Supplemental Table 1S.

Complete list of genes whose expression was significantly regulated in response to high fat lard feeding

Agilent accession number P value Fold changes NCBI accession number Gene symbol Genes name

A_51_P45304: 0.00522 3.6 NM_030210 Aacs acetoacetyl-CoA synthetase

A_51_P38168 0.00131 4.3 NM_007377 Aatk apoptosis-associated tyrosine kinase

A_52_P26750! 0.000112 0.5 NM_013851 Abca8b ATP-binding cassette, sub-family A (ABCT), member 8b
A_52_P66450! 0.0442 2.7 NM_018811 Abhd2 abhydrolase domain containing 2

A_52_P56671 0.000623 0.4 NM_019811 Acas2 acetyl-Coenzyme A synthetase 2 (ADP forming)
A_51_P21351 0.0297 26 NM_145368 Acnat2 acyl-coenzyme A amino acid N-acyltransferase 2
A_52_P72237 8.33E-0 36 NM_013798 Actg actin, gamma, Cytoplasmic

A_52_P240164 0.0064. 0.4 NM_009622 Adcy1 adenylate cyclase 1

A_51_P462271 0.030¢ 0.4 NM_007424 Agcl aggrecan 1

A_51_P306731 0.002! 25 NM_172715 Agpatd T-acylglycerol-3-phosphate O-acyltransferase 9, transcript variant 1
A_51_P391616 2.81E-0 0.2 NM_027907 Agxt2IT alanine-glyoxylate aminotransferase 2-like 1
A_52_P55906! 0.018: 2.7 XM_131754 Aim11 PREDICTED: Mus musculus absent in melanoma 1-like, transcript variant 1
A_51_P37782 0.00: 2.1 AF224494 Airap arsenite inducible RNA protein
A_51_P49412 0.0023 21 NM_007431 Akp2 alkaline phosphatase 2

A_52_P12975 0.0069 4.6 NM_020559 Alas1 aminolevulinic acid synthase 1

A_51_P22068 5.94E-0! 0.3 NM_009657 Aldoc aldolase 3, C isoform

A_51_P243168 0.0085. 21 XM_355201 Als2crd PREDICTED: Mus musculus amyotrophic lateral sclerosis 2 (juvenile) chromosome region, candidate 4, transcript varian
A_51_P295315 0.020 21 NM_020033 Ankrd2 ankyrin repeat domain 2 (stretch responsive muscle)
A_51_P397783 0.0019. 0.4 XM_132758 Anubl1 Mus musculus ANT, ubiquitin-like, homolog (Xenopus laevis), transcript variant 1
A_51_P165342 0.00134 2.7 NM_007585 Anxa2 annexin A2

A_51_P327496 0.000188 43 NM_007468 Apoa4 apolipoprotein A-IV

A_51_P419319 0.0021 25 NM_009700 Aqpd aquaporin 4

A_52_P267651 3.07E-0! 0.1 NM_007489 Arntl aryl hydrocarbon receptor nuclear translocator-like
A_51_P417651 0.0048. 0.3 NM_027560 Arrdc2 arrestin domain containing 2

A_52_P164136 0.0081 33 NM_178917 Arrdc3 arrestin domain containing 3

A_51_P125745 0.0050: 0.1 NM_012055 Asns ine synthetase

A_52_P452689 0.00030 5 NM_007498 Atf3 activating transcription factor 3

A_51_P209736 0.0027. 0.4 NM_153778 Atoh8 atonal homolog 8 (Drosophila)

A_51_P504114 0.011 0.5 NM_015804 Atplla ATPase, class VI, type 11A

A_51_P42679. 0.0017 0.4 NM_018731 Atpda ATPase, H+/K+ transporting, alpha polypeptide
A_51_P31504; 0.000272 0.5 NM_016847 Avpria arginine vasopressin receptor 1A

A_51_P27255 0.00352 2.3 NM_011498 Bhihb2 basic helix-loop-helix domain containing, class B2
A_51_P32308 0.0038. 3.2 NM_198161 Bhlhb9 basic helix-loop-helix domain containing, class B9
A_51_P37308, 5.75E-0! 0.4 NM_016778 Bok Bcl-2-related ovarian killer protein

A_51_P34 0.00087! 0.3 NM_009770 Btg3 B-cell translocation gene 3

A_51_P. 1 3.48E-0 0.5 NM_023341 Cabcl chaperone, ABC1 activity of bc1 complex like

