Supplementary Table 1a: Differentially expressed genes in SkM of SpinlMS compared to control mice at E15.5.

Gene symbol FC (SpinlMS vs. Ctrl) logFC (SpinlMS vs. Ctrl) FDR p-value Entrez gene Protein name
Aifm3 0.49 -1.02 4.1E-01 3.5E-04 72168 poptosis-inducing factor, mitochondri iated 3
Ankrdl 1.67 0.74 1.5E-01 5.8E-05 107765 ankyrin repeat domain 1 (cardiac muscle)
Ankrd2 2.17 1.12 4.1E-01 3.6E-04 56642 ankyrin repeat d in 2 (stretch responsive muscle)
Dbx1 0.51 -0.96 5.3E-02 1.5E-05 13172 developing brain homeobox 1
Gm7120 1.75 0.81 1.8E-03 8.1E-08 633640 predicted gene 7120
Hbb-b2 1.51 0.59 6.7E-01 9.3E-04 15130 hemoglobin, beta adult minor chain
Hbb-bt 1.51 0.59 6.7E-01 9.4E-04 101488143  hemoglobin, beta adult t chain
1117b 0.67 -0.59 5.3E-02 1.6E-05 56069 interleukin 17B
Ly6a 1.79 0.84 2.3E-01 1.2E-04 110454 lymphocyte antigen 6 complex, locus A
Msc 0.62 -0.68 4.4E-02 8.7E-06 17681 musculin
Myf5 0.56 -0.82 3.9E-01 2.3E-04 17877 myogenic factor 5
Nosl 0.43 -1.22 2.2E-01 9.9E-05 18125 nitric oxide synthase 1, neuronal
Pmaip1 1.95 0.96 1.8E-03 1.2E-07 58801 phorbol-12-myristate-13-acetate-induced protein 1
Scn4b 2.04 1.03 4.5E-02 1.0E-05 399548 sodium channel, type IV, beta
Snai3 0.53 -0.92 1.7E-01 7.0E-05 30927 snail homolog 3
Snca 1.57 0.65 6.1E-01 6.2E-04 20617 synuclein, alpha
Spinl see Supplementary Table 1e 20729 spindlin 1
Tpm3 0.49 -1.02 6.7E-01 9.4E-04 59069 tropomyosin 3, gamma
upregulated (red)

downregulated (blue)
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Supplementary Table 1b: Differentially expressed genes in SkM of Spin1™" compared to control mice at E16.5.

Gene symbol FC (Spin1™ vs. Ctrl)  1ogFC (Spin1™ vs. Ctrl) FDR p-value Entrez gene Protein name
1200014J11Rik 1.62 0.70 2.1E-04 4.9E-07 66874 RIKEN cDNA 1200014J11 gene
6430571L13Rik 0.40 -1.33 1.6E-03 5.7E-06 235599 RIKEN c¢DNA 6430571L13 gene
A630019102Rik 0.51 -0.98 4.6E-04 1.3E-06 408254 uncharacterized LOC408254
A930016022Rik 0.66 -0.60 8.0E-02 9.9E-04 100503495  RIKEN ¢DNA A930016022 gene
Abca5 0.64 -0.64 2.0E-02 1.3E-04 217265 ATP-binding cassette, sub-family A (ABC1), member 5
Acacbh 0.49 -1.04 6.5E-09 3.0E-12 100705 acetyl-Coenzyme A carboxylase beta
Ache 1.70 0.76 1.0E-02 5.2E-05 11423 acetylcholinesterase
Acotll 0.57 -0.81 4.9E-05 7.9E-08 329910 acyl-CoA thioesterase 11
Acsll 0.48 -1.06 5.0E-03 2.0E-05 14081 acyl-CoA synthetase long-chain family member 1
Acss3 0.43 -1.21 5.0E-02 5.1E-04 380660 acyl-CoA synthetase short-chain family member 3
Actn3 0.65 -0.62 1.3E-02 7.3E-05 11474 actinin alpha 3
Adck3 0.65 -0.62 5.2E-02 5.4E-04 67426 aarF domain containing kinase 3
Adcyaplrl 0.59 -0.75 1.1E-02 5.6E-05 11517 adenylate cyclase activating polypeptide 1 receptor 1
Adhfel 0.25 -2.00 4.1E-02 3.9E-04 76187 alcohol dehydrogenase, iron containing, 1
Adoral 1.74 0.80 4.3E-05 6.4E-08 11539 adenosine Al receptor
Agbll 0.32 -1.65 4.2E-03 1.6E-05 244071 ATP/GTP binding protein-like 1
Aldh4al 0.55 -0.87 1.1E-06 9.4E-10 212647 aldehyde dehydrogenase 4 family, member A1
Aldh6al 0.58 -0.79 3.3E-02 2.6E-04 104776 aldehyde dehydrogenase family 6, subfamily A1
Amigol 0.66 -0.59 6.1E-03 2.7E-05 229715 adhesion molecule with Ig like domain 1
Ampd1 0.65 -0.63 1.7E-03 6.1E-06 229665 i i 1
Ankrdl 2.95 1.56 4.1E-06 4.0E-09 107765 ankyrin repeat domain 1 (cardiac muscle)
Ankrd2 4.51 2.17 9.9E-13 6.5E-17 56642 ankyrin repeat domain 2 (stretch responsive muscle)
Ankrd23 1.94 0.95 1.1E-06 9.2E-10 78321 ankyrin repeat domain 23
Ankrd9 0.58 -0.80 4.3E-03 1.7E-05 74251 anKyrin repeat domain 9
Apoe 1.62 0.69 2.4E-02 1.7E-04 11816 apolipoprotein E
Aqp4 0.05 -4.20 6.2E-11 1.4E-14 11829 aquaporin 4
Arhgap36 0.59 -0.75 3.3E-05 4.3E-08 75404 Rho GTPase activating protein 36
Arpp21 1.62 0.69 2.8E-02 2.1E-04 74100 cyclic AMP-regulated phosphoprotein, 21
Art3 0.63 -0.68 1.5E-02 9.0E-05 109979 ADP-ribosyltransferase 3
Atcay 0.57 -0.82 6.5E-02 7.5E-04 16467 ataxia, cerebellar, Cayman type homolog
Atplb2 0.52 -0.94 3.1E-08 2.2E-11 11932 ATPase, Na+/K+ transporting, beta 2 polypeptide
Atp2al 0.62 -0.68 6.0E-04 1.7E-06 11937 ATPase, Ca++ transporting, cardiac muscle, fast twitch 1
Atp2b3 0.46 -1.13 3.7E-04 9.5E-07 320707 ATPase, Ca++ transporting, plasma membrane 3
Baiap2l1 1.78 0.83 2.1E-03 7.7E-06 66898 BAIl-associated protein 2-like 1
Bche 0.64 -0.64 8.3E-03 3.9E-05 12038 butyrylcholinesterase
Clqa 1.77 0.82 1.7E-03 6.0E-06 12259 p 1, q sub alpha polypepti
Clgb 1.74 0.80 1.1E-04 2.0E-07 12260 p 1, q sub beta polypeptide
Clqc 1.69 0.75 2.6E-04 6.1E-07 12262 p 1,q p C chain
C3 0.17 -2.52 1.2E-02 6.7E-05 12266 complement component 3
C3arl 1.83 0.87 3.5E-02 2.9E-04 12267 complement component 3a receptor 1
Car3 0.44 -1.18 4.8E-03 1.9E-05 12350 carbonic anhydrase 3
Casql 0.61 -0.71 1.3E-04 2.4E-07 12372 calsequestrin 1
Cede23 1.68 0.75 2.1E-04 4.8E-07 69216 coiled-coil domain containing 23
Cedc69 0.56 -0.85 5.7E-02 6.0E-04 52570 coiled-coil domain containing 69
Cck 2.15 1.11 1.2E-02 6.3E-05 12424 cholecystokinin
Ccnel 1.58 0.66 3.3E-03 1.2E-05 12447 cyclin E1
Cd68 1.60 0.68 3.0E-02 2.4E-04 12514 CD68 antigen
Cds2 1.54 0.62 5.0E-03 2.0E-05 12521 CD82 antigen
Chrna9 0.22 -2.17 2.3E-08 1.4E-11 231252 cholinergic receptor, nicotinic, alpha polypeptide 9
Cilp 1.95 0.96 4.1E-04 1.1E-06 214425 cartilage intermediate layer protein, ide pyr ydrolase
Ckm 0.65 -0.62 6.8E-02 7.9E-04 12715 creatine kinase, muscle
Ckmt2 0.60 -0.73 2.1E-04 4.5E-07 76722 creatine kinase, mitochondrial 2
Clenl 0.54 -0.88 6.1E-02 6.8E-04 12723 chloride channel 1
Clec4n 2.26 1.18 2.8E-02 2.1E-04 56620 C-type lectin domain family 4, member n
Clec7a 325 1.70 6.8E-04 2.1E-06 56644 C-type lectin domain family 7, member a
Clic5 0.49 -1.02 1.6E-02 1.0E-04 224796 chloride intracellular channel 5
Cmbl 0.37 -1.45 5.0E-09 2.1E-12 69574 carboxymethylenebutenolidase-like
Cmya5 0.59 -0.76 6.1E-05 1.1E-07 76469 cardiomyopathy associated 5
Col19al 1.61 0.68 2.4E-02 1.7E-04 12823 collagen, type XIX, alpha 1
Cox8b 0.65 -0.63 7.4E-02 8.8E-04 12869 cytochrome c oxidase, subunit VIIIb
Cptlb 0.52 -0.94 2.7E-08 1.7E-11 12895 carnitine palmitoyltransferase 1b, muscle
Crat 0.60 -0.75 1.6E-05 2.0E-08 12908 carnitine acetyltransferase
Ctss 2.03 1.02 1.3E-04 2.4E-07 13040 cathepsin S
Cx3erl 1.68 0.74 2.2E-02 1.5E-04 13051 chemokine (C-X3-C) receptor 1
Dbndd1 2.53 1.34 2.2E-04 5.1E-07 72185 dysbindin (dystrobrevin binding protein 1) domain containing 1
Ddit4l 0.63 -0.67 4.0E-02 3.7E-04 73284 DNA-damage-inducible transcript 4-like
Dnaicl 0.44 -1.20 1.5E-02 8.8E-05 68922 dynein, axonemal, intermediate chain 1
Dok7 1.86 0.90 1.6E-03 5.4E-06 231134 docking protein 7
Eda2r 1.60 0.68 5.7E-02 5.9E-04 245527 ectodysplasin A2 receptor
Eefla2 0.39 -1.38 2.5E-12 3.1E-16 13628 eukaryotic translation elongation factor 1 alpha 2
Egrl 155 0.63 4.8E-03 1.9E-05 13653 early growth response 1
Eno3 0.65 -0.63 5.0E-03 2.1E-05 13808 enolase 3, beta muscle
Ephx1 0.63 -0.66 1.7E-02 1.0E-04 13849 epoxide hydrolase 1, microsomal
Ermap 2.63 1.39 9.7E-04 3.0E-06 27028 erythroblast membrane-associated protein
Extl1 0.42 -1.26 2.3E-02 1.5E-04 56219 exostoses (multiple)-like 1
Faml31a 0.58 -0.78 3.5E-04 8.9E-07 78408 family with sequence similarity 131, member A
Fbp2 0.62 -0.69 3.3E-02 2.7E-04 14120 fructose bisphosphatase 2
FbxI22 0.57 -0.82 4.6E-05 7.1E-08 74165 F-box and leucine-rich repeat protein 22
Fbxol7 1.52 0.60 2.6E-02 1.9E-04 50760 F-box protein 17
Ferls 1.64 0.71 2.6E-02 1.9E-04 80891 Fc receptor-like S, scavenger receptor
Frmpd1 1.61 0.69 2.8E-02 2.1E-04 666060 FERM and PDZ domain containing 1
Frzb 0.59 -0.75 2.5E-03 9.1E-06 20378 frizzled-related protein
Fsd2 0.61 -0.72 4.7E-05 7.4E-08 244091 fibronectin type Il and SPRY domain containing 2
GIb112 0.29 -1.78 9.7E-03 4.8E-05 244757 galactosidase, beta 1-like 2
Glisl 0.49 -1.04 4.0E-02 3.6E-04 230587 GLIS family zinc finger 1
Gm44502 0.59 -0.75 4.2E-05 6.0E-08 100134861  predicted readthrough transcript (NMD candidate) 44502
Gm5111 0.41 -1.28 1.1E-02 6.0E-05 330305 predicted gene 5111
Gm7325 2.18 1.13 5.4E-06 5.6E-09 653016 predicted gene 7325
Gpnmb 3.01 1.59 1.3E-05 1.6E-08 93695 glycoprotein (transmembrane) nmb
Grip2 0.64 -0.64 2.9E-02 2.2E-04 243547 glutamate receptor interacting protein 2
Hes6 1.55 0.63 2.3E-02 1.5E-04 55927 hairy and enhancer of split 6
Hhatl 0.67 -0.59 3.9E-02 3.5E-04 74770 hedgehog acyltransferase-like
Hk2 0.58 -0.77 3.7E-05 4.9E-08 15277 hexokinase 2
Hrasls 0.36 -1.49 6.2E-04 1.9E-06 27281 HRAS-like suppressor
Hspb6 0.54 -0.88 9.1E-07 7.5E-10 243912 heat shock protein, alpha-crystallin-related, B6
Idh3a 0.66 -0.60 9.3E-03 4.5E-05 67834 isocitrate dehydrogenase 3 (NAD+) alpha
Igf2os 1.71 0.78 8.9E-06 1.0E-08 111975 insulin-like growth factor 2, opposite strand
Isynal 1.94 0.95 9.6E-08 7.3E-11 71780 myo-inositol 1-phosphate synthase A1
Kbtbd13 0.54 -0.89 5.0E-02 5.1E-04 74492 kelch repeat and BTB (POZ) domain containing 13
Kena7 0.48 -1.06 3.5E-02 3.0E-04 16495 potassium voltage-gated channel, shaker-related subfamily, member 7

Kenj12 0.59 -0.76 3.9E-02 3.5E-04 16515 potassium inwardly-rectifying channel, subfamily J, member 12



Kenk13 1.99
K1 0.26
Krt8 0.48
Lmnb2 1.52
Lpinl 0.59
Ly86 242
Lyz2 1.75
Lzts3 1.68
Map3k7cl 1.80
Mecdr 233
Mettl21c 0.43
Mettl21e 0.37
Mifl 0.57
Mpegl 2.40
Msc 0.54
Mtus2 0.56
Myadml2 0.66
Mybpc2 0.30
Mybph 1.71
Myf5 0.43
Myh11 0.67
Myh13 0.22
Myh8 0.62
MyoSc 0.46
Myog 2.05
Myozl 0.61
Myoz3 0.32
Ndrg2 0.51
Nosl 0.27
Notch3 0.66
Otog 2.04
P2ry2 0.50
Pacsinl 1.90
Pdelc 0.46
Pdk2 0.63
Perml 0.49
Pgapl 1.53
Pgm2 0.62
Phkgl 0.43
Pitpncl 0.65
Pla2gl6 0.56
Plcd4 0.19
Plin4 0.24
Plin5 0.40
Pm20d2 0.56
Pmaipl 3.76
Ppara 0.57
Ppargcla 0.63
Ppplri2b 0.62
Ppplridb 1.65
Ppplride 0.60
Ppplrla 0.47
Ppplr3a 0.59
Prune2 2.56
Pvalb 0.34
Pygm 0.60
Raplgap2 1.66
Rassf4 0.66
Rilp 0.49
Rpl31 0.25
Runx1 1.66
Ryr3 0.60
Scndb 2.02
Sema3e 2.10
Sema6b 1.59
Slc25a34 0.39
Slc2a4 0.64
Sled1al 0.63
Slc43a2 1.63
Snap91 1.92
Sox11 1.54
Spg21 2.17
Spinl see Supplementary Table le
Ston2 0.64
Sypl2 0.60
Tcea3 0.59
Tceal5 0.59
Tenm4 0.60
Tmem233 0.38
Tmem52 0.22
Tmem72 0.23
Tmod4 0.63
Tnmd 1.86
Tnncl 1.75
Tnni2 0.65
Tnnt2 1.54
Tnnt3 0.66
Trdn 0.65
Trem2 3.13
Tst 0.31
Vg2 1.52
‘Wnk2 0.57
Wnt4 0.45

upregulated (red)
downregulated (blue)
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140491
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380711

213391
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20192

399548
20349
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319776
50874
64103
21924
21953
21956
21957
76757
83433
22117
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potassium channel, subfamily K, member 13
klotho

keratin 8

lamin B2

lipin 1

lymphocyte antigen 86

lysozyme 2

leucine zipper, putative tumor suppressor family member 3
Map3k7 C-terminal like

melanocortin 4 receptor

methyltransferase like 21C

methyltransferase like 21E

myeloid leukemia factor 1

macrophage expressed gene 1

musculin

microtubule associated tumor suppressor candidate 2
myeloid-associated differentiation marker-like 2
myosin binding protein C, fast-type

myosin binding protein H

myogenic factor 5

myosin, heavy polypeptide 11, smooth muscle
myosin, heavy polypeptide 13, skeletal muscle
myosin, heavy polypeptide 8, skeletal muscle, perinatal
myosin VC

myogenin

myozenin 1

myozenin 3

N-myc downstream regulated gene 2

nitric oxide synthase 1, neuronal

notch 3

otogelin

purinergic receptor P2Y, G-protein coupled 2
protein kinase C and casein kinase substrate in neurons 1
phosphodiesterase 1C

pyruvate dehydrogenase kinase, isoenzyme 2
PPARGCI and ESRR induced regulator, muscle 1
post-GPI attachment to proteins 1
phosphoglucomutase 2

phosphorylase kinase gamma 1
phosphatidylinositol transfer protein, cytoplasmic 1
phospholipase A2, group XVI

phospholipase C, delta 4

perilipin 4

M20 domain ining 2
phorbol-12-myristate-13-acetate-induced protein 1
peroxisome proliferator activated receptor alpha
peroxisome proliferative activated receptor, gamma, coactivator 1 alpha
protein phosphatase 1, regulatory (inhibitor) subunit 12B
protein phosphatase 1, regulatory (inhibitor) subunit 14B
protein phosphatase 1, regulatory (inhibitor) subunit 14¢
protein phosphatase 1, regulatory (inhibitor) subunit 1A
protein phosphatase 1, regulatory (inhibitor) subunit 3A
prune homolog 2

parvalbumin

muscle glycogen phosphorylase

RAP1 GTPase activating protein 2

Ras association (RalGDS/AF-6) domain family member 4
Rab interacting lysosomal protein

ribosomal protein L3-like

runt related transcription factor 1

ryanodine receptor 3

sodium channel, type IV, beta

sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3E
sema domain, transmembrane domain (TM), and cy ic domain, horin) 6B
solute carrier family 25, member 34

solute carrier family 2 (facilitated glucose transporter), member 4
solute carrier family 41, member 1

solute carrier family 43, member 2
synaptosomal-associated protein 91

SRY-box containing gene 11

spastic paraplegia 21 homolog

spindlin 1

stonin 2

synaptophysin-like 2

transcription elongation factor A (SII), 3

transcription elongation factor A (SII)-like 5

teneurin transmembrane protein 4

transmembrane protein 233

transmembrane protein 52

transmembrane protein 72

tropomodulin 4

tenomodulin

troponin C, cardiac/slow skeletal

troponin I, skeletal, fast 2

troponin T2, cardiac

troponin T3, skeletal, fast

triadin

triggering receptor expressed on myeloid cells 2
thiosulfate sulfurtransferase, mitochondrial

vestigial like 2 homolog

‘WNK lysine deficient protein kinase 2

wingless-related MMTYV integration site 4




Supplementary Table Ic: Genes differentially expressed in SkM of control mice at E16.5 compared to E15.5.

Genesymbol  FC (E16.5vs. E15.5) logFC (E165 vs. E15.5) FDR p-value Entrez gene Protein name
0610009L18Rik 2.79 148 2.7E-06 1.3E-07 66838 RIKEN ¢DNA 0610009L18 gene
0610038B21Rik 1.76 0.82 4.0E-03 47E-04 70345 RIKEN ¢DNA 0610038B21 gene
0610040F04Rik 1.94 0.96 4.4E-04 3.7E-05 75394 RIKEN c¢DNA 0610040F04 gene
1110001J03Rik 1.94 095 1.0E-04 7.1E-06 66117 RIKEN ¢DNA 111000103 gene
1110007CO9Rik 1.84 0.88 7.3E-06 3.9E-07 68480 RIKEN ¢DNA 1110007C09 gene
1110008P14Rik 1.87 0.90 1.8E-05 1L.1E-06 73737 RIKEN ¢DNA 1110008P14 gene
1110054MO8Rik 1.95 0.96 21E-04 1.6E-05 68841 RIKEN ¢DNA 1110054M08 gene
1110058L19Rik 1.52 0.61 6.4E-03 8.4E-04 68002 RIKEN ¢DNA 1110058L19 gene
1500011K16Rik 1.64 0.71 5.3E-03 6.7E-04 67885 RIKEN ¢DNA 1500011K16 gene
1500017E21Rik 2.66 141 LIE-11 2.5E-13 668215 RIKEN cDNA 1500017E21 gene
1700001G11Rik 1.85 0.89 2.7E-03 3.0E-04 69303 RIKEN ¢DNA 1700001G11 gene
1700021F05Rik 1.78 0.83 3.3E-05 2.0E-06 67851 RIKEN ¢DNA 1700021F05 gene
1700094J05Rik 1.76 2.0E-03 21E-04 67523 RIKEN cDNA 1700094J05 gene
1700095B10Rik 354 1.6E-13 3.0E-15 67360 RIKEN ¢DNA 1700095B10 gene
1700113A16Rik 174 6.0E-05 4.1E-06 76642 RIKEN ¢DNA 1700113A16 gene
1810011010Rik 1.59 1.6E-04 1.2E-05 69068 RIKEN ¢DNA 1810011010 gene
1810041L15Rik 1.68 44E-05 2.8E-06 72301 RIKEN ¢DNA 1810041L15 gene
2010107E04Rik 198 2.0E-10 5.3E-12 70257 RIKEN ¢DNA 2010107E04 gene
2010107G23Rik 0.23 6.9E-08 2.6E-09 69894 RIKEN ¢DNA 2010107G23 gene
2010300C02Rik 0.54 45E-03 5.6E-04 72097 RIKEN ¢DNA 2010300C02 gene
2300002M23Rik 0.00 2.0E-47 1.8E-50 69542 RIKEN cDNA 2300002M23 gene
2310002L09Rik 348 9.2E-20 85E-22 71886 RIKEN ¢DNA 2310002109 gene
2310007BO3Rik 0.14 1.7E-03 1.8E-04 71874 RIKEN ¢DNA 2310007B03 gene
2310015B20Rik L79 5.3E-04 4.6E-05 69563 RIKEN ¢DNA 2310015B20 gene
2310022A10Rik 1.88 34E-11 8.0E-13 66367 RIKEN ¢DNA 2310022A10 gene
2310034CO9Rik 0.00 6.6E-211 22E215 117172 RIKEN cDNA 2310034C09 gene
2310040G24Rik 488 7.7E-13 1.5E-14 381792 RIKEN cDNA 2310040G24 gene
2310043L19Rik 277 5.1E-07 2.2E-08 75589 RIKEN ¢DNA 2310043119 gene
2310057N15Rik 0.00 1.5E-22 LIE24 69696 RIKEN ¢DNA 2310057N15 gene
2310061104Rik 224 21E-10 5.6E-12 69662 RIKEN ¢DNA 2310061104 gene
2410002F23Rik 0.64 6.9E-06 37E-07 668661 RIKEN ¢DNA 2410002F23 gene
2410016006Rik 0.61 LIE-03 1.0E-04 71952 RIKEN ¢DNA 2410016006 gene
2610035D17Rik 0.56 4.6E-03 5.7E-04 72386 RIKEN ¢DNA 2610035D17 gene
2610318NO2Rik 044 31E-04 2.5E-05 70458 RIKEN ¢DNA 2610318N02 gene
2700038G22Rik 0.55 5.4E-03 6.8E-04 67194 RIKEN ¢DNA 2700038G22 gene
3110057012Rik 3.61 2.6E-14 42E-16 269423 RIKEN cDNA 3110057012 gene
3425401B19Rik 276 2.7E-14 44E-16 100504518 RIKEN cDNA 3425401B19 gene
4430402118Rik 4.66 38E-11 381218  RIKEN cDNA 4430402118 gene
4632428N05Rik 2.2E-06 74048 RIKEN cDNA 4632428N05 gene
4833403115Rik 2.58 5.7E-12 74574 RIKEN cDNA 4833403115 gene
4833412C05Rik 2.0E-06 73904 RIKEN ¢DNA 4833412C05 gene
4930412C18Rik 6.6E-04 320152 RIKEN cDNA 4930412C18 gene
4930427A07RIK 8.5E-05 6.0E-06 104732 RIKEN cDNA 4930427A07 gene
4930429F24Rik 1.4E-07 5.5E-09 74633 RIKEN cDNA 4930429F24 gene
5330439B14Rik 3IE-04 2.5E-05 321015 RIKEN cDNA 5330439B14 gene
5430416NO2Rik 74E-03 1.0E-03 100503199 RIKEN cDNA 5430416N02 gene
5730508BO9Rik 5.2E-03 6.5E-04 70617 RIKEN ¢DNA 5730508B09 gene
5930412G12Rik 1.2E-07 4.6E-09 319616 RIKEN cDNA 5930412G12 gene
6030419C18Rik 1.8E-03 1.9E-04 319477 RIKEN cDNA 6030419C18 gene
6330410L21Rik 9.8E-13 2.0E-14 319224 RIKEN cDNA 6330410L21 gene
643041 1K18Rik 21E-19 2.0E-21 76880 RIKEN cDNA 6430411K18 gen
6430571L13Rik 2.0E-23 1.4E-25 235599 RIKEN cDNA 6430571L13 gene
8430408G22Rik 5.4E-27 2.7E-29 213393 RIKEN cDNA 8430408G22 gene
8430419L09Rik 1.4E-04 1.OE-05 74525 RIKEN cDNA 8430419L09 gene
9330182L06Rik 2.5E-03 2.7E-04 231014 RIKEN cDNA 9330182106 gene
9430015G10Rik 2.1E-04 1.6E-05 230996 RIKEN cDNA 9430015G10 gene
A230070E04Rik 4.6E-08 1.7E-09 100043072 RIKEN cDNA A230070E04 gene
AZm 1.2E-04 89E-06 232345 alpha-2-macroglobulin
A630019102Rik $.6E-19 89E-21 408254 uncharacterized LOC408254
A930003A15Rik 1.3E-05 T.1E-07 68162 RIKEN ¢DNA A930003A15 gene
A930016022Rik 7.7E-35 1.6E-37 100503495 RIKEN cDNA A930016022 gene
AA986860 1.8E-05 1.0E-06 212439 expressed sequence AA986860
Aaas 1.6E-03 1.7E-04 223921 achalasia, adrenocortical insufficiency, alacrimia
Aacs 54E-07 2.3E-08 78894 acetoacetyl-CoA synthetase
Aamde 6.4E-07 2.8E-08 66273 iated Mth938 domain containing
Aatk 44E-04 37E-05 11302 sociated tyrosine kinase
Abeasa 9.7E-10 2.7E-11 217258 ding cassette, sub-family A (ABC1), member 8a
Abeed 12E-11 2.8E-13 20928 ding cassette, sub-family C (CFTR/MRP), member 9
Abcd2 8.5E-07 3.8E-08 26874 ding cassette, sub-family D (ALD), member 2
Abegd 5.2E-03 6.5E-04 192663  ATP-binding cassette, sub-family G (WHITE), member 4
Abhd6 1.3E-03 1.3E-04 66082 abhydrolase domain containing 6
Ablim1 5.0E-03 6.2E-04 226251 actin-binding LIM protein 1
Ablim2 34E-11 $1E-13 231148 actin-binding LIM protein 2
Abra 1.6E-06 7.6E-08 223513 actin-binding Rho activating protein
Acaa2 33E-24 2.2E-26 52538 acetyl-Coenzyme A acy 2 (mil fal 3 1-Coenzyme A
Acach 4.8E-51 2.6E-54 100705 acetyl-Coenzyme A carboxylase beta
Acad12 4.0E-03 4.8E-04 338350 acyl-Coenzyme A dehydrogenase family, member 12
Acadl 5.1E-34 11363 acyl-Coenzyme A dehydrogenase, long-chain
Acadm 13E-31 11364 acyl-Coenzyme A dehydrogenase, medium chain
Acads 2.8E-14 11409 acyl-Coenzyme A dehydrogenase, short chain
Acadvl 7.1E-17 8.9E-19 11370 acyl-Coenzyme A dehydrogenase, very long chain
Acat2 4.6E-03 5.6E-04 110460 acetyl-Coenzyme A acetyltransferase 2
Ace 7.7E-12 L7E-13 11421 angiotensin I converting enzyme (peptidyl-dipeptidase A) 1
Acer2 5.6E-04 49E-05 230379 alkaline ceramidase 2
Ache 2.1E-03 22E-04 11423 acetylcholinesterase
Acly 0.50 2.1E-08 7.0E-10 104112 ATP citrate lyase
Aco2 275 1.6E-23 LIE-25 11429 aconitase 2, mitochondrial
Acotl 045 7.8E-04 7.2E-05 26897 acyl-CoA thioesterase 1
Acotll 240 2.9E-17 34E-19 329910 acyl-CoA thioesterase 11
Acot13 201 21E-07 85E-09 66834 “0A thioesterase 13
Aesll 1.69 6.8E-03 9.1E-04 14081 acyl-CoA synthetase long-chain family member 1
Acsls 0.65 2.7E-04 2.1E-05 433256 acyl-CoA synthetase long-chain family member 5
Acsl6 7.4E-05 5.1E-06 216739 “0A synthetase long-chain family member 6
Aessl 1.94 1.IE-06 5.2E-08 68738 in family member 1
Acss2 2.87 2.0E-25 13E27 60525 member 2
Acss2os 279 45E-07 1.9E-08 74945 y member 2, opposite strand
Actal 531 33E31 LIE-33 11459 actin, alpha 1, skeletal muscle
Actel 2.80 4.1E-16 5.4E-18 11464 actin, alpha, cardiac muscle 1
Actg2 271 2.0E-09 5.8E-11 11468 actin, gamma 2, smooth muscle, enteric
Actn2 2.96 6.5E-17 8.0E-19 11472 actinin alpha 2
Actn3 647 8.6E-36 1.4E-38 11474 actinin alpha 3
Acyp2 1.8E-06 8.6E-08 75572 acylphosphatase 2, muscle type
Adamts17 0.61 5.1E-06 2.7E-07 233332 a disintegrin-like and metallopeptidase (reprolysi type 1 motif, 17
Adamts3 0.62 6.9E-03 9.2E-04 330119 isintegrin-like and i in type 1 motif, 3
Adamtsl4 194 6.4E-08 24E-09 229595 ke 4
Adek3 7.55 1.6E-48 1.2E-51 67426 aarF domain containing kinase 3
Adey2 1.88 3AE-11 7.4E-13 210044 adenylate cyclase 2
Adey9 1.83 1.2E-05 6.5E-07 11515 adenylate cyclase 9
Adhfel 7.38 1.IE-08 34E-10 76187 alcohol dehydrogenase, iron containing, 1
Adm 1.86 1.6E-03 1.6E-04 11535 adrenomedullin
Adora2a 174 1.8E-03 1.8E-04 11540 adenosine A2a receptor
Adprhll 3.30 7.3E-14 13E-15 234072 ADP-ribosylhydrolase like 1
Adrazb 3.00 1.8E-06 8.6E-08 11552 adrenergic receptor, alpha 2b
Adrb2 1.95 2.0E-04 1.5E-05 11555 adrenergic receptor, beta 2
Adssll 338 4.0E-23 29E-25 11565 adenylosuccinate synthetase like 1
AF357359 206 53E-06 2.8E-07 100303647  snoRNA AF357359
Afaplil 191 2.4E-08 83E-10 106877 actin filament associated protein 1-like 1
Affl 219 43E-15 SE-17 17355 AF4/FMR2 family, member 1
Aff2 0.51 1.0E-03 9.5E-05 14266 AF4/FMR2 family, member 2
Agbll 2.96 1L.7E-05 9.6E-07 244071 ATP/GTP binding proteil
Agbls 0.63 5.2E-03 6.5E-04 231093 ATP/GTP binding protei
Agl 329 12E-19 LIE-21 77559 amylo-1, idase, 4-alp ase
Ago2 184 2.8E-06 1.4E-07 239528 argonaute RISC catalytic subunit 2
Agpat9 523 1.0E-09 2.8E-11 231510 I-acylglycerol-3 O-acy ase 9
Agt 318 8.9E-28 43E-30 11606 angiotensinogen (serpin peptidase inhibitor, clade A, member 8)
Agtrla 0.63 31E-03 35E-04 11607 angiotensin I1 receptor, type la
Al464131

