoptosis

ribosomal protein L7a

ribosome biogenesis and assembly

‘small nuclear

MRNA processing

N
| eukaryotic translation elongation factor 1 alpha 1

protein

1Q motif and WD repeats 1

catalytic activity

pleckstrin 2

intracellular signaling cascade

Tbinding, h

protein
starch catabolism

ribosomal protein L11

structural constituent of ribosome

G protein-coupled receptor 177

Dositive regulation of I-kappaB Kinase/NF-kappa cascade

Tesponse gene to complement 32

regulation of cyclin dependent protein kinase activiy

ribosomal protein L37a

rotein

G protein-coupled receptor 177

posiive regulation of I-kappaB kinase/NF-kappaB cascade
immune response

Bar virus induced gene 2 pecific G protein-coupled

taminase 3 (E protein-glutaminy

ribosomal protein 524

structural constituent of ribosome

ribosomal protein L14

structural constituent of ribosome

1 open reading frame 24

protein folding

and coiled-coil domains 3

regulation of pH

of outer membrane 7 homolog

protein transport

tensin 1

intracellular signaling cascade

ribosomal protein S13

structural constituent of ribosome

Histidine triad nucleotide binding protein 1

signal
activation, dlassical pathway

CD46 antigen, regulatory protein
ribosomal protein, large, P1 structural constituent of ribosome
‘eukaryoic translation initiation factor 3, subunit 5 epsilon, 47kDa regulation of initiation
regulated kinase apoptosis

T open reading frame 128

orylase. glycogen; fiver (Hers disease, glycogen storage disease |
pre-B-cell colony enhancing factor 1

positive regulation of cell

CKLF-like MARVEL domain containing 2

cytokine activity

leucine rich repeat neuronal 3

open reading frame 18

protein inhibitor activiy

metallo-endopeptidase (neutral endopeptidase, CA|

metal ion binding

ribosomal protein S6 kinase, 90kDa, ide 5

epidermal growth factor receplor Signaling pathway

integral membrane protein 2A

integral to membrane

ribosomal protein L35:

&

structural constituent of ribosome

ribosomal protein S14

structural constituent of ribosome

activi

Tibosomal protein L22

structural constituent of ribosome

ribosomal protein S6

structural constituent of ribosome

KIAAL324

ubiquitin specific peptidase 10

Ubiquitin cycle

Kkiller cell lectin-like receptor subfamily B, member 1

Cell surface receptor linked signal

regulation of cell shape

erythrocyte membrane protein band 4.2
NELTike 2

cell adhesion

selenium binding protein

selenium binding

ribosomal protein L10a

structural consituent of ribosome

ribosomal protein 529

structural constituent of ribosome

fibosomal protein L30

structural constituent of ribosome

ribosomal protein, large, PO

ribosome biogenesis and assembly

oxysterol binding protein-fike 8

sortilin-related receptor, L

transgelin 2 muscle
ribosomal protein 3 Structural constituent of ribosome
S100 calcium binding protein AL2 <) defense response 1o bacteria, response
ribosomal protein L7 structural constituent of ribosome
inositol hosphate metabolism

