Table $8. Lung genes (n=491) significantly different between wild-type (Gsr-WT)
Fold Change (FC) - Blue(-): fold decreased in neonate-02, Red : fold increased in neonate-02.

d glutathi

-KO) mice at 56 davs post-hy

Fold Difference (FD) - Blue(-): fold lower in neonate-02/Gsr-KO, Red : fold higher in neonate-02/Gsr-KO.
P (Genotype) p (Exposure)

0003293092

09879734

0.48563203

0001954865

5782.0254
3107118

5264.8296

4175.985

4746.6978

u:m/HeN,Am(nw) [CJN/NeN‘OZHrm) [Gsr+ Ka,Am[mw) ler-K0,0zltraw) RefSeq Transcript ID
49832 31038336

4616.7466

NM 001177713///NM 1 0.004570393
NM_001166627///NM_0t 0.001643861
NM 010731///XM 00651 4.38E-04
NM_144879///NR 02735 5.83E-04
NM 146244///XM 00651 4.96E-05
1022033 0004433935
NM 001039718///NM 0! 0.00722072
NM_011917///XM _0064¢ 0.008740946
NM 008587///XM 0064¢ 0.005747954
NM_001159925///NM_0t 0.003418639
NM 183136///XM 00651 0.002949097
NM_144856 000194979
NM 001142916///NM 0: 0.005038485
NM_172678///XM_0112¢ 0.007030516
NM 023566 0002995865
NM_001103165///NM_0t 0.008336045
NM 026290///XM 0112¢ 0.00461141
NM_001045484///NM_0t 0.006887504

NR 003248 0003199265
NM_025418///XM 00651 0.005756791
NM 029294 000900176

NM_001310617///NM_0: 0.003399813
NM 016664///NR 01548 7.79E-04
NM_181322///XM_0065 0.002191061

NM 019928 0001790778
NM_027105 9.92E05
NM 026152 0002219897

NM_145419///XM 00651 0.002779155
NM 027790///XM 00651 0.007577031
NM_001040136///NM_0t 0.002372618
NM 010672 0005041123
NM_001001445///XM_0C 0.001886785
NM 008900///NR 02789 9.35E-05
NM_010133///XM _0112¢ 0.009554812
NM 019741///XM 0065 0.005664149
NM_001204371///NM_0: 8.46E-04
NM 001008548///NM 01 0.008909394
NM_028130///XM_0065¢ 0.005431023
0006872399
1007528 .
NM 001003405///NM 0: 0.008029391
NM_021408///XM_0112: 0.005145514
NM 001163431///NM 0: 0.003416215
NM_020291 X
NM 001276684///NM 0: 0.004606338
NM_053095///XM_00657 0.004510169
NM 030728///XM 0065( 0.008649893
NM_153079 0002693375
NM 145229 000920952
NM_011377///XM_00657 0.007035035
NM 001081345///NR 03 6.17E-05
NM_182928
NM 145707
NM_001291076///NM_0t 0.003071887
NM 145856///XM 0064¢ 0.00989496
NM_001033278///NM_0t 0.001794563
NM 001039653///NM 0: 0.00792512
NM_001077499///NM_0: 4.30E-04
NM 199013///XM 0065 0.007373505
NM_001311124///NM_0t 0.006409707
NM 181547 0002821125
NM_001033141///XM_0C 0.005054246
NM 008167///XM 0065( 0.008907643
NM_001110161///NM_0t 0.009731988
NM 001014425///NM 0: 0.00167196

NM_009602 0004250879
NR 002866 000593322

NM_023383 0002735607
NR 045613 0008422628

NM_019545///XM _0112¢ 0.008979796
NM 021604///XM 0065 0.002263975
NM_011039///XM 0065 0.009062278
NM 001039718///NM 0! 1.78E-04

NM_019991 0003396937
NM 001290691///NM 01 0.002553866
NM_008899 0006910339
NM 153390 331604

NM_001042592///NM_0: 0.005100506
NR 002855 0001057235

NM_178243///XR 38748 8.19E-04
NM 001312906///NM 01 0.006724545
NM_001159500///NM_0: 0.0086279
NM 001310066///NM 01 0.005057832
NM_020277///XM_0065C 8.68E-04

99

NM 0287 0005691088
NM_001081672 0009096509
NM 009580 0002353815

NM_011251///NM 02911 8.60E-04
NM 001081142///XM 0C 0.008913822

6713
NR 029552 0007227177
NM_054078///XM_00651 0.003576975
NM 144916 0005345917

NM_001168521///NM_1' 0.008979903
NM 130458///XM 00657 0.004144455
NM_001033323///NM_0t 0.005339456
NM 001162906///XM 0C 0.005057425
NM_174877///XM_0065( 1.31E-04

NM 009925 0003118436
NM_001005228///NM_0: 0.001181073
NM 010983///XM 0065( 0.006804544
NM_146188///XM_0065 0.006559955
NM 001161854///NM 01 0.00215218

da (2-way ANOVA, p < 0.01).

