Table SI.
DAVID GO analysis, Biological process 4

1. WT(Dex-) va DKO (Dex-)

N ES Flki+ Dex- 72h
up 520 genes (500 DAIVID IDs) up 941 genes (910 DAVID IDs)
Term Count_|Fold Enrichment _|PValue _[Term Count_|Fold Enrichment | PValue
GO:0048513"organ development 79 2040 | 4.61E-10]GO:0002684 positive regulation of immune system process 30 3610 | 3.80E-09
GO:0048568”embryonic organ 22 3919 | 2.02E-07|G0:0050778 positive regulation of immune response 2 4374 | 462E-09
GO:0007517 muscle organ development 18 4391 | 7.16E-07GO:0050776 regulation of immune response 28 3634 | 121E-08
GO:0009888 tissue 35 2.355 | 5.20E-06GO:0001817"regulation of cytokine production 23 4102 | 350E-08
GO:0048468cell 33 2319 | 1.42E-05G0:00069547 response 29 3.195 | 1.07E-07
GO:0022008 neurogenesis 30 2399 | 2.11E-05G0:0048584 positive regulation of response to stimulus 2 3465 | 1.156-07
GO:0048754 branching of a tube 1 5078 | 577E-05|G0:0070192" involved in meiosis 8 11665 | 2.26E-06
GO:0060537 muscle tissue 13 4104 | 7.68E-05G0:0007129 synapsis 8 11665 | 226E-06
GO:0007399™nervous system 39 1961 | 8.27E-05(G0:0051240"positive regulation of mutticellular process 21 3.194 | 8.78E-06
% | G0:0045595"regulation of cell differentiation 23 2558 | 9.93E-05GO:0002697 regulation of immune effector process 15 4225 | 1.03E-05
GO:0060541 respiratory system 12 4.155 | 1.45E-04|GO:0048513 organ development 102 1520 | 1.12E-05
GO:0001763" of a branching structure 12 4122 | 1,56E-04|G0:0002699 positive regulation of immune effector process 1 5928 | 1.13E-05
GO:0030324”lung development 1 4255 | 255E-04 | GO:0002443 leukocyte mediated immunity 15 4178 | 1.17E-05
GO:0030323 respiratory tube development 1 4179 | 2.95E-04|GO:0051094 positive regulation of process 2 2780 | 1.75E-05
GO:0009887 organ i 29 2006 | 2.99E-04|G0:0002703 regulation of leukocyte mediated immunity 13 4604 | 2.02E-05
GO:0042692 muscle cell differentiatior 1 4037 | 391E-04]G0:0009888 tissue 49 1904 | 2.14E-05
GO:0045765 regulation of i 7 6.679 | 566E-04|GO:0002705 positive regulation of leukocyte mediated immunity 10 6.197 | 233E-05
G0:0035239"tube morphogenesis 13 3264 | 648E-04 igﬂgf:iﬂi;";zf:? immune 'es""gzz::f:;““y":::"a“if“sic recombination of immune 14 4131 | 287E-05
GO:0048598”embryonic 20 2392 | 7.35E-04|GO:0001819 positive regulation of oytokine production 12 4798 | 3.20E-05
GO:0051093 negative regulation of process 15 2850 | 8.22E-04|G0:0002474antigen processing and presentation of peptide antigen via MHC class I 7 10207 | 351E-05
down 32 genes (30 genes w/o Dnmt3a/b) (29 DAVID IDs) down 380 genes (378 genes w/o Dnmt3a/b) (369 DAVID IDs)
Term Count_|Fold Enrichment _|PValue _[Term Count_|Fold Enrichment | PValue
GO:0042127 egulation of cell proliferation 4 8880 | 6.61E-03]GO:0048513 organ development 60 2107 | 1.94E-08
GO:0048870™cell motility 3 12.617 | 1.87E-02|GO:0051252 regulation of RNA metabolic process 53 2080 | 285607