ribosomal protein L13

structural constituent of ribosome

ribosomal protein 39

structural consituent of ribosome

ribosomal protein S18

structural constituent of ribosome

0.29978

WD repeat domain 40A

LOC399744

‘myelin protein zero-ike 1

receptor protein tyrosine kinase signaling pathway

PDZK1 interacting protein 1

20 open reading frame 108

integral to membrane
membi

‘guanine nucleotide binding protein (G protein). gamma 10

mbrane
G-protein coupled receptor protein signaling pathway

insulin receptor substrate 2

oxysterol binding protein 2

positive regulation of cell
steroid




OL10

6510309 RPL13A RPL13A ribosomal protein L13a structural constituent of ribosome
7400703 EEF1B2 ‘eukaryotic translation elongation factor 1 beta 2 ‘elongation
4180142 EIF3S6IP feukaryotic translation initiation factor 3, subunit 6 interacting proteil protein
2340048 __| LOC349114 L0C349114 othetical protein LOC349114
6840092 SNCA SNCA synuclein, alpha (non A4 component of amyloid precursor) anti-apoptosis
4280326 RPS5 ribosomal protein S5 structural constituent of ribosome
4060114 CYP27AL CYP27AL P450, family 27, subfamily A, 1 electron transport, steroid activity
1170767 | HISTIHIC HISTIHIC histone 1, HIc assembl
4070129 PGLYRPIL PGLYRPL recognition protein 1 innate immune response
6660300 GLS glutamine catabolism
3290066 EIF4B eukaryolic translation initiation factor 48 regulation of initiation
4120707 RPL23 ribosomal protein L23 ribosomal protein import into nucleus
6350364 PPBP pro-platelet basic protein cell immune response, chemotaxis
2320403 RPL27 ribosomal protein L27 structural constituent of ribosome
6110386 Cl7orfa5 17 open reading frame 45
870424 RPL31 ribosomal protein L31 structural constituent of ribosome
3990206 | CA: carbonic anhydrase IV one-carbon compound
1820044__| RPS2IA ribosomal protein S27a protein
4290202 RPS23 rmusamal prmem 523 structural constituent of ribosome
389037 TSPANS tetraspanin 5 integral to membrane
473061, RPS17 Hbosomal pro(em S17 structural constituent of ribosome
569044 SLCAAL solute carrier family 4, anion exchanger, member T cellion
485076 RPS3A ribosomal protein S3A structural constituent of ribosome
43032 ERAF erythroid associated factor protein folding
1030754 EMR3 egf-ike module containing, mucin-like, hormone receptor-like 3 ignal
4640647 ORML 1 ‘acute-phase response, it response
6660193 RPL4 ribosomal protein L4 structural constituent of ribosome
1170400 Ci2orf57 12 open reading frame 57
520161 TPT1 tumor protein, -controlled 1 anti-apoptosis.
630711 RPLPO ribosomal protein, large, PO ribosome biogenesis and assembly
780356 RPSI15A ribosomal protein S15a structural constituent of ribosome
6290274 RPS4X. ribosomal protein S4, X-linked structural constituent of ribosome.
940246 FAMI101B family with sequence similarity 101, member B
4250398 | HIST1HAC histone 1, HAc
2940639 RPLY ribosomal pro(em ) structural constituent of ribosome
1400070 VNNZ nitrogen compound cell motiity
2510767 13 peptidase mmbucr 3, skin- denved serine-type inhibitor activity
6980164 ALPL alkaline iney’ hydrolase activity
1510736 TXNDC12 TXNDC12 thioredoxin domain containing 12 electron transport
50598 FCGR3A FCGR3A Fc fragment of IgG, low affinity (lla, receptor immune response
60162 BCL2LL BCL2LT BCL2-Tike 1 regulation of apoptosis
510328 CCDC72 cCDC72 Goiled-coll domain containing 72
520243 C160rf35 1601135 16 open reading frame 35
LVRE LVRB biliverdin reductase B (flavin reductase ) nucleotide-sugar metabolism
DRA2C DRA2C \ ha-2C-, receptor ‘activation of MAPK activit
TMA regulation of cell cycle

nuc\eo\ar protein 10

nucleus

CD79A antigen associated alpha)

Gefense response

C-type lectin domain family 12, member A

receptor activity

keratin 1 activation, lectin pathway
synuclein, alpha (non A4 component of amyloid precursor) anti-apoptosis
CGI-69 protein transport
RNase A family, 2 RNA catabolism

astase 2, neutrophil

proteolysis an

T-cell Iymphoma invasion and metastasis 2

d
intracellular signaling cascade

structural constituent of ribosome

ribosomal protein S27-like
T

and biogenesis

ribosomal protein L26

structural constituent of ribosome

troponin T type 1

regulation of muscle contraction

prokineticin 2

hemotaxis, anti-apoptosis, response

protein MGC13057

SNCA
SLC25A39
RNASE2
ELA2
TIAMZ
RPS27L |
TMOD:
RPL2
TNNT:
2140497 PROK2
2340110 _| MGC13057
2570379 PTPRC
2630358 ALS2CRZ A
2640609 5100P
2640703 TFITIL
2690068 PBEFL
2900593 PFONS
3140382 VNNL
3180075 RPS4VT
3290296 | ANKDDIA ANKDDIA
3310091 DEFA3