A_51_P. 8 0.012 0.4 NM_009810 Casp3 caspase 3, apoptosis related cysteine protease
A_51_P 7 0.0359 3.4 NM_011333 Ccl2 chemokine (C-C motif) ligand 2

A_51_P4853 0.0266 24 NM_013653 Ccl5 chemokine (C-C motif) ligand 5

A_51_P2627 0.00064 3.2 NM_007631 Cend1 cyclin D1

A_51_P: 14 0.0251 2.3 NM_007643 Cd36 CD36 antigen

A_51_P199 0.017. 2.9 NM_009856 Cd83 CD83 antigen

A_51_P320: 2.38E-0! 0.4 NM_007657 Cd9 CD9 antigen

A_51_P137. 0.0010: 0.3 NM_009864 Cdh1 cadherin 1

A_51_P513 7.83E-Of 0.4 NM_145603 Ces2 carboxylesterase 2

A_51_P44333' .67E-Of 0.4 NM_133960 Ces6 carboxylesterase 6

A_52_P42004! 0.0012 0.4 NM_013490 Chka choline kinase alpha

A_51_P39802 0.003: 2.7 NM_144803 Chrna2 cholinergic receptor, nicotinic, alpha polypeptide 2 (neuronal)
A_51_P49045 0.01 3.8 NM_178373 Cidec cell death-inducing DFFA-like effector ¢

A_52_P48681 0.003 0.4 NM_016674 Cldn1 claudin 1

A_51_P24665 0.03. 2.7 NM_020008 Clec7a C-type lectin domain family 7, member a
A_51_P30468 71.95E-0 0.3 NM_011802 Clpx caseinolytic protease X

A_52_P36652 3.95E-0! 3.2 NM_026424 Coq10b coenzyme Q10 homolog B (S. cerevisiae), transcript variant 2
A_52_P46229 0.00064. 2.3 NM_007755 Cpebl cytoplasmic polyadenylation element binding protein 1
A_52_P18060 0.004 0.3 NM_175937 Cpeb2 cytoplasmic polyadenylation element binding protein 2
A_52_P625508 0.0145 2.8 NM_009948 Cpt1b carnitine palmitoyltransferase 1b, muscle
A_51_P122246 0.00652 24 NM_029720 Creld2 cysteine-rich with EGF-like domains 2

A_51_P325776 0.000536 0.3 NM_144942 Csad cysteine sulfinic acid

A_52_P437662 0.021 0.2 NM_013884 Cspg5 chondroitin sulfate proteoglycan 5

A_51_P251357 3.77E-0 21 NM_016748 Ctps Cytidine 5"-triphosphate synthase

A_51_P432641 0.003 4 NM_021274 Cxcl10 chemokine (C-X-C motif) ligand 10

[A_51_P461665 0.0029 34 NM_008599 Cxcl9 chemokine (C-X-C motif) ligand 9

A_52_P595871 0.024 04 NM_009993 CyplaZ cytochrome P450, family 1, subfamily a, polypeptide 2
A_52_P382149 0.00345 0.2 NM_007811 Cyp26al cytochrome P450, family 26, subfamily a, polypeptide 1
A_52_P472486 0.0124 0.2 NM_009999 Cyp2b10 cytochrome P450, family 2, subfamily b, polypeptide 10
A_51_P492339 0.00839 5 NM_007813 Cyp2b13__|cytochrome P450, family 2, subfamily b, polypeptide 13
A_52_P2890! 0.00017 17.8 NM_007813 Cyp2bl3 cytochrome P450, family 2, subfamily b, polypeptide 13
A_51_P4670 0.00068 8.6 NM_010000 Cyp2b9 cytochrome P450, family 2, subfamily b, polypeptide 9
A_51_P44778 42E-0! 0.1 NM_028089 Cyp2c55___|cytochrome P450, family 2, subfamily ¢, polypeptide 55
A_51_P13414. 95E-0! 0.4 NM_145499 Cyp2c70 cytochrome P450, family 2, subfamily ¢, polypeptide 70
A_51_P35530 81E-0! 0.2 NM_007818 Cyp3all cytochrome P450, family 3, subfamily a, polypeptide 11
A_51_P48205 75E-01 0.1 NM_007820 Cyp3al6__|cytochrome P450, family 3, subfamily a, polypeptide 16
A_51_P341203 .83E-O! 0.2 NM_017396 Cyp3a41 cytochrome P450, family 3, subfamily a, polypeptide 41
A_52_P571006 1.95E-0 0.2 NM_177380 Cyp3a44__|cytochrome P450, family 3, subfamily a, polypeptide 44
A_52_P257774 0.012 24 NM_010011 Cyp4al0___|cytochrome P450, family 4, subfamily a, polypeptide 10
A_52_P164161 0.00020 0.3 NM_020010 Cyp51 cytochrome P450, family 51