GO:0000902"cell 3 11596 | 2.19E-02(G0:0007399 nervous system 35 2303 | 3.04E-06
GO:0032989”cellular 3 10208 | 2.78E-02|G0:0015671 oxygen transport 5 26541 | 247E-05
GO:0045595 regulation of cell differentiation 3 9.283 | 3.31E-02|G0:0009887 organ 2 2556 | 2.82E-05
GO:0048522"positive regulation of cellular process 4 3619 | 7.09E-02|G0:0009888"tissue 27 2471 | 335E-05
GO:0048598”embryonic 19 3090 | 4.40E-05
GO:0015669"gas transport 5 22458 | 521E-05
s GO:0010628 ™ positive regulation of gene expression 22 2632 | 9.30E-05
g GO:0010557 positive regulation of macromolecule biosynthetic process 23 2534 | 107E-04
GO:0048468 cell 25 2380 | 121E-04
G0:0035107" 10 5077 | 152E-04
G0:0035108”limb moy 10 5077 | 152E-04
ﬁf{ﬂﬂﬁﬁfﬁ;‘l‘iﬁ‘“ regulation of nucleobase, nucleoside, nucleotide and nucleic acid 2 2519 | 1726-08
GO:0031328 positive regulation of cellular biosynthetic process 23 2433 | 191E-04
G0:0060173"limb 10 4907 | 1.98E-04
GO:0009891 positive regulation of bi process 23 2411 | 2.176-04
GO:0048522"positive regulation of cellular process 41 1814 | 220E-04
GO:0035113"embryonic 9 5418 | 248E-04
GO:0051173 positive regulation of nitrogen compound metabolic process 22 2442 | 261E-04
2 WT(Dex-) va WT (Dext)
N ES + Dex 0/72h Fiki+ Dex—/+ 72h
up 1096 genes (1087 DAIVID IDs) up 158 genes (155 DAVID IDs)
Term Count_|Fold Enrichment _|PValue _[Term Count_|Fold Enrichment | PValue
GO:0048513"organ development 163 1928 | 127E-17]G0:0007507 heart development 14 7.364 | 4.74E-08
GO:0048568”embryonic organ 43 3500 | 157E-12|G0:0003007"heart i 8 12681 | 287E-06
GO:0001944™ 39 3068 | 1.14E-09|GO:0048513 organ d 33 2.328 | 4.36E-06
GO:0048598”embryonic 47 2575 | 5.99E-09G0:0009888 tissue 18 3310 | 239E-05
GO:0001501 skeletal system development 40 2760 | 1.44E-08|GO:0048522"positive regulation of cellular process 2 2311 | 845E-05
GO:0048646™ structure formation involved in 46 2479 | 2.91E-08GO:0060541 respiratory system 8 7568 | 8.49E-05
GO:0048523 negative regulation of cellular process 104 1716 | 3.80E-08|GO:0009887 organ i 16 3.160 | 1.37E-04
GO:0009888 tissue 66 2035 | 5.14E-08|G0:0048729tissue 10 4920 | 1.83E-04
g | 60:0048562"embryonic organ 27 3208 | 1.45E-07|GO:0009952"anterior/posterior pattern formation 8 6.134 | 3.13E-04
GO:0043009”chordate embryonic 48 2242 | 2.94E-07|G0:0030324 lung development 7 7.398 | 350E-04
GO:0009792”embryonic development ending in birth or egg hatching 48 2221 | 3:88E-07|G0:0042573 retinoic acid metabolic process 4 27.601 | 366E-04
GO:00485147blood vessel i 29 2881 | 8.17E-07|G0:0030323 respiratory tube development 7 7.267 | 3.85E-04
GO:0000904”cell involved in differentiation 30 2783 | 1.05E-06G0:0042692 muscle cell differentiation 7 7018 | 464E-04
GO:0009887 organ i 59 1.954 | 1.14E-06| GO:0009799" determination of symmetry 5 13330 | 505E-04
GO:0001569 " patterning of blood vessels 10 8.195 | 1.40E-06|GO:0009855 determination of bilateral symmetry 5 13330 | 505E-04
