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Suppl. Fig. 6
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Suppl. Fig. 6
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Suppl. Table 1a

76 genes bound by ThPOK + Runx3, DN in all OB11 subsets

136 genes bound by ThPOK +Runx3, UP in all OB11 subsets
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Suppl. Table 1b

132 genes bound by ThPOK only, DN in all OB11 subsets

286 genes bound by ThPOK only, UP in all OB11 subset:
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Suppl. Table 2a
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Suppl. Table 2b

1 Category

2 GOTERM_BP_DIRECT
3 GOTERM_BP_DIRECT
4 GOTERM_BP_DIRECT
5 GOTERM_BP_DIRECT
6 GOTERM_CC_DIRECT
7 | GOTERM_CC_DIRECT
35 KEGG_PATHWAY
36 KEGG_PATHWAY

1 Category

2 GOTERM_BP_DIRECT
3 GOTERM_BP_DIRECT
4 GOTERM_BP_DIRECT
5 GOTERM_BP_DIRECT
6 | GOTERM_BP_DIRECT
7 | GOTERM_BP_DIRECT
8  GOTERM_BP_DIRECT
36 |GOTERM_CC_DIRECT
37 | GOTERM_CC_DIRECT
38 | GOTERM_CC_DIRECT
39 | GOTERM_CC_DIRECT
97 KEGG_PATHWAY
98 KEGG_PATHWAY
99 KEGG_PATHWAY
100 KEGG_PATHWAY
101  KEGG_PATHWAY
102 KEGG_PATHWAY

