Table 54. Lung genes (n=303) significantly different between wild-type (Gsr-WT)

d glutathi d

-KO) mouse

Fold Change (FC) - Blue(-): fold decreased by 02, Red : fold increased by 02.
Fold Difference (FD) - Blue(-): fold lower in Gsr-KO, Red : fold higher in Gsr-KO.

[C3H/HeN, Airliraw) ~ [C3H/HeN, O2(raw) [Gsr-KO, Airl(raw) [Gsr-KO, O2](raw)
12951744 23.972544 24953 863

803.40485

8977674

693 6152
92.97833 1910.9205
58.468548 28326384
66.22598 523.25354
338.56406 7321125
17.78789 14310919
44.905346 188.82568
71152824 3215579
118.66843 514.4454
49759773 345.17355
258.07495 1131.0095
12.981329 72.490616
43.795063 158.04631
38.48617 13662178
3255182 14147806
52.8892 217.84296
76.60803 2885503
30585264 118.26599
57.28121 213.16151
62.484314 188.89784
29.133148 82.44814
2690576 78.44409
32838654 160.28629
2839306 108.52695
45.98375 14336182
12.686517 32053776
107.61155 400.9013
91971664 187.01898
65316025 15230411
51451138 14178748
21105312 53.855396
1127098 27140237
62.840107 167.70041
48584885 1157181
704.48926 1400.4655
13474373 17004344
65.18649 15086432
17.868435 38.00067
58.277485 158.10065
29.245455 59.957985
49.297714 93.150215
52231308 95.71111
5067783 9175521
66.95816 111818275
5715084 106.38834
1273988 175.15425
63.87838 96.486305
66.46184 109.29928
2522052 7311003
179.4649 280.4809
44.463757 7922919
17410493 253.77637
572.9062 691.46515
109.64348 167.64255
238.4087 414.78268
10015029 196.65428
100.15029 196.65428
34192394 53.54504
176.43245 230.24855
80.86911 105.50224
39.058052 57.88118
7813614 179.08975
17262494 24954987
8065314 97.54203
765.13666 932.85004
125.14959 227.42311
808.37354 1209.0829
71817505 9237193
9256843 126336464
209.39975 26153027
114.83265 18192389
193.8662 387.0685
306.78854 412.1953
42730783 594.25494
245.13454 351577
50740044 57.446808
64.93632 85.38805
304.813 3927135
53.880287 6127484
3057263 375.90765
60.878212 78397514
22154189 199.62935
63.14047 89.07153
528922 665.83356
279.4079 28337735
59.45699 75.61617
44015057 49.84326
213.22421 350.23697
319.44034 384.72855
17101756 20277391
45236975 529.13464
31171408 366.01175
117.20409 156.49934
126.431366 1409552
608.2461 693.18225
468.3034 504.26685
77.07697 80.02457
2826.07 3448.2847
1888137 247.98503
48.467705 54.63674
15129774 17150165
245.01318 259.54437
665.82654 848.7779

hyperoxia exposure at PNDS (2-way ANOVA, p < 0.01).

RefSeq Transcript D p (Genotype-Exposure) FC (WT Air vs. oz] FC(KO_Airvs oz] FD (WT 02 vs Ko 02) Gene Symbol
0.001: 34,60

NM 001313949///NN 502453 025 Krt13
NM_008475 7.66E-04 4685 20552 21285 Krta

NM 177369 0008138205 1692 48.047 19.191 Myhg
NM_027416 0001268343 2702 7.901 9.258 Calmi3
NM 001272041///NN 0005731548 1502 21624 7.555 Actal
NM_001081123///XN 3.51E-04 -1336 8.045 5916 Arhgap36
NM 028798 0001839206 2.149 4205 5195 Crett
NM_028216 0008994052 2204 4519 4.918 Psca

NM 001101605///NN 0004987194 1909 4335 4.895 Ifit1bl1
NM 013456 0006323175 1117 6937 4.674 Actn3
NM 001164787///NN 0007458202 2649 4382 4.638 Sprr2a1///Sprr2a2///Spr2a3
NM 001033239 0002655688 1897 5584 4505 Cstat
NM 173385 0008461138 1536 3.609 4.497 cilp
NM_013505///XM_0C 0.001027153 -1.797 3550 4216 Dsc2

NM 007582 0001477798 1148 4306 4.045 Cacnal
NM_001199556///NN 0008563411 277 2119 4.012 AWS51984
NM 008476 0003816715 1745 3767 3836 Krtéa
NIM_008657///XM_0C 0008563787 371 3.867 3541 Myfs
NM 021508 0005267157 1204 3721 3382 Myoz1
NM_001081375///Nh 0.003077287 -1918 3.023 3.290 Cnfn

NM 001081157///X\ 0004109589 1435 2830 3.269 Lmod3
NM 001033131 0001616002 1412 2916 3167 Krtdap
NM 029569///XM 0C 0008152892 1020 4881 3122 Asbs
NM_009109///XM_0C 0.004861059 1151 3822 3.119 Ryr1

NM 007812///NM O1 0002387153 311 3.118 2.905 Cyp2a4///Cyp2a5
NM_001033233///XN 0.005475385 -1.554 2527 2889 Tmprssila
NM 026841 0007172686 1055 3725 2.888 Prr32
NM_001166030///XNv 0006050516 1553 2033 2744 Mylka
NM 027126///XM 0C 0003633969 1488 2332 2677 Hfez
NM_028202///XM_0C 0.003266004 1223 2756 2660 Kihl4o
NM 025867 0004822153 1685 2552 2,654 Serpinb11
NM 027011 282604 1436 2.408 2588 Krts

NM 146189///XM 0C 0002593064 1118 2669 2510 Mybpe2
NM_001313701///NK 0.004570136 -1.559 2382 2.484 Pkp1

NM 001136062///NN 000623778 1657 1988 2479 Eno3

NM 001013013 0007874813 2.147 1262 2453 Dhrs7c
NM 001204427 ///NN 0005044579 1574 2314 2441 sprr3
NM_009257///XM_0C 0.005070798 1326 2127 2.255 Serpinbs
NM 001007580///XI 0006615627 1,004 2713 2,060 Fndc3ct
NM_133743 00082285 1342 2,050 2030 Lypd3
NM 011097///XM 0C 0001508315 1352 1890 2018 Pitxt