P (Genotype-Exposure) rc In WT (Air:02) rc In KO (Air:02) rn Awr 02vsKO02) Gene Symbol

Cyp26b1

Gene Title.

cytochrome P450, family 26, subfamily b, polypeptide 1

Gene Ontology Biological Process
0001709 // cell fate determination // inferred from mutant phenotype///0001768 // establishment of T cell polarity // inferred from mutant phe

Dynit1-ps1///Dynitia///Dynit1b///Dynl dynein light chain Tctex-type 1, pseuodogene 1///dynein light chi 0000132 // of mitotic 1/ inferred from mutant // transport // inferred from electronic a
2btb7a zinc finger and BTB domain containing 7a 000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from direct assav///0006351 // uans:nm-en, DNA-
Vash2 vasohibin 2 0001938 // positive regulation of endothelial cell proliferation // not // regulation of //inf I
Ros6ki1 ribosomal protein 56 kinase-like 1 0006468 // protein phosphorylation // inferred from electronic annotation///0007165 // signal transduction // not recorded///0016310 11 phosi
Oxct2a 3-oxoacid CoA transferase 2A 0006104 // succinyl-CoA metabolic process. // not recorded///0008152 // metabolic process // inferred from electronic annotation///0046950 //
r factor///zinc finger protein 91///2fp91-Cntf r 0007250 // activation of tivity // not 1/ JAK-STAT cascade // not recorded///0007275 // multi
Xm2 5.3 exoibonuciesse 0000738 // DNA catabolic process, not 39 // nucleob compound process // inferred
Mertk c-mer proto-oncogene tyrosine kinase 0001779 // natural killer celldifferentiation // inferred from genetic 11 protein
x4 paired box 4 0000122 // negative regulation of transcription from RNA polymerase Il promoter //inferred from direct asszv///uuuszn // transcription, DNA-
Spinks serine peptidase inhibitor, Kazal type 8 0010466 // negative regulation of peptidase activity // inferred from el " of
Slc22a7 solute carrier family 22 (organic anion transporter), member 7 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0015711 // org
d2 procollagen Iysine, 2-oxoglutarate 5-dioxygenase 2 0001666 // response to hvpoxia // inferred from elect 11 cellular response to hormone stimulus // inferred from elec
Acads acyl-Coenzyme A dehydrogenase family, member 9 0008152 // // inferred from elect " respiratory ch: lex | assembly // not rec
Mucz mucin 2 0002064 // epithelial cell development // inferred from mutant phenotype///0006915 // apoptotic process // inferred from mutant phenotvpe/
Pcbp2 poly(rC) binding protein 2 0002376 // immune system process // inferred from electronic " diated ubi -dependent protein cati
Arme12 armadillo repeat containing 12
0006351 // tr ti lated // inferred from elect // regulation of tr ti lated // infe
Foxizos forkhead box L2, opposite strand
Vps20-associated 1 homolog (S. cerevisiae) 0006810 // transport // inferred from electronic annotation///0015031 // protein (ranspan // inferred from electronic annotation///0046755 //
Prosti1 phosphoribosyl pyrophosphate synthetase 1-like 1 0008584 // male gonad /1 inferred from elect 61/
Akrtct aldo-keto reductase family 1, member C-like 0055114 // oxidation-reduction process // inferred from electronic annotation
Mtaa2 metastasis associated gene 2
ctcf CCCTC-binding factor 0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from mutant phenotype///0000122 // negative reg
Kika Kallikrein related-peptidase 4 (prostase, enamel matrix, prostate) 0006508 // proteolysis // inferred from electronic annotation///0006508 // proteolysis // ~///0022617 // extracellular matrix disassembly // in
Krtap26-1 keratin associated protein 26-1
Hogal 4-hydroxy-2-oxoglutarate aldolase 1 0008152 // i 11 inferred from electy 11 Rlvoxvlate catabolic process // not recorded///0019470 // 4+
Hikde1 hexokinase domain containing 1 0001678 // celluar glucose homeostasis // not recorded///0005975 // carbohydrate metabolic process // inferred from electronic annotation///
Dhrs2 dehydrogenase/reductase member 2 0008152 // i 11 inferred from electy 11 response to I inferred
Pdzd9 PDZ domain containing 9
Krtap6-1 keratin associated protein 6-1
Trov1 transient receptor potential cation channel, subfamily V, member 0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from mutant phenotype///0001659 // temperatur¢
2900092D14Rik///Pou3f3 RIKEN cDNA 2900092014 gene///POU domain, class 3, transcript 0000122 // negative regulation of transcription from RNA polvmerase Il promoter // not recorded///0001822 // kidney development // inferred
En1 engrailed 1 000122 // negative regulation of transcription from RNA polymerase Il promoter // not recorded///0006355 // regulation of transcription, DNA
siezas solute carrier family 2 (facilitated glucose transporter), member ¢ 0006810 // transport // inferred from electronic annotation///0008643 // carbohydrate transport // inferred from electronic annotation///0015
Oprk1 opioid receptor, kappa 1 0006955 // immune response // not recorded///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein ct
Pdeza phosphodiesterase 24, cGMP-stimulated 0000122 // negative regulation of transcription from RNA polymerase Il promoter // not recorded///0003170 // heart valve development // infe
2fp15: zinc finger protein 157 0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0010453 // regulation of cell fate commitment ,
ossm:zsze DNA segment, Chr 9, ERATO Doi 292, expressed
8 cell CLL/lymphoma 6, member B 0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from direct assay
TIVA///TIVS trvpsin 4///trypsin S 0006508 // proteolysis // not recorded///0007586 // digestion // not recorded
Usher syndrome 24 (autosomal recessive, mild) 0007601 // visual perception // inferred from electronic annotation///0007605 // sensory perception of sound // not recorded///0035315 // hai