protein tyrosine receptor type, C

T cell receptor signaling pathway

lateral sclerosis 2

protein amino acid phosphorylation

5100 calcium binding protein P

binding

interferon-induced protein wit repeats L-lke

binding

pre-B-cell colony enhancing factor 1

positive regulation of cell

prefoldin 5

regulation of

vanin 1

nitrogen compound fism, cel motilty

ribosomal protein S4, Y-linked 1

structural constituent of ribosome

KE
N
N

ankyrin repeat and death domain containing 1A

BN

53|38
3|38
25|

3|5

31518
S|3|S)
5|23

2
£

3710392 COMMD6 COMMD6
3940446 EVI2A
4050427 BCR
4070039 RPIPg RUI
4070164 cox7c
4150187 HBGL
4150224 MMP9
4180369 RIST TMEM158
4200685 MYOM2
4230181 TESC

4250035] RAPIGAL RAPIGAP
4390242 DEFAL
4390692 HLA-DRB5 HLA-DRB5S
4670735 NKX3-1
4830086 SLC38A5
5290647 GSPTL
5310369 GZMK
5550204 FLJ43855 SLCGAL0P
5560446 GPR56 GPR56
5700541 | LOC440313 LOCa40313

=|a
|3 2|2
NINE
2|55

defensin, alpha 3, neutrophil-specific

defense response (o bacteria

ting finger protein 10

metal ion binding

colony stimulating factor 3 receptor

Gefense response

ute carrier family 6 transporter, creatine), membe] ion transport
E integral to plasma membrane
activating signal 1 complex subunit 2 regulation of

COMM domain containing 6

ecotropic viral integration site 2A

receptor activity

breakpoint cluster region

intracellular signaling cascade

RaP? interacting protein 8

small GTPase mediated signal

¢ oxidase subunit Vilc

electron transport

hemoglobin, gamma A

oxygen transport

9 (gelatinase B, 92kDa gelatinase, 92kDa type IV col
as-induced 1

‘myomesin Striated muscle contraction
calcin calcium ion binding
RAPL, GTPase al:nvalmg protein 1 GTPase activator activity
defensin, apha defense response (o bacteria, response (o virus
major histo complex, c\ass I, DR beta 5 antigen processing, exogenous antigen via MHC class I

factor related, locus 1

regulation of

solute carrier family 38, member 5

amino acid transport

G110 S phase transition 1

MRNA catabolism. nonsense-mediated decay

anzyme K (granzyme 3; tryptase 1)

proteolysis and

similar to sodium- and chloride-dependent creatine transporter

ort

[ [ HLADRBI |

cLc

ALAS2

0.09177
0.65118

G protein-coupled receptor 56

ran
Cell-cell signaling

gene supported by AK127131

Zzeta. oxygen transport
annexin A2 calcium-dependent binding
guanosine monophosphate reductase nucleotide
membrane

B (MINS blood group)
delta

oxygen transport

carbonic anhydrase |

one-carbon compound

immune response, Cytolysis, apoptosis

me A (granzyme 1. cytotoxic T-lymphocyte-associated serine ester
cathelicidin tide

defense response (o bacteria

pepli
chromosome 17 open reading frame 27

protein metal ion binding

von Willebrand factor C and EGF domains

calcium ion binding

epsilon

oxygen transport

actin, gamma 1

nucleotide binding

0.49615
0.76256

Tesponse o wounding

chemokine (C-X-C motif) receptor 4

defensin, alpha 4,

Signal
Gefense response to bactert

Tipocalin 2 (oncogene 24p3) transport
Iymphocyte antigen 96 response
tripartite motif-containing 58,
emin signal
quanine nucleotide binding protein signal

msu\ln \lke growth faclor 2 mRNA binding protein 2

complex, class II, DR beta 1

antigen processing, exogenous antigen via MHC class I

Charcot-Leyden crystal protein

lipid catabolism

113 |

105 delta-, synthase 2

heme




Supplemental Document 2: Lists of genes selected to make up the “TLR-assoclated and IFN-induced genes”,

associated genes" and "3 cel-associated genes gene sets used for Fgures 3a, b,
ere d

for Figure 5a. These lst

¢, dan
erived from pubished erature. The gene syibol used by

e, respect

gen:
vely. The document alss includes e ~nfa
imina, the official gene symbol and name (as of February 2008) and known synonyms are