NM 010866 0007260997 1053 1832 1989 Myod1
NM 009660///XM 0C 0.00955388 1563 1811 1963 Alox1s
NM_029723 145E-04 1400 1670 1.946 Dapl1
NM 001313969///NN 0008197373 -1.003 1862 1.850 Vip
NM_182992 0005565609 1347 1375 1820

NM 027158///XM 0C 0009496551 1349 1510 1.812 Upk3bl
NM_001313956///Nh 0.006492654 -1241 1645 1809 Krt14///Krt17
NM 001174170///NN 6.95€-04 1591 2899 1.796 Serpinb2
NIM_080451///XM_0C 000320693 1012 1563 1746 Synpoz
NM 024291///XM 0C 0001142978 1,064 1782 1697 Ky
NM_009849 499604 1186 1458 1669 Entpa2
NM 011224 891604 1239 1207 1643 Pyam
NM_009710///XM_01 0.002272682 -1.230 1529 1633 Art1

NM 019417///XM 0C 0003143793 -1.069 1740 1607 Pdiima
NM_001029978///Nh 3.74E-04 -1.067 1.964 1592 Tceal3///Tceals///Tcealé
NM 001029978///NN 374804 -1.067 1964 1,592 Tceal3///Tceals///Tceal6
NM_011377///XM_0C 1.98E-04 -1.105 1566 1574 sim2

NM 028627///XM 0C 0008840978 1215 1305 1551 psd
NM_009604///XM_0C 0.008793402 1250 1305 1536 Chrng
NM 011059 0007817438 1334 1482 1533 Padiz
NM_001122683///NN 0001848015 1178 2292 1525 Bdh1

NM 001290315///NN 0001969149 1145 1446 1.483 ladecd
NM_145137///XM_0C 0.00268434 1273 1209 1478 Mgi2

NM 001163487///NN 0008761895 1170 1219 1467 Pfkm
NM_007994 2.54E.04 1088 1817 1449 Fbp2

NM 010043 0008571621 1143 1496 1438 Des
NR_003964///NM_02 0.003581449 1431 1286 1423 Tubb2a-ps2///Tubb2b
NM 008125 5.92€-04 1194 1365 1414 Gib2
NM_153098 0005988242 -1.040 1209 1392 cd109
NM 023655///XM 0C 0008678827 1,090 1584 1384 Trim29
NM_025961 0002840333 1064 1997 1374 Gatm
NM 001199113///NN 0009768182 1246 1344 1365 Slc29a1
NM_001081185///NN 0001379344 1024 1391 1358 Finc

NM 001083334///NN 0001754733 -1.005 1434 1355 Bint
NM_001109761///Nh 0.007776634 -1.245 1132 1.332 Capn3
NM 008596///XM 0C 6.92€-04 1112 1315 1324 Sypl2
NM_001291185///NN 0006490774 1373 1288 1315 Aurka
NM 031169///XM 0C 7.776-05 -1.208 1137 1311 Kenmb1
NM_001289677///Nh 3.37€-04 -1112 1230 1309 Pacsin3
NM 023485///XM 0002857046 1155 1288 1.308 Sync
NM_001271402///NN 3.408:08 1590 1110 1276 Ephxz
NM 153776///XM 0C 000781204 1037 1411 1263 Tmem121
NM_016696///XM_0C 0.001291332 -1.050 1259 1251 Gpel

NM 177857///XM 0C 0.00610497 1161 1014 1248 Dennd2c
NM_009626///XM_0C 0.002682331 -1.104 1272 1246 Adh7

NM 010425 0009711027 1157 1132 1236 Foxd3
NM_001310604///NN 0.009136112 1098 1643 1232 Lgiz

NM 019699 00057259 1190 1204 1225 Fads2
NM_026865///XM_0C 0.002685172 -1.080 1186 1225 Ptges3l
NM 028030///XM 0C 0003395482 1076 1170 1216 Rby
NM_022419 0005477267 1168 1174 1216 Abhds
NM 007634///XM 0C 0007420719 1225 1335 1214 Conf
NM_008712///XM_0C 0.0081487 -1.057 1115 1180 Nost

NM 001313906///NN 0003380457 1038 1140 1.175 Prmts
NM_001141930///Nh 0.004160284 -1132 1077 1.163 Ctnnbip1
NM 026725 0007670673 1195 1038 1.161 Dusp23
NM_009503 0005723821 1036 1.220 1144 Vep

NM 001291105///NN 0008722606 1031 1313 1.140 £2f1
NM_007843 0005241432 1092 1127 1134 Defb1
NM 144816///XM 0C 0001639751 1058 1134 1.119 Rhbdl1
NM_001290461///Nh 0.001249709 -1.165 1.059 1119 zfpa28
NM 009272 0007591147 1057 1275 1117 srm

Gene Title.

keratin 13

keratin 4

myosin, heavy polypeptide 8, skeletal muscle, perinatal
calmodulin-like 3

actin, alpha 1, skeletal muscle

Rho GTPase activating protein 36

csteine-rich C-terminal 1

prostate stem cell antigen

interferon induced protein with tetratricoeptide repeats 18 like 1

actinin alpha 3

small proline-rich protein 21///small proline-rich protein 2A2///small pr

cystatin AL

cartilage i
desmocollin 2

calcium channel, voltage-dependent, gamma subunit 1
expressed sequence AWS551984

keratin 6A

myogenic factor 6

myozenin 1

cornifelin

leiomodin 3 (fetal)

keratinocyte differentiation associated protein

ankyrin repeat and SOCs box-containing 5

ryanodine receptor 1, skeletal muscle

protein, nucleotide.