A_52_P84027 0.00268 9.6 NM_007824 Cyp7al cytochrome P450, family 7, subfamily a, polypeptide 1
A_51_P377557 0.00023 2.3 NM_029794 DT1Ertd636e |DNA segment, Chr 11, ERATO Doi 636, expressed
A_52_P223809 0.000345 2.5 NM_030150 Di1Lgp2e DNA segment, Chr 11, Lothar 2, expressed
A_52_P630563 0.00319 0.5 NM_027652 D5Wsu178e _|DNA segment, Chr 5, Wayne State University 178, expressed (D5Wsu178e)
A_51_P180492 0.000344 124 NM_016974 Dbp D site albumin promoter binding protein
A_52_P327627 5.24E-0! 25 NM_018831 Dclrela DNA cross-link repair 1A, PSO2 homolog
A_51_P116838 0.0013 0.3 NM_010024 Dct dopachrome tautomerase

A_52_P6390! 2.52E-0! 0.5 NM_016672 Ddc dopa decarboxylase

A_52_P536731 0.0040 0.2 NM_001004364 Ddef2 development and differentiation enhancing factor 2
A_51_P245796 0.0057 0.2 NM_029083 Ddit4 DNA-damage-inducible transcript 4

A_52_P535946 0.0040 0.3 NM_007856 Dher7. 7-dehydrocholesterol reductase

A_51_P403477 0.01 22 NM_007860 Diol deiodinase, iodothyronine, type |

A_52_P310225 0.0006. 2 NM_008298 Dnajal DnaJ (Hsp40) homolog, subfamily A, member 1
A_52_P369415 0.03 24 NM_207649 Dscril1 Down syndrome critical region gene 1-like 1
A_51_P495212 0.000 0.4 NM_172442 Dtx4 deltex 4 homolog (Drosophila)

A_51_P5 14 0.0067 2 NM_026268 Dusp6 dual specificity phosphatase 6

A_51_P4 38 0.030¢ 24 NM_053113 Earll ribonuclease A family, member 11
A_51_P1 42 0.017. 25 NM_025829 Eif4e3 eukaryotic translation initiation factor 4E member 3
A_51_P324633 1.61E-0! 0.1 NM_007703 Elovi3 elongation of very long chain fatty acids 3
A_51_P401974 6.83E-0! 2 NM_015744 Enpp2 ect pyrophosphatase/phospt 2
A_52_P25742 9.T4E-0! 0.5 NM_133191 Eps8I2 EPS8-like 2

A_52_P31724 0.00069 3.3 NM_011935 Esrrg estrogen-related receptor gamma

A_51_P11761 0.0056. 0.2 NM_023154 Ethel ethylmalonic encephalopathy 1

A_51_P34689 0.0092 3.5 NM_019578 Extl1 exostoses (multiple)-like 1

A_51_P31358 0.00011 2.6 NM_007980 Fabp2 fatty acid binding protein 2, intestinal

A_51_P290074 0.025 26 NM_021272 Fabp7 fatty acid binding protein 7, brain

A_52_P181733 5.41E-0 4 NM_153560 Fam102a Mus musculus family with sequence similarity 102, member A
A_52_P2198 9.88E-0 0.5 NM_026062 Fam69a family with sequence similarity 69, member A
A_51_P379798 3.73E-0! 0.2 NM_134469 Fdps farnesyl diphosphate synthetase

A_51_P14 8 0.00012 2.4 NM_010197 Fgf1 fibroblast growth factor 1

A_52_P235347 0.0049 6.5 NM_020013 Fgf21 fibroblast growth factor 21

A_51_P361220 0.00018 2 NM_008055 Fzd4 frizzled homolog 4 (Drosophila)

A_52_P681391 0.00104 4.1 NM_008059 G0s2 GO/G1 switch gene 2

A_51_P296608 0.0316 3.7 NM_007836 Gadd45a growth arrest and DNA-damage-inducible 45 alpha
A_51_P355629 0.00139 0.5 NM_008087 Gas2 growth arrest specific 2