"NK cell-
ammasome-associated genes’, gene set used

provided for each gene. At least one referénca supporting the assignaton of ach gene to s respeciive set is alss given

AnUmING CIP fficial Symbol

Complement-associated genes

complement component 1, q subcomponent, A

[GTN [GTN
@ @ chain [Homo sapiens]

cigs cigs complement component I, q subcomponent, B
chain [Homo sapiens]

CIARI CIARI complement component 3a receptor 1 [Homo

sapiens]
serpin peptidase inhibitor, clade G (C1
SERPINGI SERPINGI

inhibitor), member 1, (angioedema, hereditary)
THama saniens

TLR-associated and IFN-induced genes

adenosine deaminase, RNA-specific [Homo

ADAR ADAR
sapiens]
AM2 AlM2 absent in melanoma 2 [Homo sapiens]
G1p2 18G1s ISG15 ubiquitin-like modifier [Homo sapiens]
a3 . interferon, alpha-inducible protein 6 [Homo
sapiens]
GBPL GBPL ‘guanylate binding protein 1, interferon-
inducible, 67kDa [Homo sapiens]
GBp2 GBp2 ‘guanylate binding protein 2, interferon-
inducible [Homo sapicns]
. . interferon, alpha-inducible protein 27 [Homo
. - sapiens]
1130 1130 interferon, gamma-inducible protein 30 [Homo
sapiens]
IFL44 1FI44 terferon-induced protein 44 [Homo sapiens]
. - interferon-induced protein with
tetratricopeptide repeats 1 [Homo sapiens]
- LEITIL interferon-induced protein with
tetratricopeptide repeats 1-like [Homo sapiens]
. 1T interferon-induced protein with
tetratricopeptide repeats 2 [Homo sapicns]
. LT3 interferon-induced protein with
tetratricopeptide repeats 3 [Homo sapiens]
- LTS interferon-induced protein with
tetratricopeptide repeats 5 [Homo sapiens]
ML lETMi interferon induced transmembrane protein 1 (9-
27) [Homo sapicns]
LETMS lEiTvs  interferon induced transmembrane protein 3 (1-
8U) [Homo sapiens]
inhibitor of kappa light polypeptide gene
IKBKE IKBKE enhancer in B-cells, kinase epsilon [Homo
sapiens]
IL1s LIS interleukin 15 [Homo sapiens]
IRAKI IRAKI interleukin- 1 receptor-associated kinase 1
[Homo sapiens]
IRAKS IRAKS interleukin- | receptor-associated kinase 4
[Homo sapiens]
IRF3 IRF3 interferon regulatory factor 3 [Homo sapiens]
IRES IRFS interferon regulatory factor $ [Homo sapiens]
IRF7 IRF7 interferon regulatory factor 7 [Homo sapiens]
myxovirus (influenza virus) resistance 1,
MX1 MXI interferon-inducible protein p78 (mouse)
THoma saniens]
MX2 MX2 myxovirus (influenza virus) resistance 2
(mouse) [Homo sapiens]
MYDSS MyDss  myeloid differentiation primary response gene
) IHoma saniens]
oast oast oligoadenylate synthetase 1, 40/46kDa
[Homo sapiens]
oas? oas? 2:5-oligoadenylate synthetase 2, 69/71kDa
[Homo sapiens]
oAs3 oas3 “oligoadenylate synthetase 3, 100kDa
Homo sapiens|
OASL OASL oligoadenylate synthetase-like [Homo
sapiens]
seereted phosphoprotein 1 (osteopontin, bone
SPP1 SPP1 sialoprotein 1, early T-lymphocyte activation 1)
THoma saniens]
RIPKI RipK1 receptor (TNERSF)-interacting serine-threonine
Kinase: 1 Homo saniens]