1.67 2.5E-26 1.4E-28 329828 expressed sequence AI464131
Aifm2 178 0.83 2.3E-03 2.5E-04 71361 poptosis-inducing factor, mil i ssociated 2




Aifm3 191 093 43E-03 72168 apoptosis-inducing factor, mitochondrion-associated 3
AkL 353 1.82 1.4E-25 11636 adenylate kinase 1

Akapl 2.69 143 1.9E-23 11640 A kinase (PRKA) anchor protein 1

Akap6 1.76 0.82 34E-05 238161 A kinase (PRKA) anchor protein 6

Akap? 1.74 0.80 8.6E-05 432442 Akinase (PRKA) anchor protein 7

Akr1b10 1.94 0.96 5.0E-05 67861 aldo-keto reductase family 1, member B10 (aldose reductase)
Akrlcl4 229 1.19 3.5E-03 105387 aldo-keto reductase family 1, member C14

Alasl 1.85 0.89 2.3E-09 11655 aminolevulinic acid synthase 1

Alcam 0.50 -1.00 3.7E-09 11658 activated leukocyte cell adhesion molecule

Aldh1a2 1.52 0.60 6.6E-03 19378 aldehyde dehydrogenase family 1, subfamily A2

Aldh1a7 0.29 179 2.5E-03 26358 aldehyde dehydrogenase family 1, subfamily A7

Aldh112 1.64 0.72 1.4E-05 216188 aldehyde dehydrogenase 1 family, member L2

Aldhdal 227 118 13E-17 212647 aldehyde dehydrogenase 4 family, member Al

Aldh6al 1.82 0.86 7.9E-05 104776 aldehyde dehydrogenase family 6, subfamily A1

Aldoa 3.34 1.74 3.3E-31 11674 aldolase A, fructose-bisphosphate

Aldoart] 351 1.81 7.5E-34 353204 aldolase 1 A retrogene 1

Alkbh3 1.67 0.74 2.1E-05 69113 alkB, alkylation repair homolog 3

Alox12 0.39 -1.38 1.4E-03 11684 arachidonate 12-lipoxygenase

Alpk2 1.66 073 1.4E-03 225638 alpha-kinase 2

Alpk3 226 117 12E-10 116904  alpha-kinase 3

Amigol 1.88 1.4E-11 229715 adhesion molecule with Ig like domain 1

Amotll 1.99 7.0E-11 75723 angiomotin-like 1

Ampd1 4.69 53E-28 229665  adenosine monophosphate deaminase 1

Amtn 0.24 7.0E-10 71421 amelot

Angpti2 1.67 1.6E-06 26360 angiopoictin-like 2

Ankl 295 12E-19 11733 ankyrin 1, erythroid

Ank3 203 2.0E-15 11735 ankyrin 3, epithelial

Ankrd13d 0.40 1.8E-06 68423 ankyrin repeat domain 13 family, member D

Ankrd2 233 6.5E-04 56642 ankyrin repeat domain 2 (stretch responsive muscle)

Ankrd23 225 TAE-11 78321 ankyrin repeat domain 23

Ankrd33h 221 1.6E-05 67434 ankyrin repeat domain 33B

Ankrd37 321 21E-11 654824 ankyrin repeat domain 37

Ankrddo 164 2.6E-07 71452 ankyrin repeat domain 40

Ankrd9 3.68 23E-24 74251 ankyrin repeat domain 9

Anxal 033 1.9E-17 16952 annexin A1

Anxall 218 12E-12 11744 annexin A1l

Anxa8 0.28 9.6E-05 1752 annexin A8

Aoc3 3.09 14E-18 11754 amine oxidase, copper containing 3

Aoxl 2.65 2.9E-09 11761 aldehyde oxidase 1

ApSsl 1. 5.6E-03 7.2E-04 69596 adaptor-related protein 5 complex, sigma 1 subunit

Apedd] 0.46 4.0E-03 4.8E-04 494504 is polyposis coli d lated 1

Apitd1 0.52 21E-04 1.6E-05 69928 apoptosis-inducing, TAF9-like domain 1

Apipl 0.46 4.0E-07 1.7E-08 11803 amyloid beta (A4) precursor-like protein 1

Apobec2 333 3.2E-20 2.9E-22 11811 apolipoprotein B mRNA editing enzyme, catalytic polypeptide 2
Apoe 1.59 2.5E-05 1.5E-06 11816 apolipoprotein E

Apold1 229 1.6E-06 7.6E-08 381823 apolipoprotein L domain containing 1

Apool 1.94 7.8E-09 2.5E-10 68117 apolipoprotein O-like

Aqpll 327 1.4E-09 42E-11 66333 aquaporin 11

Aqpd 22.84 12E-19 12E-21 11829 aquaporin 4

Aqp7 1.9E-14 3.1E-16 11832 aquaporin 7

Argl 9.0E-23 6.6E-25 11846 arginase, liver

Arhgap10 1.2E-10 32E-12 78514 Rho GTPase activating protein 10

Arhgap26 9.1E-06 5.0E-07 71302 Rho GTPase activating protein 26

Arhgap36 1.5E-22 LIE-24 75404 Rho GTPase activating protein 36

Arhgef19 3.0E-06 1.5E-07 213649 Rho guanine nucleotide exchange factor (GEF) 19

Arhgef6 1.8E-05 LIE-06 73341 Rac/Cde42 guanine nucleotide exchange factor (GEF) 6

Arid3a 5.8E-06 13496 AT rich interactive domain 3A (BRIGH

Arl6ipS 6.6E-08 65106 ADP-ribosylation factor-like 6 interacting protein 5

Artl 55E-18 11870 ADP-ribosyltransferase 1

Art3 37E-48 109979 ADP-ribosyltransferase 3

Art5 1.8E-08 11875 ADP-ribosyltransferase 5

As3mt 43E-06 57344 arsenic (+3 oxidation state) methyltransferase

Asb10 17E-05 117590 ankyrin repeat and SOCS box-containing 10

Asb11 4.8E-30 68854 ankyrin repeat and SOCS box-containing 11

Ash12 1.0E-28 70392 ankyrin repeat and SOCS box-containing 12

Ash15 1.8E-13 78910 ankyrin repeat and SOCS box-containing 15

Ash16 24E-10 217217 ankyrin repeat and SOCS box-containing 16

Ash18 93E-08 208372 ankyrin repeat and SOCS box-containing 18

Ash2 63E-17 65256 ankyrin repeat and SOCS box-containing 2

Asbs 23E-18 76294 ankyrin repeat and SOCs box-containing 5

Ash8 89E-16 78541 ankyrin repeat and SOCS box-containing 8

Asns 2.0E-08 27053 asparagine synthetase

Asph 13E-37 65973 aspartate-beta-hydroxylase

Asphd2 1.7E-03 72898 aspartate beta-hydroxylase domain containing 2

Aspn 39E-05 66695 asporin

Ateay 7.6E-14 16467 ataxia, cerebellar, Cayman type homolog

Atcayos 15E-19 69678 ataxia, cerebellar, Cayman type, opposite strand

Atfh 8.0E-07 12915 activating transcription factor 6 beta

Atgda 1.8E-05 1.0E-06 666468 autophagy related 4A, cysteine peptidase

Atpla2 4.1E-30 1.6E-32 98660 ATPase, Na+/K+ transporting, alpha 2 polypeptide

Atplb2 22E-35 38E-38 11932 ATPase, Na+/K+ transporting, beta 2 polypeptide

Atplbd 7.5E-28 3.6E-30 67821 ATPase, (Na+)/K+ transporting, beta 4 polypeptide

Atp2al 1.5E-32 45E-35 11937 ATPase, Ca++ transporting, cardiac muscle, fast twitch 1

Atp2a3 1.82 1.6E-04 1.2E-05 53313 ATPase, Ca++ transporting, ubiquitous

Atp2b3 326 24E-16 31E-18 320707 ATPase, Ca++ transporting, plasma membrane 3

AtpSal 1.77 4.4E-09 1.4E-10 11946 ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1
Atpsh LI1E-12 2.2E-14 11947 ATP synthase, H+ transporting mitochondrial F1 complex, beta subu
AtpSel 1.0E-11 23E-13 11949 ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1
Atpsd 1.9E-07 7.5E-09 66043 ATP synthase, H+ transporting, mitochondrial FI complex, delta subunit
AtpSe 1.98 0.99 6.0E-07 2.6E-08 67126 ATP synthase, H+ transporting, mitochondrial F1 complex, epsilon subunit
AtpSfl 0.87 6.9E-09 22E-10 11950 ATP synthase, H+ transporting, mitochondrial FO complex, subunit B1
AtpSgl 123 29E-15 43E-17 11951 ATP synthase, H+ transporting, mitochondrial FO complex, subunit 1 (subunit 9)
AtpSg3 199 0.99 2.2E-10 5.9E-12 228033 ATP synthase, H+ transporting, mitochondrial FO complex, subunit C3 (subunit 9)
AtpSh 174 0.80 3.6E-05 71679 ATP synthase, H+ transporting, mitochondrial FO complex, subunit d
AtpSj 171 0.77 5.8E-09 11957 ATP synthase, H+ transporting, mitochondrial FO complex, subunit F
Atpsj2 1.76 0.81 5.9E-09 57423 ATP synthase, H+ transporting, mitochondrial FO complex, subunit F2
AtpSk 1.87 0.91 2.2E-09 11958 ATP synthase, H+ transporting, mitochondrial FIF0 complex, subunit ¢
AtpSo 207 1.05 71E-11 1.8E-12 28080 ATP synthase, H+ transporting, mitochondrial F1 complex, O subuni
Atp6v0c2 153 0.62 6.2E-03 8.0E-04 76252 ATPase, H+ transporting, lysosomal VO subunit E2

Atpsal 1.56 0.64 1.2E-03 1.2E-04 11980 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1
Atraid 1.52 0.61 LIE-05 6.1E-07 381629 all-trans retinoic acid induced differentiation factor

Auh 2.01 1.01 3.2E-07 1.3E-08 11992 AU RNA binding protein/enoyl-coenzyme A hydratase

AWS51984 1.93 095 24E-08 82E-10 244810 expressed sequence AWS51984

B230118HO7Rik 1.60 0.68 1.7E-03 1.8E-04 68170 RIKEN cDNA B230118H07 gene

B230119MO5Rik 2.62 LIE-06 49E-08 77983 RIKEN cDNA B230119M05 gene

B3galt2 1.82 3.0E-04 24E-05 26878 UDP-Gal:betaGIeNAc beta 1,3 yltransferase, ide 2
B3gnt3 215 2.7E-06 1.3E-07 72297 UDP-GleNAc:betaGal beta-1,3-N. iny ase 3
B3gnt7 0.48 L1E-04 7.7E-06 227327 UDP-GleNAc:betaGal beta-1,3-N: 'y ansferase 7
Bdgalntd 0.23 LIE-18 1.2E-20 330671 beta-1,4-N-acetyl-galactosaminyl transferase 4

Bag? 171 1.2E-05 6.6E-07 213539 BCL2-associated athanogene 2

Bai2 0.36 9.9E-13 2.0E-14 230775 brain-specific angiogenesis inhibitor 2

Baiap2 0.58 47E-04 4.0E-05 108100 brain-specific angi is inhibitor 1 iated protein 2

Bambi 0.58 4.8E-04 4.1E-05 68010 BMP and activin membrane-bound inhibitor, homolog

BC002163 1.63 1.9E-05 L1E-06 170658 NADH dehydrog Fe-S protein 5

BC022687 0.54 33E-03 3.8E-04 217887 cDNA sequence BC022687

Beas3 1.67 4.6E-06 24E-07 192197 breast carcinoma amplified sequence 3

Bche 2.85 1.4E-17 1.6E-19 12038 butyrylcholinesterase

Bellla 0.26 2.2E-06 1.0E-07 14025 B cell CLL/lymphoma 11A (zinc finger protein)

Bell1b 0.30 7.1E-03 9.6E-04 58208 B cell leukemia/lymphoma 11B

Bel6 0.54 4.1E-04 34E-05 12053 B cell leukemia/lymphoma 6

Ber 0.58 5.2E-07 2.2E-08 110279 breakpoint cluster region

Bdh1 0.29 1.8E-06 83E-08 71911 3-hydroxybutyrate dehydrogenase, type 1

Beanl 2.1E-06 1OE-07 65115 brain expressed, associated with Nedd4, 1

Begain 0.63 5.4E-03 6.9E-04 380785 brain-enriched guanylate kinase-associated

BendS 0.61 2.4E-03 67621 BEN domain contain

Bend7 0.47 1.3E-03 209645 BEN domain containing 7

Best3 1.76 4.6E-04 39E-05 382427 bestrophin 3

Bexl 151 37E-03 44E-04 19716 brain expressed gene 1

Bex2 0.46 9.7E-05 6.9E-06 12069 brain expressed X-linked 2

Bex4 0.53 74E-04 6.7E-05 406217 brain expressed gene 4

Bhihed0 202 21E-13 39E-15 20893 basic helix-loop-helix family, member e40




Binl
Blnk
Bloclsl
Bmp7
Bmper
Bnip3
Bola3
Bora
Brinpl
Bsn
Bspry
Bst2
Btbd1
Btbd11
Btnl9

Bves
C030006K11Rik
C030037D09Rik
C130021120Rik
C130080G10Rik
Clgtnf9
Clra
Cist

c3
C77080
Cachdl
Cacnale
Cacnald
Cacnale
Cacnalg
Cacnali
Cacnals
Cacna2d1
Cacna2d3
Cacnbl
Cacngl
Cacngd
Cacng6
Cad
Caler
Calerl
Calml4
Calr
Camkld
Camk2a
Camk2b
Camk2d
Camkv
Camtal
Cap2
Capn3
Car12
Carl4
Car3
Card14
Carmn
Carnsl
Casdl
Casql
Casq2
Cavl
Cav2
Cav3
Cbr4
Cbs
Cede106
Cedel41
Ceded3
Cede69
Cede85a
Cede8Se
Cede9l
Cede92
Cel21a
Cend2
Cenel
Cengl
Cd163
Cd3001g
ca33

242
0.26
1.52
0.49
1.58
1.90
1.94
0.65
0.32
0.55
0.37
1.61
1.94

225
2.59

16.71
0.64
0.62
0.65
0.50
0.51
0.55
241
2.96
1.81
0.47
2.69
4.57
0.46
223

1.82

1.94
157

0.64
0.64
5.89
2.18
0.56
0.29
1.53
1.54
21
0.51
13.55
1.70
2.00
170
0.55
0.61
5.27

3.40
2.64
1.72
1.54
711
9.88
0.52
3.89

127

5.2E-14
4.7TE-04
6.9E-04
1.8E-06
7.9E-04
2.2E-08
6.0E-07
2.4E-03
17E-09
5.2E-03
1.0E-03
4.4E-03
1.1E-09
4.8E-05
3.2E-07
9.8E-22
9.7E-06
1.3E-06
6.8E-08
5.8E-09
7.7E-11
2.6E-10
1.5E-28
3.6E-10
8.1E-04
3.2E-05
1.4E-03
1.5E-04
4.5E-03
5.9E-07
8.7E-05
8.0E-20
1.3E-05
3.6E-04
2.7E-16
1.3E-31
3.2E-04
1.4E-07
3.1E-06
7.6E-07

9.0E-16
3.9E-05
6.2E-05
8.3E-08
7.2E-05
7.5E-10
2.6E-08
2.6E-04
S.AE-11
6.6E-04
9.7E-05
5.4E-04
3.3E-11
3.1E-06
-08
8.0E-24
5.4E-07
5.9E-08
2.5E-09
1.8E-10
1.9E-12
6.9E-12
6.5E-31
9.9E-12
7.5E-05
2.0E-06
1.5E-04
1.1E-05
5.5E-04
2.5E-08
6.1E-06
7.3E-22
7.2E-07
2.9E-05
3.5E-18
4.3E-34
2.6E-05
5.3E-09
15E-07
3.3E-08
4.7E-08
1.8E-07
6.5E-07
3.9E-04
1.9E-09
6.5E-37
1.3E-06
9.2E-05
2.3E-05
4.6E-13
11E-24
9.3E-08
3.7E-18
1.9E-29
8.5E-10
2.7E-04
7.5E-18
1.3E-06
2.1E-42
2.9E-27
2.6E-12
5.7E-08
3.1E-19
8.0E-05
2.2E-04
2.9E-07
1.8E-08
9.5E-09
1.0E-15
3.9E-05
6.6E-12
7.9E-06
1.2E-05
9.7E-04
4.1E-08
1.1E-06
7.4E-24
1.8E-19
2.0E-18
2.7E-04
4.9E-24
7.2E-08
9.1E-05
1.5E-06
SE-05
1.6E-10
2.1E-04
24E-13
4.2E-11
3.4E-04
1.1E-06
3.0E-31
9.5E-06
4.7E-12
1L1E-04
4.9E-09
6.0E-05
8.3E-07
2.9E-04
3.3E-04
1.4E-04
1.8E-17
1.4E-06
9.1E-05
3.8E-17
5.2E-08
1.3E-05
3.6E-45
1.6E-16
1L.7E-09
2.8E-04
1.0E-05
5.3E-05
6.6E-07
7.6E-04
6.4E-33
6.1E-07
1.5E-09
4.2E-06
3.9E-05
2.0E-07
2.9E-17
7.4E-04
3.6E-14
3.2E-11
6.0E-05
1.4E-06
6.0E-38
LIE-43
5.2E-04
9.5E-17

100504399
100303644
239126
50909
50908
12266
97130
320508
12288
12289
12290
12291
239556
12292
12293
12294
12295
12299
54377
54378
69719
12311
54598
75600
12317
227541
12322
12323
108058
235604
100072
67252
12335
76459
23831
12350
170720
328968
107239
213819
12372
12373
12389
12390
12391
234309
12411
232821
545428
52715
52570
216613
68339
67015
215707
18829
12444
12447
12450
93671
52685
12489
12491
12509
12523
17064
26364
216150
240505
104252
66953
217946
12552
12554
239096
12560
12563
68764
26365
12609
12614
53883
217882
70012
100038725
93898
12632
27221
110749
103172
66075
216848
269610
320790
93696
83453
12671
231252
11443
11447
11449
98388
54371
12683
214425
217149
12700
12705
68379
12715
76722
56708
12723

bridging integrator 1
B cell linker
biogenesis of lysosome-related organelles complex-1, subunit 1
bone morphogenetic protein 7
BMP-binding endothelial regulator
BCL2/adenovirus E1B interacting protein 3
bolA-like 3
bora, aurora kinase A activator
bone morphogenic protein/retinoic acid inducible neural specific 1
bassoon
B-box and SPRY domain containing
bone marrow stromal cell antigen 2
BTB (POZ) domain containing 1
BTB (POZ) domain containing 11
butyrophilin-like 9
blood vessel epicardial substance
RIKEN cDNA C030006K11 gene
RIKEN ¢DNA C030037D09 gene
Riken cDNA C130021120 gene
RIKEN cDNA C130080G10 gene
Cl1q and tumor necrosis factor related protein 9
Lr A
1s 1
complement component 3
expressed sequence C77080
cache domain containing 1
calcium channel, voltage-dependent, L type, alpha 1C subui
calcium channel, voltage-dependent, L type, alpha 1D subunit
calcium channel, voltage-dependent, R type, alpha IE subu
calcium channel, voltage-dependent, T type, alpha 1G subunit
calcium channel, voltage-dependent, alpha 11 subunit
calcium channel, voltage-dependent, L type, alpha 1S subunit
calcium channel, voltage-dependent, alpha2/delta subunit 1
calcium channel, voltage-dependent, alpha2/delta subunit 3
calcium channel, voltage-dependent, beta 1 subunit
calcium channel, voltage-dependent, gamma subunit 1
calcium channel, voltage-dependent, gamma subunit 4
calcium channel, voltage-dependent, gamma subunit 6
carbamoyl-phosphate synthetase 2, aspartate transcarbamylase, and dihydroorotase
calcitonin receptor
calcitonin receptor-like
calmodul ike 4
calreticulin
calcium/calmodulin-dependent protein kinase ID
calcium/calmodulin-dependent protein kinase II alpha
calcium/calmodulin-dependent protein kinase I1, beta
calcium/calmodulin-dependent protein kinase I1, delta
CaM Kinase-like vesicle-associated
calmodulin binding transeription activator 1
CAP, adenylate cyclase-associated protein, 2
calpain 3
carbonic anyhydrase 12
carbonic anhydrase 14
carbonic anhydrase 3
caspase recruitment domain family, member 14
cardiac mesoderm enhancer-associated non-coding RNA
carnosine synthase 1
CASI1 domain containing 1
calsequestrin 1
calsequestrin 2
in 1, caveolae protein

carbonyl reductase 4
cystathionine beta-synthase
coiled-coil domain containing 106

coiled-coil domain containing 92
chemokine (C-C motif) ligand 21A (serine)
cyclin D2

ey
cyclin G1

CD163 antigen
CD300 antigen Ii
CD33 antigen
CD36 antigen
CD59a antigen
CD84 antigen
CDY3 antigen
CDY7 antigen
cell division cycle 34