A_51_P203955 0.00931 29 NM_010260 GbpZ guanylate nucleotide binding protein 2

A_51_P165244 0.00131 3.6 NM_018734 Gbp4 guanylate nucleotide binding protein 4

A_51_P463846 0.000601 34 NM_145545 Gbpé guanylate binding protein 6

A_52_P287456 0.015: 0.4 NM_145523 Gea grancalcin

A_52_P259537 0.0027, 2.8 NM_010292 Gek glucokinase

A_52_P532982 0.0084 34 NM_011819 Gdf15 growth differentiation factor 15

A_51_P511546 4.98E-0! 0.4 NM_138595 Glde glycine decarboxylase




A_51_P110323 0.000798 5 NM_008137 Gnal4 guanine nucleotide binding protein, alpha 14

A_51_P383774 0.0334 0.4 NM_010314 Gngt1 guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 1
A_51_P370700 0.016 0.4 NM_010324 Got1 lutamate oxaloacetate transaminase 1, soluble
A_51_P276943 8.75E-06 5.1 NM_016696 Gpcl glypican 1

A_52_P566840 0.00311 0.1 NM_133776 Gpr110 G protein-coupled receptor 110

A_52_P141488 0.000197 0.3 NM_018869 prkS G protein-coupled receptor kinase 5

A_51_P397934 9.82E-06 9.4 NM_130455 rin3b lutamate receptor, ionotropic, NMDA3B

A_51_P30514 0.00629 0.4 NM_008181 stal glutathione S-transferase, alpha 1

A_52_P45868 . 14E-0! 0.2 NM_008182 stal glutathione S-transferase, alpha 2

A_51_P11222. .81E-0! 0.5 NM_010357 stad. glutathione S-transferase, alpha 4

A_52_P41521 .74E-0! 0.5 NM_010358 Gstm1 glutathione S-transferase, mu 1

A_51_P45494 .7 SE-O! 0.5 NM_010359 Gstm3 glutathione S-transferase, mu 3

A_52_P41599 0.00013. 0.4 NM_008184 Gstmé6. glutathione S-transferase, mu 6

A_51_P374464 2.95E-0! 0.4 NM_013541 Gstpl glutathione S-transferase, pi 1

A_52_P39150! 0.00014 0.1 NM_144513 Gtl2 GTL2, imprinted maternally expressed untranslated mRNA
A_51_P19999 0.0081 0.5 NM_021896 Gucyla3 guanylate cyclase 1, soluble, alpha 3

A_51_P13422 3.77E-0. 2 NM_172563 HIf hepatic leukemia factor

A_52_P23228 3.41E-0 0.4 NM_008255 Hmgcr 3-hydroxy-3-methylglutaryl-Coenzyme A reductase
A_51_P146941 5.75E-0. 0.4 NM_145942 HmgcsT 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1
A_51_P352303 0.00011 21 NM_011983 Homer2 homer homolog 2 (Drosophila)

A_52_P441634 0.000269 0.3 NM_177960 1di1 i phate delta isomerase

A_51_P391432 7.41E-05 22 NM_145449 1fi2712b interferon, alpha-inducible protein 27 like 2B

A_51_P327751 0.00173 5 NM_008331 Ifit T interferon-induced protein with tetratricopeptide repeats 1]
A_51_P3595 0.000394 3.6 NM_010501 Ifit3 interferon-induced protein with tetratricopeptide repeats 3
A_51_P11235 0.000119 31 NM_018738 Igtp interferon gamma induced GTPase

A_51_P35773 0.000466 3.8 NM_008382 Inhbe inhibin beta E

A_52_P39339. 0.000503 0.4 NM_153526 Insig 1 insulin induced gene 1

A_52_P11325: 0.00107 0.5 NM_178082 Insig2 insulin induced gene 2

A_51_P257058 0.00043 0.4 NM_029634 6k2 inositol kinase 2

A_52_P463936 0.001 2.6 NM_015783 Isg15 ISG15 ubiquitin-like modifier

A_51_P364250 0.00096 0.5 NM_172471 Itih5 inter-alpha (globulin) inhibitor HS

A_51_P325914 7.72E-0. 3.5 NM_010591 Jun Jun oncogene

A_52_P570240 0.00577 241 XM_486083 Kbtbd11 transcript variant 1

A_51_P287198 0.0067 2.5 NM_033373 Krt1-23 keratin complex 1, acidic, gene 23

A_51_P223656 0.00565 238 NM_008484 Lamb3 laminin, beta 3

A_52_P257812 0.00702 03 NM_008509 Lpl lipoprotein lipase

A_51_P267354 0.0123 0.4 NM_175478 Lrfn3 leucine rich repeat and fibronectin type Il domain containing 3
A_51_P43742 0.00274 21 NM_146069 Lrre33 leucine rich repeat containing 33