GO:0048522"positive regulation of cellular process 106 1579 | 1.64E-06|G0:0060537 muscle tissue 7 6.038 | 1.03E-03
GO:0001525™ 22 3253 | 3.31E-06G0:0001944% 9 4223 | 1.26E-03
GO:0042127 regulation of cell proliferation 53 1938 | 564E-06(GO:0016101 i metabolic process 4 16758 | 1.65E-03
GO:0007399™nervous system 74 1704 | 6.75E-06| GO:0060429"epithelium development 9 3896 | 2.00E-03
GO:0007417 central nervous system development 40 2.132 | 1.14E-05|G0:0003002° jzati 8 4385 | 224E-03
down 1014 genes (986 DAVID IDs) down 50 genes (48 DAVID IDs)
Term Count_|Fold Enrichment _|PValue _[Term Count_|Fold Enrichment | PValue
GO:0051093 negative regulation of process 31 3086 | 7.43E-08]GO:0007399 nervous system deve 10 4525 | 1.85E-04
GO:0048513"organ development 17 1583 | 289E-07|GO:0007417 central nervous system development 7 7.330 | 2.75E-04
GO:0045596 negative regulation of cell differentiation 2 3214 | 4.73E-07|G0:0022008 neurogenesis 8 5757 | 3.10E-04
GO:0045595 regulation of cell differentiation 41 2390 | 5.17E-07G0:0030182"neuron differentiation 7 6.779 | 4.17E-04
GO:0042127 regulation of cell proliferation 51 2133 | 559E-07|G0:0007420"brain 3 8050 | 7.01E-04
GO:0048522"positive regulation of cellular process 95 1619 | 2.07E-06]G0:0000904cell mor involved in differentiation 5 9.113 | 1.87E-03
GO:0048468 cell 53 1951 | 447E-06(G0:0048468 cell 7 4427 | 373E-03
GO:0051252regulation of RNA metabolic process 99 1497 | 3.26E-05|G0:0007423"sensory organ development 5 7518 | 3.75E-03
£ [[G0:0048864”stem cell development 8 7.825 | 4.30E-05|GO:0050767 regulation of neurogenesis 4 11709 | 434E-03
3 |/GO:0048523 negative regulation of cellular process 82 1548 | 6.15E-05| GO:0048666"neuron 5 6617 | 589E-03
GO:0010556 regulation of macromolecule biosynthetic process 143 1351 | 6.89E-05|GO:0051960 regulation of nervous system development 4 10444 | 597E-03
GO:0060255 regulation of macromolecule metabolic process 158 1322 | 7.40E-05|GO:0048513 organ development 1 2556 | 6.05E-03
GO:0031326 regulation of cellular process 147 1340 | 7.756-05|G0:0010720"positive regulation of cell developr 3 24.665 | 6.16E-03
GO:0048646™ structure formation involved in 34 2006 | 8.43E-05G0:0000902”cell mor 5 6.253 | 7.17E-03
GO:0009889 regulation of process 147 1336 | 0.42E-05|G0:0060284 regulation of cell 4 9.721 | 7.276-03
GO:0007399™nervous system 62 1633 | _144E-04|GO:0009968 negative regulation of signal & 4 9.039 | 8.88E-03
GO:0009891 positive regulation of bi process 45 1817 | 147E-04|G0:0045597 positive regulation of cell differentiation 4 8832 | 0.45E-03
GO:0008284™positive regulation of cell proliferation 28 2218 | 1.62E-04|GO:0048812"neuron projection i 4 8782 | 9.60E-03
GO:0010557 positive regulation of macromolecule biosynthetic process 43 1825 | 1.92E-04|G0:0032989 cellular 5 5504 | 1.11E-02
GO:0045619regulation of lymphooyte differentiation 1 4267 | 2.08E-04| GO:0010648 negative regulation of cell 4 8310 | 1.12E-02




Table S1 (continued).