Gene Ontology Biological Process

0007010 // cytoskeleton organization // not recorded///0009314 // response to radiation // inferred I " Nin
0007010 // not 1/ traceable author 1/ epithelial cell 1 infe
0003009 // skeletal muscle contraction // not recorded///0006936 // muscle contraction // 1/ metabol I inferred

0009612 // response to mechanical stimulus // inferred from elect 11 response lular stimulus // inferred from electronic annotation/
0007165 // signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation
16

0018149 // ng // not 1/ not recorded

0051607 // tovirus // not 11 tvpe linterferon signaling pathway // not recorded

0001649 / osteoblas diffrentiation //inferre from mutant phenatype///0006336 // muscle cotraction// nferefrom irect ass2y///0014728 / regulatin ofthe for
0008360 // regulation of cell shape / traceable author 11 epidermis Vi uth "

0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation o endopeptidase activity // —///0010951 //
0043569 // negative regulation of insulin-like growth factor receptor signaling pathway // not recorded

0007155 // cell adhesion // inferred from el adhesion via plasma membrane adhesion molecules // inferred from electror
0006810 // transport // inferred from electronic 11.// fon transport // inferred from electror 1/ calcium ion transport // infert
0055007 // cardiac muscle cell differentiation // inferred from mutant phenotype///0060923 // cardiac muscle cell Jf inferred from g

0002009 // morphogenesis of an epithelium // inferred from genetic interaction///0002009 // morphogenesis of an epithelium // inferred from mutant phenotype///0016
0001756 // somitogenesis // inferred from mutant // regulation of lated // inferred from el

0031424 // keratinization // inferred from electronic annotation

0006936 // muscle contraction // not recorded///0007015 // actin filament organization // not recorded///0030239 // myofibril assembly // not recorded///0051694 // p«
0008544 // epid not // cell inferred from electronic annotation

0016567 // protein ubiauitination // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation

0001666 // response to hypoxia // not // outflow tract //inferred from mutant phenotype///0006810 // transport // inferred from el

cytochrome P450, family 2, subfamily a, polypeptide 4///cytochrome P45 0006805 // xenobiotic metabolic process // not recorded///0009804 // coumarin metabolic process // not recorded///0019373 // epoxvgenase P4S0 pathway // not recor

transmembrane protease, serine 11a
proline rich 32

myosin light chain kinase family, member 4
hemochromatosis type 2 (juvenile) (human homolog)
kelch-like 40

serine (or cysteine) peptidase inhibitor, clade B (ovalbumin), member 11

keratin 5
myosin binding protein C, fast-type

plakophilin 1

enolase 3, beta muscle

dehydrogenase/reductase (SDR family) member 7C

small proline-rich protein 3

serine (or cysteine) peptidase inhibitor, clade B, member 5
fibronectin type lll domain containing 3C1

Ly6/Plaur domain containing 3

paired-like homeodomain transcription factor 1

myogenic differentiation 1

arachidonate 15-lipoxvgenase

death associated protein-like 1

vasoactive intestinal polypeptide

myopalladin

uroplakin 3-like

keratin 14///keratin 17

serine (or cysteine) peptidase inhibitor, clade B, member 2
synaptopodin 2

kyphoscoliosis peptidase

ectonucleoside triphosphate diphosphohydrolase 2
muscle glvcogen phosphorylase

ADP-ribosyltransferase 1

PDZ and LIM domain 4

transcription elongation factor A (Sli)-like 3///transcription elongation fac
transcription elongation factor A (Sli)-like 3///transcription elongation fac

single-minded homolog 2 (Drosophila)

pleckstrin and Sec7 domain containing

cholinergic receptor, nicotinic, gamma polypeptide
peptidyl arginine deiminase, type |

3-hydroxybutyrate dehydrogenase, type 1
immunoglobulin superfamily, DCC subclass, member 4

lectin 2
phosphofructokinase, muscle

fructose bisphosphatase 2

desmin

tubulin, beta 2a, pseudogene 2///tubulin, beta 28 class 118
Rap function protein, beta 2

D109 antigen

trartite motf-containing 29

glycine

solute carrier family 29 (nucleoside transporters), member 1
filamin C, gamma

bridging integrator 1

calpain 3

synaptophysin-like 2

aurora kinase A

potassium large conductance calcium-activated channel, subfamily M, be

protein kinase C and casein kinase substrate in neurons 3
syncoilin

epoxide hydrolase 2, cytoplasmic
transmembrane protein 121

glypican 1

DENN/MADD domain containing 2C

alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide
forkhead box D3

leucine-rich repeat LGI family, member 2
fatty acid desaturase 2

prostaglandin E synthase 3 (cytosolic)-like
RNA binding protein with multiple splicing 2
abhydrolase domain containing 8

cyclin F

nitric oxide synthase 1, neuronal

protein arginine N-methyltransferase 5
catenin beta interacting protein 1

dual specificity phosphatase 23

valosin containing protein

E2F transcription factor 1

defensin beta 1

rhomboid, veinlet-like 1 (Drosophila)

zinc finger protein 428

spermidine synthase

0006508 // proteolysis // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation

0006468 // protein 1/ inferred from elect; " /] inferred from electronic annotation

0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from mutant phenotype///0006879 // cellular iron ion homeostasis // inferre
0007275 // multicellular organismal 1/ inferred from el /1 protei /1 -/1/0031397 // negative regulation of prc
0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // not recorded

0006936 // muscle contraction // inferred from direct assay///0007155 // cell adhesion // inferred from electronic annotation

0007155 // cell adhesion // inferred from electronic annotation///0016337 //single organismal cell-cel adhesion // inferred from electronic annotation///0045110 // inte
0006096 // 1/ inferred from 11 3ging // inferred from electronic annotation///0042493 // response to drug // inferred f
0008152 // metabolic process // inferred from electronic annotation///0010880 // regulation of release of sequestered calcium ion into cytosol by sarcoplasmic reticulum
0018149 // ng // ot 16 11 ot I inferred

0002009 // morphogenesis of an epithelium // inferred from mutant phenotype///0010951 // negative regulation of endopeptidase activity // not recorded///0030198 //

0006928 // movement of cell or subcellular component // not recorded///0007160 // cell-matrix adhesion // no recorded
0001501 // skeletal system development // inferred from mutant n" Il inferred
0000381 // regulation of alternative mRNA splicing, via spliceosome // inferred from direct // regulation of splicing, via

0001503 // ossification // inferred from mutant phenotype///0002820 // negative regulation of adaptive immune response // inferred from mutant nhenolvoe///OOOESZQ
0006915 // apoptotic process // inferred from electronic annotation///0010507 // negative regulation of autophagy // —///0030154 // cell differentiation // inferred from
0001878 // response to veast // not recorded///0001938 // positive regulation of endothelial cell proliferation // not recorded///0007611 // learning or memory // not rec
0045214 // sarcomere organization // not recorded

0006979 // response to oxidative stress // inferred from electronic 147/ process // inferr

0007568 // aging // not recorded///0010043 // response to zinc ion // inferred from electronic annotation///0010212 // response to ionizing radiation // inferred from ele
0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // not recorded///C