54 |KEGG_PATHWAY

55 KEGG_PATHWAY
56 |KEGG_PATHWAY

57 KEGG_PATHWAY

58 KEGG_PATHWAY

59 KEGG_PATHWAY

60 |KEGG_PATHWAY

61 |KEGG_PATHWAY

David analysis: 76 genes DN in OB11, bound by ThPOK + Runx3

mmu04660:T cell receptor signaling pathway 7 3.723404 6.91E-04 LAT, PTPN6, PLCG1, FYN, RASGRP1, CD4, LCP2 83 101 7691 6.422164 0.105323
mmu04660:T cell receptor signaling pathway 7 3.723404 6.91E-04 LAT, PTPNG, PLCG1, FYN, RASGRP1, CD4, LCP2 83 101 7691 6.422164 0.105323
mmu04520:Adherens junction 6 3.191489 9.75E-04 PTPNG6, TCF7, FYN, TGFBR1, TGFBR2, CTNNB1 83 72 7691 7.721888 0.145284
mmu04390:Hippo signaling pathway 8 4.255319 0.001086 TCF7, FRMDS, BBC3, TGFBR1, SAV1, TGFBR2, SCRIB, CTNNB1 83 151 7691 4.90928 0.160475
ki ytoki P 9 4.,787234 0.004096 CCR7, TNFRSF1B, IL2RA, CXCRS, CCR4, TGFBR1, TGFBR2, IL4RA, CD27 83 242 7691 3.446132 0.483603
killer cell mediated 6 3.191489 0.005118 PRKCA, LAT, PTPNSG, PLCG1, FYN, LCP2 83 105 7691 5.295009 0.562277
killer cell mediated 6 3.191489 0.005118 PRKCA, LAT, PTPNS, PLCG1, FYN, LCP2 83 105 7691 5.295009 0.562277
mmu04664:Fc epsilon Rl signaling pathway 5 2.659574 0.005828 PRKCA, LAT, PLCG1, FYN, LCP2 83 68 7691 6.81343 0.609757
mmu04664:Fc epsilon Rl signaling pathway 5 2.659574 0.005828 PRKCA, LAT, PLCG1, FYN, LCP2 83 68 7691 6.81343 0.609757
mmu04015:Rap1 signaling pathway 8 4.255319 0.007609 PRKCA, LAT, PLCG1, RAPGEF6, RGS14, DOCK4, LCP2, CTNNB1 83 214 7691 3.464024 0.707638
mmu04640:Hematopoietic cell lineage 5 2.659574 0.012647 IL2RA, ITGAS, ILARA, CD2, CD4 83 85 7691 5.450744 0.871162
mmu05210:Colorectal cancer 4  2.12766 0.030557 TCF7, TGFBR1, TGFBR2, CTNNB1 83 64 7691 5.791416 0.993237
mmu04919:Thyroid hormone signaling pathway 5 2.659574 0.033108 PRKCA, ATP1B1, PLCG1, NCOA3, CTNNB1 83 114 7691 4.064151 0.995575
mmu04380:0steoclast differentiation 5 2.659574 0.045176 CAMKA4, FYN, TGFBR1, TGFBR2, LCP2 83 126 7691 3.677089 0.999414
David analysis: 132 genes UP in OB11, bound by ThPOK + Runx3
Term Count % Pvalue Genes ListTotal PopHits PopTotal Fold Enrict
GO:0006412~translation 18 6.896552 1.77E-05 EEF1A1, RPL19, SLC25A4, RPL26, RPL27A, RPL36, EIFSA, EEF2, VARS, EIF4B, RPL30, RPS17, RPL 233 401 18082 3.483523
G0:0098609~cell-cell adhesion 12 4.,597701 3.39E-05 COBLL1, ZC3HAV1, PFKP, EEF1G, DNAJB1, STAT1, TAGLN2, CLINT1, VASP, PLEC, DDX6, EHD4 233 189 18082 4.927311
GO:0051607~defense responseto virus 10 3.831418 3.12E-04 IFIT3, PRF1, IFIH1, ZC3HAV1, BCL2, LYST, OAS3, IFNGR1, STAT2, Z8P1 233 167 18082 4.647015
G0:1901653~cellular response to peptide 4 1.532567 6.84E-04 PPP1R9B, KLF11, KLF4, KLF3 233 14 18082 22.1729
GO:0006414~translational elongation 5 1.915709 0.003057 EEF1A1, RPLP2, EIFSA, EEF1G, EEF2 233 47 18082 8.255867
GO:0034097~response to cytokine 6 2.298851 0.003869 IL12RB2, FOS, MCL1, BCL2, STAT1, JUNB 233 81 18082 5.74853
G0:0032456~endocytic recycling 4 1.532567 0.003893 EHD1, ARLAC, EHD3, EHD4 233 25 18082 12.41682