rmemzss transmembrane protein 258
off olfactory receptor 480 0007165 // signal transduction // inferred from elect 186 // receptor signaling pathway // not recorde
Arc activity regulated cytoskeletal-associated protein 0006897 // endocytosis // inferred from electronic annotation///0007010 // cytoskeleton organization // not recorded///0007275 // multicellul:
n24 interleukin 24 0006915 // 1/ inferred from elect " i se // not 1 i
cemip cell migration inducing protein, hvaluronan binding 0007605 // sensory perception of sound // not recorded///0008152 // metabolic process // inferred o eecronc annotation///0010800 // pc
Nmur2 neuromedin U receptor 2 0002023 // reduction of food intake in response to dietary excess // inferred from mutant phenotype///0006816 // calcium ion transport // not
Av074887 CDNA sequence AY074887 0007050 // cell cycle arrest // inferred from direct assav///0008285 // negative regulation of cell proliferation // inferred from direct assav///00
sim2 single-minded homolog 2 (Drosophila) 0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from genetic interaction///0006351 // transcriptior
helicase DNA binding protein 2///RIKEN cDNA 18 0006351 // t ti 11 inferred from electy 11 regulation of t ti Iinf
Adm2 adrenomedullin 2. 0001525 // 1/ not // protein 1/ not 189 // adeny Gprc
0Obox3 oocyte specific homeobox 3 0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation
Snph syntaphilin 0006906 // vesicle fusion // not recorded///0045806 // negative regulation of endocytosis // not recorded
nz interleukin 17F 0006029 // proteoglycan metabolic process // inferred from electronic annotation///0006954 // inflammatory response / inferred from electrol
Rmiz RMI2, RecQ mediated genome instability 2, homolog (s. cerevisia 0006260 // DNA replication // inferred from electronic annotation
e LIM homeobox protein 3 001890 // placenta development // inferred from genetic i VE ti lated // inferred from electronic an
senga sodium channel, voltage-gated, type Vil alpha 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sod
Iract immunity-related GTPase family, cinema 1 0008152 // i 11 inferred from electy otati
celfs CUGBP, Elav-like family member 5
Nostrin nitric oxide synthase trafficker 0006897 // endocytosis // inferred from electronic annotation///0045892 // negative regulation of transcription, DNA-templated // inferred fror
Ecscr. endothelial cell surface expressed chemotaxis and apoptosis regu 0001525 // angiogenesis // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///000693
Grid2 rlutamate receptor, ionotropic, delta 2 0006810 // transport // nferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0007157 // het
Ifitm7 interferon induced transmembrane protein 7 0009607 // response to biotic stimulus // inferred from electronic annotation
orc1 origin recognition complex, subunit 1 0006260 // DNA replication // traceable author statement///0048661 // positive regulation of smooth muscle cell proliferation // not recorded/,
chrnb2 cholinergic receptor, nicotinic, beta polypeptide 2 (neuronal) 0001508 // action potential // inferred from genetic interaction///0001508 // action potential // inferred from mutant phenotype///0001661 //
Diogos deiodinase, iodothyronine type ll, opposite strand
Aadac arylacetamide deacetylase (esterase) 0008152 // /1 inferred from elects 11 positive regulation of triglyceride catabolic process // inferrec
20572 zinc finger protein 572
Hao2 hydroxyacid oxidase 2 0018924 // mandelate metabolic process // not recorded///0019395 // fatty acid oxidation // not recorded///0051260 // protein homooligomer
Aam agrin 0001932 // regulation of protein phosphorvlation // not recorded///0001934 // positive regulation of protein phosphorylation // inferred from ¢
Pax7 paired box 7 0006338/ chromatin remodeling// nferred from mutant I red I
iliar factor///zinc finger protein 91///2fo91-Cntf r 0007250 // activation of ki tivity // not 1/ JAK-STAT cascade // not recorded///0007275 // multi
Priza1 prolactin family 2, subfamily a, member 1
Colga1 collagen, type IX, alpha 1 0001894 // tissue homeostasis / inferred from mutant 7 // growth plate cartil I inferred tic int
Pousf2 POU domain, class 3, transcription factor 2 0006351 // 1 ti lated // inferred from elect // regulation of t i lated // not
Pt peroxisomal, testis specific 1 0007283 // spermatogenesis // inferred from expression pattern///0043065 // positive regulation of apoptotic process // inferred from genetic
Arrdea arrestin domain containing 4 0051443 // positive regulation of ubiquitin-protein transferase activity // not recorded
laf2os insulin-like growth factor 2, opposite strand
Gm38440///Teddm2 predicted gene, 38440///transmembrane epididymal family member 2
Hnfaa hepatic nuclear factor 4, alpha 0006351 // t ti 11 inferred from electy 11 regulation of t ti Iinfc
Esrrb estrogen related receptor, beta 0001701 // in utero embryonic development // inferred from mutant n" cellular I/ inferr
Atf7 activating transcription factor 7 0000122 // negative regulation of transcription from RNA polymerase Il promoter // not A |
Troms transient receptor potential cation channel, subfamily M, membe 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006812 // cati
Tams transglutaminase 5 0018149 // peptide cross-linking // inferred from electronic annotation
Fama3b family with sequence similarity 43, member 8
201 zona pellucida glvcoprotein 1 0007338 // single fertilization // inferred from electronic annotation
Rbm6 RNA binding motif protein 6
cnad potassium voltage-gated channel, subfamily Q, member 4 0006810 // transport // nferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006813 // pot
93 RIKEN cDNA 4933415J04 gene