0006508 // proteolysis // inferred from electronic 17 // muscl 11 inferred from mutant phenotype///0007528 // neuromuscular ic
0007186 // G-protein coupled receptor signaling pathway // inferred from direct 1/ purine process // inferred from
0001666 // response to hypoxia // not recorded///0005975 // carbohydrate metabolic process // inferred from electronic annotation///0005977 // Rlvcogen metabolic prc
0006471 // protein ADP-ribosylation // inferred from direct assay

0030036 // actin cytoskeleton organization // not recorded

0006351 // transcription, DNA-templated // inferred from electronic // regulation of lated // inferred from electronic anno
0006351 // transcription, DNA-templated // inferred from electronic 11 regulation of lated // inferred from electronic anno
0000122 // negative regulation of transcription from RNA polvmerzse Il promoter // inferred from genetic 1/ t lated // infert
0016192 // transport // 11 11 ot 11 regulation of ARF protein signal transduction // inferred frc
0003009 // skeletal muscle contraction // not recmded///UDOEBlO /1 transport // inferred from electronic annotation///0006811 // ion transport // inferred from electror
0018101 // protein citrullination // not recorded

0008152 // metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // not recorded

0005980 // glvcogen catabolic process // inferred from mutant phenotype///0006002 // fructose 6-phosphate metabolic process // not recorded///0006096 // lvcolytic p
0005975 // carbohydrate metabolic process // inferred from electronic " not 1/ protein

0007517 // muscle organ development // traceable author statement

0001764 // neuron migration // not recorded///0007017 // microtubule-based process // inferred from 4 process // inferred f
0007154 // cell communication // inferred from electronic annotation///0007267 // cell-cell signaling // inferred from direct assay///0007565 // female pregnancy // infer
0001933 // negative regulation of protein phosphorylation // inferred from mutant phenotype///0001942 // hair follicle development // inferred from mutant phenotype/
0000122 // negative regulation of transcrition from RNA polymerase Il promoter // inferred from genetic interaction///1900181 // negative regulation of protein localiza
0006601 // creatine biosynthetic process // not // response to //inferred 1/ response to nutrie
0006810 // transport // inferred from electronic 11 lactation // inferred lectronic a /1 nucleoside transport // nferred fr
0030029 // actin filament-based process // traceable author statement///0048747 // muscle fiber development // inferred from direct assay

0006897 // endocytosis // inferred from electronic annotation///0007275 // multicellular organismal 11 inferred from electi Irer
0001896 // autolysis // inferred from direct assay///0006461 // protein complex assembly // inferred from mutant phenotype///0006508 // proteolysis // inferred from di
0006810 // transport // inferred from electronic annotation///0006874 // cellular calcium fon homeostasis // inferred from mutant phenotype///0021762 // substantia nis
0000212 // meiotic spindle organization // inferred from mutant phenotype///0000226 // microtubule cytoskelston organization // inferred from genetic interaction///00
0005513 // detection of calcium ion // not recorded///0006810 // transport // inferred from el 1// ion transport // nferred from electronic
0006897 // endocytosis // inferred from electronic annotation///0007010 // cytoskeleton organization // not recorded///0016310 // phosphorylation // inferred from elec
0045103 // intermediate filament-based process // inferred from direct assay

0002539 // prostaglandin production involved in response // not 0//

1/ inferred from

0014037 // Schwann cell 1 not

0043547 // positive regulation of GTPase activity // not recorded
0001523 // retinoid metabolic process // not recorded///0006067 // ethanol metabolic process // not recorded///0006068 // ethanol catabolic process // inferred from m
0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from direct assav///0000122 // negative regulation of transcription from RN/

// heparan sulfate catabolic process // not recorded///0032288 // myelin assembly // no

1/ fatty acid I inferr "
1/ regulation of translational fidelity // —///0043039 // tRNA aminoacylation //

0006629 // lipid metabolic process // inferred from electronic
0006419 // alany-tRNA 1/ inferred from elects

0008152 // metabolic process // not recorded

0000320 // re-entry into mitotic cell cycle // inferred from mutant phenotype///0001890 // placenta development // inferred from mutant phenotype///0007049 // cell ¢\
0001666 // response to hypoxia // inferred from electronic annotation///0002028 // regulation of sodium ion transport // inferred from mutant phenotype///0006527 // i
0000122 // negative regulation of transcrition from RNA polymerase Il promoter // inferred from mutant phenotype///0000387 // spliceosomal snRNP assembly // ot ré
0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from direct assay///0001658 // branching involved in ureteric bud morphoge
0006470 // protein //inferred from electroni 1/ 11 inferred from elect /1 peptid
0006281 // DNA repair // inferred from electronic annotation///0006302 // double-strand break repair // not recorded///0006511 // ubiquitin-dependent protein cataboli
0000077 // DNA damage checkpoint // not recorded///0000122 // negative regulation of transcription from RNA polymerase Il promoter // not recorded///0006351 // tra
0002227 // innate immune response in mucosa // inferred from elect 1/ acute // inferred from electronic annotation//,
0006508 // proteolysis // inferred from electronic /1 small GTpase transduction // inferred from electronic annotation///0008152 /

0006595 // polyamine metabolic process // inferred from electronic annotation///0006596 // polyamine biosynthetic process // inferred from electronic annotation///000
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12570743
119.80315

10204454

3.98 615.2309
104.13481 103.48138
112.08069 115.61985
20054198 200.15784
377.9363 398.05124
6311.9243 6613.159
70.798485 72135735
34.402218 37.308678
291.49905 253.42055
211.85635 195.48889
228.8949 234.10683
60.10018 64616394
63.07193 55.144344
12307738 129.1149
7076.79 6962.959
136.49239 13670381
27.36691 30.670471
224.23956 217.58578
36.61072 35787197
3036.9773 3364.3923
32596027 30.499105
207.36324 198.1068
54.149185 53.570972
210.56564 183.03181
93.80965 942978
1308.2964 1221585
57.844135 65.440056
33.0359 33.409218
32731255 32137814
4833125 49.8485
493.94446 504.76376
1594.1343 1503.9845
7166.8726 6950.23
223.45436 2307921
73.779625 64.16623
843.2693 910.89777
99.97108 1019238
881.3861 1064.0627
1118155 12939519
86.06967 90.57266
3882.9038 4292451
24061258 233.90071
7446997 878.1335
252.82028 21125598
16852977 197.46745
907.7678 10265503
643.14215 635.052
40.270107 39.175976
326.9016 281.85403
40.49965 42344673
297.90332 331.1066
37.258095 34626526
5614.4478 5490.3296
672.7718 7589513
10331002 77.912476
2497.5432 2380.7717
29027.205 30279.305
119.39942 90.110435
37.220207 4197273
478.81644 349.0836
33758533 28759645
19873729 2135.4956
21091615 20336159
1662.0507 14713701
1497.8698 1704.844
18.405342 16.674557
79.42604 7197175
633.17163 7265441
2495836 288.78537
40353513 46954114
1315.2568 11440149
255.43314 223.84688
669.22156 746.6837
595.0195 649.0814
330.68488 40151953
850.3267 923.9917
679.69507 719.55304
10425128 10943016
1027.7305 895.25287
477.3425 497.47882
6161.173 6313.852
773.0616 639.34454
54375484 57.483486
647.21765 765.1579
389.82498 424.5309
1603.9137 1593.7876
855.3894 905.3091
878.6584 857.4552
993.9992 962.19586
246.69077 24375555
589.2048 542.10913
1568.1772 1714.4592
567.26447 535.0716
970.6547 10389155
4215254 4865.2095
1290.077 1399.4392
5417258 5283556
14150.802 16155.195
89.796295 99.9646
465.28378 48522342
6127976 636.3488
494.46844 5163734
5487.877 57317095
3141317 32565186
13611333 107.76688
107.09461 11080449