A_51_P32668 0.0167 2.2 NM_176920 Lrtm1 leucine-rich repeats and transmembrane domains 1

A_51_P30. 0.000387 2.2 NM_008518 Ltb lymphotoxin B

A_51_P34. 0.00087 34 NM_010742 Ly6d lymphocyte antigen 6 complex, locus D

A_51_P17! 7 2.81E-0! 0.5 NM_027985 Mad2i2 MAD2 mitotic arrest deficient-like 2

A_52_P54 7 5.94E-0 0.4 NM_138667 Map3k7ip2 mitogen-activated protein kinase kinase kinase 7 interacting protein 2
A_52_P541175 2.81E-0! 2.3 NM_183195 Marveld1 MARVEL ( ing) domain containing 1
A_51_P389539 8.33E-0 10.2 NM_054053 Mass 1 audiogenic seizure susceptibility 1
A_51_P196113 .010: 0.4 NM_019945 Mast 1 microtubule associated serine/threonine kinase 1
A_51_P186601 0.00144 0.5 M29546 Mel Mouse MOD-1 null malic enzyme

A_51_P480390 0.0060! 0.4 NM_008579 Meig1 meiosis expressed gene 1

A_52_P423810 0.015. 0.3 BC027262 Mt1 metallothionein 1 mRNA (cDNA clone MGC:27821 IMAGE:3483861), complete cds.
A_51_P139920 0.0061 23 NM_011844 Mall monoglyceride lipase

A_52_P364021 0.0017 4.9 NM_026713 Mogat 1 monoacylglycerol O-acyltransferase 1

A_52_P18977. 0.00554 3.1 NM_194336 Mpa2l macrophage activation 2 like

A_51_P22829 0.000306 0.3 NM_001001880 MpzI1 myelin protein zero-like 1

A_52_P52518 0.00217 2.7 NM_134188 Mtel mitochondrial acyl-CoA thioesterase 1

A_51_P20262 0.00505 2.6 NM_028832 Mterfd3 MTERF domain containing 3

A_52_P16727. 0.00375 31 NM_172308 Mthfd1l methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 1-like
A_52_P41394 0.0184 0.4 NM_010840 Mthfr 5,10-methylenetetrahydrofolate reductase

A_51_P405606 8.33E-0 0.2 NM_010884 Ndrg1 N-myc downstream regulated gene 1

A_51_P501018 0.012! 0.4 NM_010892 Nek2 NIMA (never in mitosis gene a)-related expressed kinase 2
A_52_P20727 2.52E-0! 21 NM_175340 Nhirc1 NHL repeat containing 1

A_51_P31566! 3.42E-0! 0.3 NM_008695 Nid2 nidogen 2

A_51_P30066 0.027. 0.5 NM_153288 Npb neuropeptide B

A_51_P15980: 0.0024 2.4 NM_032002 Nrg4 neuregulin 4

A_51_P46928 0.032 21 NM_008737 Nrp1 neuropilin 1

A_51_P32694. 0.00017 0.2 NM_010941 Nsdhl NAD(P) dependent steroid dehydrog lik

A_51_P19333 0.044: 0.3 NM_016773 Nucb2 nucleobindin 2

A_51_P43730! 0.0051 2.3 NM_145209 Qasl1 2'-5' oligoadenylate synthetase-like 1

A_52_P43623; 0.00061 21 NM_013614 Odc1 ornithine decarboxylase, structural 1

A_51_P43492 0.00020 0.5 NM_146287 Olfr114 olfactory receptor 11

A_51_P368894 0.034 24 NM_008262 Onecut 1 one cut domain, family member 1

A_51_P196844 2.93E-0! 8.4 NM_027881 Osbpl3. oxysterol binding protein-like 3

A_52_P134075 4.72E-0! 4 NM_024289 Osbpl5 Moxysterol binding protein-like 5

A_52_P450934 0.0051 21 NM_198414 Pagr9 progestin and adipoQ receptor family member IX

A_51_P387, 7.95E-0 3 NM_021524. Pbef1 pre-B-cell colony-enhancing factor 1

A_51_P124 0.0089 0.4 NM_145977 Pcanapb___|prostate cancer associated protein 6

A_51_P205. 1.21E-0! 4.7 NM_008793 Pcsk4. proprotein convertase subtilisin/kexin type 4

A_51_P397! 0.00026 0.2 NM_153565 Pcsk9 proprotein convertase subtilisin/kexin type 9

A_51_P33383 8.17E-01 04 NM_019971 Pdgfc platelet-derived growth factor, C polypeptide