3. DKO(Dex-) va DKO (Dex+)

\ ES Dex+ 0/72h Flk1+ Dex—/+ 72h
up 1021 genes (1007 DAIVID IDs) up 531 genes (528 DAVID IDs)
Term Count | Fold Enrichment | PValue Term Count | Fold Enrichment | PValue
GO:0048513"organ development 135 1.769 | 1.51E-11]|GO:0048513 organ development 78 1.845 | 6.95E-08
G0:0042127"regulation of cell proliferation 53 2.146 | 2.60E-07|G0:0008016 regulation of heart 9 7.080 | 3.32E-05
G0:0043085 positive regulation of catalytic activity 32 2671 1.10E-06 | GO:0006936 muscle contraction 9 5.900 | 1.27E-04
G0:0045595 regulation of cell differentiation 41 2.314 | 1.17E-06|G0:0007507 heart development 16 2822 | 5.70E-04
GO:0001944™ 31 2.702 | 1.34E-06 [ GO:0048469 cell mat 9 4.720 | 6.03E-04
GO:0009888 " tissue 57 1.947 | 2.00E-06|GO:0044057 regulation of system process 14 2.740 | 1.86E-03
G0:0048754 branching of a tube 17 3.983 | 4.41E-06|G0:0008015 blood circulation 10 3.544 | 2.03E-03
G0:0048568"embryonic organ 29 2.622 | 5.63E-06 | GO:0015671 oxygen transport 4 14.304 | 2.29E-03
g G0:0051174"regulation of phosphorus metabolic process 33 2.389 | 8.13E-06 | GO:0060537 muscle tissue 11 3.182 | 2.42E-03
G0:0009887 organ i 52 1.907 | 1.09E-05)|GO:0003007 heart 8 4.252 | 2.65E-03
G0:0007507"heart development 27 2.638 | 1.14E-05|G0:0015669 gas transport 4 12.103 | 3.82E-03
G0:0048523" negative regulation of cellular process 87 1.590 | 1.28E-05)|G0:0060541 respi y system 10 3.172 | 4.29E-03
G0:0051338"regulation of transferase activity 25 2.737 | 1.39E-05G0:0001944" 15 2.360 | 4.70E-03
G0:0001763 of a branching structure 19 3.312 | 1.51E-05|G0:0009887 organ 27 1.788 | 4.79E-03
G0:0048522"positive regulation of cellular process 93 1535 | 2.43E-05]|GO:0007517 muscle organ development 12 2682 | 5.26E-03
GO:0048646™: structure formation involved in 36 2.149 | 2.92E-05|G0:0043436 oxoacid metabolic process 23 1.889 | 5.34E-03
G0:0001525; 19 3.113 | 3.55E-05[G0:0009888 tissue 28 1.726 | 6.42E-03
GO:0048729"tissue 27 2472 | 3.58E-05(G0:0048468 cell 27 1.738 | 6.86E-03
G0:0048514"blood vessel 24 2.641 | 3.83E-05G0:0030324 lung development 9 3.189 | 7.22E-03
G0:0000904 cell involved in iation 25 2.569 | 3.99E-05|G0:0030323 respiratory tube development 9 3.133 | 8.01E-03
down 1353 genes (1308 DAVID IDs) down 609 genes (601 DAVID IDs)
Term Count | Fold Enrichment | PValue Term Count | Fold Enrichment | PValue
GO:0048513"organ development 172 1.724 | 1.71E-13|GO:0048513 organ development 110 2.189 | 6.29E-16
G0:0007399"nervous system 103 2011 | 7.28E-12|G0:0009888 tissue 59 3.060 | 3.01E-14
G0:0051093"negative regulation of process 43 3.172 | 3.73E-11|G0:0001501 skeletal system development 31 3.600 | 2.44E-09
G0:0022008 " neurogenesis 72 2.235 | 1.80E-10|G0:0009887 organ i 46 2.563 | 1.06E-08
G0:0045595 regulation of cell differentiation 57 2.462 | 5.36E-10G0:0048523 negative regulation of cellular process 69 1916 | 1.70E-07
GO:0009888 " tissue 76 1.986 | 1.15E-08|GO:0060429 epithelium development 27 3.297 | 1.89E-07
G0:0030182"neuron differentiation 55 2.298 | 1.34E-08G0:0022603 regulation of structure 20 3.539 | 3.72E-06
GO:0048468 cell 73 1.992 | 2.06E-08|GO:0048598 embryonic 29 2673 | 4.19E-06