57 NM_025891///XM_0C
115.940834 NM 138684
123.78757 NM_001290753///NN
221348 NM 026021///NM 1.
4165354 NM_144826///XR_87
6953.8145 NM 001159375///NN
77.92661 XM 011243061
37.786613 NM 001033212
319.78577 NM_133719///XM_0C
23110368 NM 022653
249.49503 NM_023637///XM_0C
65.19576 NM 013874///XM 0C
68.23435 NM_017465///XM_0C
13264288 NM 011437///XM 0C
7606.1016 NM_001159375///NN
146.15837 NM 001164320///Xv
29.247795 NM 009512
23921056 NM 133694///XM 0C
39.04033 NM 001270489
3237.7227 NM 001102455///NN

99.3371 NM_001285857///NN
1384.8019 NM 010301
61.19245 NM_001010941///NN
34.907173 NM 146167
34,545444 NM_001025388///NN
50.98181 NM 001289442///NN
521.0304 NM_011237///¥R 87
1680.5668 NM 001294269///NN
7550.451 NM 026007
23421611 NM 023625
77.30021 NM_058214///XM_0C
88156445 NM 020625///XM 0C
104.282196 NM_026956///XM_0C
9188892 NM 025816///XM 0C
M 019865
89.453445 NM 001081220///NN
M 025887
249.82973 NM 024199///XM 0C
772.2173 NM 133821
2616003 NM 033573
174.25768 NM_001112729///NN

z

5
g
z

304.88553 NM_194346///XM_0C
38.02786 NM 008952///XM 01
M 007450
68519604 NM 001290628///N\
M 009690
2536.577 NM 144784
29407.002 NM_001083955///NN
12092372 NM 025310
37.65207 NM_007789///XM_0C
483.40305 NM 007682
34053375 NM_001310716///NN
1999.0599 NM 146090///XM 0C
21150618 NM 175450
1659.0474 NM 001304528///NN
1494.6049 NM_001081364///NN
18361073 NM 153598
78.78851 NM_013851///XM_0C
628.01025 NM 001048177///NN
247.5343 NM_030168///XM_0C
400.22 NM 001113283///NN
1303.9647 NM 025595
25255954 NM 010381///XM 0C
660.53784 NM_001081061///X\
585.862 NM 026817///XM OC
324.6203 NM_008434///XM_0C
83233374 NM 001276350///N\
664.3967 NM_027225///NM_1
1018.29816 NM 019786
1003.40405 NM_010411///XR_38
464.39484 NM 011941///XM OC
5967.897 NM_009834///XM_0C
747.6671 NM 025954
52.218914 NM 177763
621.0499 NM 001252105///NN
372.8178 NM_001293637///NK
15336233 NM 007734
816192 NM_001312868///NN
833.63544 NM 198037
9423021 NM_001080706///X\

z

&
z

555.8042 NM_001081222///NN
44770752 NM 011663
4946.1753 NM_021472///NM 21
28.230968 NM 020290
122215126 NM 011270
95.35772 NM 001013387///NN

000660575

0
0.001390479

0.001011777
0.004537931

0.002132295

irliraw) [Gsr-KO, O2l(raw) RefSeq Transcript ID p (Genotvpe-Exposure) FC(WT Airvs 02) FC(KO Airvs 02) FD (WT 02 vs KO 02) Gene Symbol

Gene Title

Gene Ontology Biological Process

0002052 // positive regulation of neuroblast proliferation // not recorded///0003007 // heart morphogenesis // inferred from mutant phenotype///0003139 // secondary
0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // inferred from ele
0000902 // cell morphogenesis // inferred from genetic interaction///0001525 // angiogenesis // inferred from mutant phenotype///0001655 // urogenital system develoj

0000462 // maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.85 rRNA, LSU-rRNA) // not recorded///0006364 // rRNA processing // inferred from ele
0006412 // translation // inferred from electronic annotation///0006413 // translational initiation // not recorded///0006446 // regulation of translational initiation // inf

0007275 // multicellular organismal 1/ inferred from elect " te /1 inferred from el tati

0006508 // proteolysis // inferred from electronic annotation///0006518 // peptide metabolic process // inferred from direct assav///0035556 // intracellular signal transc
0006412 // translation // inferred from electronic annotation///0006418 // tRNA aminoacylation for protein translation // inferred from electronic annotation///0006434
0006351 // transcription, DNA-templated // inferred from electronic 1/ reulation of lated // inferred from electronic anno
0000103 // sulfate assimilation // inferred from direct assay///0006629 // lipid metabolic process // inferred from electronic annotation///0008202 // steroid metabolic p
0001701 // in utero embryonic development // inferred from genetic interaction///0001755 // neural crest cell migration // inferred from mutant phenotype///0002052 /
0006412 // translation // inferred from electronic annotation///0006413 // translational initiation // not recorded///0006446 // regulation of translational initiation // inf
0032331 // negative regulation of chondrocyte differentiation // inferred from mutant phenotype///1904027 // negative regulation of collagen fibril organization // not re
0000038 // very long-chain fatty acid metabolic process // not recorded///0001676 // long-chain fatty acid metabolic process // traceable author statement///0006629 //
0000086 // G2/M transition of mitotic cell cycle // not recorded///0009953 // dorsal/ventral pattern formation // inferred from sequence or structural similarity///00165¢