CDC42 binding protein kinase gamma (DMPK:
CDC42 effector protein (Rho GTPase binding) 2

cell division cycle associated 7

n cycle associated 7 like

cadherin 11

cadherin 13

cadherin-like 24

cadherin 3

cadherin 6

cadherin-related family member 3

carcinoembryonic antigen-related cell adhesion molecule 1
inding protein (C/EBP), delta
cadherin, EGF LAG seven-pass G-type receptor 1
cadherin, EGF LAG seven-pass G-type receptor 2

family member G

centrosomal protein 85
centrosomal protein 85-like
ceramide synthase 1

chromatin assembly factor 1, subunit A (p150)
chromatin assembly factor 1, subunit B (p60)
iled-coil-helix-coiled-coil-helix dom:

coiled-coil-helix-coiled-coil-helix domain containing 3
chromodomain helicase DNA binding protein 3
chromodomain helicase DNA binding protein 5
chromodomain helicase DNA binding protein 7
chromatin accessibility complex 1
chordin-like 1
cholinergic receptor, muscarinic 3, cardiac

i icotinic, alpha polypeptide 9
beta polypeptide 1 (muscle)
cholinergic receptor, nicotinic, delta polypeptide
cholinergic receptor, nicotinic, gamma polypeptide
carbohydrate sulfotransferase 10
carbohydrate sulfotransferase 2
cell death-inducing DNA ion factor, alpha subi
layer protein, nucleotide p,
CDGSH iron sulfur domain 3
cytokine inducible SH2-containing protein
Chp/p300-i i ivator with Glu/Asp-rich carboxy-terminal domain 1
CDKNIA interacting zinc finger protein 1
creatine kinase, muscle
creatine kinase, mitochondrial 2
cardiotrophin-like cytokine factor 1
chloride channel 1

ke effector A




Cldn1 0.38 -138 1.8E-06 12737 claudin 1
Cldn1s 5.01 232 1.6E-11 60363 claudin 15

Cldn4 0.19 238 1.3E-03 12740 claudin 4

Cldns 1.78 0.83 2.8E-08 12741 claudin 5

Clec16a 1.53 0.62 6.7E-05 74374 C-type lectin domain family 16, member A

Clec2d 240 1.2E-05 93694 C-type lectin domain family 2, member d

Clec2l 0.50 4.6E-03 665180 C-type lectin domain family, member L

Clec3b 2.62 13E-21 21922 C-type lectin domain family 3, member b

Clic4 1.50 4.1E-05 29876 chloride intracellular channel 4 (mitochondri

Clics 335 43E-15 224796 chloride intracellular channel 5

Clpx 1.52 2.9E-05 270166 caseinolytic peptidase X

Clu 0.49 8.6E-05 12759 clusterin

Cluh 174 31E-07 74148 clustered mitochondria (cluA/CLU1) homolog

Clybl 1.97 1.5E-06 69634 citrate lyase beta like

Cmbl 6.09 9.0E-36 69574 carboxymethylenebutenolidase-like

Cmyas 7.37 23E-29 76469 cardiomyopathy associated 5

Cnih2 0.41 2.7E-07 12794 cornichon homolog 2

Cnnt 3.06 S.1E-08 12797 calponin 1

Cnp 1.3E-09 12799 2'3"cyclic nucleotide 3' phosphodiesterase

Cntnd 4.6E-03 269784 contactin 4

Cntnap4 2.6E-05 170571 contactin associated protein-like 4

Cobl 3.2E-08 12808 cordon-bleu

Cogd 6.0E-06 102339 component of oligomeric golgi complex 4

Col15al 3.4E-05 12819 collagen, type XV, alpha 1

Col23al 2.6E-05 237759 collagen, type XXII, alpha 1

Col26al 2.7E-04 140709 collagen, type XXVI, alpha 1

Col28al 6.2E-07 213945 collagen, type XXVIIL, alpha 1

Coldal 9.0E-07 12826 collagen, type IV, alpha 1

Colda2 3.0E-05 12827 collagen, type IV, alpha 2

Colda6 6.6E-04 94216 collagen, type IV, alpha 6

Col5a3 2.7E-21 53867 collagen, type V, alpha 3

Col6a6 33E-06 245026 collagen, type VI, alpha 6

Col8a2 1.6E-06 329941 collagen, type VIIL, alpha 2

Col9a2 43E-03 12840 collagen, type IX, alpha 2

Coql0a 1.3E-16 210582 coenzyme Q10 homolog A

Coq3 5.1E-05 230027 coenzyme Q3 homolog, methyltransferase

Cogs 9.2E-16 52064 coenzyme Q5 homolog, methyltransferase

Coq7 23E-04 12850 demethyl-Q 7

Coq9 47E-25 67914 coenzyme Q9 homolog

Coro2a 5.4E-03 107684 coronin, actin binding protein 2A

Coro6 6.8E-19 216961  coronin 6

Coxl4 8.1E-07 66379 cytochrome c oxidase assembly protein 14

Coxl5 1.7E-06 226139 COXI5 homolog, cytochrome ¢ oxidase assembly protein
Cox17 45E-05 12856 cytochrome c oxidase, subunit XVII assembly protein homolog
Coxdil 8.0E-09 12857 cytochrome ¢ oxidase subunit IV isoform 1

Cox5a 23E-15 12858 cytochrome c oxidase, subunit Va

Coxsb 1.9E-03 12859 cytochrome c oxidase, subunit Vb

Cox6a2 6.2E-28 12862 cytochrome c oxidase, subunit VI a, polypeptide 2
Cox6b1 5.4E-09 110323 cytochrome c oxidase, subunit VIb polypeptide 1
Cox6e 3.6E-05 12864 cytochrome c oxidase, subunit Ve

Cox7al 6.7E-26 12865 cytochrome c oxidase, subunit VIla 1

Cox7a2 5.5E-07 12866 cytochrome ¢ oxidase, subunit VIla 2

CoxTh 32E-08 66142 cytochrome ¢ oxidase subunit VIIh

Cox8b 22E-23 12869 cytochrome c oxidase, subunit VIITh

Cpad 1.5E-03 71791 carboxypeptidase A4

Cpeb3 1.0E-07 208922 cytoplasmic polyadenylation element binding protein 3
Cpebd 1.4E-04 67579 cytoplasmic polyadenylation element binding protein 4
Cpm 3.5E-08 70574 carboxypeptidase M

Cpnes 0.36 83E-08 240058 copine V

Cppedl 171 3.6E-08 223978 calcineurin-like phosphoesterase domain containing 1
Cptib 8.24 23E-53 12895 carnitine palmitoyltransferase 1b, muscle

Cpt2 1.73 2.1E-07 12896 carnitine palmitoyltransferase 2

Cpxm2 042 6.9E-03 55987 carboxypeptidase X 2 (M14 family)

Crabpl 0.40 43E-13 12903 cellular retinoic acid binding protein I

Crabp2 0.54 1.5E-03 12904 cellular retinoic acid binding protein I

Crat 3.80 5.2E-31 12908 carnitine acetyltransferase

Creld1 1.61 1.5E-05 171508 cysteine-rich with EGF-like domains 1

Creld2 0.52 3.9E-09 76737 cysteine-rich with EGF-like domains 2

Crmpl 0 12033 collapsin response mediator protein 1

Cryab 203 5.1E-08 12955 crystallin, alpha B

Cryll 0.55 22E-04 68631 crystallin, lambda 1

Cs 1.92 6.5E-11 12974 citrate synthase

Csf2rb2 235 8.8E-08 12984 colony stimulating factor 2 receptor, beta 2, low-affinity (granulocyte-macrophage)
csl 1.76 7.0E-04 71832 citrate synthase like

Cspgs 6.2E-06 29873 chondroitin sulfate proteoglycan 5

Csrp3 17E-13 13009 cysteine and glycine-rich protein 3

Ctlaza 22E-03 13024 cytotoxic T lymphocyte-associated protein 2 alpha
Ctnna3 LIE-12 216033 catenin (cadherin associated protein), alpha 3
Ctnbip1 . 1.IE-08 67087 catenin beta interacting protein 1

Cttnbp2 047 93E-06 30785 cortactin binding protein 2

Cux2 0.51 2.8E-04 13048 cut-like homeobox 2

Cwh43 0.25 1.7E-03 231293 cell wall biogenesis 43 C-terminal homolog

Cxell4 0.28 1.6E-08 57266 chemokine (C-X-C motif) ligand 14

Cybsaz 165 4.6E-03 192986 cytochrome b5 domain containing 2

Cybsr1 1.87 34E-11 72017 cytochrome b5 reductase 1

Cyel 218 1LOE-15 66445 cytochrome -1

Cyes 216 5.8E-05 13063 cytochrome c, somatic

Cypibl 242 1.6E-03 13078 cytochrome P450, fami b, polypeptide 1
Cyp27al 3.01 7.6E-11 104086 cytochrome P450, family 27, subfamily a, polypeptide 1
Cyp2a22 1.82 73E-05 56448 cytochrome P450, family 2, subfamily d, polypeptide 22
Cyp2wi 017 6.5E-03 545817 cytochrome P450, family 2, subfamily w, polypeptide 1
Cypst 0.60 2.6E-08 9.2E-10 13121 cytochrome P450, family 51

Cystml 647 2.0E-17 24E-19 66060 cysteine-rich transmembrane module containing 1
D030025P21Rik 047 4.8E-04 41E-05 100303738 RIKEN cDNA D030025P21 gene

D030028A08Rik 0.48 4.6E-06 319371 RIKEN cDNA D030028A08 gene

DI10Jhu8le 1.69 2.0E-09 28295 DNA segment, Chr 10, Johns Hopkins University 81 expressed
D330045A20Rik 1.98 22E-04 102871 RIKEN cDNA D330045A20 gene

D630045J12Rik 0.61 1.5E-04 LIE-05 330286 RIKEN cDNA D630045]12 gene

D830015G02Rik 1.89 5.3E-07 2.3E-08 791403 RIKEN cDNA D830015G02 gene

Dagl 1.66 2.2E-06 1.0E-07 13138 dystroglyean 1

Dands 1.69 6.0E-03 7.7E-04 23863 DAN domain family, member 5

Dbndd1 0.58 3.2E-03 3.7E-04 72185 dysbindin (dystrobrevin binding protein 1) domain containing 1
Dbndd2 1.63 6.8E-03 9.0E-04 52840 dysbindin (dystrobrevin binding protein 1) domain containing 2
Dbnl 0.63 7.7E-05 5.3E-06 13169 drebrin-like

Dbp 1.70 7.1E-04 6.4E-05 13170 D site albumin promoter binding protein

Deaf6 9.8E-10 2.8E-11 74106 DDB1 and CUL4 associated factor 6

Dee 2.4E-05 1.5E-06 13176 deleted in colorectal carcinoma

Det 3.0E-03 34E-04 13190 dopachrome tautomerase

Detd 71E-04 6.5E-05 320685  dCMP deaminase

Dde 2.9E-09 87E-11 13195 dopa decarboxylase

Dditdl LIE-08 34E-10 73284 DNA-damage-inducible transcript 4-like

Ddo 2.8E-33 7.3E-36 70503 D-aspartate oxidase

Ddxl1 3.6E-04 2.9E-05 320209  DEAD/H (Asp-Glu-Ala-Asp/His) box helicase 11
Ddx25 1.2E-05 6.7E-07 30959 DEAD (Asp-Glu-Ala-Asp) box polypeptide 25

Debl 45E-04 3.8E-05 26901 differentially expressed in BI6F10 1

Decrl 43E-11 1.OE-12 67460 2,4-dienoyl CoA reductase 1, mitochondrial

Dennd4b 4.6E-07 2.0E-08 229541 DENN/MADD domain containing 4B

Deptor 1.8E-07 7.2E-09 97998 DEP domain containing MTOR-interacting protein
Des 9.1E-21 7.9E-23 13346 desmin

Dher24 -0.88 3.4E-07 1.4E-08 74754 24-dehydrocholesterol reductase

Dhdh 7.7E-07 34E-08 71755 dihydrodiol dehydrogenase (dimeric)

Dhrs7e 2.6E-26 1.5E-28 68460 dehydrogenase/reductase (SDR family) member 7C
Dio2 6.2E-04 5.4E-05 13371 dinase, iodothyronine, type II

Dkk2 6.0E-04 5.3E-05 56811 dickkopf homolog 2

Dlat 123 5.0E-19 5.1E-21 235339 ihydrolipoami y (E2 of pyruvate dehydrogenase complex)
DId 2.07 1.05 2.7E-12 5.8E-14 13382 dihydrolipoamide dehydrogenase

Dist 1.79 0.84 3.8E-09 1.2E-10 78920 i ipoamide S-succi ferase (E2 of 2-oxo-glutarate complex)
DIxS 043 -1.21 1.8E-05 LIE-06 13395 distal-less homeobox 5

Dmd 2.65 1.41 1.3E-19 1.2E-21 13405 dystrophin, muscular dystrophy

Dmpk 2.20 114 22E-12 47E-14 13400 dystrophia myotonica-protein kinase

Dnaaf2 0.66 -0.60 5.2E-03 6.5E-04 109065 dynein, axonemal assembly factor 2



Dnah11 0.59 077 6.6E-03 13411 dynein, axonemal, heavy chain 11

Dnaicl 7.18 2.84 31E-24 68922 dynein, axonemal, intermediate chain 1

Dnaja3 1.56 0.65 5.3E-06 83945 DnaJ (Hsp40) homolog, subfamily A, member 3

Dnajad 1.84 0.88 1.7E-07 58233 DnaJ (Hsp40) homolog, subfamily A, member 4

Dnajb11 0.66 0.60 LIE-05 67838 DnaJ (Hsp40) homolog, subfamily B, member 11

Dnajbd 1.99 0.99 5.3E-11 67035 DnaJ (Hsp40) homolog, subfamily B, member 4

Dnajbs 1.96 9.6E-11 56323 DnaJ (Hsp40) homolog, subfamily B, member 5

Dnajel2 235 6.2E-07 30045 DnalJ (Hsp40) homolog, subfamily C, member 12

Dnajel5 1.54 2.9E-03 66148 DnaJ (Hsp40) homolog, subfamily C, member 15

Dnaje19 1.63 6.1E-03 67713 DnaJ (Hsp40) homolog, subfamily C, member 19

Dnaselll 244 2.6E-12 69537 deoxyribonuclease I-like 1

Dner 0.45 1.3E-04 227325 delta/notch-like EGF-related receptor

Dnm3os 0.61 1.5E-06 474332 dynamin 3, opposite strand

Dnmtl 0.64 7.9E-06 13433 DNA methyltransferase (cytosine-5) 1

Dnpht 0.53 21E-04 g1 2 ide 5. N-hydrolase 1

Doc2b 047 3.6E-04 13447 double C2, beta

Dos 0.59 5.2E-03 100503659 downstream of Stk11

Dpepl 1.70 43E-04 13479 dipeptidase 1 (renal)

Dpf3 2.87 1.3E-07 70127 D4, zinc and double PHD fingers, family 3

Dpysl4 0.60 1.7E-03 26757 dihydropyrimidinase-like 4

Dram2 1.62 2.0E-05 67171 DNA-damage regulated autophagy modulator 2

Dsc2 0.23 53E-19 13506 desmocollin 2

Dsg2 0.22 1.2E-04 13511 desmoglein 2

Dtna 4.07 1.9E-26 13527 dystrobrevin alpha

Dtnb 0.62 23E-03 13528 dystrobrevin, beta

Dupdl 8.81 $3E-18 435391 dual specificity phosphatase and pro isomerase domain containing 1
Duspl 157 31E-04 19252 dual specificity phosphatase 1

Dusp10 1.61 2.5E-05 63953 dual specificity phosphatase 10

Dusp13 577 2.7E-20 27389 dual specificity phosphatase 13

Dusp2 174 1.6E-03 13537 dual specificity phosphatase 2

Dusp22 171 2.1E-06 105352 ity phosphatase 22

Dusp23 2.54 34E-11 68440 specificity phosphatase 23

Dusp26 59 5.9E-27 66959 specificity phosphatase 26 (putative)

Dusp27 223 1.4E-09 240892 ity phosphatase 27 (putative)

Dusp28 1.86 8.6E-05 67446 specificity phosphatase 28

Dusp3 183 2.4E-08 72349 3 (vaccinia virus VHl-related)
Dusp? 0.62 3.6E-04 235584 dual specificity phosphatase 7

Dusp8 151 4.8E-03 18218 dual specificity phosphatase 8

Dusp9 0.34 2.0E-04 75590 dual specificity phosphatase 9

Dynap 0.01 49E-25 75571 dynactin associated protein

Dyrklb 228 54E-15 13549 dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 1b
Dyrk2 1.54 9.2E-05 69181 dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2
Dzipl 0.62 1.4E-04 66573 DAZ interacting protein 1

E130012A19Rik 0.48 4.6E-04 103551  RIKEN cDNA E130012A19 gene

E2f6 159 LIE-06 50496 E2F transcription factor 6

Ecil 231 2.0E-13 13177 enoyl-Coenzyme A delta isomerase 1

Eci2 1.52 2.1E-04 23986 enoyl-Coenzyme A delta isomerase 2

Eeml 198 2.5E-03 13601 extracellular matrix protein 1

Eda2r 171 3.8E-03 245527 ectodysplasin A2 receptor

Ednrb 1.57 1.5E-04 13618 endothelin receptor type B

Eefla2 19.88 9.1E-66 13628 cukaryotic translation clongation factor 1 alpha 2

Eepdl 7.2E-08 67484 family domain containing 1
Efcab2 1.0E-03 68226 EF-hand calcium bin

Efcab6 2.0E-14 77627 EF-hand calcium bin

Efempl 42E-03 216616 epidermal growth fact ining fibulin-like matrix protein 1
Efna2 LIE-03 13637 ephrin A2

Efna3 43E-05 13638 ephrin A3

Efna4 2.7E-06 13639 ephrin A4

Efnas 13640 ephrin A5

Efnb3 13643 ephrin B3

Egf 13645 epidermal growth factor

Egfbp2 13647 epidermal growth factor binding protein type B

Egfl6 54156 EGF-like-domain, multiple 6

Egin3 112407 EGL nine homolog 3

Ehbp111 114601 EH domain binding protein 1-like 1

Ehd4 98878 EH-domain containing 4

Ehhadh 74147 enoyl-Coenzyme A, hydr: yacyl Coenzyme A
Eifdebpl 13685 eukaryotic translation initiation factor 4E binding protein 1

13711 E74-like factor 5
243312 leucine rich repeat and fibronectin type I11, extracellular 1
170439 ELOVL family member 6, elongation of long chain fatty acids

170757 EGF, philin seven domain i 1
13723 embigin
66736 ER membrane protein complex subunit 2
85308 ER membrane protein complex subunit 9
268465 essential meiotic endonuclease 1 homolog 1
Emid1 140703 EMI domain containing 1
Emilin3 280635 clastin microfibril interfacer 3
Enho 69638 energy homeostasis associated
Enkd1 0.59 102124 enkurin domain containing 1
Eno3 591 33E-35 13808 enolase 3, beta muscle
Enpp2 0.63 7.1E-03 18606 ide py iesterase 2
Enppd 1.64 2.6E-03 224794 ide py i 4
Entpd1 171 9.7E-08 12495 1
Entpd2 339 7.5E-22 12496 2
Epbd.115 0.53 LIE-03 226352 erythrocyte protein band 4.1-like 5
Epdrl 81 2.0E-06 105298 ependymin related protein 1 (zebrafish)
Ephal 0.25 22E-04 13835 Eph receptor Al
Epha7 0.52 3.8E-04 13841 Eph receptor A7
Epha8 013 23E-14 13842 Eph receptor A8
Ephb1 0.60 5.1E-03 270190 Eph receptor B
Ephb2 0.64 4.1E-07 13844 Eph receptor B2
Ephx1 239 LIE-13 13849 epoxide hydrolase 1, microsomal
Ephx2 2.60 7.6E-05 13850 epoxide hydrolase 2, cytoplasmic
Epm2a 2.90 LIE-08 13853 epilepsy, progressive myoclonic epilepsy, type 2 gene alpha
Eps8i2 033 34E-03 98845 EPS8-like 2
Erc2 047 8.1E-04 7.5E-05 238988  ELKS/RABG-interacting/CAST family member 2
Erdrl 0.18 9.4E-04 89E-05 170942 erythroid differentiation regulator 1
Esd 1.57 4.6E-04 3.9E-05 13885 esterase D/formylglutathione hydrolase
Esrl 235 33E-04 2.7E-05 13982 estrogen receptor 1 (alpha)
Esrra 202 12E-12 2.5E-14 26379 estrogen related receptor, alpha
Esrrg 3.07 2.6E-08 9.2E-10 26381 estrogen-related receptor gamma
Etfa 202 1.2E-10 3AE-12 110842 clectron transferring flavoprotein, alpha polypeptide
Etfb 210 1.OE-13 1.8E-15 110826 electron i protein, beta polypepti
Etfdh E 21E-12 44E-14 66841 clectron transferring flavoprotein, dehydrogenase
Evpl 0.18 5.8E-04 5.1E-05 14027 envoplakin
Exol 0.62 7.4E-04 6.7E-05 26909 exonuclease 1
Exoc6 194 1.3E-06 5.9E-08 107371 exocyst complex component 6
Exog 0.59 2.8E-04 22E-05 208194 endo/exonuclease (5'-3"), endonuclease G-like
Exosc6 0.64 6.8E-03 9.0E-04 72544 exosome component 6
Extll 0.48 39E-04 32E-05 56219 exostoses (multiple)-like 1
Eyad 175 1.6E-05 9.0E-07 14051 eyes absent 4 homolog
Ezr 0.46 35E-04 2.8E-05 22350 ezrin
F2ril 0.56 4.8E-04 4.0E-05 14063 ion factor IT i ptor-like 1
Fabp3 1.97 41E-04 34E-05 14077 fatty acid binding protein 3, muscle and heart
Fabpd 7.94 9.8E-29 11770 fatty acid binding protein 4, adipocyte
Fahd1 1.63 1.5E-04 68636 fumarylacetoacetate hydrolase domain containing 1
Fam101a 043 49E-04 42E-05 73121
Fam120c 1.67 35E-06 1.8E-07 207375
Fam129b 0.40 LIE-08 3.7E-10 227737
Fam131a 488 7.5E-45 8.1E-48 78408
Fam134b 5.09 3.6E-30 1.4E-32 66270 vith sequence similarity 134, member B
Fam136a 174 44E-09 1.4E-10 66488 vith sequence similarity 136, member A
Fam13a 228 2.9E-09 8.8E-11 58909
Fam151a 228 9.6E-08 3.7E-09 230579 vith sequence simliarity 151, member A
Fam160al 223 1OE-15 1.4E-17 229488 vith sequence similarity 160, member A1
Fam167a 0.66 1.9E-03 2.0E-04 219148
Fam174b 0.67 2.9E-03 33E-04 100038347
Fam189al 3.8E-07 1.6E-08 70638
Fam189a2 . 23E-21 1.9E-23 381217 family with sequence similarity 189, member A2
Fam195a 3.01 12E-10 3.0E-12 68241 family with sequence similarity 195, member A



Fam210a 1.72 0.78 5.4E-07 2.3E-08 108654 family with sequence similarity 210, member A

Fam212b 1.56 0.64 43E-04 3.6E-05 109050
Fam213b 1.62 0.70 2.3E-04 1.8E-05 66469
Fam214a 1.81 0.86 1.6E-03 1.6E-04 235493
Fam49b 1.90 0.92 7.1E-10 2.0E-11 223601
Fams7a 0.44 3.8E-05 116972
Fam69¢ 1.82 0.87 1.4E-03 1.5E-04 240479
Fams83h 0.26 3.8E-03 45E-04 105732
Fam8da 0.28 9.8E-07 44E-08 105005
Fam96b 1.60 0.68 3.0E-05 1.8E-06 68523 family with sequence similarity 96, member B
Fanca 0.63 0.67 4.8E-04 4.1E-05 14087 Fanconi anemia, complementation group A
Fanch 0.58 0.78 4.0E-03 48E-04 237211 Fanconi ancmia, complementation group B
Fap 1.59 0.67 7.6E-06 4.1E-07 14089 fibroblast activation protein
Fasn 0.59 .76 2.9E-06 1.4E-07 14104 fatty acid synthase
Fastkd1 1.72 0.78 2.0E-04 1.5E-05 320720 FAST kinase domains 1
Fbp2 530 2.41 1.3E-20 12E22 14120 fructose bisphosphatase 2
Fbxl19 0.53 091 2.1E-08 7.2E-10 233902 F-box and leucine-rich repeat protein 19
FbxI22 2.7 144 6.3E-15 9.7E-17 74165 F-box and leucine-rich repeat protein 22
Fbxo31 206 1.04 2.8E-16 37E-18 76454 F-box protein 31
Fbxo32 1.99 0.99 7.1E-07 3.E-08 67731 F-box protein 32
Fbxo40 348 1.80 2.8E-12 6.1E-14 207215 F-box protein 40
Fegr2b 273 145 1.2E-09 35E-11 14130 Fe receptor, IgG, low affin
Fena 1.40 4.0E-07 1.7E-08 14133 ficolin A
Femla 39 13E-17 1.6E-19 14154 feminization 1 homolog a
Femlc 1.54 4.7E-06 24E-07 240263 fem-1 homolog ¢
Fermt2 1.97 45E-11 LIE-12 218952 fermitin family homolog 2
Fetub 0.09 1.9E-12 39E-14 59083 fetuin beta
Fefl 175 54E-04 47E-05 14164 fibroblast growth factor 1
Fgf13 1.56 3.0E-04 2.4E-05 14168 fibroblast growth factor 13
Fgfl6 204 73E-04 6.6E-05 80903 fibroblast growth factor 16
Fgfr2 0.50 6.1E-06 32E-07 14183 fibroblast growth factor receptor 2
Fgfr3 0.42 3.2E-06 1.6E-07 14184 fibroblast growth factor receptor 3
Fgfrll 248 6.1E-19 6.2E-21 116701 fibroblast growth factor receptor-like 1
Fggy 1.73 1.3E-03 1.2E-04 75578 FGGY carbohydrate Kinase domain containing
Fgl2 1.80 32E-03 3.6E-04 14190 fibrinogen-like protein 2
1.82 13E-10 35E-12 14194 fumarate hydratase 1
4.01 7.9E-26 4.8E-28 14199 four and a half LIM domains 1
1.91 2.8E-11 65E-13 14201 four and a half LIM domains 3
201 LIE-09 32E-11 70598 filamin A interacting protein 1
318 3.8E-28 1.7E-30 68680 fat storage-inducing transmembrane protein 1
0.61 83E-04 7.6E-05 14221 four jointed box 1
7.7E-05 06 30795 FK506 binding protein 3
182 8.2E-07 3.6E-08 68794 filamin C, gamma
1.69 34E-07 1.4E-08 14251 flotillin 1
1.62 22E-07 8.6E-09 14252 flotillin 2
0.57 3.6E-05 2.3E-06 71436 fibronectin leucine rich transmembrane protein 3
1.69 2.7E-08 93E-10 14254 FMS-like tyrosine kinase 1
195 2.7E-11 6.5E-13 14261 flavin containing monooxygenase 1
459 7.6E-18 8.5E-20 63828 fructosamine 3 kinase
1.72 44E-05 2.9E-06 333564 fibronectin type III domain containing 3C1
0.61 7.7E-06 42E-07 64339 fibronectin type I11 domain containing 4
207 24E-04 1.8E-05 14276 folate receptor 2 (fetal)
0.58 7.5E-07 33E-08 74123 forkhead box P4
0.02 1.5E-20 13E-22 15220 forkhead box Q1
0.56 1LIE-03 LIE-04 239554 FAD. i domain containing 2
0.66 3.8E-03 45E-04 329872 Frasl related extracellular matrix protein 1
Fry 214 LIE-14 17E-16 320365 furry homolog
Frzh 1.60 49E-05 3.2E-06 20378 frizzled-related protein
Fsd1l 1.66 2.7E-04 2.1E-05 319636 fibronectin type Il and SPRY domain contai
Fsd2 1.7E-26 9.4E-29 244091 fibronectin type 1l and SPRY domain cont
Fth1 34E-08 1.2E-09 14319 ferritin heavy chain 1
Fundc2 6.0E-08 2.2E-09 67391 FUN14 domain containing 2
Fxrl 9.1E-07 4.0E-08 14359 fragile X mental retardation gene 1, autosomal homolog
Fxydl 5.5E-27 2.8E-29 56188 FXYD domain-containing ion transport regulator 1
Fycol 49E-16 65E-18 17281 FYVE and coiled-coil domain containing 1
Fzd3 83E-05 5.8E-06 14365 frizzled homolog 3
Gos2 8.0E-15 1.2E-16 14373 GO/GI switch gene 2
G630090E17Rik 1.5E-05 85E-07 100041085  RIKEN cDNA G630090E17 gene
G6pdx 7.3E-05 5.1E-06 14381 glucose-6-phosphate dehydrogenase X-linked
Gadddsa 2.6E-03 2.9E-04 13197 growth arrest and DNA-damage-inducible 45 alpha
Gadddsgipl 23E-05 1.4E-06 102060 growth arrest and DNA-d inducible, gamma i ing protein 1
Gadll 22E-07 8.8E-09 73748 glutamate decarboxylase-like 1
Gale 42E-04 35E-05 74246 galactose-4-cpimerase, UDP
Galm 7.4E-06 4.0E-07 319625 galactose mutarotase
Galnt3 7.0E-03 93E-04 14425 UDP-N-acetyl-alpha-D- i peptide N-acety inyltransferase 3
Galt 1.4E-05 7.7E-07 14430 galactose-1-phosphate uridyl transferase
Gamt 2.62 13E-15 1.9E-17 14431 guanidinoacetate methyltransferase
Gane 171 3.0E-04 24E-05 76051 glucosidase, alpha; neutral C
Gas2 0.46 2.5E-05 1.5E-06 14453 growth arrest specific 2
Gas6 1.96 1SE-11 35E-13 14456 growth arrest specific 6
Gata6 201 5.7E-03 7.3E-04 14465 GATA binding protein 6
Gatm 2.62 5.6E-13 LIE-14 67092 glycine amidinotransferase (L-arginine:glycine amidinotransferase)
Gatsl2 238 1.OE-13 1.9E-15 80909 GATS protein-like 2
Ghas 2.68 34E-22 2.6E-24 14467 glioblastoma amplified sequence
Gbel 331 1.8E-19 1.8E-21 74185 glucan (1,4-alpha-), branching enzyme 1
Ghp2 238 1.5E-03 1.6E-04 14469 guanylate binding protein 2
Ghp3 2.50 7.6E-05 06 55932 guanylate binding protein 3
Ghp7 1.87 2.6E-04 2.0E-05 229900 guanylate binding protein 7
Gbp9 1.67 2.7E-03 31E-04 236573 guanylate-binding protein 9
Gehl 237 7.0E-06 3.8E-07 14528 GTP cyclohydrolase 1
Gafl 1.58 93E-04 8.8E-05 14559 growth differentiation factor 1
Gdf10 0.64 8.2E-04 7.5E-05 14560 growth differentiation factor 10
Gafs 0.22 9.5E-06 5.2E-07 14563 growth differentiation factor 5
Gfs 035 2.9E-04 23E-05 242316 growth differentiation factor 6
Gemind 0.64 1.3E-04 9.8E-06 276919 gem (nuclear organelle) associated protein 4
Gfral 0.65 LIE-03 LIE-04 14585 glial cell line derived neurotrophic factor family receptor alpha 1
Ggts 230 3.0E-08 LIE-09 23887 gamma-glutamyltransferase 5
Ghitm 1.66 3.9E-07 1.6E-08 66092 growth hormone inducible transmembrane protein
Gimap8 175 1.3E-03 1.3E-04 243374 GTPase, IMAP family member 8
Ginsl 0.61 41E-03 49E-04 69270 GINS complex subunit 1 (Psf1 homolog)
Gins3 0.60 1.5E-03 1.6E-04 78833 GINS complex subunit 3 (Psf3 homolog)
Gipr 475 17E-14 2.7E-16 381853 gastric inhibitory polypeptide receptor
Gjal 0.54 2.8E-05 1.7E-06 14609 gap junction protein, alpha 1
Gja3 32E-08 14611 gap junction protein, alpha 3
Gje3 6.9E-08 118446 gap junction protein, gamma 3
Gjd4 7.8E-04 225152 gap junction protein, delta 4
Glde 013 23E-07 104174 glycine decarboxylase
Glt28d2 196 4.6E-06 320302 ycosy 28 domain 2
Glul 1.83 2.6E-11 14645 glutamat ia ligase 3
Gm11149 1.83 7.0E-06 100036537  predicted gene 11149
Gm11201 165 6.9E-04 790910 predicted gene 11201
Gm13031 252 9.2E-07 100126227 predicted gene 13031
Gm13889 231 3.4E-10 620695 predicted gene 13889
Gm1987 0. 8.9E-04 100504362 predicted gene 1987
Gm20741 0.00 4.6E-128 6.1E-132 433047 predicted gene 20741
Gm21949 2.50 41E-14 7.0E-16 100505386 predicted gene 21949
Gm44502 4.89 5.7E-54 2.6E-57 100134861 predicted readthrough transcript (NMD candidate) 44502
Gmds14 7.96 1.9E-26 LIE-28 100502942 predicted gene 4814
Gmd980 419 2.9E-20 2.6E-22 100503386 predicted gene 4980
Gm5105 2.66 21E-07 85E-09 329763 predicted gene 5105
Gmsl11 521 51E-14 8.7E-16 330305 predicted gene 5111
Gm5483 8.46 1.8E-15 433016 predicted gene 5483
Gms72 241 5.2E-06 230909 predicted gene 572
Gm6307 206 1.8E-05 622283 predicted gene 6307
Gm7120 0.19 22E-13 4.1E-15 633640 predicted gene 7120
Gmppb 0.65 1.2E-03 LIE-04 331026 GDP-mannose pyrophosphorylase B
Gmpr 2.50 2.0E-15 3.0E-17 66355 guanosine monophosphate reductase
Gngd 024 1.0E-03 9.7E-05 14706 guanine nucleotide binding protein (G protein), gamma 4
Gotl 2.57 1.2E-18 1.3E-20 14718 glutamate oxaloacetate transaminase 1, soluble
Got2 1.88 34E-11 82E-13 14719 glutamate inase 2, mi ial
Gplbb 0.49 1.6E-05 9.0E-07 14724 glycoprotein Ib, beta polypeptide