G 09615 response to virus 6 2.298851 0.00452 IFIT3, IFIH1, NPC2, ZC3HAV1, OAS3, EEF1G 233 84 18082 5.543225
G0:0051260~protein homooligomerization 8 3.065134 0.0138 ANXAS, PRF1, EEF1A1, CHMP4B, ITPR3, EHD1, EHD3, EHD4 233 197 18082 3.151478
GO:0051260~protein homooligomerization 8 3.065134 0.0138 ANXAS, PRF1, EEF1A1, CHMP4B, ITPR3, EHD1, EHD3, EHD4 233 197 18082 3.151478
G0:0051056~regulation of small GTPase mediated signal transd: 3 1.149425 0.021908 SIPA1L1, RAP1GAP2, ARHGAP26 233 18 18082 12.93419
G0:0002376~Immune system process 11 4.214559 0.026465 IFIT3, PRKCQ, IFIH1, NOD1, ZC3HAV1, PIK3CD, OAS3, SLAMF?, LY9, SEMA4A, Z8P1 233 383 18082 2.228869
GO:0051591"response to cAMP 4 1.532567 0.027648 FOS, DUSP1, STAT1, JUNB 233 51 18082 6.086678
G0:003C ~actin 6 2.298851 0.036342 ACTR2, PPP1R9B, TMSB10, IQSEC1, VASP, ARHGAP26 233 142 18082 3.279091
GO:0032496~response to lipopolysaccharide 7 2.681992 0.041883 IL12RB2, FOS, IL10RA, PLCG2, STAT1, JUNB, F2R 233 197 18082 2.757543
DAVID analysis: 281 genes DN in OB11, bound by ThPOK only,
Term Count % PValue Genes ListTotal PopHits PopTotal Fo
GO: signal 12 433213 0.019527 PRKD2, MAST4, TNS1, SPSB1, TIAM1, DGKD, PINK1, MAPK11, ARHGAP29, MYO9A, LATS2, DAPK1 244 400 18082 2.
G0:0030335"positive regulation of cell migration 8 2.888087 0.020154 IGF1R,S1PR1, ACTN4, TIAM1, CSF1, F2RL1, ITGB3, THBS1 244 203 18082 2.
‘peptidyl i ylation 6 2.166065 0.033864 PRKD2, MAST4, MYO3B, MAPKAPK3, PINK1, LATS2 244 133 18082 3.
G0:0016310~phosphorylation 15 5.415162 0.037551 ACVRL1, MYO3B, MAPKAPK3, CASK, PINK1, MAPK11, DBERTDS82E, LATS2, DAPK1, GALK2, IGF1R, PRKD2 244 612 18082 1.
GO:0005769early endosome 10 3.610108 0.002846 SH3GL3, CYTIP, NRP1, LDLR, ATP9A, MIB2, F2RL1, INPPSF, EEAL, RIN3 256 226 19662 3.
G0:0016020~membrane 109 39.35018 0.014493 DYNCLLI2, IL6ST, F2RL1, CAPZA1, CASK, CD52, VIPR1, SLC26A11, SYP, KIF13A, PTGIR, S1PR1, TIAM1, UM 256 6998 19662 1.
mmu04015:Rap1 signaling pathway 9 3.249097 0.006544 PRKD2, IGF1R, TIAM1, CSF1, SIPA1L2, MAPK11, ITGB2, ITGB3, THBS1 101 214 7691 3.
mmu05205:Proteoglycans in cancer 7 2.527076 0.048433 IGF1R, HIF1A, TIAM1, MAPK11, ITGB3, THBS1, ITPR2 101 203 7691 2.
DAVID analysis: 432 genes UP in OB11, bound by ThPOK only,
Term Count. % PValue Genes ListTotal PopHits F
GO:0009615~response to virus 24 5607477 1.43E-19 BST2, TBX21, RPS15A, RSAD2, CDK6, PIM2, CCLS, CXCL10, 1SG20, DDXS8, IFIT2, OASL2, IFI27L2A, DDX60, 387 84
GO:0006412~translation 43 10.04673 1.08E-17 RPL17, RPL36A, RBM3, EIF5, RPL15, RPL35, RPS15A, RPL38, RPS2, RPL39, RPS3, RPS26, RPS27, RPS28, RP 387 401
GO:0002376~immune system process 41 9.579439 7.42E-17 APOBEC3, HMGB2, PML, RSAD2, ISG20, B2M, NLRCS, OASL2, OASL1, ITCH, MX1, MX2, DHX58, SYK, CD7, Tl 387 383
GO:0051607~defense response to virus 27 6.308411 2.01E-15 APOBEC3, A230050P20RIK, RNASEL, SLFNS, PML, RSAD2, PMAIP1, CXCL10, ISG20, NLRCS, ISG15, OASL2, | 387 167