0001967 // suckling behavior // inferred from genetic interaction///0006878 // cellular copper ion homeostasis // inferred from mutant phenotype///0007176 // regulatic

0007051 // spindle organization // not recorded

0000245 // spliceosomal complex assembly // not recorded///0000387 // spliceosomal snRNP assembly // ot recorded///0006397 // mRNA processing // inferred from el
0006887 // exocytosis // inferred from elects 1 vesicle fusion // 1/ acrosome reaction // inferred from direct assay///0016079 //
0001501 // skeletal system 11 inferred from mutant /1 action potential // inferred from direct assay///0007165 // signal transduction
0006874 // cellular calcium ion homeostasis // inferred from direct assay///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein «
0008152 // metabolic process // inferred from electronic annotation

1117 smarcd3 SWI/SNF related, matrix associated, actin dependent regulator of chroma
1113 Wfde12 WAP four-disulfide core domain 12

1.104 Ephb2 Eph receptor B2

1.104 Zmynd19 zinc finger, MYND domain containing 19

1102 Utps TP, small subunit (SSU) processome component, homolog (veast)
1.102 Eifda-psa///Eifdal eukaryotic translation initiation factor 4A, pseudogene 4///eukaryotic tra
1101 Fbxw23 F-box and WD-40 domain protein 23

1.098 Rorml reprimo-fike

1097 Metrn meteorin, glial cell differentiation regulator

1.091 Thop1 thimet oligopeptidase 1

1090 sars2 seryl-aminoacyl-tRNA synthetase 2

1.085 Dofl D4, zinc and double PHD fingers family 1

1082 sultzb1 sulfotransferase family, cytosolic, 28, member 1

1.078 Sox10 SRY (sex determining region Y)-box 10

1075 Eifda-psa///Eifdal eukaryotic translation initiation factor 4A, pseudogene 4///eukaryotic tra
1071 Chadl chondroadherin-like

1069 slc27as solute carrier family 27 (fatty acid transporter), member 5

1067 Foxl1s F-box and leucine-rich repeat protein 15

1066 Gm19345 predicted gene, 19345

1.066 Aplp2 amyloid beta (Ad) precursor-like protein 2

1065 Beant brain expressed, associated with Neddd, 1

1.064 BC037034 CDNA sequence BC037034

1064 Aunip aurora kinase A and ninein interacting protein

1059 smn1 survival motor neuron 1

1059 syts synaptotagmin Vill

1.058 Gna11 guanine nucleotide binding protein, alpha 11

1058 Gpr12 G-protein coupled receptor 12

1057 Gimap7 GTPase, IMAP family member 7

1.055 Enol///Enolb///LOC102642340  enolase 1, alpha 18, I
1.055 Grap2 GRB2-related adaptor protein 2

1055 Radsa RADS homolog A

1.054 Pals 6-phosphogluconolactonase

1054 Feflg eukaryotic translation elongation factor 1 gamma

1,048 Plbd2 phospholipase B domain containing 2

1048 Recqld RecQ protein-like 4

1,045 Zbtb22 zinc finger and BTB domain containing 22

1043 cdz09f CD209f antigen

1.043 Taxibp1 TaxL (human T cell leukemia virus type I} binding protein 1

1,040 Rpi36a ribosomal protein L36A

1.039 Gpri79 G protein-coupled receptor 179

1039 Rabsa RABSA, member RAS oncogene family

1.038 Cstf1 cleavage stimulation factor, 3' pre-RNA, subunit 1

1037 Phipp1 PH domain and leucine rich repeat protein phosphatase 1

1035 Prec cell carcinoma

1034 THiz TEL02 nteracting proten 2

1031 Tost2 protein-tyrosine sulfotransferase 2

1030 Ogfr opioid growth factor receptor

1030 Nrsnz neurensin 2

1029 Nolc nucleolar and coiled-body phosphoprotein 1

1.029 Dnase1l3 deoxvribonuclease 1-fike 3

1023 Raf31 ring finger protein 31

1.021 Pipox pipecolic acid oxidase

1020 slc25a4 solute carrier family 25 (mitochondrial carrier, adenine nucleotide translc
1.018 Vpss4 vacuolar protein sorting 54 (veast)

1016 cdst CDS antigen-like

1016 Acatt acetyl-Coenzyme A acetyltransferase 1

1013 Hba-a1///Hba-a2 hemoglobin alpha, adult chain 1///hemoglobin alpha, adult chain 2
1013 Fisi3 FtsJ homolog 3 (€. coli)

1012 Nean neurocan

1.010 Cenpb centromere protein B

1009 cypt3 cysteine-rich perinuclear theca 3

1.006 Zadh2 zinc binding alcohol dehvdrogenase, domain containing 2

1003 Wdr18 WD repeat domain 18

-1.002 Ahcy///Gma737 s-adenosvlhomocysteine hydrolase///predicted gene 4737

1002 Arhgap21 Rho GTPase activating protein 21

-1.002 Uat2b34 UDP glucuronosyltransferase 2 family, polyoeptide B34

-1.008 Abcash ATP-binding cassette, sub-family A (ABC1), member 8b

-1.008 Jakz Janus kinase 2

-1.008 Rictor RPTOR independent companion of MTOR, complex 2

-1.008 Fam21da family with sequence similarity 214, member A

-1.009 Mrpls1 mitochondrial ribosomal protein L51

1011 H2-Ea-ps histocompatibility 2, class Il antigen E alpha, pseudogene

1013 Bdp1 8 double prime 1, subunit of RNA polymerase Il transcription initiation f
1016 Rabl2 RAB, member RAS oncogene family-like 2

1019 Kena1 potassium voltage-gated channel, subfamily Q, member 1

-1.022 Epct enhancer of polycomb homolog 1 (Drosophila)

1,023 Cobil1 Coblike 1

1024 Tokt TANK-binding kinase 1

1,024 Hdac3 histone deacetylase 3

-1.028 Mapkbp1 mitogen-activated protein kinase binding protein 1

-1.03: equence BC of oligomeric golgi
-1.034 Pap phosphoglycolate phosphatase

1041 hfpla lipoma HMGIC fusion partner-like protein 4

-1.042 Cadps2 Ca2+dependent activator protein for secretion 2

1,046 Nek1 NIMA (never in mitosis gene al-related expressed kinase 1

-1.046 Colda3 collagen, type IV, alpha 3

1,048 Tafbr1 transforming growth factor, beta receptor |

1054 Cachd1 cache domain containing 1

1055 Baf1 BTAFL RNA polymerase Il B-TFIID transcription factor-associated, (Mot1 |
-1.055 Fkbp15 FK506 binding protein 15