A_52_P44595. 0.014 21 NM_172134 Pdxk pyridoxal (pyridoxine, vitamin B6) kinase

A_51_P28276! 2.81E-0! 11.6 NM_011066 Per2 period homolog 2 (Drosophila)

A_52_P354306 0.000182 21 NM_028730 Pex26 peroxisome biogenesis factor 26

A_52_P99848 0.0202 2 NM_008840 Pik3cd phosphatidylinositol 3-kinase catalytic delta polypeptide, transcript variant 1
A_51_P511236 0.000227 27 NM_011085 Pik3r1 phosphatidylinositol 3-kinase, regulatory subunit, polypeptide 1
A_51_P226655 0.0245 0.4 NM_011125 Pltp phospholipid transfer protein

A_51_P492410 0.000159 0.4 NM_026784 Pmvk phospt kinase

A_52_P30451 0.0247 0.5 NM_016854 Pppir3c protein phosphatase 1, regulatory (inhibitor) subunit 3C
A_51_P486217 0.0271 0.4 NM_175638 Prkwnk4 protein kinase, lysine deficient 4

A_51_P369803 0.00104 2.3 NM_013585 Psmb9 proteosome (prosome, macropain) subunit, beta type 9
A_51_P420489 0.00375 11.6 NM_134246 Pte2a peroxisomal acyl-CoA thioesterase 2A

A_52_P215170 0.000572 3.2 NM_134247 Pte2b peroxisomal acyl-CoA thioesterase 2B

A_51_P157406 0.00 0.2 NM_008963 Ptgds prostaglandin D2 synthase (brain)

A_52_P587378 0.003 2.1 NM_011200 Pipdal protein tyrosine phosphatase 4al

A_51_P269792 0.000: 5.6 NM_009014 Rad5111 RADS51-like 1

A_51_P256771 0.000! 0.3 NM_009016 Raetla retinoic acid early transcript 1, alpha

A_52_P10063 0.0001 0.2 NM_198193 Raetle retinoic acid early transcript 1E

A_51_P469160 0.000168 0.3 NM_021557 Rdh11 retinol dehydrogenase 11

A_51_P177762 0.00164 21 NM_153133 Rdh9 retinol dehydrogenase 9

A_52_P261868 0.0412 25 NM_134257 Rgs3 regulator of G-protein signaling 3 (Rgs3), transcript variant 2
A_51_P294288 0.000307 2.2 NM_146002 Rhbdl7 rhomboid, veinlet-like 7 (Drosophila)

A_51_P386539 0.00591 0.4 NM_026301 Rnf125 ring finger protein 125

A_51_P247637 0.000835 0.3 NM_080563 Rnf144 ring finger protein 144

A_51_P272023 0.00461 25 NM_025786 Rnf186 ring finger protein 186

A_52_P670026 0.00232 2.8 NM_021384 Rsad2 radical S-adenosyl methionine domain containing 2
A_52_P379337 0.000211 2.1 NM_194054 Rtn4 reticulon 4

A_52_P94401 0.0056. 0.5 NM_177708 Rtn4rl1 reticulon 4 receptor-like 1

A_51_P20937 0.0097. 0.5 NM_025436 Sc4mol sterol-C4-methyl oxidase-like

A_52_P68. 0.015 0.3 NM_009127 Scdl stearoyl-Coenzyme A desaturase 1

A_51_P24 0.0070: 0.4 NM_145565 Sds serine dehydratase

A_51_P43 0.00055: 0.4 NM_019414 Selenbp2 selenium binding protein 2

A_51_P3823 0.00052 3.7 NM_013661 emaShb sema domain, seven thr repeats (type 1 and type 1-like), transmembrane domain (TM) and short cytopla:
A_51_P514319 0.0050: 2.7 NM_172892 ic13a4 solute carrier family 13 (sodium/sulfate symporters), member 4
A_51_P221031 1.95E-0 2.7 NM_172838 Ic16al2 solute carrier family 16 (monocarboxylic acid transporters), member 12 |
A_51_P466633 0.00032 21 NM_011391 ic16a7 solute carrier family 16 (monocarboxylic acid transporters), member 7
A_52_P163021 9.82E-0 3.8 NM_182959 ic17a8 solute carrier family 17 (sodium-dependent inorganic cotransporter), member 8
A_51_P173445 6.83E-05 0.3 XM_136506 Slc30a10 PREDICTED: similar to solute carrier family 30 (zinc transporter), member 10 isoform a
A_51_P103222 8.62E-0! 0.3 NM_028064 Slc39a4 solute carrier family 39 (zinc transporter), member 4
A_51_P442097 0.0052 26 NM_027868 Slc41a3 solute carrier family 41, member 3