SP110 SP110 SP110 nuclear body protein [Homo sapiens]
TBKI TBK1 TANK-binding kinase 1 [Homo sapicns]
HCAML HCAML toll-like receptor adaptor molecule 1 [Homo

sapiens|
TIRAP TIRAP toll-interleukin | receptor (TIR) domain
containing adaptor protein [Homo sapiens]

TLRI TLRI toll-like receptor 1 [Homo sapiens]
TLR2 TLR2 toll-like receptor 2 [Homo sapiens]
TLR3 TLR3 toll-like receptor 3 [Homo sapiens]
TLR4 TLR4 toll-like receptor 4 [Homo sapiens]
TLRS TLRS toll-like receptor 5 [Homo sapiens]
TLR6 TLR6 toll-like receptor 6 [Homo sapiens]
TLR7 TLRT toll-like receptor 7 [Homo sapiens]
TLRS, TLRS, toll-like receptor 8 [Homo sapiens]
TLRY. TLRY. toll-like receptor 9 [Homo sapiens]
TLRI0 TLRI0

toll-like receptor 10 [Homo sapiens]

Aliases/Svnonvms

AZ3B, C3AR, HNFAGO9

CIIN, CIINH, CINH, HAEL

ADARI, DRADA, DSH,
DSRAD, GIP1, IFl-4, IFI4,
KSSASRRP. 136

PYHIN

GIP2, UCRP, IFI15

616, FAMIAC, GIP3, IFI-6-
16, IFI616.

FAMI4D, ISG12, P27

GILT, IF1-30, IP30,
MGC32056

MTAP44, pid

510P1, GARG-16, IFI-S6,
IFIS6, INAIL, 1SGS6,
RNMS61
DKEZp78IMI841,
bA149123.6

RG-30, IFI-54,

CIG-49, GARG-49, IFI60,
IFIT4, IRG2, ISG60, RIG-G

RISS

9-27,CD225, IFII7, LEUI3

1-8U, IP15

RPIL

34120.1, IKK-, IKKE,
IKKI, KIAAOISI,
MGC125294, MGC125295,

MGC15$97

IL-15, MGC9721
IRAK, pelle

IPDI, NY-REN-64, RENG4

IRF-TH, IRFTA

IFL78K, IFI78, MX, MxA

IF1-4, OIAS, OIASI
MGCT8578

MGC133260, p100.
TRIP14, pS9OASL
BNSP, BSPI, ETA-1,
MGC110940, OPN
FLI39204, RIP, RIPL

FLI22835, IFI41, IFI7S,
VoI
FLI11330, NAK, T2K

MGC35334, PRVTIRB,
TICAM-1, TRIE
FLI42305, Mal, wyatt
D281, DKFZpS4710610,
DKFZpS6410682, KIAA0012,
MGC104956, MGC126311,
MGC126312, TIL, 13786

CD282, TILA
D283
ARMDI0, CD284, TOLL,
hToll

FLI10052, MGC126430,
MGC126431 STERL TINA

D286

D288, MGC119599,
MGC119600

D289

D290, MGC104967,
MGC126398, MGC126399

02, o
IFIS4, 1SG-54K, ISGS4, cigd2 (oo,
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Supplemental Table 1. gPCR analysis of RNNA samples from three independent YF17D vaccination studies
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RNA samples (day 0 and 7 after vaccination) from three independent YF17D vaccination studies (Montreal, Emory, and Lausanne) were analyzed by gPCR for the expression of 43 genes. Those genes were selected according to
our microarray results and to biomedical literature. "Up" samples had a fold change (day 7 vs. day 0) of =1.3, whereas "down" samples had a fold change of less than or equal to —1.3.