1059 1ds iduronate 2-sulfatase

-1.066 Ahr aryl-hvdrocarbon receptor

1,067 Marveld2 MARVEL (membrane-associating) domain containing 2

-1.072 Cepal cell cycle progression 1

1075 cavz caveolin 2

-1.077 Erbb2ip Erbb interacting protein

-1.08: F-box protein 34

-1.085 Rps27///Ros27rt ribosomal protein $27///ribosomal protein 527, retrogene

1,088 Atpsb3 ATPase, class | type 88, member 3

1,089 Tyws RNAYW synthesizing protein

1103 Escot establishment of cohesion 1 homolog 1 (5. cerevisiae)

1104 2zrsr1 zinc finger (CCCH type), RNA binding motif and serine/arginine rich 1
1110 Rnased ribonuclease, RNase A family 4

1113 OIfr690 olfactory receptor 690

1114 Rhd Rh blood group, D antigen

1123 2fo182 zinc finger protein 182

0001701 // in utero inferred from mutant 1/ glycolytic process // inferred from sequence or structural similarity///0051C
0000075 // cell cycle checkpoint // inferred from electronic annotation///0000076 // DNA replication checkpoint // not recorded///0000077 // DNA damage checkpoint //
0005975 // carbohvydrate metabolic process // inferred from electronic " shunt // not "

0006412 // translation // inferred from electronic annotation///0006414 // translational elongation // not recorded///0006749 // glutathione metabolic process // not rec
0006629 // lipid metabolic process / inferred from electronic annotation///0016042 // lipid catabolic process // inferred from electronic annotation

0000733 // DNA strand renaturation // not J/ skeletal system /1 inferre from mutant phenotype///0006260 // DNA replication // not ¢
0006351 // transcription, DNA-templated // inferred from electronic 11 regulation of //inferred from electronic anno

0006915 // apoptotic process // inferred from electronic annotation///0032088 // negative regulation of NF-kappaB transcription factor activity / inferred from mutant p
0006412 // translation // inferred from electronic annotation

0007186 // G-protein coupled receptor signaling pathway // not recorded///0007601 // visual perception // not recorded///0072659 // protein localization to plasma mer
0006810 // transport // inferred from electronic annotation///0006886 // intracellular protein transport // not recorded///0006897 // endocytosis // inferred from direct
0006397 // MRNA processing // not recorded

0001932 // regulation of protein phosphorylation // not recorded///0002667 // regulation of T cell anergy // inferred from mutant phenotype///0006470 // protein dephc
0007093 // mitotic cell cycle checkpoint // not recorded

0006478 // peptidyl-tyrosine sulfation / inferred from mutant phenotyoe///0007342 // fusion of sperm to ezg plasma membrane // inferred from mutant phenotype///0¢
0040008 // regulation of growth // inferred from electronic annotation

0007000 // nucleolus organization // inferred from direct assay

0006308 // DNA catabolic process // inferred from electronic /1 apoptotic DNA 11 inferred from direct assav///0006915 // apoptotic
0000209 // protein 1/ not 1/ protein ferred from mutant phenotype///0023035 // CD4O signaling pathway // in
0033514 // L-lysine catabolic process to acetyl-CoA via L-pipecolate // not recorded///0033514 // L-lysine catabolic process to acetyl-CoA via L-pipecolate // inferred from
0006810 // transport // inferred from electronic annotation///0008637 // apoptotic mitochondrial changes // inferred from genetic interaction///0010667 // negative reg.

0006810 // transport // inferred from electronic " le transport // not 1// protein transport // inferred from elect
0006898 // receptor-mediated endocytosis // inferred from electronic snnu(a!mn///DUDSQﬁ // apoptotic process // inferred from electronic annotation
0001889 // liver 1 inferred from elects 1/ brain I inferred 1/ metabolic proc

0001701 // in utero embryonic development // inferred from genetic interaction///0006810 // transport // inferred from electronic annotation///0015671 // oxygen trans
0000453 // i TRNA 2" ion // inferred from elects " LSU-rRNA from tricistronic rRNA transcript (SSU-rR
0001501 // skeletal system VAZS 155 // cell adhesion // not 7 // central 1/ not recorded//)
0006355 // regulation of 1 inferred from elects tati

0055114 // oxidation-reduction process // inferred from electronic annotation

0007275 // multicellular organismal /inferred from el

0002439 // chronic response to 11 ot /1 one-carbon metabolic process // inferred from electronic annotation///000
0007030 // Golgi organization // not recorded///0007165 // signal transduction // inferred from electronic annotation///0030100 // regulation of endocytosis // inferred {
0008152 // metabolic process // inferred from electronic 13 // flavonoid biosyntheti 11 ot 11 cellular response to horme
0006810 // transport // not recorded///0006869 // lipid transport // ot recorded///0008152 // metabolic process // inferred from electronic annotation///0055085 // tre
0000186 // activation of MAPKK activity // not recorded///0002250 // adaptive immune response // inferred from electronic annotation///0002376 // immune system prc
0001932 // regulation of protein phosphorylation // inferred from mutant phenotype///0001938 // positive regulation of endothelial cell proliferation // not recorded///0

0006412 // translation // inferred from direct assay///0032543 // mitochondrial translation // inferred from sequence or structural similarity
0002376 // immune system process // inferred from electronic annotation///0002504 // antigen processing and presentation of peptide or polysaccharide antigen via Mm

0006351 // transcription, DNA-templated // inferred from electronic // regulation of lated // not

0006886 // intracellular protein transport // not recorded///0007264 // small GTPase mediated signal transduction // inferred from electronic annotation///0007338 // sit
0002230 // positive regulation of defense response to virus by host // not J/ regulation of v genetic mprinting/ infrred from mut
0000122 // negative regulation of transcription from RNA polymerase Il promoter // not I ti I inferr

0030041 // actin filament polymerization // not recorded///0051639 // actin filament network formation // not recorded

0002218 // activation of innate immune response // inferred from mutant " process // inferred

0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from genetic interaction///0000122 // negative regulation of transcription fr.
0007256 // activation of NKK activity // inferred from direct assay