4933415104Rik
€78859///Mir138-2
Bazza

Tmem150a

Sarm1

sp7

A1414108///1asf9b
8IEO3RIk

2zar1

Col10a1

olfrz
Ketd1s
Csde1

expressed sequence C78859///microRNA 138-2
bromodomain adjacent to zinc finger domain, 2A

transmembrane protein 150A

sterile alpha and HEAT/Armadillo motif containing 1

Sp7 transcription factor 7

expressed sequence Al414108///immunoglobulin superfamily, m:

RIKEN cDNA 2410089E03 gene
zygote arrest 1
collagen, type X, alpha 1

histone cell cycle regulation defective homolog A (S. cerevisiae)

olfactory receptor 2

potassium channel tetramerisation domain containing 15
cold shock domain containing E1, RNA binding.

0042552 // myelination // inferred from direct assay///0071363 // cellular response to growth factor stimulus // inferred from direct assay
0000183 // chromatin silencing at rDNA // inferred from direct assay///0000183 // chromatin silencing at rDNA // inferred from mutant phenot:
0009056 // catabolic process // inferred from electronic annotation///0010506 // reglation of autophagy // not recorded

0002376 // immune system process // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotati
0001649 // osteablast differentiation // inferred from mutant 11 osteablast 11 ot

0007156 // homophilc cell adhesion via plasma membrane adhesion molecules // inferred from direct assay///0097151 // positive regulation of
0001736 // establishment of planar polarity // inferred from mutant phenotype///0001822 / kidney development // inferred from mutant pher
0007275 // multicellular organismal development // inferred from electronic annotation

0001649 // osteoblast differentiation // inferred from genetic // DNA repll dependent nucleosome assembly // v
0007165 // signal transduction // inferred from elects 186 // receptor signaling pathway // not recorde
0007275 // multicellular organismal development // inferred from electronic 0 // protein // inferred

0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0070966 // nuclear-transcribed mRNA catabolic




b (Genotvpe)

0067079976
472608
05848929

b (Exposure)

021107036

IC3H/HeN, Airliraw) [C3H/HeN, O2](raw) [Gsr-KO,

207.54068

36919514
182.87846
113.09846
95.011246
5743703

19.075214
24917446
405.39517
680.4418

19375986

28171118
34.81693
176.93309
117759346

14095334

irliraw) [Gsr-KO, O2](raw) RefSea Trans

17557349

NM 173013///><M 0065¢ 0.002610634
NM 026834 9.92€-04
NM_001038499///XM_01 0.004309912
NM 001122992///NM 0; 0.005040408
NM_018780 000139039
NM 007901 0001283399
NM_145368///XM_0065: 0.001136254
NM 178243///XR 38748 0.007412531
NM_001291059///NM_0t 0.001709672

NM 025829 0002868158
NM_080554///XM_0064¢ 0.003082986
NM 138660 000801959
NM_133738 0008024523
NM 001289499///NM 01 0.008848611
NM_026286 000264062

NM 001039669///NM 01 0.009470357
NM_027597///NM 02901 0.00455572
NM 146155///XM 00653 0.003402894
NM_021899 0008767488
NM 028472 0006768074
NM_183015///XM_0112¢ 0.003687942
NM 001301368///NM 0t 9.62E-04
NM_207260///XM 00651 0.00529755
0

NM_001093775///NM_0t 4.63E-04

NM 001293689///NM 1 0.009114787
NM_008777 0006414984
NM 001115009///NM 1 0.003712319
NM_033567 X

NM 010800///XM 0065¢ 0.003037736
NM_019950 000635217
NM 194269///XM 00657 0.007923021
NM_026021///NM 1471 0.009648492
NM 133968///XM 0065( 0.005585942
NM_024264///XM_0064¢ 0.008359906
NM 008648///XM 01123 0.001331851
NM_001243008///NM_0t 0.007453924
NR 046034 0007820836

=
<
8
g
g
g

NM_025807///XM 00651 0.005290066
NM 001013813///NM 01 0.004069697
NM_001311087///NM_0: 0.001640848
NM 001276481///NM 01 0.00318391
008269064
NM 013596///XR 38597 0.002299439
NM_001305058///NM_0: 1.32E-04

NM 053261 0006069575
NM_001164609///NM_0t 0.005994563
NM 026684 0008661822

NM_001114098///NM_1' 0.008244759
NM 001030306///NM 01 0.004193304
NM_170599///XM 00657 0.006957558
NM 001081349///NM 01 0.008336377
NM_001164272///NM_1 0.004722597
NM 010197///XM 00657 0.009466414
NM_173439 0004116373
NM 001039466///NM 1 0.005407464