Hhatl
Hibadh
Hibeh
Hiflan
Hif3a
Higd2a
Hils1
Hint2
Hint3
Hipl
Histlhle
Hist1h2bc
HK2
Hmenl
Hmga2
Hnll
Homerl
Hoxa3
Hoxad
Hoxa$
Hoxa?7
Hoxbd
Hoxd10
Hoxd11
Hp
Hpse2
Hrasls
Hre
Hsd11b2
Hsd17b7
Hsdl2
Hsf2
Hsf2bp
Hspal2a
Hspala
Hspalb
Hspall
Hspas
Hsph2
Hsph3
Hspb6
Hspb?7
Hspb8
Hunk
Hydin
Hyoul
1dh2
Idh3a
Idh3b
Idh3g
Terd
1i27
Ifnlrl
1ft122
Igf2bp1
Igfbp6
Igfbp7
Iglons
Igsfl
Igsty
Igtp
Tigpl
110ra
133
Immt
Impa2
Inafm1
Inhbb
Ino80dos
Inppdb
Inppsa
Inppsk
Insr
Ip6k3
Ipol3
Irf6
Irgm2

0.50
45.28
173
1.74
223

92
2.58
2.42
0.42

0.11

2.63

1.69

225
1.88
0.64
0.58
0.59
1.61
1.64
2.95
222
171
2.37
0.42
0.34
2.51

1.64

1.63
0.65
2.36
1.72
0.39
7.38
0.36
2.64
2.55
1.76
179
1.64
1.69
0.65
0.49
1.92
1.89

0.96

-0.81
0.92
0.82
0.78
0.73

249
1.06
0.78
1.06
-0.64
0.75
1.63
0.76
115
2.07
0.90
0.72
0.82
0.71

2.32

5.1E-05
2.1E-33
5.4E-09
3.4E-09
L1E-09
7.0E-12
5.2E-10
6.0E-17
4.3E-03
2.0E-03
5.2E-16
1.3E-08
1.5E-03
5.6E-03
3.6E-04
7.9E-47
4.3E-03
2.1E-06
1.9E-03
5.6E-03
3.7E-03
1.8E-08
2.0E-05
2.1E-03
8.4E-08
6.7E-03
4.2E-06
4.2E-09
1.9E-06
2.4E-04
9.7E-05
1.9E-03
6.6E-17
8.0E-04
6.6E-20
4.3E-12
6.7E-03
3.5E-09
1.5E-03
2.7E-09
4.0E-09
3.0E-04
1.5E-04
1.3E-05
71.7E-16
9.8E-13
2.3E-13
6.7E-05
7.5E-12
4.7E-05
3.4E-04
24E-21
2.3E-03
3.7E-11
5.5E-26
3.7E-10
8.9E-04
3.9E-09

5.2E-04

3.5E-05
6.3E-11
3.1E-07
8.6E-06
5.3E-45
5.9E-03
1L1E-11

3.4E-06
5.4E-36
1.7E-10
1.0E-10
3.1E-11
1.6E-13
1.4E-11
7.4E-19
5.2E-04

5.9E-10
1.2E-06
2.2E-04
3.2E-09
8.8E-04
2.1E-07
1.3E-10
9.1E-08
1.9E-05
6.9E-06
2.0E-04
8.1E-19
7.3E-05
6.0E-22
9.5E-14
8.9E-04
L1E-10
1.5E-04
8.2E-11
1.2E-10
24E-05
1.1E-05
7.3E-07
LIE-17
2.0E-14
4.3E-15
4.6E-06
1.7E-13
3.1E-06
2.8E-05
2.0E-23
2.5E-04
8.8E-13
3.3E-28
1OE-11
8.3E-05
1.2E-10
7.9E-08
LIE-05
1.1E-06
2.7E-08
3.9E-04
2.8E-08
9.1E-12
1.6E-10
1.6E-12
5.0E-04
1.5E-08
7.5E-10
8.3E-05
9.6E-04
2.7E-09
9.9E-06
2.9E-04
4.5E-05
3.7E-04
8.2E-05
9.2E-05
1L.7E-04
4.0E-14
3.7E-24
1.4E-08
1.6E-05
3.9E-04
2.4E-05
4.8E-11
9.1E-04
3.1E-05
5.6E-06
4.9E-04
2.4E-07
1.9E-06
3.9E-11
6.7E-51
4.0E-23
4.5E-20
6.2E-10
4.8E-12
7.7E-15
1.3E-07
7.7E-32
1.2E-13
4.1E-11
2.8E-07
2.2E-05
2.9E-05
7.2E-07
2.2E-06
1.6E-12
1.3E-08
4.7E-07
5.4E-48
7.6E-04
2.4E-13
7.6E-06
5.5E-04
8.5E-04
3.9E-08
8.5E-09
3.9E-04
9.1E-04
-08
3.6E-05
24E-11
7.0E-11
1.0E-10
2.9E-28
9.1E-08
3.4E-05
8.8E-12

103140
14874
29870
27357
228366
14936
14955
14969
404634
67552
15107
97212
231086
14651
15111
15126
15135
353502
79221
29877
217995
226098
73998
15216
69585
74770
58875
227095
319594
53417
67044
54388
68917
66847
215114
50708
68024
15277
545370
15364
52009
26556
15400
15401
15402
15404
15412
15430
15431
15439
545291
27281
15464
15484
15490
72479
15500
74377
73442
193740
15511
15482
14828
69253
56534
243912
29818
80888
26559
244653
12282
269951
67834
170718
15929
15937
52668
242700
81896
140486
16012
29817
210094
209268
93842
16145
60440
16154
77125
76614
114663
66300
16324
100380944
234515
212111
19062
16337
271424
230673
54139
54396

glypican 2 (cerebroglycan)
glycerol-3-phosphate dehydrogenase 1 (soluble)
glycerol-3-phosphate dehydrogenase 1-like

glucose phosphate isomerase 1

GPI-anchored HDL-binding protein 1

G protein-coupled receptor 116

G protein-coupled receptor 146

G protein-coupled receptor 157

G protein-coupled receptor 160

G protein-coupled receptor 27

G-protein coupled receptor 88

G protein-coupled receptor, family C, group 5, member A
G protein-coupled receptor, family C, group 5, member C
G protein regulated inducer of neurite outgrowth 2
glutamic pyruvic transaminase, soluble

glutathione peroxidase 3

GRAM domain containing 1B

growth factor receptor bound protein 14

gremlin 1

grainyhead-like 1

glutamate receptor, ionotropic, AMPA1 (alpha 1)
glutamate receptor, ionotropic, kainate 3

glutamate receptor, ionotropic, N-methyl D-aspartate-associated protein 1 (glutamate binding)

1
2

glutamate receptor interacting prof
glutamate receptor interacting prof
gamma-secretase activating protein
gelsolin
glutathione S-transferase, alpha 4
glutathione S-transferase, mu 1
glutathione S-transferase, theta 3
glutathione transferase zeta 1 (maleylacetoacetate isomerase)
G two S phase expressed protein 1
glycogenin
glycosyltransferase-like 1B
glycogen synthase 1, muscle
H19 fetal liver mRNA
histocompatibility 2, class 11 antigen E beta
H2A histone family, member Y2
H2A histone family, member Y3
Coenzyme A

Coenzyme A genase/3-ketoacyl-Coenzyme A

Coenzyme A hydratase (trifunctional protein), alpha subun

3 Coenzyme A dehydrog 3-k yl-Coenzyme A
hydroxyacyl glutathione hydrolase
heart and neural crest derivatives expressed transcript 2
hemoglobin X, alpha-like embryonic chain in Hba complex
hemoglobin Y, beta-like embryonic chain
host cell factor C1 regulator 1 (XPO1-dependent)
histone deacetylase 9
hepatoma-derived growth factor, related protein 3
HEAT repeat containing 1
HECT domain containing 2
hect domain and RLD 3
hemochromatosis
hemochromatosis type 2 (juvenile)
hedgehog acyltransferase-like
3-hydroxyisobutyrate dehydrogenase
3-hydroxyisobutyryl-Coenzyme A hydrolase

hypoxia inducible factor 3, alpha subunit
HIG1 domain family, member 2A
histone H1-like protein in spermatids 1

g protein 2
g protein 3

histidine triad nucleotide bin
huntingtin interacting protein 1
histone cluster 1, Hle
histone cluster 1, H2be
hexokinase 2
hemicentin 1
high mobility group AT-hook 2
hematological and neurological expressed 1-like
homer homolog 1
homeobox A3
homeobox A4
homeobox A5
homeobox A7
homeobox B4
homeobox D10
homeobox D11
haptoglobin
heparanase 2
HRAS-like suppressor
histidine rich calcium binding protein
hydroxysteroid 11-beta dehydrogenase 2

3 id (17-beta) dehydrog
hydroxysteroid dehydrogenase like 2
heat shock factor 2
heat shock transcription factor 2 binding protein
heat shock protein 124
heat shock protein 1A
heat shock protein 1B
heat shock protein 1-like
heat shock protein 5
heat shock protein 2
heat shock protein 3
heat shock protein, alpha-crystallin-related, B
heat shock protein family, member 7 (cardiovascular)
heat shock protein 8
hormonally upregulated Neu-associated kinase
HYDIN, axonemal central pair apparatus protein
hypoxia up-regulated 1
isocitrate genase 2 (NADP+),
isocitrate dehydrogenase 3 (NAD+) alpha
isocitrate dehydrogenase 3 (NAD+) beta
isocitrate dehydrogenase 3 (NAD+), gamma
immediate early response 3
interferon, alpha-inducible protein 27
interferon lambda receptor 1
intraflagellar transport 122
insulin-like growth factor 2 mRNA binding protein 1
insulin-like growth factor binding protein 6
insulin-like growth factor binding protein 7
IgLON family member 5
immunoglobulin superfamily, member 1
immunoglobulin superfamily, member 9
interferon gamma induced GTPase
interferon inducible GTPase 1
interleukin 10 receptor, alpha
interleukin 33
inner membrane protein, mitochondrial
inositol (myo)-1(or 4)-monophosphatase 2
InaF motif containing 1
inhibin beta-B
INO80 complex subunit D, opposite strand
inositol polyphosphate-4-phosphatase, type IT
1 polyphosphate-S-phosphatase A
I polyphosphate 5-phosphatase K
insulin receptor
inositol hexaphosphate kinase 3
importin 13
interferon regulatory factor 6
immunity-related GTPase family M member 2

‘oenzyme A hydratase (trifunctional protein), beta subunit



Irx1 0.23 1.3E-03 1.3E-04 16371 Iroquois related homeobox 1
Iscal 1.82 LIE-09 33E-11 69046 iron-sulfur cluster assembly 1 homolog
Isg2012 0.59 8.5E-08 32E-09 229504 interferon stimulated exonuclease gene 20-like 2
Ism1 045 3.6E-05 2.3E-06 319909 isthmin 1 homolog
Isynal 0.65 2.1E-05 1.3E-06 71780 myo-inositol 1-phosphate synthase A1
Itga7 31E-09 94E-11 16404 integrin alpha 7
Ttgal 1.77 42E-04 35E-05 16408 integrin alpha L
Itgblbp2 372 39E-23 2.8E-25 26549 integrin beta 1 binding protein 2
Itgh6 178 6.8E-04 6.1E-05 16420 integrin beta 6
1tihs 1.70 7.1E-06 3.8E-07 209378 inter-alpha (globulin) inhibitor H5
Itm2a 1.69 2.6E-06 1.3E-07 16431 integral membrane protein 2A.
Ttpke 0.65 5.6E-03 7AE-04 233011 inositol 1,4,5-trisphosphate 3-kinase C
Itprip 0.52 1.IE-06 5.2E-08 414801 inositol 1,4,5-triphosphate receptor interacting protein
Jam2 1.84 1.0E-07 3.9E-09 67374 junction adhesion molecule 2
Jpht 316 6.0E-20 54E-22 57339 junctophilin 1
Jph2 2.26 57E-11 14E-12 59091 junctophilin 2
Jphd 85E-04 7.9E-05 319984 junctophilin 4
Jrk 3.8E-03 4.6E-04 16469 jerky
Jsrpl 13E-31 42E-34 71912 junctional sarcoplasmic reticulum protein 1
Jup 49E-03 6.1E-04 16480 junction plakoglobin
Kat2b 1.4E-04 1.OE-05 18519 K(lysine) acetyltransferase 2B
Kazn 2.7E-05 1.6E-06 71529 kazrin, periplakin interacting protein
Kbtbd12 LIE-11 24E-13 74589 kelch repeat and BTB (POZ) domain containing 12
Kbtbd13 T.1E-13 1.4E-14 74492 kelch repeat and BTB (POZ) domain containing 13
Kenal 3.6E-05 2.3E-06 16485 potassium voltage-gated channel, shaker-related subfa
Kena2 4.6E-03 5.7E-04 16490 potassium voltage-gated channel, shak
Kena? 3.3E-21 2.8E-23 16495 potassium voltage-gated channel, shaker-related subfar
Kenb1 35E-13 6.6E-15 16500 potassium voltage gated channel, Shab-related subfami
Kenel 1.6E-11 37E-13 16502 potassium voltage gated channel, Shaw-related subfami
Kencd 6.8E-05 4.7E-06 99738 potassium voltage gated channel, Shaw-related subfamily, member 4
Kenell LIE-09 32E-11 66240 potassium voltage-gated channel, Isk-related family, member 1-like, pseudogene
Kenfl 7.2E-28 3.4E-30 382571 potassium voltage-gated channel, subfamily F, member 1
Kenjl0 S.4E-03 6.8E-04 16513 potassium inwardly-re g channel, subfamily J, member 10
Kenjl1 44E-18 4.8E-20 16514 potassium inwardly rectifying channel, subfamily J, member 11
Kenj12 2.9E-18 3.1E-20 16515 potassium inwardly-rectifying channel, subfamily J, member 12
Kenjls 1.9E-03 2.0E-04 16516 potassium inwardly-re g channel, subfamily J, member 15
Kenj8 5.8E-04 5.1E-05 16523 potassium inwardly-rectifying channel, subfamily J, member 8
Kenk2 1.2E-03 1.2E-04 16526 potassium channel, subfamily K, member 2
Kenk3 3.6E-07 1.5E-08 16527 potassium channel, subfamily K, member 3
Kenmal 2.8E-03 31E-04 16531 potassium large conductance calcium-activated channel, subfamily M, alpha member 1
Kenmb4 6.7E-04 6.0E-05 58802 potassium large conductance calcium-activated channel, subfamily M, beta member 4
Kengl 3.0E-08 LIE-09 16535 potas
Keng4 6.7E-10 1.9E-11 60613 potassium voltage-gated channel, subfamily Q, member 4
Ketdl 6.8E-05 4.7E-06 106931 potassium channel tetramerisation domain contai
Ketd12 32E-04 2.6E-05 239217 potassium channel tetramerisation domain contai
Ketd15 LIE-05 6.1E-07 233107 potassium channel tetramerisation domain containing 15
Kdfl 6.1E-03 7.9E-04 69073 keratinocyte differentiation factor
Kiflb 1.8E-08 6.0E-10 16561 kinesin family member 1B
Kif21a 4.7E-05 3.1E-06 16564 kinesin family member 21A
Kif21b 7.1E-03 9.5E-04 163565 Kinesin family member 21B
Kif26h 043 7.2E-07 32E-08 269152 kinesin family member 26B
Kif7 0.61 31E-04 2.5E-05 16576 Kinesin family member 7
Kirrel3 0.38 7.4E-05 5.1E-06 67703 kin of IRRE like 3
Kl 4.34 4.7E-17 5.7E-19 16591 klotho
Kle3 045 53E-04 4.6E-05 232943 kinesin light chain 3
KIf1S 274 6.2E-11 15E-12 66277 Kruppel-like factor 15
KIS 0.47 5.5E-04 48E-05 12224 Kruppel-like factor 5
KIy 276 2.8E-11 6.5E-13 16601 Kruppel-like factor 9
Kihdel 178 2.0E-03 21E-04 271005 kelch domain containing 1
Klhdc3 1.62 0.70 1.OE-06 4.6E-08 71765 kelch domain containing 3
KIhi23 1.57 0.66 1.8E-05 LIE-06 277396 kelch-like 23
KIhi24 203 1.02 35E-11 84E-13 75785 kelch-like 24
Klhi3 2.16 L1 2.7E-06 100503085 kelch-like 3
KIhi30 2.86 152 1.6E-16 70788 kelch-like 30
KIhi31 2.97 157 12E-15 244923 kelch-like 31
Klhi38 3.56 1.83 1.6E-17 268807 kelch-like 38
KIhl40 214 1.10 2.8E-11 72330 kelch-like 40
Kihld1 2.60 138 27E-14 228003 kelch-like 41
KIk10 0.14 5.6E-07 69540 kallikrein related-peptidase 10
KIk1b26 5.06 52E-14 16618 Kallikrein 1-related petidase b26
Kirg2 032 23E-03 74253 killer cell lectin-like receptor subfamily G, member 2
Kremen2 0.24 2.0E-04 73016 kringle containing transmembrane protein 2
Krtl3 0.05 1.2E-20 16663 keratin 13
Krt18 0.42 45E-05 16668 keratin 18
Krtl9 0.01 6.8E-203 4.4E-207 16669 keratin 19
Krtd 0.01 45E-95 8.9E-99 16682 keratin 4
Krt6a 0.01 1.OE-51 5.2E-55 16687 keratin 6A
Krt6b 0.02 1.2E-10 3.0E-12 16688 keratin 6B
Krt7 0.04 2.5E-54 LIE-S7 110310 Keratin7
Krt77 0.07 93E-04 8.8E-05 406220 keratin 77
Krt8 0.60 2.0E-03 22E-04 16691 keratin 8
Krtap13 0.00 2.9E-183 2.8E-187 16699 keratin associated protein 13
Ksrl 178 6.4E-07 2.8E-08 16706 kinase suppressor of ras 1
Ktnl 156 7.7E-06 4.1E-07 16709 Kinectin 1
Ky 1.82 2.6E-05 1.6E-06 16716 kyphoscoliosis peptidase
L2hgdh 171 5.1E-07 22E-08 217666 L-2-hydroxyglutarate dehydrogenase
Lacel 23E-03 24E-04 215951 lactation clevated 1
Lama2 1.2E-10 32E-12 16773 laminin, alpha 2
Larplb 2.93 14E-12 2.9E-14 214048 La ribonucleoprotein domain family, member 1B
Lbp 1.77 1.7E-03 1.7E-04 16803 lipopolysaccharide binding protein
Lee3f 0.03 1.6E-15 24E-17 69520 late cornified envelope 3F
Len2 6.16 7.7E-11 1.9E-12 16819 lipocalin 2
Ldb3 4.59 1.0E-26 5.5E-29 24131 LIM domain binding 3
Ldha 1.96 8.0E-12 16828 lactate dehydrogenase A
Ldhb 1.87 44E-12 16832 lactate dehydrogenase B
Lefl 0.38 7.0E-04 16842 lymphoid enhancer binding factor 1
Lgals3bp 1.83 34E-06 1.7E-07 19039 lectin, galactoside-binding, soluble, 3 binding protein
Lgmn 1.63 93E-07 42E-08 19141 legumain
Lhfpll 0.53 2.8E-04 2.2E-05 237091 lipoma HMGIC fusion partner-like 1
Limk2 0.56 5.9E-04 5.2E-05 16886 LIM motif-containing protein Kinase 2
231 5.9E-07 2.5E-08 225341 LIM and senescent cell antigen like domains 2
478 73E-17 9.1E-19 237403 leucine rich repeat and Ig domain containing 3
6.03 2.8E-06 1.4E-07 16890 lipase, hormone sensitive
0.41 47E-04 4.0E-05 16891 lipase, endothelial
043 7.8E-06 42E-07 66643 limb expression 1 homolog
Lmed1 246 57E-11 14E-12 30937 LIM and cysteine-rich domains 1
Lmol 0.38 83E-04 7.6E-05 109594 LIM domain only 1
Lmod 0.67 1.4E-04 1.OE-05 16911 LIM domain only 4
Lmo7 203 6.0E-13 12E-14 380928 LIM domain only 7
Lmod1 202 1.5E-04 LIE-05 93689 leiomodin 1 (smooth muscle)
Lmod2 1.9E-14 3.0E-16 93677 leiomodin 2 (cardiac)
Lmod3 43E-10 12E-11 320502 leiomodin 3 (fetal)
Lmtk3 5.1E-04 44E-05 381983 lemur tyrosine kinase 3
Lmx1b 4.8E-06 2.5E-07 16917 LIM homeobox transcription factor 1 beta
Lpar2 63E-05 43E-06 53978 Iysophosphatidic acid receptor 2
Lpeatd 5.7E-04 5.0E-05 99010 Iysophosphatidylcholine acyltransferase 4
Lphnl 1.5E-05 8.8E-07 330814 latropl 1
Lpint 39E-13 7.5E-15 14245 lipin 1
Lpl 2.9E-26 1.7E-28 16956 lipoprotein lipase
Lrfnl 45E-06 2.3E-07 80749 leucine rich repeat and fibronectin type 11l domain containing 1
Lrigl 1.5E-05 89E-07 16206 leucine-rich repeats and immunoglobulin-like domains 1
Lrp8 1.6E-06 7.3E-08 16975 low density i in receptor-related protein 8, apoli in e receptor
Lrrel 6.4E-05 44E-06 214345 rich repeat containing 1
Lrrel4b 41E-13 7.8E-15 432779 rich repeat containing 14B
Lrrel6a 3.0E-04 2.4E-05 68732 rich repeat containing 16A
Lrrel6b 3.0E-03 34E-04 268747 rich repeat containing 168
Lrre2 39E-23 2.8E-25 74249 leucine rich repeat containing 2
Lrre20 5.7E-09 1.8E-10 216011 leucine rich repeat containing 20
Lrre30 8.7E-04 8.1E-05 240131 leucine rich repeat containing 30
Lrre38 2.5E-03 2.7E-04 242735 leucine rich repeat containing 38
Lrre39 2.8E-17 34E-19 109245 leucine rich repeat containing 39




Lrreds 0.66 1.4E-03 1.4E-04 217366 leucine rich repeat containing 45
Lrre75a 1.74 3.7E-07 1.5E-08 192976 leucine rich repeat containing 75A

Lrrfipl 229 45E-14 7.7E-16 16978 leucine rich repeat (in FLII) interacting protein 1

Lrtml 343 12E-14 1.9E-16 319476 leucine-rich repeats and transmembrane domains 1

Lsmem1 233 1.6E-05 9.2E-07 380755 leucine-rich single-pass membrane protein 1

Lsr 0.34 2.7E-03 3.0E-04 54135 lipolys ulated lipoprotein receptor

Lss 045 LIE-05 6.4E-07 16987 Ianosterol synthase

Ltbpl 0.57 2.1E-06 1.0E-07 268977 latent transforming growth factor beta binding protein 1
Ltbp2 0.61 1.5E-05 8.5E-07 16997 latent transforming growth factor beta binding protein 2

Lt 448 1.8E-08 6.1E-10 17002 lactotransferrin

Ly6a 2.89 7.0E-09 22E-10 110454 lymphocyte antigen 6 complex, locus A

Ly6el 2.65 34E-10 92E-12 17067 lymphocyte antigen 6 complex, locus C1

Lynx1 1.79 8.8E-06 4.8E-07 23936 Ly6/neurotoxin 1

Lypdéb 0.28 6.1E-03 7.9E-04 71897 LY6/PLAUR domain containing 6B

Lyrms 214 2.4E-08 82E-10 67636 LYR motif containing 5

Lyrm? 1.80 42E-04 34E-05 75530 LYR motif containing 7

Lyz2 1.83 4.8E-05 3.1E-06 17105 Iysozyme 2

Mab2112 0.38 2.8E-06 1.4E-07 23937 mab-21-like 2

Macrodl 295 1.2E-26 6.4E-29 107227 MACRO domain containing 1

Mafa 541 7.5E-20 6.9E-22 378435 v-maf musculoaponeurotic fibrosarcoma oncogene family, protein A
Maff 174 7.5E-05 5.2E-06 17133 v-maf musculoaponeurotic fibrosarcoma oncogene family, protein F
Mal 0.18 9.0E-50 5.3E-53 17153 myelin and Iy protein, T cell di iation protein
Mall 0.48 1.9E-07 7.7E-09 228576 mal, T cell differentiation protein-like

Mamstr 227 77E-12 17E-13 74490 MEF2 activating motif and SAP domain containing transcriptional regulator
Manba 1.59 53E-03 6.6E-04 110173 mannosidase, beta A, lysosomal