Supplemental Table 2. The humoral immune response elicited by YF vaccination is variable

Volunteer Days post-vaccination

0 3 7 10 14 28 60 90 180 360
YF001 0 0 0 0 1/640 1/640 1/1280 1/1280 1/640 1/640
YF002 0 0 0 0 1/640 1/640 1/320 1/320 1/80 1/80
YFO003 0 0 0 0 1/80 1/320 1/80 1/80 1/80 1/80
YF004 0 0 0 0 1/320 1/320 1/320 1/640 1/640 1/640
YF005 0 0 0 0 1/320 1/160 1/160 1/320 1/320 1/160
YF006 0 0 0 0 1/320 1/320 1/80 1/80 1/80 1/640
YF007 0 0 0 0 1/160 1/320 1/320 1/320 1/160 1/160
YFO008 0 0 0 0 0 1/1280 1/1280 1/1280 1/640 1/640
YF009 0 0 0 0 1/640 1/640 1/640 1/640 1/1280 1/1280
YF010 0 0 0 0 1/2560 1/2560 N/D N/D N/D N/D
YFO11 0 0 0 0 1/1280 1/1280 1/1280 1/1280 1/320 1/320
YF012 0 0 0 0 1/640 1/640 1/640 1/640 1/640 320
YFO013 0 0 0 0 1/640 1/640 1/640 1/640 1/640 1/640
YF014 0 0 0 0 1/1280 1/1280 1/1280 1/1280 1/640 1/640
YF015 0 0 0 0 1/320 1/320 1/320 1/320 1/160 1/160
YFO016 0 0 0 0 1/640 1/640 1/640 1/640 1/640 1/640
YF017 0 0 0 0 1/160 1/160 1/160 1/160 1/80 1/40
YF018 0 0 0 0 1/640 1/640 1/640 1/640 1/640 1/320
YFO019 0 0 0 0 1/160 1/160 1/160 1/160 1/160 1/160
YF020 0 0 0 0 1/640 1/640 1/640 1/640 1/320 1/320

YF17D-specific seroconversion by each volunteer after vaccination was assessed by measuring the titer of neutralizing antibodies in all available
plasma samples pre- (day 0) and post-vaccination (days 3, 7, 10, 14, 28, 60, 90, 180 and 365). To do so, the plaque reduction neutralization assay
(Stefano, I, HK. Sato, C.S. Pannuti, .M. Omoto, G. Mann, M.S. Freire, AM. Yamamura, P.F. Vasconcelos, G.W. Oselka, LW. Weckx, et al. 1999. Vaccine.
17:1042-1046) was performed in Dr. Rafi Ahmed's laboratory. N/D, Not determined.



Supplemental Table 3. In vivo vaccination and in vitro primary immune
response against YF17D yield similar gene signatures

Whole blood Montreal Whole blood Lausanne VaxDesign
BACH1
BACH2
CBFA2T2
CEBPA
CEBPB CEBPB
CRX
CUTL1
E2F1
E2F4
ETS2 ETS2 ETS2
FOXF2
FOXO1A
FOXO3 FOXO3
GATA1l GATA1l
GATA4
GATA®6
HNF4A
HSF1
IRF1 IRF1 IRF1
IRF2 IRF2
IRF7 IRF7 IRF7
IRF8 IRF8 IRF8
JUN JUN
LMO2
MLLT7 MLLT7
POU2F1
POUG6F1
REL
RORA
SRF
STAT1 STAT1 STAT1
TAL1
TBP
TFAP4
TFDP1
VDR
VSX1

Comparison of the transcription factors (with predicted target genes showing a specific modulation) identified by ICA and gene set enrichment
analysis. Whole blood (PaxGene tubes) pre- and post-vaccination versus VaxDesign MIMIC system. Transcription factors identified in both analyses are
highlighted.



Supplemental Table 4. In vivo vaccination and in vitro primary immune response against YF17D induce common gene
sets