A_52_P55661 3.48E-0! 25 NM_177870 lc5a6 solute carrier family 5 (sodium-dependent vitamin transporter), member 6
A_51_P31593 2.93E-0 0.4 NM_033314 Slco2al solute carrier organic anion transporter family, member 2a1l
A_51_P48729; 0.0017 0.4 NM_139307 Slitl2 Slit-like 2 (Drosophila)

A_52_P47802 0.00756 3.4 NM_021491 Smpd3 i lin phosphodi 3, neutral

A_51_P21420! 0.000203 2.3 NM_026282 Spbc24 spindle pole bod 24 homolog

A_52_P381484 0.00104 0.2 NM_133903 Spon2 spondin 2, extracellular matrix protein

A_51_P139678 0.0101 21 NM_009264 Sprria small proline-rich protein 1A




A_51_P450487 0.00013 0.2 NM_009270 Sqle squalene

A_52_P562612 0.00011 0.4 NM_175283 Srd5al steroid 5 alpha-reductase 1

A_51_P469951 3.53E-0 0.2 NM_153070 Srgap3 SLIT-ROBO Rho GTPase activating protein 3

A_51_P300709 0.00013 2 NM_009272 Srm spermidine synthase

A_51_P352594 0.0019 0.5 NM_001001326 St5 suppression of t icity 5

A_51_P431047 0.0041 3.7 NM_009182 St8sia3 ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltr 3

A_52_P70255 0.00064 2.2 NM_009283 Stat1 signal transducer and activator of transcription 1

A_51_P228574 0.016 0.5 NM_146214 Tat tyrosine aminotransferase

A_52_P15927 0.00101 2.3 NM_145890 Tefep2l2 transcription factor CP2-like 2

A_51_P45056 0.000236 28 NM_153484 Tef thyrotroph embryonic factor

A_51_P45620: 0.0347 0.4 NM_011575 T3 trefoil factor 3, intestinal

A_51_P34191 0.032 2.6 NM_009366 Tgfbli4 transforming growth factor beta 1 induced transcript 4, transcript variant 2

A_52_P62781 0.004 2 NM_019984 Tgm1 transglutaminase 1, K polypeptide

A_52_P67651 0.0020 3 NM_011579 Tgtp T-cell specific GTPase

A_51_P22645 8.74E-0! 3.3 NM_025590 Thea thioesterase, adipose associated

A_51_P19409 8.87E-0! 5 NM_009381 Thrsp thyroid hormone responsive SPOT14 homolog (Rattus)

A_51_P45262 0.0083 21 NM_011905 Tir2 toll-like receptor 2

A_51_P46112 0.00016 2.7 AF186107 TIr5 toll-like receptor 5

A_52_P35064 5.16E-0! 0.4 NM_028454 Tm7sf2 transmembrane 7 superfamily member 2

A_52_P281543 0.038 0.4 NM_175507 Tmem20 tr ane protein 2

A_51_P331207 0.0015: 0.4 NM_025464 TmemZ218 trar e protein 218

A_51_P125842 0.00017 0.5 NM_145402 Tmem51 transmembrane protein 51

A_52_P418477 0.001 34 NM_009416 TpmZ tropomyosin 2, beta

A_52_P600274 0.035! 0.5 NM_175093 Trib3 tribbles homolog 3, transcript variant 2

[A_52_P303100 0.02 25 NM_175130 Trpm4. transient receptor potential cation channel, subfamily M, member 4

A_52_P85829 0.01 2 NM_001024619 Tsku tsukushin

A_52_P303161 0.00 0.3 NM_017379 Tuba8 tubulin, alpha 8

A_51_P103659 0.000449 0.2 NM_009450 Tubb2 tubulin, beta 2

A_51_P315795 0.000144 0.5 NM_009451 Tubb4 tubulin, beta 4

A_52_P163795 1.95E-05 0.5 NM_011655 Tubb5 tubulin, beta 5

A_52_P186937 0.0161 2 NM_020557 Tyki thymidylate kinase family LPS-inducible member

A_52_P338066 4.97E-05 4.9 NM_023137 Ubd ubiquitin D

A_52_P19823: 0.00437 0.4 XM_355502 Ube2u transcript variant 1

A_52_P15680 0.000646 0.2 NM_201644 Ugtia9 UDP glucuronosyltransferase 1 family, polypeptide A9