Manf 0.62 9.2E-05 6.5E-06 74840 ic astrocyte-derived phic factor
Maplic3a 198 22E-10 5.9E-12 66734 microtubule-associated protein 1 light chain 3 alpha

Map3k15 217 6.7E-16 9.2E-18 270672 mitogen-activated protein kinase Kinase kinase 15

Map3k7el 178 6.0E-04 5.3E-05 224419 Map3K7 C-terminal like

Map9 0.58 32E-03 3.6E-04 213582 microtubule-associated protein 9

Mapki2 219 4.8E-10 13E-11 29857 mitogen-activated protein kinase 12

March9 0.48 1.9E-04 1.4E-05 216438 membrane-associated ring finger (C3HC4) 9

Marcksll 0. 24E-09 7.2E-11 17357

Matn4 0.33 6.1E-04 5.3E-05 17183

Mb 206 2.6E-04 2.1E-05 17189 myoglobin

Mboat2 0.49 2.8E-03 32E-04 67216 membrane bound O-acyltransferase domain con

Mbp 277 2.0E-08 6.7E-10 17196 myelin basic protein

Mcee 1.76 23E-04 1.8E-05 73724 methylmalonyl CoA epimerase

Mef2l 201 S1E-11 2.0E-12 17207 mef.2 transforming sequence-like

Mchrl 4.02 13E-13 23E-15 207911 melanin-concentrating hormone receptor 1

Mem10 0.55 1.3E-05 7.5E-07 70024 minichromosome maintenance deficient 10

Mem3 0.65 3.7E-06 1.9E-07 17215 ichromosome maintenance deficient 3

Mems 0.62 3.8E-07 1.6E-08 17218 ichromosome maintenance deficient 5, cell division cycle 46
Meptd 321 33E-10 89E-12 17227 mast cell protease 4

Mdfi 0.56 -0.83 2.5E-07 1.0E-08 17240 MyoD fami

Mdh1 216 L1 47E-16 63E-18 17449 malate dehydrogenase 1, NAD (soluble)

Mdh2 1.90 093 1.8E-11 41E-13 17448 malate dehydrogenase 2, NAD (mitochondrial)

Mdk 0.54 -0.89 93E-08 35E-09 17242 midkine

Medag 1.79 9.9E-06 5.4E-07 70717 mesenteric estrogen dependent adipogenesis

Mef2e 1.89 2.4E-07 9.7E-09 17260 myocyte enhancer factor 2C

Mef2d 1.62 24E-05 1.4E-06 17261 myocyte enhancer factor 2D

Megf6 0.49 34E-08 1.2E-09 230971 multiple EGF-like-domains 6

Mettl11b 317 1.9E-06 8.9E-08 240879 methyltransferase like 11B

Mett120 186 8.6E-04 8.0E-05 320204 methyltransferase like 20

Metti21e 18.04 2.5E-26 1.4E-28 433294 methyltransferase like 21C

Metti21e 14.92 7.3E-27 3.8E-29 403183 methyltransferase like 21E

Mettl22 2.00 2.1E-06 1.0E-07 239706 methyltransferase like 22

Mfaps 221 7.8E-18 8.7E-20 50530 microfibrillar associated prote

Mfn2 221 9.7E-17 12E-18 170731 mitofusin 2

Mfsd2a 0.22 2.3E-04 1.8E-05 76574 major facilitator superfamily domain containing 2A

Mfsds 1.2E-04 89E-06 106073 major facilitator superfamily domain containing 5

Mgat3 4.8E-04 4.1E-05 17309 i i 3

Mgl 7.7E-08 2.9E-09 23945 monoglyceride lipase

Mgst3 32E-05 2.0E-06 66447 microsomal glutathione S-transferase 3

Miat 4.1E-09 1.3E-10 330166 myocardial infarction associated transcript (non-protein coding)
Mical3 1.4E-04 9.9E-06 194401 microtubule associated monoxygenase, calponin and LIM domain containing 3
Micul 1.5E-05 8.6E-07 216001 mitochondrial calcium uptake 1

Midl 43E-03 5.2E-04 17318 midline 1

Mief2 2.6E-17 30E-19 237781 mitochondrial elongation factor 2

Mir127 4.6E-08 1.7E-09 387146 icroRNA 127

Mir22hg 3.0E-04 24E-05 100042498 22 host gene (non-protein coding)

Mird10 6.2E-04 5.5E-05 723863 microRNA 410

Mird31 8.9E-10 2.5E-11 723866 microRNA 431

Mir33 2.9E-09 89E-11 723937 microRNA 433

Mird34 8.9E-08 34E-09 723867 microRNA 434

Mirs114 41E-03 49E-04 100628619 microRNA 5114

Mir675 1.86 32E-10 8.6E-12 735280 microRNA 675

Mirg 1.79 1.6E-09 46E-11 100040724 miRNA containing gene

MKI1 1.62 4.6E-07 1.9E-08 223701 MKL (megakaryoblastic leukemia)/myocardin-like 1

Mknk2 1.52 8.4E-05 5.9E-06 17347 MAP kinase-interacting serine/threonine kinase 2

Mkrn2 161 32E-06 1.6E-07 67027 makorin, ring finger protein, 2

mirl 717 2.6E-34 5.8E-37 17349 myeloid leukemia factor 1

Miip 697 2.6E-26 1.5E-28 69642 muscular LMNA-interacting protein

Miitl 0.66 1.2E-05 7.0E-07 64144 veloi phoid or mixed-lineage leukemia; to, 1
M1t 191 6.0E-06 32E-07 56772 yeloid/lymphoid or mixed-lineage leukemia; to, 11
M3 2.64 3.0E-21 2.6E-23 70122 id/lymphoid or mixed-li leukemia; t0,3
Miyed 43E-06 22E-07 56690 yI-CoA decarboxylase

Mme 1.5E-05 8.7E-07 17380 membrane metallo endopeptidase

Mmpl1 2.4E-06 LIE-07 17385 matrix metallopeptidase 11

Mmp$ 17E-14 2.7E-16 17394 matrix metallopeptidase 8

Mndal 32E-03 37E-04 100040462 myeloid nuclear differentiation antigen like

Mocos 7.2E-05 4.9E-06 68591 molybdenum cofactor sulfurase

Mospd1 2.5E-07 1.0E-08 70380 motile sperm domain containing 1

Mpel 24E-03 2.5E-04 55951 mitochondrial pyruvate carrier 1

Mpe2 1.3E-08 42E-10 70456 mitochondrial pyruvate carrier 2

Mpi 3.0E-18 -20 110119 mannosc phosphate isomerase

Mpp3 2.7E-12 5.9E-14 13384 membrane protein, palmitoylated 3 (MAGUK p55 subfamily member 3)
Mpp6 6.2E-06 33E-07 56524 membrane protein, palmitoylated 6 (MAGUK p55 subfamily member 6)
Mpp7 5.0E-03 6.3E-04 75739 membrane protein, palmitoylated 7 (MAGUK p35 subfamily member 7)
Mpped1 23E-07 9.2E-09 223726 domain containing 1

Mpped2 1.9E-04 1.4E-05 77015 domain containing 2

Mpv17 1.9E-05 1L.1E-06 17527 MpV17 mitochondrial inner membrane protein

Mpz 1.6E-05 9.4E-07 17528 myelin protein zero

Mpzl2 7.2E-04 65E-05 14012 myelin protein zero-like 2

Mras 1.6E-05 9.1E-07 17532 muscle and microspikes RAS

Mrel 1.9E-05 LIE-06 17533 mannose receptor, C type 1

Mrgprb1 12E-15 L7E-17 233231 MAS-related GPR, member BI

Mrgprb2 1.6E-14 2.5E-16 243979 MAS-related GPR, member B2

Mrpli2 1.IE-06 49E-08 56282 mitochondrial ribosomal protein L12

Mrpl30 85E-07 3.7E-08 107734 mitochondrial ribosomal protein L30

Mrpl33 1.7E-03 1.7E-04 66845 mitochondrial ribosomal protein L33

Mrpld2 53E-10 1.5E-11 67270 mitochondrial ribosomal protein L42

Mrpld7 5.2E-03 6.5E-04 74600 mitochondrial ribosomal protein L47

Mrplsi 1.8E-09 5.2E-11 66493 mitochondrial ribosomal protein L51

Mrpis3 3.0E-04 24E-05 68499 mitochondrial ribosomal protein L53

Mrps28 3.9E-03 4.6E-04 66230 mitochondrial ribosomal protein S28

Mrps35 1.78 14E-07 5.5E-09 232536 mitochondrial ribosomal protein S35

Msh6 0.65 2.1E-06 1.0E-07 17688 mutS homolog 6

Msil 0.55 4.1E-04 34E-05 17690 Musashi homolog 1

Msi2 1.62 39E-03 47E-04 76626 Musashi homolog 2

Msin 0.04 1.3E-41 1.7E-44 56047 mesothelin

Msmol 0.54 1.4E-08 45E-10 66234 methylsterol monoxygenase 1

Msrl 163 5.8E-03 7.5E-04 20288 macrophage scavenger receptor 1

Msrb1 1.60 1.0E-03 9.5E-05 27361 methionine sulfoxide reductase B1

Msrb3 1.57 2.8E-06 1.4E-07 320183 methionine sulfoxide reductase B3

Mstn 1.6 49E-04 42E-05 17700 myostatin

Mt 215 5.7E-07 24E-08 17748 metallothioncin 1

M2 237 1.7E-06 8.0E-08 17750 metallothionein 2

Mtfpl 236 1.4E-07 5.7E-09 67900 mitochondrial fission process 1

Mtm1 1.60 6.9E-03 9.1E-04 17772 X-linked myotubular myopathy gene 1

Mtusl 1.66 0.73 2.6E-06 1.3E-07 102103 mitochondrial tumor suppressor 1



Mtus2
Mucl5
Mure
Mustn1
Myadml2
Mybpel

Nipsnapl
NKkainl
Nkd1
Nkd2
Nkiras1
NKx6-2
Nign3
Nmnat2
Nmnat3
Nmrk2
Nnat
Nnmt
Nnt
Nol3
Nol9
Nops6
Nosl
Npepll
Nprl
Nptx2
Nqo2
Nridl
Nrld2
Nrih3
Nr3c2
Nrdal
Nrap
Nrgn
Nrk
Nrxnl
Nt5e2
Nt5c3
Ntsde3

4.96

442
3.38
0.65
0.65
5.36
3.26
352
2.24
4.80
7.69
3.76
7.83
3.09
1.59
1.98
0.32
1.90
173
0.62
0.39
211
1.84
4.05
1.68
171
1.58
174
1.60
1.54
1.68
2.04
2.04
1.87
1.78
1.67
1.63
171

1.56
171
0.53

1.97

0.61
4.18

1.50
2.18
1.82

1.5E-05
2.8E-04
1.OE-04
2.4E-09
1.5E-07
1.3E-06

230075
66916
67264
66218
66377
68197

227197

226646
68349
17993

407785
75406

225887
17995
72900
78330
17996
74103
117148
18039
18040

338352
54003
18011

415115
68810
73181
56748
18054
18073
18081

223473
18082
67149
93960
72293
69721
14912
245537
226518
74080
69564
18111
18113
18115
78688
74035
67134
18125
228961
18160
53324
18105
217166

353187
22259
110784
15370
18175
64011
27206
18189
76952
107569
103466

associated tumor candidate 2
mucin 15
muscle-related coiled-coil protein
musculoskeletal, embryonic nuclear protein 1
myeloid-associated differentiation marker-like 2
myosin binding protein C, slow-type
myosin binding protein C, fast-type
myelocytomatosis oncogene
myeloma overexpressed 2
myogenic factor 6
myosin, heavy polypeptide 1, skeletal muscle, adult
myosin, heavy polypeptide 11, smooth muscle
myosin, heavy polypeptide 2, skeletal muscle, adult
myosin, heavy polypeptide 3, skeletal muscle, embryonic
myosin, heavy polypeptide 7, cardiac muscle, beta
myosin, heavy polypeptide 8, skeletal muscle, perinatal
myosin, light polypeptide 1
myosin, light polypeptide 2, regulatory, cardiac, slow
myosin, light polypeptide 3
myosin, light polypeptide 4
myosin, light polypeptide 9, regulatory
myosin, light polypeptide Kinase 2, skeletal muscle
myosin light chain kinase 3
ase family, member 4
, phosphorylatable, fast skeletal muscle

myosin XVIITh
myosin XIX
myosin VB
myosin VC

myozenin 2
myozenin 3

myopalladin

N-acetylated alpha-linked acidic dipeptidase 2

nascent polypeptide-associated complex alpha

sodium leak channel, non-selective

nicotinamide phosphoribosyltransferase

N-acyl idy i ipase D

nuclear autoantigenic sperm protein (histone-binding)
neurobeachin-like 2

neural cell adhesion molecule 1

arylacetamide deacetylase-like 1

N-myc downstream regulated gene 2

NADH dehydrogy iqui 1 alpha 1
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex 10
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex 11
NADH dehydrogy i 1 alpha 12
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 13
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 2
NADH dehydrogy 1 alpha 4
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (B14)
NADH dehydrogy iqui 1 alpha 8
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9
NADH dehydrogenase (ubiquinone) 1, alpha/beta subcomplex, 1
NADH dehydrogy i 1 alpha assembly factor 1
NADH dehydrogenase (ubiquinone) complex I, assembly factor 5
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10
NADH dehydrog 1 beta 11
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 2
NADH dehydrogenase (ubiquinone) 1 beta subcomplex 3
NADH dehydrog iqui 1 beta 5
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 6
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7
NADH dehydrog i 1 beta 8
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 9
NADH dehydrogenase (ubiquinone) 1, subcomplex unknown, 1
NADH dehydrogy 1, unknown, 2
NADH dehydrogenase (ubiquinone) Fe-S protein 1

NADH dehydrogenase (ubiquinone) Fe-S protein 2

NADH dehydrogenase (ubiquinone) Fe-S protein 3

NADH dehydrogenase (ubiquinone) Fe-S protein 4

NADH dehydrogenase (ubiquinone) Fe-S protein 6

NADH dehydrogenase (ubiquinone) Fe-S protein 7

NADH dehydrogenase (ubiquinone) Fe-S protein 8

NADH dehydrogenase (ubiquinone) flavoprotein 1

NADH dehydrogy i P 2
NADH dehydrogenase (ubiquinone) flavoprotein 3
nebulin

nebulette

N-terminal EF-hand calcium binding protein 2
neurofilament, light polypeptide

neurofilament, medium polypeptide

NEL-like 1

NEL-like 2

neuralized homolog 1A

neuralized-like 2

nexilin

nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 4
NFUI iron-sulfur cluster scaffold homolog
neutrophilic granule protein

nidogen 1

ninjurin 1

NIPA-like domain containing 2

4-ni domain and
Na+/K+ transporting ATPase interacting 1
naked cuticle 1 homolog

naked cuticle 2 homolog

NFKB inhibitor interacting Ras-like protein 1
NK6 homeobox 2

1 SNAP25-like protein homolog 1

nucleoti y ase 2
nucleoti 3

nicotinamide riboside kinase 2
neuronatin
nicotinamide N-methyltransferase

nucleolar protein 3 (apoptosis repressor with CARD domain)
nucleolar protein 9

NOP56 ribonucleoprotein homolog

nitric oxide synthase 1, neuronal

aminopeptidase-like 1

natriuretic peptide receptor 1

neuronal pentraxin 2

NAD(P)H dehydrogenase, quinone 2

nuclear receptor subfamily 1, group D, member 1

nuclear receptor subfamily 1, group D, member 2

nuclear receptor subfamily 1, group H, member 3

3, group C, member 2

y 4, group A, member 1
nebulin-related anchoring protein

neurogranin

Nik related Kinase
neurexin I
S'-nucleotidase, cytos
5'-nucleotidase, cytosolic 11T
5'-nucleotidase domain containing 3




Ntse
Ntn3
Ntngl
Nudt3
Nudt4
Nyapl
Nynrin
Obsen
Ocln
od3i
Ogdh
Olfmd4
Olfmi2a
Olfr558
Omal
Orail
Orel
Oxld1
Oxnadl
Oxsm
P2rxs
P2rx6
P2rx7
P2ryl
P2ry2
Pacrg
Pacsin3
Padi2
Pakl
Pank1
Papssl
Papss2
Paqrs
Pardég
Park2
Parpl10
Parpl4
Parp4
Parvb
Pbxipl
Pebdl
Pedh10
Pedh9
Pedhal
Pcdhal0
Pedhall
Pedhal2
Pedha2
Pedha3
Pedhad
Pcdhas
Pedha6
Pedha?
Pcdha8
Pedha9
Pedhacl
Pedhac2

Pdzklipl
Pecaml
Pemt
Perl
Perml

Pgpepl
Phgdh
Phkal
Phkb
Phkgl
Phidb3
Phtf2
Phyh
Phyhd1
Phyhip
5

Pla2gl2a
Pla2gl6
Pla2g3
Pla2g7
Plazrl
Pledd

2.85
245
2.99
213

0.65
0.23
0.65
171
178

0.51
0.64
1.65
0.49
1.88
2.08
2.02
3.69
1.61
1.54
0.67
217

474
201
1.63
1.54

1.95
0.63
253
0.19
1.60
310

2.04
1.61
1.66
1.97
171
0.62
235
0.47
1.83
1.89
2.04

1.76
1.80
1.82
242
0.25
2.50
1.99
11.60

0.69
0.62

112
112
0.88
-0.75
0.88

0.80

0.87

3.54

2.3E-04
4.2E-05
1.9E-04
2.4E-07
5.2E-11
1.8E-04
2.1E-06
1.5E-16
6.4E-05
1.5E-05
1.2E-09
17E-13
4.1E-05
2.2E-06
17E-04
9.8E-07
3.2E-05
1.9E-10
6.4E-08
1.9E-04
5.6E-08
1.1E-07
6.7E-05
2.5E-04
7.8E-12
4.4E-07
3.5E-17
1.1E-25
3.9E-12
2.2E-04
9.3E-07
2.8E-04
4.8E-04
2.8E-06

259097
67013
109305
18392
66431
218885
71147
94045
18440
18439
18441
18442
69310
80708
18600
18479
75735
23971
23972
74090
93737
50873
671535
547253
328417
170736
229534
13180
18526
211712
116731
12943
12942
192164
353234
192163
12936
12941
12937
12939
353235
192161
353236
353237
18538
18541
100102
18563
18578
238871
83679
18582
18591
54635
18597
68263
27402
12304
228026
18604
27273
54132
53318
56376
67399
381511
18607
319518
71365
245469
67983
67182
18613
18618
18626
74183
56744
270198
18642
56421
56012
18655
72157
66522
236539
18679
102093
18682
232970
68770
16922
227696
105653
94227
74116
319352
667742
110417
56176
240752
216505
231805
68943
236604
71795
18740
18741
224938
241035
18767
18769
18746
66350
225845
237625
27226
18779
18802

5' nucleotidase, ecto
netrin 3

netrin G1

nudix (nucleotide diphosphate linked moiety X)-type motif 3

nudix (nucleoside diphosphate linked moiety X)-type motif 4

neuronal tyrosine-phosphorylated phosphoinositide 3-kinase adaptor 1
NYN domain and retroviral integrase containing

obscurin, in and titin-

RhoGEF

occludin

outer dense fiber of sperm tails 3-like 1

oxoglutarate dehydrogenase (lipoamide)
olfactomedin 4

olfactomedin-like 2A

olfactory receptor 558

OMAT1 homolog, zinc metallopeptidase

ORAI calcium release-activated calcium modulator 1
n recognition complex, subunit 1

oreductase like domain containing 1
oxidoreductase NAD-binding domain containing 1
3-oxoacyl-ACP synthase, mitochondrial

purinergic receptor P2X, ligand-gated ion channel, 5
purinergic receptor P2X, ligand-gated ion channel, 6
purinergic receptor P2X, ligand-gated ion channel, 7
purinergic receptor P2Y, G-protein coupled 1
purinergic receptor P2Y, G-protein coupled 2
PARK2 co-regulated

protein kinase C and casein kinase substrate in neurons 3
peptidyl arginine deiminase, type IT

P21 protein (Cded2/Rac)-activated kinase 1
pantothenate kinase 1

3'-phosphoadenosine 5'-phosphosulfate synthase 1
3'-phosphoadenosine 5'-phosphosulfate synthase 2
progestin and adipoQ receptor family member V
par-6 partitioning defective 6 homolog gamma
Parkinson disease (autosomal recessive, juvenile) 2, parkin
poly (ADP-ribose) polymerase family, member 10
poly (ADP-ribose) polymerase family, member 14
poly (ADP-ribose) polymerase family, member 4
parvin, beta

pre B cell leukemia transcription factor interacting protein 1

pterin 4 alpha carbi ine dehydr ization cofactor of
protocadherin 10

protocadherin 9

protocadherin alpha 1

protocadh,

protocadh
protocadherin alpha 6
protocadherin alpha 7
protocadherin alpha 8
protocadherin alpha 9

protocadherin alpha subfamily C, 1
protocadherin alpha subfamily C, 2
proliferating cell nuclear antigen
pericentrin (kendrin)
proprotein convertase subti
pyruvate carboxylase
phosphodiesterase 4B, cAMP specific

phosphodiesterase 4D, cAMP specific

phosphodiesterase 4D interacting protein (myomegalin)
phosphodiesterase 6D, cGMP-specific, rod, delta

platelet derived growth factor, B polypeptide
platelet-derived growth factor, C polypeptide

pyruvate dehydrogenase E1 alpha 1

pyruvate dehydrogenase (lipoamide) beta

pyruvate dehydrogenase complex, component X

protein disulfide isomerase associated 4

pyruvate dehydrogenase Kinase, isoenzyme 1

pyruvate dehydrogenase kinase, isoenzyme 2

pyruvate dehydrogenase kinase, isoenzyme 4

PDZ and LIM domain 1 (elfin)

PDZ and LIM domain 3

PDZ and LIM domain 5

PDZ and LIM domain 7

pyruvate dehyrogenase phosphatase catalytic subunit 1
3-phosphoinositide dependent protein kinase 1

pyruvate dehydrogenase phosphatase regulatory subunit
prenyl (solanesyl) diphosphate synthase, subunit 2

PDZ domain containing 4

PDZ domain containing 9

PDZK1 interacting protein 1

platelet/endothelial cell adhesion molecule 1

n/kexin type 9

period homolog 1
PPARGCI and ESRR induced regulator, muscle 1
platelet factor 4
6-phosp 2-kinase/fructose-2,6-bi 4
phosphofructokinase, muscle
phosphofructokinase, platelet
phosphoglycerate mutase 2
phosphoglycerate kinase 1
phosphoglucomutase 2
pyroglutamyl-peptidase T
3-phosphoglycerate dehydrogenase
phosphorylase kinase alpha 1
phosphorylase kinase beta
phosphorylase kinase gamma 1
pleckstrin homology-like domain, family B, member 3
putative homeodomain transeription factor 2
phytanoyl-CoA hydroxylase
h 1-CoA dioxy domain containing 1

p )
phytanoyl-CoA hydroxylase interacting protein
peptidase inhi
peptidase inhibitor 16
PILR alpha associated neural protein

iezo-t, ion channel 2

ositol glycan anchor biosynthesis, class H

ositol glycan anchor biosynthesis, class P
3-kinase, class 2, beta

phosphoinositide-3-kinase interacting protein 1

e type 2 receptor alpha

PTEN induced putative kinase 1

ne decarboxylase, pseudogene 1

phosphatidylinositol transfer protein, cytoplasmic 1

paired-like homeodomain transeri

paired-like homeodomain transcription factor 2

praja 2, RING-H2 motif contai

polycystic kidney and hepatic disease 1

protein kinase inhibitor, gamma
pyruvate kinase, muscle
phospholipase A2, group XIIA
phospholipase A2, group XVI
phospholipase A2, group IIT

A2, group VII (platel ivating factor
phospholipase A2 receptor 1
phospholipase C, delta 4

nuclear factor 1 alpha (TCF1) 1

se, plasma)