0000290 / dependent decapping of nucl bed mRNA / inferred from genetic nteractiony///0006397 // mRNA processing // inferred from electro
0005975 // carbohydrate metabolic process // inferred from electronic 1/ metaboll I inferred 1//de
0006810 // transport // inferred from electronic annotation///0006887 // exocytosis // inferred from elect 1/ cellular response to starvation //
0000165 // MAPK cascade // —///0000187 // activation of MAPK activity // not " 1/ inferred from mutant

0006919 // activation of activity involved in apoptoti 1/ not 155 // cell adhesion // inferred from electronic annotat
0000186 // activation of MAPKK activity // not /1 skeletal system /1 inferred from genetic interaction///0001525 // angiogenesis // infe
0006810 // transport // inferred from electronic 11 // ion transport // inferred from electror 1/ calcium ion transport // infert

0035562 // negative regulation of chromatin binding // not recorded

0006457 // protein folding // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0006897 // endocytosis // inferred frorm
0008152 // metabolic process // inferred from electronic annotation

0000122 // negative regulation of transcription from RNA polymerase Il promoter // inferred from direct assav///0000902 // cell morphogenesis // inferred from mutant &
0007605 // sensory perception of sound // inferred from mutant phenotype///0007605 // sensory perception of sound // not recorded///0045216 // cell-cell junction orga
0007049 // cell cycle // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0045787 // positive regulation of cell o
0001937 // negative regulation of endothelial cell proliferation // inferred from mutant phenotype///0001937 // negative regulation of endothelial cell proliferation // not
0006605 // protein targeting // inferred from direct assav///0010628 // positive regulation of gene expression // not recorded///0032088 // negative regulation of NF-kar

0006412 // translation // inferred from electronic annotation

0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation///0007030 // Golgi organization // not rec
0008033 // tRNA processing // inferred from electronic annotation///0031591 // wybutosine biosynthetic process // not recorded///0055114 // oxidation-reduction proce
0006275 // regulation of DNA replication // not recorded///0007049 // cell cycle // inferred from elect 1/ sister 1/ inferrec

0001525 // angiogenesis // inferred from ele " " 1/ inferred from sequence or structural similar
0007165 // signal transduction // not recorded///0007186 // G-protein coupled receptor signaling pathway // not recorded///0007608 // sensory perception of smell // nc
0015696 // ammonium transport // inferred from mutant 1/ erythrocyte 1/ inferred from mutant 1/ multicellul:
0006351 // transcription, DNA-templated // inferred from electronic 11 regulation of lated // not recorded
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548.4758
499.83173
76032666
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680.0645
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871,659
449.73163
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3896788
3436.7405
2207.7852
42562427
4433614
7325703
679.1741
32640057
36.272247

49.186993

8185938
7706171
542535
893.9743
483.1919
619.1688
11575199
36.072266
3575.5144

36.431168

irliraw) [Gsr-KO, O2l(raw)
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RefSea Transcript ID b (Genotvpe-Exposure) FC(WT Airvs 02) FC(KO Airvs 02) FD (WT 02 vs KO 02) Gene Symbol

NM_013867///XM_0C
NM 001114098///NN

NM 145146
NM_133725///NM_1
NM 001025250///NN
NM_175187///NR_02

NM_177052///XM_0C
NM 026368///XM 0C

NM_030110///XM_0C
NM 001150749///NN
NM_007707///XM_01
NM 001012766///NN
NM_029562///XM_0C
NM 008725

NM_007376

09946417

0004647014

1127

Gene Title
TGF-betal-induced anti-apoptotic factor 2

LON peptidase N-terminal domain and ring finger 1
breast cancer anti-estrogen resistance 3

vascular endothelial growth factor A
DNA segment, Chr 1, ERATO Doi 646, expressed
caspase activity and apoptosis inhibitor 1

DNA segment, Chr 7, ERATO Doi 558, expressed
mitochondrial calcium uptake family, member 3

cytochrome P450, family 2, subfamily d, polypeptide 26

Tiaf2
Nor3 natriuretic peptide receptor 3
Pfkfba
Lonrf1
Bear3
Mitclt microtubule crosslinking factor 1
77097 expressed sequence C77097
Afm afamin
Secisbp2] SECIS binding protein 2-like
Veafa
Tmem161b transmembrane protein 1618
D1Ertdedase
Kife kinesin family member 6

p1
'9430087123Rik RIKEN cDNA 943008723 gene
D7Ertds58e
Micu3
Rdh7 retinol dehydrogenase 7
Soes3 suppressor of cytokine signaling 3
Cyp2d26
Nopa natriuretic peptide type A
P pregnancy zone protein

, ribonuclease A family, pseudogene 2///eosinophil-

Gene Ontology Biological Process

0001501 // skeletal system development // inferred from direct assav///0001501 // skeletal system development // inferred from mutant phenotype///0002158 // osteoc
0006000 // fructose 1/ inferred from el 1/ fructose 2, metabolic process // inferred from electronic annote
0006508 // proteolysis // inferred from electronic annotation

0002089 // lens morphogenesis in camera-type eye // inferred from mutant phenotype///0007165 // signal transduction // inferred from electronic annotation///000726¢
0001578 // microtubule bundle formation // inferred from direct assav///0010506 // regulation of autophagy // inferred from electronic annotation///0045197 // establis

0006810 // transport // inferred from electronic annotation///0051180 // vitamin transport // not recorded

0000122 // negative regulation of transcription from RNA polymerase Il promoter // not recorded///0001525 // angiogenesis // inferred from direct assay///0001525 // a1

0007018 // ibule-based movement // not 1/ metabolic process // inferred from electronic annotation

0006915 // apoptotic process // inferred from electronic annotation

0008152 // metabolic process // inferred from electronic annotation///0042572 // retinol metabolic process // inferred from electronic annotation///0055114 // oxidatior
0001666 // response to hypoxia // inferred from electronic annotation///0001932 // regulation of protein phosphorylation // inferred from direct assay///0006469 // neg:
0006935 // chemotaxis // inferred from direct assay///0008152 // metabolic process // inferred from elect // nucleic acid !

006805 // xenobiotic metabolic process // not recorded///0007565 // female pregnancy // inferred from electronic annotation///0019369 // arachidonic acid metabolic |
0001666 // response to hypoxia // inferred from electronic annotation///0003085 // negative regulation of systemic arterial blood pressure // not recorded///0006182 //
0007566 // embryo implantation // inferred from genetic interaction///0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010




