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M4332: GSE20366 TREG VS NAIVE CD4 TCELL DEC205 CONVERSION UP

M7159: GSE15735 2H VS 12H HDAC INHIBITOR TREATED CD4 TCELL UP

M7289: GSE18893 TCONV VS TREG 24H CULTURE DN

M7427: GSE16451 CTRL VS WEST EQUINE ENC VIRUS IMMATURE NEURON CELL LINE UP
M5072: GSE32423 MEMORY VS NAIVE CD8 TCELL UP

M2925: GSE13522 WT VS IFNAR KO SKIN DN

M8900: GSE37301 PRO BCELL VS RAG2 KO NK CELL DN

M5385: GSE3982 MEMORY CD4 TCELL VS BCELL DN

M5737: GSE7852 LN VS THYMUS TREG UP

M5727: GSE7852 TREG VS TCONV LN UP

M5035: GSE30083 SP2 VS SP4 THYMOCYTE DN

M9263: GSE40068 CXCR5NEG BCL6NEG CD4 TCELL VS CXCR5POS BCL6NEG TFH DN
M9262: GSE40068 CXCR5POS BCL6POS TFH VS CXCR5NEG BCLE6NEG CD4 TCELL DN
M2932: GSE13522 WT VS IFNAR KO SKIN UP

M8125: GSE19941 LPS VS LPS AND IL10 STIM IL10 KO MACROPHAGE DN

M6577: GSE5455 HEALTHY VS TUMOR BEARING MOUSE SPLEEN MONOCYTE 24H INCUBATION UP
M6576: GSE5455 HEALTHY VS TUMOR BEARING MOUSE SPLEEN MONOCYTE DN

M6550: GSE5142 CTRL VS HTERT TRANSDUCED CD8 TCELL EARLY PASSAGE CLONE DN
M9207: GSE40666 WT VS STAT1 KO CD8 TCELL DN

M380: GSE7219 UNSTIM VS LPS AND ANTI CD40 STIM DC UP
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Genes upregulated in

Ets1-SE’ naive T cells

M7420: GSE16450 CTRL VS IFNA 6H STIM MATURE NEURON CELL LINE UP

M9269: GSE39916 B CELL SPLEEN VS PLASMA CELL BONE MARROW UP

M2933: GSE13522 WT VS IFNAR KO SKING T CRUZI'Y STRAIN INF UP

M9262: GSE40068 CXCR5POS BCL6POS TFH VS CXCR5NEG BCL6NEG CD4 TCELL DN

M6316: GSE2935 UV INACTIVATED VS LIVE SENDAI VIRUS INF MACROPHAGE UP

M7430: GSE16450 IMMATURE VS MATURE NEURON CELL LINE 12H IFNA STIM UP

M5034: GSE30083 SP2 VS SP4 THYMOCYTE UP

M5690: GSE7460 TREG VS TCONV ACT UP

M7159: GSE15735 2H VS 12H HDAC INHIBITOR TREATED CD4 TCELL UP

M4575: GSE24142 DN2 VS DN3 THYMOCYTE FETAL DN

M5676: GSE7460 TCONV VS TREG THYMUS DN

M9765: GSE43863 TH1 VS LY6C INT CXCR5POS EFFECTOR CD4 TCELL DN

M9285: GSE39110 UNTREATED VS IL2 TREATED CD8 TCELL DAY6 POST IMMUNIZATION DN

M9201: GSE40443 INDUCED VS TOTAL TREG DN

M5030: GSE30083 SP1 VS SP4 THYMOCYTE DN

M9284: GSE39110 UNTREATED VS IL2 TREATED CD8 TCELL DAY6 POST IMMUNIZATION UP

M6567: GSE5679 PPARG LIGAND ROSIGLITAZONE VS ROSIGLITAZONE AND RARA AGONIST AM580 TREATED DC DN
M7010: GSE15330 LYMPHOID MULTIPOTENT VS MEGAKARYOCYTE ERYTHROID PROGENITOR IKAROS KO DN
M377: GSE7219 WT VS NIK NFKB2 KO DC UP

M6576: GSE5455 HEALTHY VS TUMOR BEARING MOUSE SPLEEN MONOCYTE DN
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Figure S6
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