Plec 1.57 5.8E-05 18810 plectin
Plekha8 0.66 23E-03 231999 pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 8
Plekhfl 1.62 5.1E-03 72287 pleckstrin homology domain containing, family F (with FYVE domain) member 1
Plekhh1 0.41 2.7E-12 211945 pleckstrin homology domain containing, family H (with MyTH4 domain) member 1
Plekhol 1.67 2.7E-06 67220 pleckstrin homology domain containing, family O member 1
Plet1 0.26 1.7E-04 76509 placenta expressed transcript 1
Plind 77.81 5.0E-55 57435 perilipin 4
Plins 31.69 3.9E-48 66968 perilipin 5
0.17 1.4E-19 67801 plasma membrane prote
159 7.0E-03 18823 proteolipid protein (myelin) 1
0.39 32E-08 216152 phospholipid phosphatase related 3
1.80 6.2E-04 235527 phospholipid scramblase 4
0.54 2.6E-08 235611 plexin B1
1.72 4.0E-03 140571 plexin B3
2.89 3IE-14 242377 peptidase M20 domain containing 2
1.89 8.0E-05 93843 p -y upregulated iquitously expressed CaM kinase
1.73 5.0E-04 56695 paroxysmal nonkinesiogenic dyskinesia
482 7.5E-09 66853 patatin-lik domain containing 2
5.8E-06 27205 podocalyxin-like
6.6E-03 18974 polymerase (DNA directed), epsilon 2 (pS9 subunit)
. 1.OE-05 67486 polymerase (RNA) I11 (DNA directed) polypeptide G
0.58 4.8E-05 67724 processing of precursor 1, ribonuclease P/MRP family
6.4E-14 64082 popeye domain containing 2
21E-14 78977 popeye domain containing 3
1.8E-06 74776 pyrophosphatase (inorganic) 2
LIE-05 19012 phosphatidic acid phosphatase type 24
1.2E-03 50784 phosphatidic acid phosphatase type 2C
1.9E-11 27721 idic acid type 2 domain containing 3
2.5E-49 19013 peroxisome proliferator activated receptor alpha
7.7E-05 19016 peroxisome proliferator activated receptor gamma
LIE-19 19017 peroxisome proliferative activated receptor, gamma, coactivator 1 alpha
2.6E-07 170826 peroxisome proliferative activated receptor, gamma, coactivator 1 beta
4.4E-03 76787 protein tyrosine receptor type, ide (PTPRF), i rin), alpha 3
1.2E-03 105675 peptidylprolyl isomerase F (cyclophilin F)
1.2E-04 19043 protein phosphatase 1B, magnesium dependent, beta isoform
42E-06 71887 protein phosphatase 1J
5.1E-06 243382 protein phosphatase 1K (PP2C domain containing)
5.6E-22 329251 protein phosphatase 1, regulatory (inhibitor) subunit 12B
1.3E-04 333654 protein phosphatase 1, regulatory (inhibitor) subunit 13 like
2.5E-29 76142 protein phosphatase 1, regulatory (inhibitor) subunit 14¢c
$7E-13 58200 protein phosphatase 1, regulatory (inhibitor) subunit 1A
24E-13 68701 protein phosphatase 1, regulatory subunit 27
21E-21 140491 protein phosphatase 1, regulatory (inhibitor) subunit 3A
213 33E-12 53412 protein phosphatase 1, regulatory (inhibitor) subunit 3C
198 2.2E-06 228966 protein phosphatase 1, regulatory subunit 3D
2.53 22E-14 235542 protein phosphatase 2, regulatory subunit B, alpha
8.9E-06 226160 peroxisome proliferative activated receptor, gamma, coactivator-related 1
6.7E-05 32017 PTC?7 protein phosphatase homolog
0.53 2.5E-03 100042784 PR domain containing 11
1.62 LIE-06 11757 peroxiredoxin 3
1.80 7.9E-04 77619 PRELI domain containing 2
2.86 12E-15 213760 prolyl endopeptidase-like
3.20 3.0E-17 108079 protein kinase, AMP-activated, alpha 2 catal
2.00 3AE-12 108097 protein kinase, AMP-activated, beta 2 non-cata
9.7E-17 18747 protein kinase, cAMP dependent, catalytic, alpha
1.9E-06 241113 protein kinase, AMP-activated, gamma 3 non-catatlytic subunit
89E-11 18761 protein kinase C, theta
3.8E-08 381148 proline rich basic protein 1
5.8E-04 19124 protein C receptor, endothelial
2.3E-03 71373 proline rich 16
3.0E-12 68800 proline rich 32
13E-21 677289 pre i
1.9E-03 228413 pr y ic acid) 4
5.2E-05 20204 paired related homeobox 2
1.96 12E-10 229589 prune homolog
0.05 2.8E-17 72373 prostate stem cell antigen
2.62 59E-16 19201 proline-serine-threoni interacting protein 2
230 1.9E-08 96979 prostaglandin E synthase 2
248 2.3E-16 73635 in E synthase 3 (cytosolic)-lik
236 24E-15 77219 prostaglandin reductase 2
0.64 43E-04 19231 prothymosin alpha
211 13E-14 19245 protein tyrosine phosphatase 4a3
31 12E22 30963 protein tyrosine phosphatase-like (proline instead of catalytic arginine), member a
0.59 33E-03 70757 protein tyrosine phosphatase-like (proline instead of catalytic arginine), member b
Ptpn13 0.52 42E-06 19249 protein tyrosine phosphatase, non-receptor type 13
Ptpn7 0.57 5.4E-03 320139 protein tyrosine phosphatase, non-receptor type 7
Ptprb 217 LIE-13 19263 protein tyrosine phosphatase, receptor type, B
Ptprf 042 2.8E-07 19268 protein tyrosine phosphatase, receptor type, F
Ptprt 0.31 3.0E-05 19281 protein tyrosine phosphatase, receptor type, T
Ptpru 0.44 1.8E-05 19273 protein tyrosine phosphatase, receptor type, U
Ptx3 0.65 43E-03 19288 pentraxin related gene
Pvalb 4110 34E-37 19293 parvalbumin
Pvr 1.85 6.8E-07 52118 poliovirus receptor
Pvrll 0.55 3.0E-06 58235 poliovirus receptor-related 1
Pygm 6.01 7.0E-39 19309 muscle glycogen phosphorylase
Qdpr 1.4E-06 110391 quinoid dihydropteridine reductase
Qpet 5.8E-11 70536 jinyl-peptide cy jinyl cyclase)
Rabl1fip4 1IE-03 268451 RABI1 family interacting protein 4 (class 1)
Rab38 2.6E-03 72433 RAB38, member of RAS oncogene family
Rab3a 9.1E-11 19339 RAB3A, member RAS oncogene fami
Rab3d 6.7E-04 19340 RAB3D, member RAS oncogene family
Rab3ip 1.8E-04 216363 RAB3A interacting protein
Rab40b 1.9E-16 217371 Rab40b, member RAS oncogene fami
Rabep2 70314 rabaptin, RAB GTPase binding effector protein 2
Rac3 170758 RAS-related C3 botulinum substrate 3
Rad23a 19358 RAD23a homolog
Rai2 24004 retinoic acid induced 2
Rampl 51801 receptor (calcitonin) activity modifying protein 1
Rapgefll 268480 Rap guanine nucleotide exchange factor (GEF)-like 1
Rarg 19411 retinoic acid receptor, gamma
Rarres2 71660 retinoic acid receptor responder (tazarotene induced) 2
Rasgrp2 19395 RAS, guanyl releasing protein 2
Rassf3 192678 Ras association (RalGDS/AF-6) domain family member 3
Rassfd 213391 Ras association (RalGDS/AF-6) domain family member 4
Rbfox1 268859 g protein, fox-1 homolog 1
Rbm14 56275 g motif protein 14
Rbm15b 109095 2 motif protein 15B
Rbm24 666794 g motif protein 24
Rbm38 56190 RNA binding motif protein 38
Rbmxl1 19656 RNA binding motif protein, X linked-like-1
Rean2 53901 regulator of calcineurin 2
Ree2 108911 regulator of chromosome condensation 2
Resdl 226594 RCSD domain containing 1
Rdh14 105014 retinol dehydrogenase 14 (all-trans and 9-cis)
Recqld 79456 RecQ protein-like 4
Reepl 52250 receptor accessory protein 1
Reepd 72549 receptor accessory protein 4
Retnlg 245195 resistin like gamma
Retsat 67442 retinol saturase (all trans retinol 13,14 reductase)
Rfng 19719 RFNG O-fucosylpeptide 3-beta-N-acety inyltransferase
Rgee 66214 regulator of cell cycle
Rgsd 19736 regulator of G-protein signaling 4
RgsS 19737 regulator of G-prot
Rhbdil 214951 rhomboid, veinlet-like 1
Rhod 11854 ras homolog gene family, member D
Rhof 23912 ras homolog gene family, member f
Rhpnl 14787 rhophilin, Rho GTPase binding protein 1
Rian 75745 RNA imprinted and accumulated in nucleus
Rilp 280408 Rab interacting lysosomal protein
Rilpl1 75695 Rab interacting lysosomal protein-like 1
Rimklb 108653 ribosomal modification protein rimK-like family member B




Ripply3 1.9E-05 LIE-06 170765 ripply3 homolog (zebrafish)
Rmdnl 1.0E-04 7.3E-06 66302 regulator of microtubule dynamics 1
Rnf123 1.9E-08 6.5E-10 84585 ring finger protein 123
Rnf128 48E-11 12E-12 66889 ring finger protein 128
Ruf217 4.6E-05 3.0E-06 268291 ring finger protein 217
Rnf26 43E-05 2.8E-06 213211 ring finger protein 26
Rnf43 2.8E-04 22E-05 207742 ring finger protein 43
Rock2 3.1E-07 1.3E-08 19878 Rho-associated coiled-coil containing protein kinase 2
Rorc 3.6E-04 2.9E-05 19885 RAR-related orphan receptor gamma
Rph3al 9.8E-07 44E-08 380714 rabphilin 3A-like (without C2 domains)
Rpl10a 2.9E-03 32E-04 19896 ribosomal protein L10A
9.8E-41 1.4E-43 66211 ribosomal protein L3-like
7.9E-06 43E-07 103963 ribophorin I
44E-05 2.9E-06 110651 ribosomal protein 6 kinase polypeptide 3
21E-03 2.2E-04 56437 Ras-related associated with diabetes
43E-08 1.5E-09 52187 Ras-related GTP binding D
9.8E-23 7.2E-25 20130 Harvey rat sarcoma oncogene, subgroup R
6.7E-03 8.8E-04 100037282 radial spoke 3B homolog
5.1E-06 2.7E-07 20163 Ras suppressor protein 1
5.1E-04 44E-05 170799 rhotekin 2
37E-19 37E21 353326 retrotransposon-like 1
LIE20 1.0E-22 20167 reticulon 2 (Z-band associated protein)
33E-07 1.4E-08 68585 reticulon 4
1.70 S.7E-04 5.0E-05 170728 reticulon 4 interacting protein 1
045 8.7E-05 6.1E-06 65079 reticulon 4 receptor
239 4.0E-04 33E-05 67775 receptor transporter protein 4
0.64 31E-03 35E-04 12393 runt related transcription factor 2
0.46 1.2E-05 6.8E-07 12399 runt related transeription factor 3
1.98 LIE-09 3.0E-11 100213 RUN and SH3 domain containing 2
174 2.0E-05 1.2E-06 20183 retinoid X receptor gamma
0.64 1.3E-03 1.3E-04 56353 RING1 and YY1 binding protein
239 2.6E-13 5.0E-15 20190 ryanodine receptor 1, skeletal muscle
2.69 8.7E-14 1SE-15 20192 ryanodine receptor 3
691 SAE-12 LIE-13 20201 5100 calcium binding protein A8 (calgranulin A)
6.40 32E-14 5.4E-16 20202 5100 calcium binding protein A9 (calgranulin B)
248 1.2E-05 6.7E-07 50720
0.52 6.4E-03 8.4E-04 229011 sterile alpha motif domain containing 10
0.50 5.6E-04 4.8E-05 320825 sterile alpha motif domain containing 5
198 1.2E-05 6.8E-07 209086 sterile alpha motif domain containing 9-like
1.63 LIE-07 4.1E-09 68653 sorting and assembly machinery component 50 homolog
1.50 $.0E-06 43E-07 12492 scavenger receptor class B, member 2
8.4E-18 9.6E-20 109232 saccharopine dehydrogenase (putative)
. 117 5.6E-12 12E-13 212986 Secl family domain containing 2
272 144 2.5E-14 4.1E-16 30953 schwannomin interacting protein 1
1.98 0.99 3.0E-05 1.8E-06 20266 sodium channel, voltage-gated, type I, beta
2.57 136 1.3E-06 5.7E-08 20269 sodium channel, voltage-gated, type 111, alpha
1.56 0.64 2.4E-03 2.6E-04 235281 sodium channel, voltage-gated, type III, beta
321 8.4E-25 5.5E-27 110880 sodium channel, voltage-gated, type IV, alpha
7.29 31E-33 8.4E-36 399548 sodium channel, type IV, beta
236 3.9E-08 1.4E-09 20271 sodium channel, voltage-gated, type V, alpha
3.79 2.1E-06 9.9E-08 20272 sodium channel, voltage-gated, type VII, alpha
0.25 49E-05 3.2E-06 20276 sodium channel, nonvoltage-gated 1 alpha
043 2.2E-09 6.6E-11 64706 signal peptide, CUB domain, EGF-like 1
0.45 7.9E-06 43E-07 268935 signal peptide, CUB domain, EG
0.50 23E-10 6.2E-12 20969 syndecan 1
043 LIE-07 4.4E-09 64136 stromal cell-derived factor 2-like 1
2.08 2.5E-13 4.6E-15 66945 succinate dehydrogenase complex, subunit A, flavoprotein (Fp)
203 1.2E-10 32E-12 67680 succinate dehydrogenase complex, subunit B, iron sulfur (Ip)
4.4E-09 1.4E-10 66052 succinate dehydrogenase complex, subunit C, integral membrane protein
LI1E-13 2.0E-15 66925 succinate dehydrogenase complex, subunit D, integral membrane protein
1.3E-08 44E-10 665119 SECI4-like 5
3.6E-05 2.3E-06 240667 Sec31 homolog B
1L7E-05 1.OE-06 53421 Sec61 alpha 1 subu

1.5E-20 13E-22 231238 sel-1 suppressor of lin-12-like 3
2.8E-10 7.6E-12 20350 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3F
2.7E-03 3.0E-04 20351 sema domain, i in domain (Ig), domain (TM) and short cytoplasmic domain, (semaphorin) 4A
Semadg 8.0E-04 7.3E-05 26456 sema domain, i in domain (Ig), ane domain (TM) and short cytoplasmic domain, (semaphorin) 4G
Sept3 047 34E-05 2.1E-06 24050 septin 3
Septd 1.62 33E-05 2.0E-06 18952
Septs 0.49 9.7E-09 31E-10 18951
Serpina3j 0.00 7.7E-35 1.6E-37 238395 serine (or cysteine) peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3J
Serpinb11 0.04 4.1E-15 6.2E-17 66957 serine (or cysteine) peptidase inhibitor, clade B (ovalbumin), member 11
Serpinbla 171 3.6E-05 2.3E-06 66222 serine (or cysteine) peptidase inhibitor, clade B, member 1a
Serpingl 1.61 1.4E-05 83E-07 12258 serine (or cysteine) peptidase inhibitor, clade G, member 1
Sesn2 0.56 6.0E-03 7.7E-04 230784 sestrin 2
Sez6l 047 37E-03 43E-04 56747 seizure related 6 homolog like
Sf3bd 0.66 42E-03 5.0E-04 107701 splicing factor 3b, subunit 4
Sfrp2 0.49 1.6E-09 46E-11 20319 secreted frizled-related protein 2
Sgea 2.87 71E-21 6.2E-23 20391 sarcoglycan, alpha (dystrophin-associated glycoprotein)
Sgeb 1.70 3.2E-06 1.6E-07 24051 sarcoglycan, beta (dystrophin-associated glycoprotein)
Sged 1.68 2.3E-03 24E-04 24052 sarcoglycan, delta (dystrophi iated gly i
Sgeg 2.65 2.6E-14 42E-16 24053 sarcoglycan, gamma (dystrophin-associated glycoprotein)
Sgms1 151 LIE-05 6.2E-07 208449 sphingomyelin synthase 1
Sgsml 0.57 37E-03 44E-04 52850 small G protein signaling modulator 1
Sh3bgr 437 4.7E-30 1.8E-32 50795 SH3-binding domain glutamic acid-rich protein
Sh3bgri2 0.44 2.9E-04 2.3E-05 212531 SH3 domain binding glutamic acid-rich protein like 2
Sh3bp1 0.61 LIE-04 7.8E-06 20401 SH3-domain binding protein 1
Sh3bps 1.62 2.5E-08 8.6E-10 24056 SH3-domain binding protein 5 (BTK-associated)
Sh3gl2 033 2.4E-07 9.7E-09 20404 SH3-domain GRB2-like 2
Sh3yll 0.56 2.7E-03 3.0E-04 24057 Sh3 domain YSC-like 1
Shank1 2.7E-03 3.0E-04 243961 SH3/ankyrin domain gene 1
Shisa2 2.0E-04 1.5E-05 219134
Shisa4 35E-14 5.9E-16 77552
Shisa6 5.2E-03 6.5E-04 380702
Shisa7 1.3E-08 4.1E-10 232813
Shkbpl 1.3E-03 04 192192 Sh3kbpl binding protein 1
Shox2 3.0E-03 34E-04 20429 short stature homeobox 2
Shroom 5.2E-03 6.6E-04 71774 shroom family member 1
LIE-13 2.0E-15 20612 sialic acid binding Ig-like lectin 1, sialoadhesin
7.0E-04 63E-05 20464 single-minded homolog 1
2.8E-06 1.4E-07 64384 sirtuin 3 (silent mating type information regulation 2, homolog) 3
S.1E-05 34E-06 27401 S-phase kinase-associated protein 2 (p45)
42E-04 34E-05 105439 SLAIN motif family, member 1
3.7E-06 1.8E-07 75991 SLAIN motif family, member 2
S.0E-04 05 108052 solute carrier family 14 (urea transporter), member 1
Sle16a10 7.8E-04 7.2E-05 72472 solute carrier family 16 (monocarboxylic acid transporters), member 10
Sle16al2 1.6E-03 1.6E-04 240638 solute carrier family 16 (monocarboxylic acid transporters), member 12
Slel6al3 1.7E-03 1.7E-04 69309 solute carrier family 16 (monocarboxylic acid transporters), member 13
Sle16a3 3.04 1.4E-30 49E-33 80879 solute carrier family 16 (monocarboxylic acid transporters), member 3
Sle18al 3.16 1.4E-07 5.4E-09 110877 solute carrier family 18 (vesicular monoamine), member 1
Slela2 0.47 2.3E-05 1.4E-06 20511 solute carrier family 1 (glial high affinity glutamate transporter), member 2
Sle20a2 1.61 1.IE-06 5.0E-08 20516 solute carrier family 20, member 2
Sle22a23 0.59 6.0E-03 7.7E-04 73102 solute carrier family 22, member 23
c22a3 0.39 1.2E-06 5.4E-08 20519 solute carrier family 22 (organic cation transporter), member 3
Sle25al 0.66 41E-03 5.0E-04 13358 solute carrier family 25 (mitochondrial carrier, citrate transporter), member 1

Sle25al1 1.92 24E-12 5.2E-14 67863 solute carrier family 25 (mitochondrial carrier oxoglutarate carrier), member 11

Sle25al12 337 S4E-32 17E-34 78830 solute carrier family 25 (mitochondrial carrier, Aralar), member 12

Sle25a20 231 LIE-13 2.0E-15 57279 solute carrier family 25 (mi ial carnitine/acylcarnitin member 20

Sle25a3 1.57 6.2E-06 33E-07 18674 solute carrier family 25 (mitochondrial carrier, phosphate carrier), member 3

Sle25a34 10.90 4.6E-36 7.5E-39 384071 solute carrier family 25, member 34

Sle25a37 0.52 7.8E-09 2.5E-10 67712 solute carrier family 25, member 37

Sle25a4 2.99 47E-28 2.2E-30 11739 solute carrier family 25 (mi fal carrier, adenine i ), member 4
2622 0.48 LIE-05 5.9E-07 13521 solute carrier family 26 (sulfate transporter), member 2

Sle26a7 0.39 1.9E-05 LIE-06 208890 solute carrier family 26, member 7

Sle27a3 0.59 1.9E-04 1.4E-05 26568 solute carrier family 27 (fatty acid transporter), member 3

Sle29a2 156 4.8E-03 5.9E-04 13340 solute carrier family 29 (nucleoside transporters), member 2

Sle2al 0.60 1.8E-04 1.3E-05 20525 solute carrier family 2 (facilitated glucose transporter), member 1

Sle2al2 1.88 7.5E-05 5.2E-06 353169 solute carrier family 2 (facilitated glucose transporter), member 12

Slc2a3 0.15 7.7E-69 2.0E-72 20527 solute carrier family 2 (facilitated glucose transporter), member 3

Sle2ad 3.66 1.0E-40 1.4E-43 20528 solute carrier family 2 (facilitated glucose transporter), member 4

Sle30a10 317 1.67 4.7E-08 1L7E-09 226781 solute carrier family 30, member 10



Sle30a2
Sle35ed
Sle36a2
Sle37a4
Sle39all

Sle6al?
Sle7all
c7a2
Sle7a6
Sle8a2
Slc9a2
Slco2bl

Slmap
Shn
Smagp
Smarcd3

Srpk3
Srpx2
Srsf12
Ssh3

Sspn
St3gal6
Stégalnacd
Stégalnace
St8sia2
St8siad
St8sias
Stac3
Stard10
Stards
Stard7
StatSa
Statsh
Stau2
Stbdl
Steap3
Steapd
Stim1

Theld10a
Theldd
Thbx18
Thx5
Teaim
Teap
Teea3
Teeall

2.73
1.83
217
0.66
152
5.00
0.50
1.65
170

0.63
0.51
1.62
0.66
0.51
157
2.92
0.63
2.09

4.46
1.72
1.86
2.59
178
1.88
0.39
231
2.23
0.41
2.01
3.41
233
1.98
0.48
2.28
0.49
0.54
1.86

334
1.66

291
1.95
5.76
1.66
178
1.70
211
1.83

173
4.12
2.70
1.82

248

0.91
145
0.87
112
-0.61
0.60
232
-1.00
0.72
0.76
0.70
0.73
0.67
-0.71
171
0.84
0.60
3.81
107
0.95

1.93
1.22
-0.79
0.87
0.59
0.94
0.76
119
1.89

0.74

1.00

119
-1.04
-0.88
0.90
0.59
1.74
0.73
0.82
1.65
1.54
0.96
253
0.73
0.83
0.77
107
0.87
-0.64
0.67
-0.66
-1.37
0.79
2.04
143
0.86

3.0E-05

3.5E-05
5.9E-06
9.8E-16
1.1E-10
3.6E-13
9.4E-09
1.9E-04
3.9E-08
6.0E-04
1.5E-03
1.2E-06
3.7E-12
1.2E-13
1.3E-05
5.7E-08
3.5E-03
1.2E-16
9.1E-66
1.5E-24
1.9E-03
1.6E-03
8.4E-09
7.3E-03
1.2E-05
1.5E-03
8.7E-05
8.7E-15
1.3E-06
1.6E-08
7.4E-08
1.2E-05
7.9E-06
6.3E-21
3.1E-03
2.6E-08
7.1E-08
1.1E-04
4.3E-03
6.0E-10
1.7E-06
5.9E-03
4.3E-03
6.3E-08
9.1E-05
2.0E-06
9.2E-04
1.7E-26
1.6E-05
1.4E-07

7.5E-05
2.0E-03
7.2E-05
9.5E-08
5.0E-05
1.OE-06
4.2E-15
2.9E-16
1.9E-07
5.6E-33
5.3E-08
1.3E-07
3.4E-03
2.1E-11
4.0E-03
3.2E-03
2.2E-05
3.3E-05
1.5E-05
6.6E-04
1.2E-26
3.9E-19
4.5E-06

230810
103710
246049
14385
69806
20532
98396
52466
67473
69698
20537
14412
229706
26570
11988
330836
110891
226999

20775
59010
20779

225742
237611
56018
170460
99138

72043
20887
96935
64707
64176
225115
20965
68828
20975
233335
118449
68760
17306
57752
21345
21355
272396
110326
103724
210789
76365
21388
382117
21393
21401
237052

solute carrier family 30 (zinc transporter), member 2
solute carrier family 35, member E4

solute carrier family 36 (proton/amino acid symporter), member 2
solute carrier family 37 (glucose-6-phosphate transporter), member 4

solute carrier family 39 (metal fon transporter), member 11
solute carrier family 3, member 1

solute carrier family 41, member 1

solute carrier family 46, member 1

solute carrier family 47, member 1

solute carrier protein family 52, member 3

solute carrier family 5 (sodium/glucose cotransporter), member 1
solute carrier family 6 (neurotransmitter transporter, GABA), member 13
solute carrier family 6 (neurotransmitter transporter), member 17

solute carrier family 7 (cationic amino acid transporter, y+ system), member 11
ic amino acid transporter, y+ system), member 2
c amino acid transporter, y+ system), member 6
solute carrier family 8 (sodium/calcium exchanger), member 2

solute carrier family 9 (sodium/hydrogen exchanger), member 2

solute carrier family 7 (cati
solute carrier family 7 (cat

solute carrier organic anion transporter family, member 2b1
schlafen 2

schlafen §

schlafen 5, opposite strand

slit homolog 1

slit homolog 2

sarcolemma associated protein

sarcolipin

small cell adhesion glycoprotein

SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 3

small integral membrane protein 19
small integral membrane protein 20

small integral membrane protein 5

SPARC related modular calcium binding 1
sphingomyelin phosphodiesterase, acid-like 3B
small muscle protein, X-linked

spermine synthase

smoothel
smoothelin-like 1
smoothelin-like 2

SET and MYND domain containing 1
sushi, nidogen and EGF-like domains 1
syntrophin, acidic 1
syntrophin, basic 1
sorting nexin 11

i family member 21
inding protein homolog
suppressor of cytokine signaling 2
suppressor of cytokine signaling 7
superoxide dismutase 2, mitochondrial
superoxide dismutase 3, extracellular
sorbin and SH3 domain containing 1
son of sevenless homolog 2

SRY-box containing gene 9
trans-acting transcription factor 6
sperm associated antigen 7
SPARC-like 1

SPEG complex locus

serine protease inhibitor, Kunitz type 2
speckle-type POZ protein

secreted phosphoprotein 1

spectrin beta, erythrocytic
spectrin beta, non-erythrocytic 2

serine palmitoyltransferase, long chain base subunit 1
squalene epoxidase

sulfide quinone reductase-like

Rous sarcoma oncogene

steroid 5 alpha-reductase 1

serum response factor

sarcalumenin

spermidine synthase

serine/arginine-rich protein specific kinase 3
sushi-repeat-containing protein, X-linked 2
serine/arginine-rich splicing factor 12

ase 4

slingshot homolog 3
sarcospan

ST3 beta-galactoside alpha-2,3-sialyltransferase 6

ST6 (alpha-N-acetyl inyl-2,3-beta-galactosyl-1,3)-N. alpha-2,6-sialy

ST6 (alpha-N-acety} inyl-2,3-beta-galactosyl-1,3)-N lyltransferase 6
STS alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 2

ST alpha- 1 alpha-2,8-si ase 4

ST8 alpha-N-acetyl aminide alpha-2,8-si: se S

SH3 and cysteine rich domain 3
START domain containing 10
StAR-related lipid transfer (
START domain containing 7

signal transducer and activator of transcription 5A
signal transducer and activator of transcription 5B
staufen (RNA binding protein) homolog 2

starch binding domain 1

STEAP family member 3

STEAP family member 4

stromal interaction molecule 1

stromal interaction molecule 2

serine/threonine kinase 17b (apoptosis-inducing)
serine/threonine kinase 32B

stathmin domain containing 1

stomatin

stimulated by retinoic acid gene 6

STE20-related kinase adaptor beta

striatin interacting protein 2

succinate-Coenzyme A ligase, ADP-forming, beta subunit
succinate-CoA ligase, GDP-forming, alpha subunit
sulfatase 2

RT) domain containing 5

family 1A, phenol-preferring, member 1
sushi domain containing 4

suppressor of variegation 3-9 homolog 2

synaptic vesicle glycoprotein 2 b

supervi
synaps
syncoilin

synaptojanin 2

synemin, intermediate filament protein
synaptopodin 2

L

synaptopodin 2-like
synaptophysin-like 2

acidic coiled-coil containing protein 2
transgelin

transporter 2, ATP-binding cassette, sub-family B (MDR/TAP)

threonyl-tRNA synthetase-like 2
taste receptor, type 1, member 1

TBC1 domain family, member 10a
TBC1 domain family, member 4
T-box18

T-box 5

T cell activation inhibitor, mitochondrial

transcription clongation factor A (SIT), 3
transcription elongation factor A (SIT)-like 1



Teeald
Teeals
Tceeal7
Tehh
Teplll2
Tdrkh
Tdrp
Tead3
Teerl
Tef
Tefm
Tekt5
Tenm2
Tert
Tes
Tese
Tet2
Tfap2b
Tidp2
Teeh
Tipi2
Tire
Tefa
Tgm2

Tmem108
Tmem116
Tmem117
Tmem132¢
Tmem143
Tmem151b
Tmem170b
Tmem182
Tmem184a
Tmem200b
Tmem233
Tmem25
Tmem252
Tmem255a
Tmem26
Tmem30b
Tmem37
Tmem38a
Tmem38b
Tmem50b
Tmems1
Tmems2
Tmems3
Tmem70
Tmem72
Tmem79
Tmem8e
Tmem97
Tmod1
Tmod4
Tmtel
Tnfaip3
Tnfsf10
Tnik
Tnnc2
Tonil
Tnni2
Tontl
Tont3
Tnxb

Tob1

Tob2

Tpbg
Tpd5211
Tpil

Tpml
Tpm2
Tppp
Tppp3
Tpsgl
Traf3ip3
Traip
Trakl
Trdn

Trim54
Trim62
Trim63
Trim72
Trmt6la
Tro
TrpS3corl
Trp53inp2
Trp63
Trptl
Trpvd
Tspan12
Tspani3
Tspanl5
Tspanl7
Tspan2
Tspan?
Tspo
Tspyld
Tst
Tstd2
Tte39a
Tte39e
Tte9

Ttn
Ttpal
Ttyh2
Tubada
Tuses
Twi2
Twistl
Twist2
TxInb
Tyro3
Uaca
Ubacl
Ube2b
Ube2h
Ube2qll
UbI3
Ubr3

179
2.46
37
0.44
2.07
1.66
312
0.65
2.44
1.94
1.56
2.40

1.86

2.24
0.65
0.53
2.07

0.56
0.65
177
3.03
0.37

171

1.51

1.58

0.84

0.73

-0.88

2.7E-06
7.6E-13
7.7E-15
2.5E-05
9.9E-12
4.1E-03
2.1E-11
1.3E-03
8.7E-07
1.4E-12
6.4E-03
4.4E-06
1.6E-03
1.0E-04
5.8E-05
1.4E-03
1.0E-10
6.4E-03
3.0E-06
2.7E-12
6.4E-03
2.5E-13
2.1E-04
6.1E-45
1.1E-20
5.6E-04
3.3E-05
7.3E-05
3.5E-06
LIE-17
6.4E-07
1.3E-05
2.8E-09
3.3E-12
7.5E-05
2.9E-10
5.4E-04
1.5E-06
3.0E-18
4.8E-04
4.6E-03
1.6E-21
5.1E-05
4.7E-03
4.9E-09
1.4E-07
1.8E-06
1.2E-06
6.9E-27
1.8E-13
4.6E-05
7.3E-04
1.0E-32
9.1E-04
1.9E-05
2.6E-19
2.8E-03
7.7E-05
3.3E-06
4.0E-17
4.8E-42
3.8E-06
1.0E-03
1.2E-05
2.7E-06
3.6E-33
5.8E-03
1.5E-35
3.6E-04
5.9E-31
1.2E-11
2.1E-09
1.3E-08
9.2E-09
1.0E-03
1.8E-15
1.5E-34
2.8E-23
4.7E-14
3.6E-07
2.7E-03
8.1E-14
5.0E-03
5.6E-08
8.0E-32
4.0E-05
8.3E-05
6.5E-05
4.4E-11
5.8E-09
1.2E-18
3.8E-03
4.0E-08
11E-14
1.3E-04
4.1E-04
5.1E-03
7.4E-27
5.0E-03
3.6E-03
1.6E-04
1LOE-11
1.5E-10
7.0E-04
2.1E-03
2.2E-05
2.3E-06
L7E-05
6.5E-11
L1E-05
6.0E-12
3.1E-04
5.4E-04
3.4E-23
5.9E-13
2.5E-06
1.0E-05
3.2E-08
L1E-05
3.7E-07
9.1E-08
5.0E-04
8.3E-19
2.5E-07
3.4E-05
1.3E-16
6.1E-05
3.4E-05
2.8E-06
1.5E-05
6.0E-06