NM_028448///XM 0065 0.005394633

NM 007555 00057721
NM_139311///XM 0065 0.009106273
NM 023048 0006746996

NM_019766///XM_0065¢ 7.27E-05
NM 026256///NM 02761 0.007059423

NM 008317///NM 0197! 0.009533374

NM_026308 0001724925
NM 001164572///NM 1: 0.008320594
NR_027799 0006529678

NM 028447///XM 00657 0.003934787
NM_010213///XM_0065¢ 0.009358832
NM 007929 0005424981
NM_024273///XM_00657 0.003428325
NM 007724///XM 00657 0.003245527
NM_001081977///NM_0t 0.00587098

NM 178357 0.007756139
NM_019927///XM_00651 0.002242934
NM 178922 0.005752772

NM_007548///XM_00651 0.001081343
NM 029332///XM 0065¢ 5.20E-04

XR_105363///XR_106545 0.006745132
NM 001099307///XM 01 8.34E-04

NM_010273 0009129996
NM 009252///XM 0112¢ 0.009824909
NM_001310444///NM_0t 0.007394345
NM 001159626///NM 0: 0.003981621

003966107

NM 172466///XM 00653 0.009653244
03604

NM 178421 0007055958

NM_001311131///NM_0t 0.002479407
NM 009313///XM 0065¢ 0.005357661
NM_001205025///NM_0t 3.66E-04

NM 001272057///NM 01 0.00386908
NM_001039154///NM_0t 0.00292166
NM 001109913///NM 0: 0.004534109
NM_028002///XM 00651 0.005793157
NM 177409 0006287248