A_51_P24550: 0.000491 0.5 NM_152811 Ugt2b1 UDP glucuronosyltransferase 2 family, ide B1

A_51_P29453 0.0001 3.2 NM_029770 Unc5b unc-5 homolog B

A_52_P25981 0.045. 26 NM_029692 Upp2 uridine phosphorylase 2

A_51_P164219 0.00065 33 NM_011909 Usp18 ubiquitin specific protease 18

A_51_P172663 0.0017 6.4 NM_016808 Usp2 ubiquitin specific protease 2

A_52_P436628 0.0001 0.5 NM_011697 Vegfb vascular endothelial growth factor B

A_51_P278334 0.00: 25 NM_013703 Vicllr Very low density lipoprotein receptor

A_51_P424532 0.0005 3 NM_011704 Vnnl vanin 1

A_51_P400217 0.0005 0.4 NM_016982 Vpreb1 pre-B lymphocyte gene 1

A_51_P465211 0.001 31 NM_026323 Wrfde2 WAP four-disulfide core domain 2

A_51_P316951 9.13E-0 24 XM_620310 Wipf3 PREDICTED: Mus musculus WAS/WASL interacting protein family, member 3

A_52_P8580:! 0.032 2.9 NM_009525 Wnt5b wingless-related MMTV integration site 5B

A_51_P137991 9.32E-0! 31 NM_009525 Wnt5b wingless-related MMTV integration site 5B

A_51_P184936 0.00061 4.8 NM_021394 Zbp1 Z-DNA binding protein 1

A_51_P263419 0.031 0.4 1 Zfp30 zinc finger protein 30

A_51_P239236 3.77E-0! 0.3 C022940 acetyl-Coenzyme A carboxylase beta, mRNA (cDNA clone IMAGE:4009364), partial cds.

A_51_P372550 0.000188 5.1 C023116 cell growth regulator with EF hand domain TmRNA (cDNA clone MGC:28551 IMAGE:4206019), complete cds.

A_51_P268529 0.000293 0.3 F045741 deoxyribonuclease Il precursor mRNA [

A_52_P379277 0.000472 0.5 C005527 ectonucleotide pyrophosphatase (cDNA clone IMAGE:3495326), partial cds. |

A_51_P455997 0.000203 0.1 Y13832 mRNA for GT12 protein |

A_52_P306357 0.000217 6.8 BC042707 prokineticin 1 with apparent retained intron (cDNA clone MGC:51604 IMAGE:4975079), complete cds.

A_51_P420415 0.000379 0.4 BC079863 steroid 5 alpha-reductase 1 mRNA (cDNA clone MGC:100251 IMAGE:6807475), complete cds.
synaptojanin 2, mRNA (cDNA clone MGC:67830 IMAGE:6390688), complete

A_52_P391130 0.00012 55 BC058749 cds.

A_52_P289231 0.00351 0.4 S57425 Mus sp. Fas antigen (Ipr) mRNA, partial cds; and transposon Etn

A_52_P376502 0.00157 0.2 C025011 calcium/calmodulin- protein kinase ID, (cDNA clone IMAGE:5052777), complete cds.

A_52_P385824 0.00154 4.1 3C052397 sema domain, seven thrombospondin repeats (type 1 and type 1-like), transmembrane domain (TM) and short cytopla:

A_51_P452533 0.00134 2.9 C035277 DNA segment, Chr 1, ERATO Doi 471, expressed, mRNA (cDNA clone IMAGE:5064213), partial cds.

A_51_P267587 0.00107 3 C052902 i induced differentiation-associated-protein 10, mRNA (cDNA clone MGC:60602 IMAGE:30067675), complet

A_52_P289231 0.00351 0.4 557425 Mus sp. Fas antigen (Ipr) mRNA, partial cds; and transposon ETn, complete sequence. I

A_52_P376502 0.00157 0.2 C025011 calcium/calmodulin-dependent protein kinase ID, (cDNA clone IMAGE:5052777), complete cds.

A_52_P385824 0.00154 4.1 C052397 sema domain, seven thrombospondin repeats (type 1 and type 1-like), transmembrane domain (TM) and short cytopla:

A_51_P452533 0.00134 29 3C035277 DNA segment, Chr 1, ERATO Doi 471, expressed, mRNA (cDNA clone IMAGE:5064213), partial cds.

A_51_P267587 0.00107 3 BC052902 ioside-induced differentiation-associated-protein 10, mRNA (cDNA clone MGC:60602 IMAGE:30067675), complet
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