g-value
Gene Set Name Montreal Lausanne VaxDesign
GRANDVAUX_IFN_NOT_IRF3_UP 1.31E-012 4.87E-015 1.09E-009
RADAEVA_IFNA_UP 1.33E-016 1.30E-018 6.73E-015
WIELAND_HEPATITIS_B_INDUCED 2.58E-012 4.78E-009 6.11E-011
UV-CMV_UNIQUE_HCMV_6HRS_UP 3.63E-009 4.52E-009 4.15E-005
CMV-UV_HCMV_6HRS_UP 1.01E-012 7.23E-014 2.63E-006
IFNA_UV-CMV_COMMON_HCMV_6HRS_UP 2.14E-015 1.68E-019 1.23E-007
GRANDVAUX_IRF3_UP 2.16E-006 5.41E-007 3.13E-005
DER_IFNB_UP 5.67E-017 1.31E-016 2.70E-008
DER_IFNG_UP 1.01E-007 6.10E-009 2.59E-007
BECKER_IFN_INDUCIBLE_SUBSET_1 2.64E-005 2.17E-005 0.000167804
DER_IFNA_UP 1.17E-016 9.46E-017 9.18E-009
CMV_HCMV_TIMECOURSE_12HRS_UP 1.18E-010 1.28E-012 8.71E-008
HPV31_DN 6.18E-005 0.000621834 9.46E-006
IFNALPHA_NL_HCC_UP 1.10E-007 2.33E-011 6.51E-007
IFNALPHA_NL_UP 2.54E-010 1.04E-013 3.91E-008
DAC_IFN_BLADDER_UP 1.07E-007 1.29E-008 7.30E-009
CMV_8HRS_UP 2.32E-007 3.45E-010 3.78E-006
IFNA_HCMV_6HRS_UP 3.17E-026 6.02E-029 1.89E-009
CMV_ALL_UP 6.50E-006 6.09E-008 0.000205016
REOVIRUS_HEK293 UP 2.17E-006 1.29E-008 2.31E-005
IFNALPHA_HCC_UP 1.74E-008 1.84E-011 1.23E-007
IFN_BETA_UP 5.28E-012 2.43E-010 4.40E-006
IFN_ALPHA_UP 1.31E-012 1.70E-012 8.47E-007
IFN_ANY UP 3.23E-011 1.27E-010 5.30E-005

Common gene sets identified in the Montreal, Lausanne, and VaxDesign microarray data by ICA and gene set enrichment (fdr < 0.001) using the
MSigDB c2 "curated gene sets" database.



Supplemental Table 5. Viremia following YF vaccination is variable
Days post-vaccination

Volunteer ) 3 = 0 8 50
YFO001 21.00 21.00 6920.79 207.72 21.00 N/D
YF002 21.00 24.76 21.00 21.00 21.00 N/D
YFO003 21.00 21.00 21.00 21.00 21.00 N/D
YF004 21.00 22.36 1067.59 21.00 21.00 N/D
YFO005 21.00 1027.43 616.32 21.00 21.00 N/D
YF006 21.00 21.00 479.03 21.00 21.00 N/D
YFO007 21.00 21.00 21.00 74.15 21.00 N/D
YF008 21.00 21.00 21.00 21.00 21.00 N/D
YF009 21.00 21.00 255.35 28.89 21.00 N/D
YF010 21.00 21.00 185.39 21.00 21.00 N/D
YFO11 21.00 26.21 1593.71 21.00 21.00 N/D
YF012 21.00 143.65 335.86 21.00 21.00 N/D
YF013 21.00 2580.65 21.00 21.00 21.00 N/D
YF014 21.00 390.06 747.12 70.35 N/D 21.00
YF015 21.00 21.00 331.68 21.00 21.00 N/D
YF016 21.00 21.00 1316.12 21.00 N/D 21.00
YFO17 21.00 45,56 108.67 21.00 21.00 N/D
YF018 21.00 21.00 673.54 52.36 21.00 N/D
YF019 21.00 23.01 32.80 21.00 21.00 N/D
YF020 21.00 21.00 34.72 21.00 21.00 N/D

N/D Not determined. Viremia after YF17D vaccination was assessed for each volunteer by determining the number of YF17D viral particles in plasma
samples obtained at day 0, 3, 7, 10 and 28. When day 28 samples were not available, day 60 samples were used instead. The method used was the
TagMan real-time PCR assay (Applied Biosystems, Foster City, CA), and was performed in Dr. Rafi Ahmed's laboratory at the Emory Vaccine Center in
Atlanta. Numbers are expressed as viral particle per milliliter of plasma. The detection limit of the assay was 21 copies per ml.