b (Genotvpe-Exposure) FCin WT (Air:02) FCin KO (Ai

FD (WT 02 vs KO 02) Gene Symbol

Gene Title Gene Ontology Biological Process

Map1s microtubule-associated protein 15 0000226 // microtubule cytoskeleton organization // inferred from direct assay///0001578 // microtubule bundle formation // not recorded///0
Krtapd-6 keratin associated protein 4-6
Arsi anylsulfatase i 0008152 // // inferred from elect
Gmeb1 glucocorticoid modulatory element binding protein 1 0006351 // t ti 11 inferred from electy 11 regulation of t ti Iinfc
Sfros secreted frizzled-related sequence protein 5 0007275 // multicellular organismal development // inferred from electronic annotation///0008285 // negative regulation of cell proliferation /;
s1pr1 sphingosine-1-phosphate receptor 1 0001525 // angiogenesis // inferred from direct assay///0001955 // blood vessel maturation // inferred from mutant phenotype///0003245 // c:
Acnatz acy-coenzyme A amino acid N-acyltransferase 2 0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic
Gm38440///Teddm?2 predicted gene, mily member 2
B2 E74-like factor 2 0006351 //t ti lated // inferred from el 11 regulation of t i lated // infe
Eifde3 eukaryotic translation initiation factor 4E member 3 0006412 // translation // inferred from electronic annotation///0006413 // translational initiation // inferred from electronic annotation///000¢
Psmds. proteasome (prosome, macropain) 265 subunit, non-ATPase, 5 0043248 // proteasome assembly // inferred from electronic annotation///0070682 // proteasome regulatory particle assembly // not recorded
casc3 cancer susceptibility candidate 3 0000184 // nuclear-transcribed MRNA catabolic process, decay /[ inferred 1/ mRNA £
Antxr2 anthrax toxin receptor 2 0022414 // reproductive process // inferred from mutant phenotype///1901998 // toxin transport // inferred from mutant phenotype
Adarfa adhesion G protein-coupled receptor F4 0007165 // signal transduction // inferred from elects 166 // cel signaling pathway // inferred from elec
Ftmt ferritin mitochondrial 0006826 // iron fon transport // inferred from electronic annotation///0006879 // cellular iron fon homeostasis // not recorded/ /0006879 // ce
Iffo1 intermediate filament family orphan 1
Fam71d family with sequence similarity 71, member D
Ahdc AT hook, DNA binding motif, containing 1
Foxj2 forkhead box 12 0006351 // 1 ti lated // inferred from elect // regulation of t i lated // infe
Bmper BMP-binding endothelial regulator 0001657 // ureteric bud development // inferred from expression pattern///0002043 // blood vessel endothelial cell proliferation involved in spr
Cenb3 cyclin 83 0000079 // regulation of cyclin-dependent protein serine/threonine kinase activity // inferred from electronic annotation///0007049 // cell cycle
Cdkn2c cyclin-dependent kinase inhibitor 2C (p18, inhibits COK4) 0000079 // regulation of cyclin-dependent protein serine/threonine kinase activity // not recorded///0000082 // G1/5 transition of mitotic cell ¢
Ankrd3ac ankyrin repeat domain 34C
D8Ertds75e DNA segment, Chr 8, ERATO Doi 575, expressed
myt1l myelin transcription factor -like 0006351 //t ti lated // inferred from el 11 regulation of t ti d // inf
sic6at7 famil transporter), member 1' 0003333 // amino acid transmembrane transport // ~~///0006810 // (ransporl 11 inferred from electronic annotation///0006836 // neurotransm
Pah phenylalanine hydroxylase 0006558 // L-phenylalanine metabolic process // not process // inferred annot:
Svnra svnergin, gamma 0006810 // transport // nferred from elect // d viosis // inferred from elect 1// prot
cecrs cat eye syndrome chromosome region, candidate 6
Bhiha1s basic helix-loop-helix family, member a15 0006351 // t ti 11 inferred from electy 11 regulation of t ti e
Chsts 0) H 0005975 // 1/ inferred from elects metabolic process // infer
Moz MORN repeat containing 2
Zmynd19 zinc finger, MYND domain containing 19
Snapc2 small nuclear RNA activating complex, polypeptide 2 0006351 // t ti 11 inferred from electy 11 regulation of t ti Iinfc
Cyp27a1 cytochrome PAS0, family 27, subfamily 2, polypeptide 1 0008203 // cholesterol metabolic process // not recorded///0036378 // calcitriol biosynthetic process from calciol // not recorded///0055114 //
Mupd maior urinary protein 4 0006112 // energy reserve metabolic process // inferred from seauence or structural similarity///0006810 // transport // inferred from electroni
Col6a3 collagen, type VI, alpha 3 0010951 // negative regulation of endopeptidase activity // inferred from electronic annotation
Sle36atos solute carrier family 36 (proton/amino acid symporter), member 1, opposite strand
thrs cadherin-related family member 5 0007155 // cell adhesion // not recorded///0007156 // homaphilic cell adhesion via plasma membrane adhesion molecules // inferred from elec
C0a1///L0C102641618 component of oligomeric zolgi complex 1///conserved oligomeric 0000301 // retrograde transport, vesicle recycling within Golgi // not recorded///0006810 // transport / inferred from electronic annotation///t
Wdc WAP four-disulfide core domain 6A 0010466 // negative regulation of peptidase activity // not recorded///0010951 // negative regulation of endopeptidase activity // inferred frorr
Plopd phospholipid phosphatase 4 0006470 // protein /1 inferred from elect 11 phospholipid metabol 11 ot
Sle16as family 16 acid mem 0006810 // transport // inferred from elect 18// port // —///0034220 // ion transmembrane
Mami2 mastermind like 2 (Drosophila) 0007219 // Notch signaling pathway // inferred from seauence or structural similarity///0007219 // Notch signaling pathway // inferred from el
Kihde10 kelch domain containing 10
a1 dystroglvean 1 0002011 // morphogenesis of an epithelial sheet // inferred from mutant phenotype///0006509 // membrane protein ectodomain proteolyss //
DXErtd24ze DNA segment, Chr X, ERATO Doi 242, expressed
esr melanocortin 5 receptor 0007165 // signal transduction // inferred from elects 186 // receptor signaling pathway // inferred frc
Spata1g spermatogenesis associated 19 0007275 // multicellular organismal development // inferred from electronic annotation///0007283 // spermatogenesis // inferred from electror
Impa2 inositol (myo)-1(or 4)-monophosphatase 2 0006020 // inositol metabolic process // traceable author 11 inositol biosynthet I inferred
Smpda sphingomyelin phosphodiesterase 4 0006685 // sphingomyelin catabolic process // not vecarded///DuDSBES /1 sphingomyelin catabolic process // inferred from sequence or structur
Ndufb10 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10 0006810 // transport // nferred from elect 114 // process // inferred from electronic annotation
Mtclt microtubule crosslinking factor 1 0001578 // microtubule bundle formation // inferred from direct assay///0010506 // regulation of autophagy // inferred from electronic annota
Fam193a family with sequence similarity 193, member A
sf11 immunoglobulin superfamily, member 11 0007155 // cell adhesion // inferred from electronic annotation///0040008 // regulation of growth // inferred from electronic annotation