1.3E-07
1.5E-14
1.2E-16
1.5E-06
2.2E-13
4.9E-04
5.0E-13
1.3E-04
3.9E-08
2.9E-14
8.4E-04
2.2E-07
1.7E-04
7.2E-06
3.9E-06
1.4E-04
2.6E-12
8.4E-04
1.5E-07
5.9E-14
8.4E-04
4.7E-15
1.6E-05
6.4E-48
9.9E-23
4.9E-05
2.0E-06
5.0E-06
1.8E-07
1.2E-19
2.8E-08
7.6E-07
8.4E-11
7.2E-14
5.2E-06
7.7E-12
4.7E-05
6.8E-08
3.2E-20
4.1E-05
5.6E-04
3
3.4E-06
5.8E-04
1.5E-10
5.3E-09
8.7E-08
5.6E-08
3.5E-29
3.4E-15
3.0E-06
6.6E-05
3.0E-35
8.5E-05
1.1E-06
2.5E-21
3.2E-04
5.4E-06
1.6E-07
4.8E-19
6.0E-45
1.9E-07
9.7E-05
6.7E-07
1.3E-07
9.9E-36
T.4E-04
2.6E-38
2.9E-05
2.0E-33
2.6E-13
6.4E-11
4.2E-10
3.0E-10
9.7E-05
2.6E-17
3.3E-37
2.0E-25
8.1E-16
1.5E-08
3.0E-04
1.4E-15
6.3E-04
2.1E-09
2.5E-34
2.6E-06
5.8E-06
4.5E-06
LIE-12
1.8E-10
1.3E-20
4.5E-04
1.4E-09
1.8E-16
9.2E-06
3.4E-05
6.4E-04
3.8E-29
6.2E-04
4.3E-04
1.2E-05
24E-13
3.9E-12
6.4E-05
2.2E-04
1.3E-06
L1E-07
1.OE-06
1.6E-12
6.0E-07
1.3E-13
SE-05
4.7E-05
2.5E-25
1.2E-14
1.2E-07
5.8E-07
1.1E-09
6.0E-07
1.6E-08
3.4E-09
4.3E-05
8.5E-21
9.9E-09
2.1E-06
1.6E-18
4.1E-06
2.1E-06
14E-07
8.5E-07
3.2E-07

594844
331532
100040972
99681
216198
72634
72148
21678
243078
21685
68550
70426
23964
21752
21753
57816
214133
21419
211586
21425
21789
22042
21802
21817
21835
21844
21853
24087
70549
107769
73166
81907
77462
320709
208213
70209
210573
621976
381339
231832
623230
545798
71687
226040
245386
327766
238257
170706
74166
52076
77975
214359
69671
68777
70397
319776
71913
66139
69071
21916
50874
387314
21929
22035
665113
21925
21952
21953
21955
21957

58522
67525
433766
434246
328162
56191
100504267
68728
22061
107328
63873
269831
66109
70423
74257
70747
21912
12257
72480
22117
272027
230603
72747
69480
22138
76080
117160
22145
237858
23999
22160
13345
378431
22174
72565
98766
22210
22214
76980
24109
68795

transcription elongation factor A (ST)-like 3
transcription elongation factor A (SII)-like 5
transcription elongation factor A (SI)-like 7
trichohyalin

t-complex 11 like 2

tudor and KH domain contail

g protein

testis development related protein

TEA domain family member 3

trans-2,3-enoyl

thyrotroph embryonic factor
ipti factor,

“0A reductase-like

tektin 5

teneurin transmembrane protein 2
telomerase reverse transcriptase
testis derived transcript

tescalcin

tet methyleytosine dioxygenase 2
transcription factor AP-2 beta
transcription factor Dp 2
transcription factor EB

tissue factor pathway inhibitor 2
transferrin receptor
transforming growth factor alpha
transglutaminase 2, C polypeptide
thyroid hormone responsive

T cell ymphoma invasion and metastasis 1
timeless homolog

tolloid-like 2

talin 2

transmembrane 6 superfamily member 1
transmembrane 7 superfamily member 2
transmembrane protein 108
transmembrane protein 116
transmembrane protein 117
transmembrane protein 132C
transmembrane protein 143
transmembrane protein 151B
transmembrane protein 170B
transmembrane protein 182
transmembrane protein 184a
transmembrane protein 200B
transmembrane protein 233
transmembrane protein 25
transmembrane protein 252
ransmembrane protein 2554
transmembrane protein 26
transmembrane protein 30B
transmembrane protein 37
transmembrane protein 38A
transmembrane protein 38B
transmembrane protein S0B
transmembrane protein 51
transmembrane protein 52
transmembrane protein 53
transmembrane protein 70
transmembrane protein 72
transmembrane protein 79
transmembrane protein 8C
transmembrane protein 97
tropomodulin 1

tropomodulin 4

and tetratri ide repeat containing 1
factor, alpha-induced protein 3

tumor necrosis factor (ligand) superfamily, member 10
TRAF2 and NCK interacting kinase

troponin C2, fast

troponin I, skeletal, slow 1

troponin I, skeletal, fast 2

troponin T1, skeletal, slow

troponin T3, skeletal, fast

tenascin XB

transducer of ErbB-2.1

transducer of ERBB2, 2

trophoblast glycoprotein

tumor protein D52-like 1

triosephosphate isomerase 1

tropomyosin 1, alpha

tropomyosin 2, beta

tubulin polymerization promoting protein

tubulin polymerization-promoting protein family member 3
tryptase gamma 1

TRAFS3 interacting protein 3

TRAF-interacting protein

trafficking protein, kinesin binding 1

triadin

transferrin

TLR4 interactor with leucine-rich repeats

tripartite motif-containing 2

tripartite motif-containing 54

tripartite motif-containing 63
tripartite motif-containing 72

RNA methyltransferase 61 homolog A
trophinin

tumor protein pS3 pathway corepressor 1

transformation related protein 53 inducible nuclear protein 2
related protein 63

tRNA phosphotransferase 1

transient receptor potential cation channel, subfamily V, member 4
tetraspanin 12

tetraspanin 13

tetraspanin 15

tetraspanin 17

tetraspanin 2

tetraspanin 7

translocator protein

TSPY-like 4

transform:

ulfur like domain containing 2
tetratricopeptide repeat domain 39A

tetratricopeptide repeat domain 39C

tetratricopeptide repeat domain 9

ti
tocopherol (alpha) transfer protein-like
tweety homolog 2

tubulin, alpha 4A

tumor suppressor candidate 5

twinfilin, actin-binding protein, homolog 2
twist homolog 1

taxilin beta
TYRO3 protein tyrosine kinase 3

uveal autoantigen with coiled-coi

omains and ankyrin repeats

ubiquitin-conjugating enzyme E2B
ubiquitin-conjugating enzyme E2H

enzyme E2Q f:

q
ubiquitin-like 3
ubiquitin protein ligase E3 component n-recognin 3



Uck2 077 1.6E-05 9.2E-07 80914 uridine-cytidine kinase 2
Uckll 0.85 34E-05 2.1E-06 68556 ytidine kinase 1-like 1

Uckllos 1.92 8.5E-14 1.5E-15 100271841 uridine-cytidine kinase 1-like 1, opposite strand

Ucp3 2.48 S1E-14 8.7E-16 22229 uncoupling protein 3 (mitochondrial, proton carrier)
Ufspl 0.80 LIE-03 LIE-04 70240 UFMI-specific peptidase 1

Ugp2 112 4.7E-13 216558 UDP-glucose pyrophosphorylase 2

Uhrfl .72 1.0E-07 18140 ubiquitin-like, containing PHD and RING finger domains, 1
Unel3d -1.01 1.7E-03 70450 unc-13 homolog D

UncdSb 0.98 8.3E-08 3.1E-09 217012 unc-45 homolog B

Unesd 1.7E-10 45E-12 210801 unc-5 homolog D

Upklb 1.OE-95 1.7E-99 22268 uroplakin 1B

Upk3b 6.9E-16 9.5E-18 100647 uroplakin 3B

Upk3bl 49E-27 24E-29 69665 uroplakin 3B-like

Ugeel 1.5E-05 8.7E-07 56046 ubiquinol-cytochrome ¢ reductase complex assembly factor 1
Uqer10 5.3E-09 17E-10 66152 ubiquinol-cytochrome ¢ reductase, complex I1I subunit X
Ugerl1 9.9E-11 2.5E-12 66594 ubiquinol-cytochrome c reductase, complex 11 subunit X1
Ugerb 3.0E-09 9.2E-11 67530 ubiquinol-cytochrome ¢ reductase binding protein

Ugerel 1.3E-09 38E-11 22273 ubiquinol-cytochrome ¢ reductase core protein I

Ugere2 17E-14 2.8E-16 67003 ubiquinol cytochrome ¢ reductase core protein 2

Ugerfs1 31E-14 5.2E-16 66694 ubiquinol-cytochrome ¢ reductase, Rieske iron-sulfur polypeptide 1
Uqerh 7.1E-10 2.0E-11 66576 ubiquinol-cytochrome ¢ reductase hinge protein

Ugerq 1.4E-09 39E-11 22272 ubiquinol-cytochrome c reductase, complex 1T subunit VII
Ushbpl 31E-03 35E-04 234395 Usher syndrome 1C binding protein 1

Usmg5 0.89 7.3E-04 6.7E-05 66477 upregulated during skeletal muscle growth 5

Usp13 1.46 1.6E-14 2.5E-16 72607 iquitin speci ase 13 (isopeptidase T-3)

Usp2 1.70 6.0E-24 53376 i ase 2

Usp28 1.03 2.0E-10 235323 asc 28

Uvrag 24E-05 78610 UV radiation resistance associated gene

Vangl2 83E-04 93840 vang-like 2 (van gogh)

Vav3 4.5E-03 57257 vav 3 oncogene

Veaml 5.9E-06 22329 vascular cell adhesion molecule 1

Vdacl 1.8E-09 22333 voltage-dependent anion channel 1

Vdac2 1.79 1.9E-08 6.4E-10 22334 voltage-dependent anion channel 2

Vdac3 151 32E-05 2.0E-06 22335 voltage-dependent anion channel 3

Vegfa 1.52 4.8E-06 2.5E-07 22339 vascular endothelial growth factor A

Vegfb 159 3.6E-05 2.3E-06 22340 vascular endothelial growth factor B

vill 0.56 23E-03 24E-04 22351 villin-like

Vidir 1.86 2.2E-08 7.4E-10 22359 very low density lipoprotein receptor

Vpsi3e 163 1.4E-03 1.4E-04 320528 vacuolar protein sorting 13C

Vsig8 0.03 7.8E-44 8I9E-47 240916 V-set and immunoglobulin domain containing 8

Vin 3.00 3.8E-07 1.6E-08 22370 vitronectin

Vwe2 279 1.6E-11 38E-13 319922 von Willebrand factor C domain containing 2

Vwee 0.53 1.8E-03 1.8E-04 71768 von Willebrand factor C and EGF domains

i 171 1.3E-07 5.1E-09 22371 Von Willebrand factor homolog

Whser17 227 31E-19 3.0E-21 212996 Williams-B syndrome some region 17 homolog
Wdr44 1.79 8.9E-06 49E-07 72404 WD repeat domain 44

Widel 631 4.6E-19 4.6E-21 67866 WAP four-disulfide core domain 1

Wipf3 167 4.1E-03 49E-04 330319  WAS/WASL interacting protein family, member 3

Wnk2 207 12E-14 1.8E-16 75607 WNK lysine deficient protein kinase 2

Wnkd 0.49 1.5E-04 LIE-05 69847 WNK lysine deficient protein kinase 4

Wntl10a 037 2.8E-03 30E-04 22409 wingless related MMTYV integration site 10a

WntSa 0.59 2.3E-08 7.8E-10 22418 wingless-related MMTV integration site SA

Wnt6 0.36 32E-04 2.6E-05 22420 wingless-related MMTYV integration site 6

Wat7h 0.18 44E-04 3.6E-05 22422 wingless-related MMTYV integration site 7B

Wsed2 1.8E-06 8.5E-08 320916  WSC domain containing 2

Wwel 3.0E-04 24E-05 211652 WW, C2 and coiled-coil domain containing 1

Wwp2 2.8E-03 32E-04 66894 WW domain containing E3 ubiquitin protein ligase 2
Xirpl 54E-15 83E-17 22437 xin actin-binding repeat containing 1

Xirp2 23E-22 17E-24 241431 xin actin-binding repeat containing 2

Xk 1.0E-10 2.7E-12 22439 Kell blood group precursor (McLeod phenotype) homolog
Xylb 53E-04 4.6E-05 102448 xylulokinase homolog

Ydje 42E-04 35E-05 69101 YdjC homolog

Yipf7 2.1E-28 93E-31 75581 Yip1 domain family, member 7

Zak 1.6E-11 3.6E-13 65964 sterile alpha motif and leucine zipper containing kinase AZK
Zbth16 LIE-13 2.0E-15 235320 zinc finger and BTB dom ing 16

Zhth18 2.9E-04 2.3E-05 30928 zinc finger and BTB domain containing 18

Zc3h6 41E-04 78751 zine finger CCCH type containing 6

Zdbf2 4.8E-07 73884 zine finger, DBF-type containing 2

Zfp184 1.8E-04 193452 zinc finger protein 184 (Kruppel-like)

Zfp185 17E-14 22673 zine finger protein 185

Zfp239 43E-05 22685 zine finger protein 239

Zfps03 42E-07 218820 zinc finger protein 503

Zfps18b 2.8E-05 100515 zinc finger protein 518B

Zfps568 1.2E-05 243905 zinc finger protein 568

Zfps7 8.8E-06 22715 zinc finger protein 57

Zfp599 4.8E-05 235048 zinc finger protein 599

Zfp641 1.0E-08 32E-10 239652 zinc finger protein 641

Zfp711 1.8E-03 1.9E-04 245595 zinc finger protein 711

Zim1 2.0E-04 1.5E-05 22776 zine finger, imprinted 1

Zscan18 2.5E-03 2.7E-04 232875 zinc finger and SCAN domain containing 18

upregulated (red)
downregulated (bluc)



Ms

y Table 1d: Di i pressed genes in TA of Spin1™* compared to control mice at P21.

Ms

Genesymbol ~ FC (Spin1™ vs. Ctrl)  logFC (Spin1™* vs. Ctrl) p-value  Entrez gene Protein name
1500017E21Rik 218 113 7.4E-08 668215  RIKEN cDNA 1500017E21 gene
1700009P17Rik 251 133 5.4E-06 75472 RIKEN cDNA 1700009P17 gene
1700016C15Rik 5.46 245 8.1E-14 69428  RIKEN cDNA 1700016C15 gene
1700020114Rik 033 -1.61 7.9E-07 66602  RIKEN cDNA 1700020114 gene
1700056E22Rik 438 213 34E-10 73363 RIKEN cDNA 1700056E22 gene
1700088E04Rik 1.88 0.91 13E-07 27660  RIKEN cDNA 1700088E04 gene
1810041L15Rik 10.91 345 2.0E-54 72301 RIKEN cDNA 1810041L15 gene
1810058124Rik 241 127 33E-13 67705  RIKEN cDNA 1810058124 gene
2010015L04Rik 231 121 1.0E-06 544678  RIKEN cDNA 2010015L04 gene
2010300C02Rik 3.07 1.62 1.3E-06 72097  RIKEN cDNA 2010300C02 gene
2310002L09Rik 038 -1.40 1.8E-20 71886 RIKEN cDNA 2310002L09 gene
2310007L24Rik 1.96 097 1.9E-06 75573 RIKEN cDNA 2310007124 gene
2310016D03Rik 0.24 2,07 1.3E-08 69566  RIKEN cDNA 2310016D03 gene
2310020H05Rik 395 1.98 21E-22 69603  RIKEN cDNA 2310020H0S gene
2310022B05Rik 2.89 153 25E-08  3.6E-10 69551  RIKEN cDNA 2310022B05 gene
2310057M21Rik 214 110 21E-11 1.6E-13 68277  RIKEN cDNA 2310057M21 gene
2310065F04Rik 020 -2.30 24E-14  LIE-16 74184  RIKEN cDNA 2310065F04 gene
2310067B10Rik 057 -0.80 L8E-04  LOE-05 71947  RIKEN cDNA 2310067B10 gene
2610002J02Rik 281 1.49 19E-05  6.9E-07 67513 RIKEN cDNA 2610002J02 gene
2610507B11Rik 059 -0.77 48E-06  14E-07 72503  RIKEN cDNA 2610507B11 gene
2900079G21Rik 630 2.66 99E-10  LIE-1 620760  RIKEN cDNA 2900079G21 gene
3110057012Rik 0.54 -0.90 27E-05  LIE-06 269423  RIKEN cDNA 3110057012 gene
3425401B19Rik 0.64 -0.64 40E-05  17E-06 100504518 RIKEN cDNA 3425401B19 gene
3632451006Rik 7.90 298 9.4E26  14E-28 67419  RIKEN cDNA 3632451006 gene
4430402118Rik 5.04 2.33 74E-10 381218  RIKEN cDNA 4430402118 gene
4833412C05Rik 102.58 6.68 2.8E-98 73904  RIKEN cDNA 4833412C05 gene
4930413G21Rik 2.51 133 6.1E-07 73951  RIKEN cDNA 4930413G21 gene
4930513N10Rik 2.88 1.53 4.8E-06 319960  RIKEN cDNA 4930513N10 gene
5330439B14Rik 0.46 -L11 5.9E-07 321015  RIKEN cDNA 5330439B14 gene
5730508B09Rik 222 115 LIE-07 70617  RIKEN cDNA 5730508B09 gene
5930412G12Rik 3.10 1.63 1.3E-24 319616  RIKEN cDNA 5930412G12 gene
6030419C18Rik 1.89 0.92 3.5E-09 319477  RIKEN cDNA 6030419C18 gene
A230073K19Rik 059 -0.75 49E-06 613263  RIKEN cDNA A230073K19 gene
Adgalt 454 218 47E-13 239559 alpha 1,4-galactosyltransferase
A630019102Rik 0.18 -2.48 12E-05  4.0E-07 408254 uncharacterized LOC408254
A930003A15Rik 381 1.93 1.OE-14 68162  RIKEN cDNA A930003A15 gene
Aacs 283 1.50 6.2E-12 78894 acetoacetyl-CoA synthetase
Aatk 226 L18 2.8E-10 11302 apoptosis-associated tyrosine kinase
Abeed 0.47 -1.08 4.4E-08 239273 ATP-binding cassette, sub-family C (CFTR/MRP), member 4
Abeed 0.56 -0.85 47E-10 20928  ATP-binding cassette, sub-family C (CFTR/MRP), member 9
Abedl 0.61 -0.71 3.7E-07 11666  ATP-binding cassette, sub-family D (ALD), member 1
Abeg2 2.36 124 9.2E-13 26357 ATP-binding cassette, sub-family G (WHITE), member 2
Abi2 178 0.84 1.5E-06 329165  ablinteractor 2
Acadll 0.8 -0.80 L5E-07 102632 acyl-Coenzyme A dehydrogenase family, member 11
Acadvl 058 -0.78 1.2E-07 11370 acyl-Coenzyme A dehydrogenase, very long chain
Acer2 347 1.80 8.4E-06 230379 alkaline ceramidase 2
Ache 2.19 113 2.6E-09 11423 acetylcholinesterase
Ackrl 495 231 5.8E-09 13349 atypical chemokine receptor 1
Acot10 2.67 1.42 6.8E-19 64833 acyl-CoA thioesterase 10
Acot9 245 130 13E-17 56360  acyl-CoA thiocsterase 9
Acps 451 217 23E-09 11433 acid phosphatase 5, tartrate resistant
Actn3 0.55 -0.86 6.4E-08 11474 alpha 3
Actr3b 328 171 6.7E-08 242894  ARP3 actin-related protein 3B
Acvrlb 057 -0.81 4.7E-07 11479 activin A receptor, type 1B
Acvrle 7.96 299 31E-14 269275 activin A receptor, type IC
Adam23 356 1.83 L.6E-08 23792 a disintegrin and metallopeptidase domain 23
Adam33 337 175 14E-10 110751 a disintegrin and metallopeptidase domain 33
Adamts20 230 1.20 67E-11  S8E-13 223838 ntegrin-like and metallopeptidase (reprolysin type) with thrombospondin type 1 motif, 20
Adapl 10.41 338 42E-18  L1E-20 231821  ArfGAP with dual PH domains 1
Adeyl 2.35 123 12E-08  1.6E-10 432530 adenylate cyclase 1
Adey9 052 -0.94 1.7E-08 11515 adenylate cyclase 9
Adig 437 213 3.5E-07 246747 adipogenin
Adipog 6.99 2.81 29E-13 11450  adiponectin, C1Q and collagen domain containing
Adk 0.46 -L14 4.8E-08 11534 adenosine kinase
Adsl 0.8 -0.78 9.0E-08 11564 adenylosuccinate lyase
AF357359 534 242 21E-16 100303647 snoRNA AF357359
Afmid 178 0.83 9.5E-06 71562 arylformamidase
Agap3 1.68 0.75 1.9E-06 213990  ArfGAP with GTPase domain, ankyrin repeat and PH domain 3
Agbll 025 -2.03 54E-18 244071 ATP/GTP binding protein-like 1
Agl 053 -0.92 74E-10 77559 amylo-1, idase, 4-alpha-g ansferase
Ago3 039 -1.35 1.3E-06 214150 iotensin I1, type I recept iated protein
Agtrap 2.49 132 2.0E-19 11610 angiotensin II receptor-associated protein
AI413582 2.66 1.41 4.5E-06 106672 expressed sequence AT413582
Akd 485 228 6.4E-12 11639 adenylate kinase 4
Akapl1 207 1.05 1.4E-06 219181 A kinase (PRKA) anchor protein 11
Akaps 0.26 -1.96 2.3E-07 238276 A kinase (PRKA) anchor protein 5
Akap9 0.60 -0.74 L.6E-06 100986 A kinase (PRKA) anchor protein (yotiao) 9
Akirin2 1.62 0.70 8.9E-06 433693 akirin 2
Alasl 0.63 -0.68 1.6E-06 11655  aminolevulinic acid synthase 1
Aldhlal 532 241 L.6E-39 11668 aldehyde dehydrogenase family 1, subfamily A1
Aldh1b1 17.89 416 1.5E-49 72535 aldehyde dehydrogenase 1 family, member B1
Aldhdal 0.60 -0.75 2.8E-07 212647 aldehyde dehydrogenase 4 family, member A1
Aldh6al 053 -0.91 LOE-07 104776 aldehyde dehydrogenase family 6, subfamily A1
Aldoart1 059 -0.77 63E-06 353204 aldolase I A retrogene 1
Alglob 0.51 -0.97 1LIE-09 380959 ine-linked glycosy 10B (alpha-1,2-glucosyltransferase)
Alkbh8 0.51 -0.97 6.5E-08 67667  alkB, alkylation repair homolog 8 (E. coli)
AloxSap 213 1.09 L.7E-07 11690 arachi 5-lipoxy ivating protein
Alxd 11.93 3.58 1.5E-23 11695  aristaless-like homeobox 4
Amhr2 3.16 1.66 L1E-09 110542 anti-Mullerian hormone type 2 reccptor
Amigo3 028 -1.82 4.6E-18 320844  adhesion molecule with Ig like domain 3
Amot 158 0.66 3.1E-07 27494 angiomotin
Ankhdl 057 -0.81 8.1E-07 108857  ankyrin repeat and KH domain containing 1
Ankrdl 14.19 3.83 6.6E-39 107765  ankyrin repeat domain 1 (cardiac muscle)
Ankrd23 0.45 -L14 7.2E-06 78321 ankyrin repeat domain 23
Ankrd27 1.92 0.94 7.6E-09 245886 ankyrin repeat domain 27 (VPS9 domain)
Ankrdé 2.16 L1 42E-08 140577 ankyrin repeat domain 6
Anod 241 127 1.6E-06 320091  anoctamin 4
Anos 052 -0.95 5.1E-09 233246 anoctamin 5
Anpep 2.01 1.01 1.2E-06 16790  alanyl (membrane) aminopeptidase
Anxal 238 125 L7E-11 16952 annexin Al
Anxa2 1.69 0.75 7.1E-06 12306 annexin A2
Anxad 2.68 142 7.0E-10 11746 annexin A4
Anxa7 256 1.36 2.2E-09 11750 annexin A7
Anxa8 55.46 579 8.0E-20 11752 annexin A8
Aoc3 171 0.77 5.6E-06 11754 amine oxidase, copper containing 3
Aplsl 1.65 0.73 5.7E-06 11769 adaptor protein complex AP-1, sigma 1
Apod 215 1.10 1.8E-07 11815 apolipoprotein D
Arfgap3 229 119 13E-07 66251  ADP-ribosylation factor GTPase activating protein 3
Arhgap24 177 0.82 1.9E-07 231532 Rho GTPase activating protein 24
Arhgap33 279 148 5.1E-07 233071 Rho GTPasc activating protein 33
Arhgap36 7147 6.16 8.2E-46 75404 Rho GTPase activating protein 36
Arhgapd4 1.96 0.97 3.9E-06 216831  Rho GTPase activating protein 44
Arhgaps 052 -0.95 14E-06 11855 Rho GTPasc activating protein 5
Arhgdig 654 271 6.0E-28 14570 Rho GDP dissociation inhibitor (GDI) gamma
Arhgef7 0.61 -0.71 34E-07 54126  Rho guanine nucleotide exchange factor (GEF7)
Armexd 0.56 -0.83 17E-09 100503043 armadillo repeat containing, X-linked 4
Arsg 321 1.68 9.4E-10 74008 arylsulfatase G
Arx 744 2.89 S.6E-15  23E-17 11878 aristaless related homeobox
Asb11 0.48 -1.05 33E06  9.6E-08 68854 ankyrin repeat and SOCS box-containing 11

Asb13 0.58 -0.78 3.8E-05 1.6E-06 142688 ankyrin repeat and SOCS box-containing 13



Asb14 0.59 -0.79 6.2E-05 2.8E-06 142687 ankyrin repeat and SOCS box-containing 14

Asb15 0.21 227 22E-13  12E-1S 78910  ankyrin repeat and SOCS box-containing 15
Asb16 0.57 -0.81 L8E-05  6.8E-07 217217 ankyrin repeat and SOCS box-containing 16

Asicl 0.38 -1.40 2.5E-06 6.8E-08 11419 acid sensing (proton gated) ion channel 1

Asns 3.67 1.8 13605 47E-07 27053 asparagine synthetase

Astn2 446 216 1SE-06  3.9E-08 56079 astrotactin 2

Atf3 2.56 1.36 1.3E-04 6.7E-06 11910 activating transcription factor 3

Atpl3as 2.57 136 29E-07  6.0E-09 268878 ATPase type 13AS

Atplbd 17.13 410 25634 18E-37 67821  ATPase, (Na+)/K+ transporting, beta 4 polypeptide

Atp2al 0.55 -0.86 3.7E-06 1.1E-07 11937 ATPase, Ca++ transporting, cardiac muscle, fast twitch 1
Atp2a2 2.54 135 LIE-06  27E-08 11938 ATPase, Cat+ transporting, cardiac muscle, slow twitch 2
Atpsal 0.62 -0.68 48E-05  2.1E-06 11946 ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1
Atp6v0e 182 0.86 2.3E-07 4.6E-09 11974 ATPase, H+ transporting, lysosomal V0 subunit E