GO:0045071 of viral 13 3.037383 1.16E-12 APOBEC3, A230050P20RIK, RNASEL, BST2, FAM111A, RSAD2, CCLS, ISG20, ISG15, OASL1, EIF2AK2, MX2, / 387 32
GO:0045087~innateimmune response 34 7.943925 3.39E-11 APOBEC3, HMGB2, PML, RSAD2, ISG20, B2M, NLRCS, OASL2, OASL1, ITCH, MX1, MX2, DHX58, TEC, SYK, TL 387 400
GO:0035458~cellular response to interferon-beta 9 2.102804 2.07E-06 IRGM1, GBP6, IRGM2, IRF1, IFI47, TGTP1, TGTP2, GBP2, AIM2 387 a1
G0:0005840~ribosome 36 8.411215 1.19E-23 RPL17, RPL36A, RPL15, RPS15A, RPL38, RPS2, RPL39, RPS3, PRMT3, RPS26, RPS27, RPS28, RPL6, RPL31, | 403 188
G0:0022625~cytosolic large ribosomal subunit 22 5.140187 1.11E-16 RPL35A, RPL17, RPL36A, ZFP622, RPL1S, RPL35, RPL23A, RPL24, RPL38, RPL39, RPL28, RPL31, RPL6, RPL 403 91
GOl i in complex 33 7.71028 1.35E-13 RPL17, RPL15, RPL38, RPL39, RPS2, RPS3, RPS28, RPLE, RPL31, RPLPO, RPLY, RPLE, RPL3, RPL11, RPS20, 403 320
G0:0022627~cytosolic small ribosomal subunit 15 3.504673 2.08E-12 RPSA, RPS15A, RPS9, RPS6, RPSAX, RPS2, RPS3, RPS26, RPS27, RPS28, RPS16, RPS13, RPS20, RPS23, RPS2 403 53
mmu03010:Ribosome 37 8.64486 9.50E-26 RPL17, RPL36A, RPL15, RPL35, RPS15A, RPL38, RPS2, RPL39, RPS3, RPS26, RPS27, RPS28, RPL6, RPL31, R 205 145
mmu05168:Herpes simplex infection 19 4.439252 9.19E-06 GLTSCR2, RNASEL, H2-M3, SOCS3, PML, TNFSF14, TNFRSF14, CCLS, H2-Q6, H2-Q7, DDX58, H2-OA, JUN, IRt 205 208
mmu04612:Antigen processing and presentation 12 2.803738 9.40E-06 CTSL, KLRC2, H2-OA, H2-M3, H2-0B, IFNG, H2-T22, H2-T23, H2-Q6, H2-Q7, B2M, TAPBP 205 82
mmu04940:Type | diabetes mellitus 10 2.336449 3.27E-05 CPE, H2-OA, H2-M3, H2-08, IFNG, H2-T22, H2-T23, GZMB, H2-Q6, H2-Q7 205 62
mmu05332:Graft-versus-host disease 9 2.102804 5.89E-05 H2-OA, H2-M3, H2-0B, IFNG, H2-T22, H2-T23, GZMB, H2-Q6, H2-Q7 205 52
mmu05330:Allograft rejection 9 2.102804 1.02E-04 H2-OA, H2-M3, H2-08, IFNG, H2-T22, H2-T23, GZMB, H2-Q6, H2-Q7 205 56
mmu03010:Ribosome 10 3.831418 7.88E-04 RPL30, RPL19,RPS17,RPL21, RPL27A, RPL26, RPL36, RPLP2, FAU, RPL10A 132 145 7691 4.018286
mmu04630:1ak-STAT signaling pathway 10 3.831418 7.88E-04 IL12RB2, IRF9, IL2RB, STAT4, IL12RB1, IL10RA, PIK3CD, STAT1, IFNGR1, STAT2 132 145 7691 4018286
9 3.448276 0.002171 IRF9, PRKCQ, IL2RB, IFIH1, PIK3CD, OAS3, STAT1, IFNGR1, STAT2 132 136 7691 3.855782
:Herpes simplex infection 11 4.214559 0.002822 IRFS, FOS, IFIH1, SRSFS, SP100, GTF2I, OAS3, STAT1, DAXX, IFNGR1, STAT2 132 208 7691 3.08133
eoclast differentiation 8 3.065134 0.005586 IRF9, FOS, PLCG2, PIK3CD, STAT1, JUNB, IFNGR1, STAT2 132 126 7691 3.699375
mmu04380:Osteoclast differentiation 8 3.065134 0.005586 IRF9, FOS, PLCG2, PIK3CD, STAT1, JUNB, IFNGR1, STAT2 132 126 7691 3.699375
mmu05321:Inflammatory bowel disease (IBD) 5 1.915709 0.01778 IL12RB2, STAT4, IL12RB1, STAT1, IFNGR1 132 59 7691 4,937725
mmu05321:Inflammatory bowel disease (IBD) 5 1.915709 0.01778 IL12RB2, STAT4, IL12RB1, STAT1, IFNGR1 132 59 7691 4937725