Sleasal solute carrier family 43, member 1 0006810 // transport // inferred from electronic annotation///0006865 // amino acid transport // inferred from electronic annotation///001580
Cpsf7 cleavage and polyadenylation specific factor 7 0006397 // MRNA processing // inferred from elects 11 protein not recorded
Faft fibroblast growth factor 1 0001525 // angiogenesis // inferred from electronic annotation///0001759 // organ induction // inferred from direct assav///0001934 // positivi
Fbxods F-box protein 45 0001764 // neuron migration // inferred from mutant phenotype///0006974 // cellular response to DNA damage stimulus // not recorded///00C
Trimas tripartite motif-containing 46
Rfel replication factor C (activator 1) 1 0000122 // negative regulation of transcription from RNA polymerase Il promoter // not recorded///0006260 // DNA replication // inferred fron
k3 ELK3, member of ETS oncogene family 0001525 // angiogenesis // inferred from mutant A t lated // inferred from elect; tati
Ubez2d3 ubiquitin-conjugating enzyme £20 3 0000209 // protein polyubiauitination // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006511 // ubiquitin-d
ctbp1 C-terminal binding protein 1 0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from mutant phenotype///0000122 // negative res
Cenpy centromere protein V 0001667 // Il migration // not cell cycle // inferred from electronic annotation///0007067 // mitotic m
BmpS bone morphogenetic protein 5 0001501 // skeletal system development // inferred from mutant phenotype///0001503 // ossification // inferred from electronic annotation///t
it myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 6
Asba ankvrin repeat and SOCS box-containing 4 0016567 // protein 11 inferred from electy 11 protein 11 inferred from direct /002
€ synthase E synthase 3 (cytosoli 0001516 // prostaglandin biosynthetic process // inferred from mutant phenotype///0001516 // prostaglandin biosynthetic process // not recorc
Potea POTE ankvrin domain family, member G
Prich protein kinase C, eta 0006468 // protein phosphorylation // not recorded///0010744 // positive regulation of macrophage derived foam cell differentiation // inferrec
Brda bromodomain containing 4 0000083 // regulation of transcription involved in G1/5 transition of mitotic cell cycle // not recorded///0001833 // inner cell mass cell proliferat
Pout POU domain, class 6, transcription factor 1 0006351 // 1 d // inferred from el 11 regulation of t 1 lated // infe
Hyal1///Nat6 inidase 1 0000302 // response to reactive oxvzen species // not recorded///0005975 // carbohydrate metabolic process // inferred from electronic annotz
Rpp21 ribonuclease P 21 subunit 0008033 // tRNA processing // not recorded///0042493 // response to drug // inferred from electronic annotation///0090501 // RNA phosphodi
Snrk SNF related kinase 0006468 // protein 11 ot 10// I inferred Il intracell
Tbrg3 transforming growth factor beta regulated gene 3
Prrct proline-rich coiled-coil 1
Fhiz four and a half LIM domains 3 0030036 // actin cytoskeleton organization // inferred from direct assay
Emp2 epithelial membrane protein 2 0001765 // membrane raft assembly // inferred from direct assav///0001913 // T cell mediated cytotoxicity // inferred from direct assav///0001
Timmdc1 translocase of inner mitochondrial membrane domain containing 1
Cnaaz cyclic nucleotide gated channel alpha 2 0006810 // transport // nferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006813 // pot
Rnf144a ring finger protein 144A 0000209 // protein /[ mot 1/ protein 1/ inferred from el /1
Kif11 Kruppel-like factor 11 0000083 // regulation of transcription involved in G1/5 transition of mitotic cell cycle // not recorded///0000122 // negative regulation of transc
Arih1///6Gm20199 ariadne ubiquitin-conjugating enzyme E2 binding protein homolo 0000209 // protein 1/ not 1// ubi -depend bolic process // inferred from physical inte
Hic2 hypermethylated in cancer 2 0006351 // t ti 11 inferred from electy 11 regulation of t ti Iinf
Prdm1 PR domain containing 1, with ZNF domain 0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from direct assay///0000122 // negative regulatior
Akap13 A kinase (PRKA) anchor protein 13 0006468 // protein phosphorvlation // inferred from electronic 1// regulation of hypertrophy // not recorch
Iaftit insulin-like growth factor 1, intronic transcript
Gm7173 predicted gene 7173
Gai1 guanosine diphosphate (GDP) dissociation inhibitor 1 0015031 // protein transport // inferred from electronic annotation///0032482 // Rab protein signal transduction // inferred from sequence or s
Serpina3n serine (or cysteine) peptidase inhibitor, clade A, member 3N 0006953 // acute-phase response // inferred from electronic annotation///0010466 // neative regulation of peptidase activity // inferred from
Kdmé Iysine (K)-specific demethylase 6A 0001701 // in utero embryonic development // inferred from mutant phenotype///0001843 // neural tube closure // inferred from mutant phen
Haah hydroxvacyl glutathione hydrolase 0005975 // 11 not 11 lutathione metabolic process // not recorded///0006750 // glutathio
DsErtd102e DNA segment, Chr 5, ERATO Doi 102, expressed
Adamts18 a disintegrin-like and metallopeptidase (reprolysin tyoe) with thn 0001654 // eve development // not recorded///0006508 // proteolysis // inferred from electronic annotation///0090331 // negative regulation 1
D2Wsu107e DNA segment, Chr 2, Wayne State University 107, expressed
Nanost nanos homolog 1 (Drosophila) 0006417 // reglation of translation // inferred from electronic annotation///0010631 // epithelial cell migration // not recorded///0016477 //
Ubezv1 ubiquitin-conjugating enzyme E2 variant 1 0006301 // postreplication repair // —///0042275 // error-free postreplication DNA repair // inferred from genetic interaction///0043123 // por
Tacr1 tachkinin receptor 1 0002118 // aggressive behavior // not recorded///0002687 // positive regulation of leukocyte migration // not recorded///0003051 // angioten:
Jagn1 fagunal homolog 1 (Drosophila) 0002376 // immune system process // inferred from electronic annotation///0002446 // neutrophil mediated immunity // inferred from mutant
Adams a disintegrin and metallopeptidase domain 5 0006508 // proteolysis // inferred from electronic annotation
cdhs cadherin 8 0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecule
Hnrmpm heterogeneous nuclear ribonucleoprotein M 0000380 // alternative mRNA splicing, via spliceosome // not recorded///0000398 // mRNA splicing, via spliceosome // inferred from electronic
Dusal dihydrouridine synthase 4-like (. cerevisiae) 0002943 // tRNA synthesis // not 1/ RNA procesing /| inferted from eectronic anotation/0055114// o
Tram2 translocating chain-associating membrane protein 2 0006810 // transport // nferred from elect 11 protein transport // inferr n"
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NM 001081322///XM 0C 0.003057414
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P (Genotvpe-Exposure) FCin WT (Air:02)