£ |GO:0048522 positive regulation of cellular process 128 1617 | 2.88E-08]|GO:0007399 nervous system 51 1.976 | 447E-06
3 G0:0045596" negative regulation of cell differentiation 33 3.023 | 3.27E-08|G0:0051093 negative regulation of process 22 3.221 | 4.83E-06
G0:0042127"regulation of cell proliferation 66 2.045 | 4.06E-08|GO:0035113 embryonic 14 4.776 | 6.54E-06
G0:0048666 " neuron 43 2.455 | 1.04E-07G0:0003002") i 21 3.247 | 7.43E-06
G0:0048523" negative regulation of cellular process 114 1595 | 4.07E-07]G0:0022612 gland m: 13 5.122 | 7.58E-06
G0:0022603 "regulation of structure 31 2.764 | 6.88E-07|GO:0048705 skeletal system 16 4073 | 8.48E-06
GO:0045165cell fate 26 2.949 | 1.95E-06 [ GO:0030182 neuron differentiation 30 2488 | 1.12E-05
GO:0048646™: structure formation involved in 46 2101 | 3.01E-06 [ GO:0060173 limb 15 4171 | 1.35E-05
GO:0048864"stem cell development 10 7.249 | 3.62E-06 | GO:0045595 regulation of cell differentiation 29 2486 | 1.64E-05
G0:0009952"anterior/posterior pattern formation 26 2.833 | 4.12E-06 | GO:0042330 taxis 14 4.251 | 2.36E-05
G0:0009887 organ i 64 1.796 | 6.18E-06|GO:0006935™ 14 4.251 | 2.36E-05
G0:0048863"stem cell differentiation 11 5.916 | 7.87E-06 | GO:0001763 morphogenesis of a branching structure 15 3.971 | 2.38E-05
4. WT(Dex+) va DKO (Dex+)
\ ES Dex+ 72h Flk1+ Dex+ 72h
up 368 genes (357 DAIVID IDs) up 896 genes (866 DAVID IDs)
Term Count | Fold Enrichment | PValue Term Count | Fold Enrichment | PValue
G0:0060415 muscle tissue morphogenesis 4 17.275 | 1.46E-03|GO:0070192" involved in meiosis 8 12.695 | 1.28E-06
G0:0022603 "regulation of structure 9 3.741 | 2.78E-03|G0:0007129 synapsis 8 12.695 | 1.28E-06
GO:0002834 regulation of response to tumor cell 3 33.317 | 3.27E-03|GO:0050776 regulation of immune response 22 3.107 | 8.06E-06
G0:0002837 regulation of immune response to tumor cell 3 33.317 | 3.27E-03|G0:0007127 meiosis I 9 6.937 | 3.22E-05
G0:0002833"positive regulation of response to biotic stimulus 3 33.317 | 3.27E-03|G0:0050778 positive regulation of immune response 17 3.372 | 4.20E-05
G0:0002839"positive regulation of immune response to tumor cell 3 33.317 | 3.27E-03|G0:0002684 positive regulation of immune system process 20 2619 | 2.33E-04
G0:0002836"positive regulation of response to tumor cell 3 33.317 | 3.27E-03(G0:00069547i response 21 2518 | 2.63E-04
G0:0051240"positive regulation of multicellular process 8 3.815 | 4.96E-03|G0:0002474 antigen processing and pi of peptide antigen via MHC class | 6 9.521 | 2.90E-04
g G0:0031349"positive regulation of defense response 5 6.819 | 6.02E-03|G0:0048477 cogenesis 8 5.534 | 4.99E-04
G0:0006954” response 9 3.110 | 8.33E-03|G0:0048584 positive regulation of response to stimulus 18 2611 | 544E-04
G0:0045089"positive regulation of innate immune response 4 8.638 | 1.08E-02G0:0006958™ activation, classical pathway 7 6.295 | 6.92E-04
GO:0048729 " tissue 9 2.940 | 1.15E-02G0:0007292 female gamete generation 9 4.336 | 9.86E-04
G0:0002831regulation of response to biotic stimulus 3 17.940 | 1.16E-02| GO:0002253 activation of immune response 11 3.451 | 1.25E-03