FCin KO (Ai
1.1

2) FD (WT 02 vs KO 02) Gene Symbol
Re3h2

111 3h:
111 Sultze1
111 Mrpi30
111 Smim1012a
112 Mrps25
112 Tubala
112 Creg2
112 Scas
113 Krtap17-1
113 Stk3g
113 Cme2
113 Scp2
113 Mxd3
113 Frrst
114 Tspan33
114 cdc38
114 Cdh1s
114 Kif7
115 Tmprss1lg
115 Etohd2
115 srsf12
116 Voreb1///Vpreb2
117 Mybl1
117 Preb
124 sts

125 Pitp

127 Ling

127 Cxelz
128 2fo879
128 Rwdd3
134 Spata13
135 Plek2
135 Rotn
135 Myosc
136 slesat
140 Mettl14
143 Astn2
147 Tmem156
147 Cma1
176 mylz
181 xel3

Gene Title
ring finger and CCCH-type zinc finger domains 2
sulfotransferase family 1€, member 1
mitochondrial ribosomal protein L30

small integral membrane protein 10 like 2A
mitochondrial ribosomal protein 525
tubulin, alpha 1A

cellular repressor of E1A-stimulated genes 2
secretogranin

keratin associated protein 17-1
serine/threonine kinase 39

COX assembly mitochondrial protein 2
sterol carrier protein 2, liver

Max dimerization protein 3

ferric-chelate reductase 1

tetraspanin 33

coiled-coil domain containing 38

cadherin 15

Kruppel-like factor 7 (ubiquitous)
transmembrane protease, serine 11g
ethanol decreased 2

serine/arginine-rich splicing factor 12

pre-B lymphocyte gene 1///pre-B lymphocyte gene 2
myeloblastosis oncogene-like 1

prolactin regulatory element binding
steroid sulfatase

phospholipid transfer protein

lin-9 homolog (C. elegans)

chemokine (C-X-C motif) ligand 2

zinc finger protein 879

RWD domain containing 3

spermatogenesis associated 13

Gene Ontology Biological Process
0000209 // protein polyubiquitination // not recorded///0001782 // B cell homeostasis // inferred from genetic interaction///0009791 // post-e
0007565 // female pregnancy // inferred from mutant 11 estrogen metabol /1 inferred from direct

0032543 // mitochondrial translation // inferred by curator

0007017 // microtubule-based process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annota
0055114 // oxidation-reduction process // inferred from electronic annotation

0006810 // transport // inferred from electronic annotation///0006886 // intracellular protein transport // inferred from direct assay///000721¢

0001933 // negative regulation of protein phosphorylation // inferred from direct assay///0006468 // protein phosphorylation // not recorded//

0006637 // acyl-CoA metabolic process // traceable author 1/ steroid biosyntheti 1/ not o
0006351 // t ti lated // inferred from elect /1 regulation of t ti lated // infe
0006810 // transport // inferred from 114 // process // inferred from electronic annotation

0045747 // positive regulation of Notch signaling pathway // not recorded///0051604 // protein maturation // inferred from mutant phenotype,

0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecule
0006351 // t ti 11 inferred from el 11 regulation of t ti Iinf
0006508 // proteolysis // inferred from electronic annotation

0000381 // regulation of alternative mRNA splicing, via spliceosome // inferred from electronic annotation///0000395 // mRNA 5'splice site rec
0000902 // cell is // inferred from genetic i an production // inferred from genetic interactio
0006351 //t t lated // inferred from elect // regulation of t i lated // infe
0006351 // t ti 11 inferred from electy 11 regulation of t ti 11 ot
0006629 // lipid metabolic process // inferred from electronic annotation///0007565 // female pregnancy // inferred from electronic annotation
0006629 // lipid metabolic process // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0006¢
0006351/t ti lated // inferred from el /1 cell cycle // inferred from electronic annotation//
0001975 // response /1 inferred from elect Vi rewons: to molecule of bacterial origin // inferred fr
0006351 // tr ti lated // inferred from elect regulation of t t lated // not
0032088 // negative: regula(lnn of NF-kappa transcription factor activity // not recerded///0033235 11 positive regulation of protein sumovlatic
0016477 // cell migration // not /i assembly // not 1/ regulation of cell migration // no
0035556 // intracellular signal nansuucmn //inferred from electronic annotation

pleckstrin 2

repetin

myosin VC 0008152 // 1/ inferred from elect; " of secretory granule localization // not recorde
family 5 member 1 0001656 // 1/ inferred from mutant 1/ transport // inferred from electronic annotation///000t

methyltransferase like 14 0000398 // mRNA splicing, via spliceosome // not 39// compound metaboll Il inferred from e

astrotactin 2
transmembrane protein 156

chymase 1, mast cell

myosin, light polypeptide 2, regulatory, cardiac, slow
chemokine (C-X-C motif) ligand 3

2000009 // negative regulation of protein localization to cell surface // inferred from direct assay

0006508 // proteolysis // not recorded///0006518 // peptide metabolic process // inferred from electronic annotation///0016485 // Prcrtem pro
0002026 // regulation of the force of heart contraction // not 11 heart is // inferred fi
0002690 // positive regulation of leukocyte chemotaxis // not recorded///0006935 // chemotaxis // inferred from electronic znnmauan///unue