G0:0002705 positive regulation of leukocyte mediated immunity 4 7.774 | 1.44E-02| GO:0016338 calcium: cell-cell adhesion 6 7.038 | 1.31E-03
G0:0003007"heart i 5 5.253 | 1.48E-02|G0:0002699 positive regulation of immune effector process 8 4.692 | 1.39E-03
G0:0045954 positive regulation of natural killer cell mediated cytotoxicity 3 15.548 | 1.53E-02|GO:0031347 regulation of defense response 12 3.143 | 1.47E-03
G0:0045429"positive regulation of nitric oxide process 3 15.548 | 1.53E-02|GO:0051327"M phase of meiotic cell cycle 11 3.372 | 1.49E-03
G0:0051130 positive regulation of cellular organization 6 3.823 | 2.02E-02|G0:0007126 meiosis 11 3.372 | 1.49E-03
G0:0002699"positive regulation of immune effector process 4 6.760 | 2.09E-02|G0:0002455 humoral immune response mediated by circulating 7 5.395 | 1.62E-03
G0:0045088"regulation of innate immune response 4 6.760 | 2.09E-02|G0:0002443 leukocyte mediated immunity 11 3.334 | 1.62E-03
down 277 genes (275 genes w/o Dnmt3a/b) (264 DAVID IDs) down 539 genes (529 DAVID IDs)
Term Count | Fold Enrichment | PValue Term Count | Fold Enrichment | PValue
GO:0048646 ™ structure formation involved in m 23 5.110 | 6.39E-10|GO:0048513 organ dt 98 2.264 | 2.82E-15
GO:0001829" cell differentiation 7 35.481 | 2.23E-08|G0:0007399 nervous system 55 2474 | 811E-10
GO:0048513"organ development 46 2.243 | 1.46E-07|G0:0009888 tissue 43 2.589 | 2.50E-08
GO:0001825 blastocyst formation 7 25.804 | 1.96E-07|G0:0001501 skeletal system development 27 3.639 | 2.64E-08
GO:0019827 stem cell 7 25.804 | 1.96E-07|G0:0009887 organ i 41 2.652 | 2.94E-08
GO:0048864"stem cell development 7 24.682 | 2.62E-07|G0:0051093 negative regulation of process 23 3.910 | 1.03E-07
G0:0007498 mesoderm development 9 12371 | 5.57E-07|GO:0048522 positive regulation of cellular process 67 1.950 | 1.17E-07
GO:0048863"stem cell differentiation 7 18.313 | 1.76E-06 | GO:0048562 embryonic organ 19 4.533 | 1.936-07
£ ||G0:0048568 embryonic organ 14 4.711 | 8.31E-06|G0:0048598 embryonic 29 3.103 | 2.156-07
3 G0:0048598”embryonic 17 3.840 | 8.52E-06|GO:0048705 skeletal system 17 5024 | 2.48E-07
G0:0043009"chordate embryonic 18 3.467 | 1.60E-05|G0:0048568 embryonic organ 23 3.666 | 3.18E-07
G0:0009792 embryonic development ending in birth or egg hatching 18 3435 | 1.81E-05(G0:0048732"gland 20 3.900 | 8.94E-07
G0:0009952"anterior/posterior pattern formation 11 5.831 1.84E-05 | GO:0045596 " negative regulation of cell differentiation 19 4010 | 1.20E-06
G0:0051093"negative regulation of process 13 4.665 | 2.19E-05| GO:0001655 urogenital system 17 4.473 | 1.22E-06
GO:0048468 cell 21 2.787 | 5.76E-05|G0:0007411 axon guidance 14 5488 | 1.42E-06
G0:0003002" 12 4.548 | 6.52E-05G0:0022612 gland m 13 5.945 | 1.63E-06
G0:0009887 organ 20 2.731 1.21E-04| GO:0030182"neuron differentiation 29 2.792 | 1.81E-06
G0:0042472 inner ear 7 8473 | 1.66E-04(G0:0001763" of a branching structure 15 4.610 | 4.38E-06
GO:0001944™ 12 3.893 | 2.57E-04(G0:0001944™ 21 3.227 | 8.36E-06
G0:0000904 cell involved in iation 11 4.208 | 2.82E-04| GO:0045595 regulation of cell differentiation 27 2.687 | 8.85E-06