Atp9a 1.84 0.88 LIE-04  58E-06 11981 ATPase, class I, type 9A

Atrnll 177 0.83 97E-05  4.8E-06 226255 attractin like 1

AU021092 247 1.30 4.2E-05 1.8E-06 239691 expressed sequence AU021092

Avpil 203 1.02 37E-07  7T7E-09 69534 arginine vasopressin-induced 1

Axl 193 0.95 LIE-06  27E-08 26362 AXL receptor tyrosine kinase

B3galt2 3.04 1.60 2.3E-14 1.1E-16 26878 UDP-Gal:betaGleNAc beta 1,3-galactosyltransferase, polypeptide 2
B3gnt2 176 0.81 2.6E-05 1.0E-06 53625 UDP-GleNAc:betaGal beta-1,3-N- iny ase 2
B4galntl 2.36 124 1.6E-04  8.3E-06 14421 beta-14-N-acetyl-galactosaminyl transferase 1

Bdgalt6 340 1.77 6.2E-08 1.0E-09 56386 UDP-Gal:betaGleNAc beta 1,4-galactosyltransferase, polypeptide 6
B930041F14Rik 3.53 1.82 3AE-07  64E-09 230991  RIKEN cDNA B930041F14 gene

Baiap21 407 2.03 20E-09  23E-11 66898  BAll-associated protein 2-like 1

Barx2 0.36 -1.46 3.3E-06 9.6E-08 12023 BarH. homeobox 2

BbsS 2.14 1.10 12E04  62E-06 72569 Bardet-Biedl syndrome 5

Bbx 0.57 -0.80 72E05  33E-06 70508 bobby sox homolog

BC049352 6.78 2.76 4.7E-09 5.9E-11 408059 ¢DNA sequence BC049352

Beam 157 0.65 LIE-04  5.6E-06 57278 basal cell adhesion molecule

Beasl 255 135 6.1E-06  1.9E-07 76960 breast carcinoma amplified sequence 1

Bdnf 422 2.08 2.5E-11 2.0E-13 12064 brain derived neurotrophic factor

Bexl 374 1.90 23E-09  27E-11 19716 brain expressed gene 1

Binl 158 0.66 93E-05  4.5E-06 30948 bridging integrator 1

Birc6 0.63 -0.67 1.2E-04 6.1E-06 12211 baculoviral IAP repeat-containing 6

Blocls6 2.09 107 8.6E-09  LIE-10 18457 biogenesis of organelles complex-1, subunit 6, pallidin

Brkl 165 0.72 9.6E-06  3.2E-07 101314 BRICKI, SCAR/WAVE actin-nucleating complex subunit
Clgaltl 0.49 -1.03 1.3E-04 6.9E-06 94192 core 1 synthase, gl P! in-N- y ine 3-bet: fe 1
3 2.09 1.06 18E-05  6.5E-07 12266 complement component 3

C530008M17Rik 229 119 35E-07  7.3E-09 320827  RIKEN cDNA C530008M17 gene

Cacnalg 2.03 1.02 1.8E-04 9.8E-06 12291 calcium channel, voltage-dependent, T type, alpha 1G subunit
Cacnals 0.58 -0.79 47E-08  7.7E-10 12292 calcium channel, voltage-dependent, L type, alpha 1S subunit
Cacna2d3 595 2.57 SSE-10 S7E-12 12294 calcium channel, voltage-dependent, alpha2/delta subunit 3
Cadm3 224 117 1.5E-05 5.2E-07 94332 cell adhesion molecule 3

Caler 0.06 -4.09 85E-11 75E-13 12311 calcitonin receptor

Camk2a 0.59 075 SOE-05  22E-06 12322 calcium/calmodulin-dependent protein kinase IT alpha
Camk2d 1.64 0.71 4.6E-05 2.0E-06 108058 calcium/calmodulin-dependent protein kinase I1, delta
Camk2g 0.59 075 31E-05  1.3E-06 12325 calcium/calmodulin-dependent protein kinase If gamma
Camk2n2 2.79 148 78E-05  3.6E-06 73047  calcium/calmodulin-dependent protein kinase I1 inhibitor 2
Capg 1.70 0.77 9.0E-05 4.3E-06 12332 capping protein (actin filament), gelsolin-like

Capn3 043 122 22E-10  2.1E-12 12335 calpain 3

Car3 0.54 -0.90 LIE-0S  3.6E-07 12350  carbonic anhydrase 3

Casq2 2.64 1.40 1.7E-10 1.6E-12 12373 calsequestrin 2

Caszl 0.53 -0.92 84E-06  2.7E-07 69743 castor zinc finger 1

Cbfb 0.56 -0.84 13E-04  6.6E-06 12400 core binding factor beta

Cebll 0.51 -0.97 8.8E-08 1.5E-09 70266 cysteine conjugate-beta lyase 1

Cedel10 19.79 431 47E-09  S9E-11 212392 coiled-coil domain containing 110

Cedel22 324 1.70 73E-06  23E-07 108811 coiled-coil domain containing 122

Cedcl27 0.62 -0.69 6.4E-05 2.9E-06 67433 coiled-coil domain containing 127

Cedel36 3.61 185 3.0E-08  44E-10 232664 coiled-coil domain containing 136

Cedel86 0.48 -1.07 24E05  93E-07 213993 coiled-coil domain containing 186

Ccl6 238 1.25 1.7E-04 9.3E-06 20305 chemokine (C-C motif) ligand 6

Cendbpl 2.30 120 80E-09  1.0E-10 17151 cyclin D-type binding-protein 1

cdist 162 0.70 1SE-04  8.1E-06 12476 CDI51 antigen

Cd24a 333 1.74 1.2E-16 4.0E-19 12484 CD24a antigen

cd276 219 113 20E-08  2.7E-10 102657 CD276 antigen

cd9 1.80 0.85 32E-06  9.0E-08 12527 CDY antigen

Cdc42ep3 0.66 -0.59 1.2E-04 6.0E-06 260409 CDC42 effector protein (Rho GTPase binding) 3

Cdknla 533 241 1.8E-08  2.5E-10 12575 cyclin-dependent kinase inhibitor 1A (P21)

Cdknlb 0.59 075 19E-06  4.9E-08 12576 cyclin-dependent kinase inhibitor 1B

Cdol 7.50 291 4.2E-13 24E-15 12583 cysteine dioxygenase 1, cytosolic

Cebpa 3.36 175 12608 16E-10 12606  CCAAT/enhancer binding protein (C/EBP), alpha

Ceer2 0.55 -0.86 29E-05  LIE-06 330409 cat eye syndrome chromosome region, candidate 2

Cercam 2.04 1.03 1.4E-04 7.5E-06 99151 cerebral endothelial cell adhesion molecule

Cesld 534 242 36E-08  S.6E-10 104158 carboxylesterase 1D

cfd 6.58 2.72 95E-18  2.7E-20 11537 complement factor D (adipsin)

Cgrefl 5.60 248 6.0E-07 1.3E-08 68567 cell growth regulator with EF hand domain 1

Chd2 0.58 -0.80 53E-05  23E-06 244059 chromodomain helicase DNA binding protein 2

Chd9 0.61 0.72 1SE-04  8.2E-06 109151 chromodomain helicase DNA binding protein 9

Chdh 545 245 2.4E-10 2.3E-12 218865 choline dehydrogenase

Chm 0.50 -1.00 12606 3.0E-08 12662 choroidermia

Chrnal 3.95 198 19E-07  3.6E-09 11435 cholinergic receptor, nicotinic, alpha polypeptide 1 (muscle)
Chrnd 833 3.06 7.0E-11 6.0E-13 11447 cholinergic receptor, nicotinic, delta polypeptide

Chrne 207 105 12612 75E-15 11448 cholinergic receptor, nicotinic, cpsilon polypeptide

Chrng 51.81 5.70 65E-12  45E-14 11449 cholinergic receptor, nicotinic, gamma polypeptide

Cidea 5.62 249 1.2E-20 2.5E-23 12683 cell death-inducing DNA fr ion factor, alpha subunit-like effector A
Cidec 8.09 3.02 L8E-11  13E-13 14311 cell death-inducing DFFA-like effector ¢

cilp 7.38 2.88 34E-44  12E47 214425 cartilage intermediate layer protein, nucleotide pyrophosphohydrolase
Cilp2 298 1.57 2.4E-07 4.8E-09 68709 cartilage intermediate layer protein 2

Ckap4 1.80 0.85 1.6E-04  8.6E-06 216197  cytoskeleton-associated protein 4

Ckb 1.96 0.97 9.0E-05  4.3E-06 12709 creatine kinase, brain

Clenl 0.44 -1.19 2.1E-09 24E-11 12723 chloride channel 1

Cldn12 0.56 -0.83 1.6E-06  4.0E-08 64945 claudin 12

Clan19 2.93 155 22E-09  26E-11 242653 claudin 19

Cluh 0.62 -0.70 1.5E-05 5.2E-07 74148 clustered mitochondria (cluA/CLU1) homolog

Cmssl 0.40 -133 88E-09  1.2E-10 66497 cms small ribosomal subunit 1

Cmya$ 0.42 -125 28E-12 18E-14 76469 cardiomyopathy associated 5

Cnksrl 199 1.00 1.9E-07 3.7E-09 194231 connector enhancer of kinase suppressor of Ras 1

Cnnm4 0.52 -0.95 1.9E-06  5.0E-08 94220 cyclin M4

Cnotl 0.62 -0.69 19E-05  7.2E-07 234594 CCR4-NOT transcription complex, subunit 1

Cnp 199 1.00 1.2E-05 4.1E-07 12799 2'3 ic nucleotide 3' phosphodiesterase

Cntnapd 8733 645 72E-30  8.7E-33 170571 contactin associated protein-like 4
Col19al 373 1.90 59E-07  1.3E-08 12823 collagen, type XIX, alpha 1

Col22al 1.93 0.95 25E-06  6.9E-08 69700 collagen, type XXII, alpha 1

Col23al 3.83 1.94 LIE-09  12E-1 237759 collagen, type XXIIL, alpha 1

Col6a6 031 -1.70 72E-05  3.3E-06 245026 collagen, type VI, alpha 6

Col7al 2.64 1.40 18E-06  4.7E-08 12836 collagen, type VIL, alpha 1

Col8a2 3.66 1.87 3.8E-06  11E-07 329941 collagen, type VIIL, alpha 2

Colq 339 176 13E-08  L7JE-10 382864 collagen-like tail subunit (single strand of homotrimer) of asymmetric acetylcholinesterase
Coprs 214 110 9.4E-08  17E-09 66423 inator of PRMTS, ation sti

Cox19 154 0.62 9.6E-05  4.7E-06 68033 COXI9 cytochrome ¢ oxidase assembly homolog
Cox8a 1.80 0.85 38E05  1.6E-06 12868 cytochrome c oxidase, subunit VIIla

Cpeb2 2.60 1.38 42E-15  LTE-17 231207  cytoplasmic polyadenylation element binding protein 2
Cpne2 823 3.04 73E-24  13E-26 234577 copine IT

Cpox 058 -0.78 55E-06  1.7E-07 12892 coproporphyrinogen oxidase

Crebl 0.63 -0.66 14E-04  7.2E-06 12912 cAMP responsive element binding protein 1

Crip1 1.84 0.88 24E-06  6.5E-08 12925 cysteine-rich protein 1 (intestinal)

crif2 3.02 159 1.0E-07  1.8E-09 57914 cytokine receptor-like factor 2

Cryab 1.97 0.98 6.1E-06  19E-07 12955  crystallin, alpha B

Crym 218 113 28E-07  5.6E-09 12971 erystallin, mu

Cs 0.66 -0.60 95E-05  4.6E-06 12974 citrate synthase

Csde2 352 1.81 27E-09  33E-11 105859 cold shock domain containing C2, RNA binding

Csl 054 -0.90 12E-07  22E-09 71832 citrate synthase like

Csrp3 402 2.01 S6E-05  2.5E-06 13009  cysteine and glycine-rich protein 3



Cst6 2.78 1.48 9.9E-13 5.9E-15 73720 cystatin E/M

Ctdspl 195 0.96 61E-06  1.9E-07 69274 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase-like
Ctgf 278 147 9.1E-07  2.2E-08 14219 connective tissue growth factor

Ctnna3 2.46 1.30 1.0E-07 1.9E-09 216033 catenin (cadherin associated protein), alpha 3
Ctss 2.81 149 99E-05  4.9E-06 13040 cathepsin S

Ctxn3 0.33 -1.62 63E-12  43E-14 629147  cortexin 3

Cul7 2.08 1.05 1.4E-05 4.8E-07 66515 cullin 7

Cuxt 0.63 -0.68 19E-05  71E-07 13047 cut-like homeobox 1

Cxell4 0.33 -1.59 LSE-05  5.6E-07 57266  chemokine (C-X-C motif) ligand 14

Cxerd 0.43 -1.23 1.5E-04 8.0E-06 12767 chemokine (C-X-C motif) receptor 4

Cybsr3 242 127 36E-06  1.0E-07 109754 cytochrome b reductase 3

Cyfip2 3.88 196 73E-14  38E-16 76884 cytoplasmic FMRI interacting protein 2

Cyp2el 9.35 3.22 7.0E-08 1.2E-09 13106 cytochrome P450, family 2, subfamily e, polypeptide 1
D830015G02Rik 15.16 39 74E-08  13E-09 791403 RIKEN cDNA D830015G02 gene

Dact3 227 118 1SE-04  7.9E-06 629378 dapper homolog 3, antagonist of beta-catenin
Dapkl 2.10 1.07 2.2E-05 8.3E-07 69635 death associated protein Kinase 1

Dapk2 174 0.80 T4E05  34E-06 13143 death-associated protein kinase 2

Dbnl 193 0.95 39E-05  1.6E-06 56320  drebrin 1

Deafll 0.60 -0.73 1.2E-05 4.3E-07 28199 DDB1 and CULA associated factor 11

Deaf1211 6.41 2.68 80E-18  22E-20 245404 DDBI and CULA associated factor 12-like 1
Delkl 496 2.31 12E-04  59E-06 13175 doublecortin-like kinase 1

Dcunld2 0.62 -0.69 1.7E-04 8.9E-06 102323 DCNI, defective in cullin neddylation 1, domain contai
Ddah2 1.69 0.75 1.0E-04  52E-06 51793 i ginine dimethylami olase 2
Ddhdl 1.86 0.89 62E-05  2.8E-06 114874  DDHD domain containing 1

Dditdl 0.41 -1.29 6.9E-08 1.2E-09 73284 DNA-damage-inducible transcript 4-like
Dennd4b 0.63 0.67 1.0E-04  5.1E-06 229541 DENN/MADD domain containing 4B

Denndde 035 -152 6.6E-07  1.5E-08 329877  DENN/MADD domain containing 4C

Des 199 1.00 7.2E-09 9.2E-11 13346 desmin

Dfnas$ 464 221 27607 SAE-09 54722 deafness, autosomal dominant

Dher24 2.00 1.00 13E-04  6.6E-06 74754 24-dehydrocholesterol reductase

Dhrs3 1.80 0.85 5.4E-05 2.4E-06 20148 dehydrogenase/reductase (SDR family) member 3
Dhrs7 222 115 23E-08  33E-10 66375 dehydrogenase/reductase (SDR family) member 7
Dixdel 0.53 0.92 LIE-04  5.7E-06 330938  DIX domain containing 1

Dig5 174 0.80 1.5E-04 7.7E-06 71228 discs, large homolog 5

DIk 8.79 314 64E-41  2.9E-44 13386 delta-like 1 homolog

Dnajbs 0.55 -0.85 67E-06  2.1E-07 56323  DnaJ (Hsp40) homolog, subfamily B, member 5
Dnaselll 0.60 -0.73 1.2E-04 6.1E-06 69537 deoxyribonuclease 1-like 1

Dnmi 1.96 0.97 STE06  17E-07 13429 dynamin 1

Dnphl 043 -1.23 6.6E-06  2.1E-07 381101 2'-deoxynucleoside 5'-phosphate N-hydrolase 1
Dokl 2.11 1.08 3.2E-05 1.3E-06 13448 docking protein 1

Dpf3 0.54 -0.90 26E-05  1.0E-06 70127 D4, zinc and double PHD fingers, family 3

Dpp8 0.61 -0.70 71E-06  22E-07 74388 dipeptidylpeptidase 8

Draml 2.77 147 7.7E-06 2.5E-07 71712 DNA-d: ge regulated 'y 1
Drp2 2.14 1.10 63E-05  2.8E-06 13497 dystrophin related protcin 2

Dst 0.56 -0.85 S4E05  23E-06 13518 dystonin

Dtx4 0.58 -0.78 1.1E-05 3.9E-07 207521 deltex 4 homolog

Duspl3 0.59 076 LIE0S  3.6E-07 27389 dual specificity phosphatase 13

Duspl5 417 2.06 62E-08  1.0E-09 252864 dual specificity phosphatase-like 15
E030003E18Rik 4.40 2.14 4.3E-31 4.4E-34 320092 RIKEN ¢DNA E030003E18 gene

Ecd 0.65 -0.61 12E04  59E-06 70601 ccdysoneless homolog

Eeml 219 113 53E-06  1.6E-07 13601  extracellular matrix protein 1

Eda2r 538 243 1.0E-14 4.6E-17 245527 ectodysplasin A2 receptor

Egf 165 0.72 9.0E-05  4.3E-06 13645  cpidermal growth factor

Egflam 0.48 -1.05 27E-08  3.9E-10 268780  EGF-like, fibronectin type I1I and laminin G domains
Egin3 579 2.53 4.0E-11 3.3E-13 112407 EGL nine homolog 3

Egrl 542 244 1.0E-04  52E-06 13653 early growth response 1

Egr2 419 207 31E-06  8.8E-08 13654 carly growth response 2

Ehd3 443 2.15 3.8E-26 5.7E-29 57440 EH-domain containing 3

Ehd4 241 127 23E-07  45E-09 98878 EH-domain containing 4

Eidl 1.99 1.00 13E-08  18E-10 58521  EP300 interacting inhibitor of differentiation 1
Eln 178 0.83 2.4E-06 6.5E-08 13717 elastin

Elovll 202 101 1SE-05  5.5E-07 54325 clongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 1
Emb 5.84 2.55 13E-14  62E-17 13723 embigin

Emp2 1.68 0.75 8.5E-05 4.0E-06 13731 epithelial membrane protein 2

Enah 1.8 0.91 87E-07  2.1E-08 13800  enabled homolog

Engase 1.96 0.97 80E-05  3.7E-06 217364 endo-beta-N-acetylglucosaminidase

Enho 312 1.64 1.9E-11 1.4E-13 69638 energy homeostasis associated

Enkur 467 222 35E-08  S4E-10 71233 cnkurin, TRPC channel interacting protein
Epb4.1 0.61 071 12E-04  64E-06 269587 erythrocyte protein band 4.1

Epb4.14a 228 1.19 5.2E-05 2.2E-06 13824 erythrocyte protein band 4.1-like 4a

Epgs 0.56 -0.85 S8E-05  2.6E-06 100502841 cctopic P-granules autophagy protein 5 homolog
Ephb3 345 1.79 LIE-04  55E-06 13845 Eph receptor B3

Ephb6 345 1.79 6.5E-12 4.5E-14 13848 Eph receptor B6

Epm2aipl 0.52 -0.94 49E-06  1.5E-07 77781 EPM2A (laforin) interacting protcin 1

Erbb2 2.10 107 12E05  42E-07 13866 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog
Esrl 0.28 -1.85 2.5E-07 4.9E-09 13982 estrogen receptor 1 (alpha)

EtvS 2.36 124 48E-08  7.9E-10 104156 cts variant gene 5

Fa2h 414 2.05 13E-09  14E-11 338521 fatty acid 2-hydroxylase

Faml110a 298 1.58 3.0E-11 24E-13 73847 family with sequence similarity 110, member A
Fami24a 321 1.68 S3E-09  68E-11 629059 family with sequence similarity 124, member A
Faml71a2 344 178 LIE-04  5.7E-06 217219 family with sequence similarity 171, member A2
Fam171b 14.32 3.84 8.1E-33 7.2E-36 241520 family with sequence similarity 171, member B
Fam178b 324 1.70 33E-05  1.3E-06 381337 family with sequence similarity 178, member B
Fam210a 0.54 -0.89 32E-05  1.3E-06 108654  family with sequence similarity 210, member A
Fam214b 193 0.95 2.0E-08 2.8E-10 230088 family with sequence similarity 214, member B
Fam46a 212 1.08 14E-07  27E-09 212943 family with sequence similarity 46, member A
Fam65b 345 1.79 9.0E-07  2.1E-08 193385 family with sequence similarity 65, member B
Fam78a 0.40 -1.33 4.8E-09 6.0E-11 241303 family with sequence similarity 78, member A
Fam8la 9.60 326 73E-19  L7E21 76886 family with sequence similarity 81, member A
Fam83h 7.15 2.84 23E-09  27E-11 105732 family with sequence similarity 83, member H
Fanl 0.49 -1.04 8.2E-06 2.7E-07 330554 FANCD2/FANCI-associated nuclease 1

Fatl 217 112 92E-06  3.E-07 14107 FAT tumor suppressor homolog 1

Fbxl4 187 0.91 98E-09  13E-10 269514 F-box and leucine-rich repeat protein 4

Fbxol7 2.65 141 5.7E-10 5.9E-12 50760 F-box protein 17

Fbxo3 0.61 071 13E-05  44E-07 57443 F-box protein 3

Fbxo36 421 207 14E-06  3.6E-08 66153 F-box protein 36

Fbxo40 0.53 -0.93 6.0E-05 2.7E-06 207215 F-box protein 40

Fbxod44 176 0.82 LIE-04  53E-06 230903 F-box protein 44

Fech 0.63 -0.66 84E-05  4.0E-06 14151 ferrochelatase

Fert2 178 0.83 6.0E-05 2.7E-06 14158 fer (fms/fps related) protein Kinase, testis specific 2
Fezl 342 177 39E-07  8.1E-09 235180  fasciculation and elongation protein zeta 1 (zygin I)
Fgfs 570 2.51 L6E-07  3.0E-09 14176 fibroblast growth factor 5

Fgf6 229 1.20 5.6E-06 1.7E-07 14177 fibroblast growth factor 6

Fef? 3.10 1.63 31E-05  1.2E-06 14178 fibroblast growth factor 7

Fgf9 322 169 39E-06  LIE-07 14180 fibroblast growth factor 9

Fgfr3 2.63 1.40 1.1E-04 5.3E-06 14184 fibroblast growth factor receptor 3

Fefrll 3.06 161 15E20  33E-23 116701 fibroblast growth factor receptor-like 1

Figf 2.26 118 S6E-05  2.4E-06 14205  c-fos induced growth factor

Fkbp5 241 127 1.6E-05 5.7E-07 14229 FK506 binding protein 5

Fndcs 043 -1.20 7.8E-06  2.5E-07 384061 fibronectin type Il domain containing 5

Foxd3 529 2.40 22E-08  32E-10 15221 forkhead box D3

Foxo4 0.61 -0.71 2.9E-05 1.2E-06 54601 forkhead box O4

Frasl 3.00 158 29E-07  S.9E-09 231470 Fraser syndrome 1 homolog

Frem2 312 164 67E-09  8.SE-11 242022 Frasl related extracellular matrix protein 2

Fry 0.62 -0.68 1.1E-05 3.9E-07 320365 furry homolog

Fst 3.61 185 S3E-10  SSE-12 14313 follistatin

Fuea2 1.69 0.76 L4E-05  5.1E-07 66848 fucosidase, alpha-L- 2, plasma

Fut8 2.09 1.07 4.6E-08 74E-10 53618 fucosyltransferase 8

Fvl 0.34 -1.58 66E-06  2.1E-07 14349 Friend virus susceptibility 1

Fycol 0.46 -1L13 12E07  22E-09 17281 FYVE and coiled-coil domain containing 1
Gabrb2 10.63 341 2.9E-16 1.0E-18 14401 gamma-aminobutyric acid (GABA) A receptor, subunit beta 2
Gabrb3 26.90 475 25617 73E-20 14402 gamma-aminobutyric acid (GABA) A receptor, subunit beta 3

Galk2 2.10 1.07 7.5E-05 3.5E-06 69976 galactokinase 2



Galm
Galns
Gane
Gas21l
Gatm
Gek
Gaf11
Gdfs
Gdnf
Gfml
Gga2
Ghr
Gje3
Gldn
Gls
Gltp
Gm11149
Gm13889
Sm16793
Gm4814
Gm4980
3mS105
Gm973
Gnail
Snll
Gotl
Gplbb
Gped
Gpepdl
Gpa2
Gpt2
Gpxt
Gpx8
Grb10
Grin3b
Grrpl
Gsn
Gukl
H19
H2afj
Hépd
Hadha
Haghl
Hees
Hercl
Hexa
Hif3a
Hist1hle
Hist1h1d
Histlhle
Hist1hdi
HKI
Hmgal
Hmgal-rs1
Hmges2
Hogal
Homerl
Hook3
Hoxd8
Hoxd9
Hp
Hrasls
Hre
Hs6st2
Hsd11b1
Hsd17b14
Hsd17b4
Hsdl2
Hspala
Hspalb
Hspall
Hspb1
Hspb11
Hspb8
Htatip2
1dt
1d2
Idh3a
Idh3g
Ifitm10
Ifnar2
Tgdeed
Igf2bp2
Igf2os
Igfbp2
Tgsfl
117re
118bp
1120rb
Inf2
Inha
Ino80
Ino80dos
Irf2bp2
I3
Isir2
Itgas
Ttgad
Itgblbp2
TtgbS
Ivd
Junb
Kankl
Kat6a
Katnal2
Kbtbd12
Kbtbd13
Kenal
Kena6
Kenell
Kenfl
Kenh2
Kenn3
KdmsSa
Kdm7a
Khdrbs3
Kif19a
Kifla
Kif1b
Kif12
Kif2
KIfs
Klhdc7a

0.66

199

199

1.62

223
0.46
0.46
0.43
245
227
1.88
2.62
237
1.80
2.36
2.29
175
0.62
0.64
212
0.59
0.54
1.82
3.48
1.71
4.18
2.51
1.97
2.63
1.98
2.02
3.65
222
0.53
0.47
2.30
3.28
9.12
0.32
0.61
2.03
0.51
4.43
0.60
0.63
4.12
3.87
1.94
3.84
2.08
1.95
239
181
222
0.56
0.58
3.10
217
174
7.34
6.73
14.85
18.20
17.25
2.72

0.50

0.63

1.90

76.87
0.42
0.41
2.94
325
233

9.87

1.49
1.76
-0.79
1.16
2.46
1.70
135
2.95
1.34
-0.60
L1
-0.72
0.99
235
-0.89
0.99
2.20
2.72
3.76
-0.74
-0.76
-1.33
1.41
119
0.69
-0.82
1.71
115
-1.12
-1.12
-1.20
1.29
118
0.91
1.39
1.24
0.84
1.24
1.20
0.81
-0.70
-0.64
1.08
-0.77
-0.89
0.87
1.80
0.78
2.06
1.33
0.98
1.40
0.99
1.01
1.87
115
-0.91
-1.10
1.20
1.71
3.19
-1.63
-0.72
1.02
-0.99
2.15
-0.74

1.06

0.85
115
-0.84
-0.78
1.63
112
0.80
2.88
2.75
3.89
4.19
4.11
1.44
151
0.73
-1.00
-0.75
-0.75
0.88
251
1.41
0.94
245
0.77
-0.67
-0.90
1.47
0.93
-0.86
6.26
-1.24
-1.28
1.56
1.70
1.22
1.45
147
1.37
-0.81
-0.75
-1.24
1.86
1.58
-0.82
-1.17
0.88
1.87
3.30

9.6E-06
2.4E-05
5.1E-05
2.0E-05
3.3E-07
8.3E-05
5.1E-08
24E-14
2.2E-05
1.3E-04
8.3E-06
3.2E-06
1.8E-04
9.5E-18
8.9E-06
1.4E-05
8.2E-05
8.0E-21
3.1E-17
2.3E-06
1.3E-06
6.9E-08
1.0E-05
4.1E-05
1.6E-04
5.3E-06
1.2E-05
3.2E-06
9.0E-07
1.9E-06
1.9E-06
3.3E-15
4.2E-09
8.2E-05
2.1E-05
2.8E-05
6.3E-06
LIE-11
7.1E-05
1.1E-04
4.1E-06
1.0E-05
1.9E-09
2.1E-05
1.3E-06
1.0E-06
3.1E-08
2.0E-05
3.0E-09
1.0E-05
1.8E-06
7.5E-10
7.4E-05
7.0E-05
6.6E-07
4.6E-05
5.7E-06
2.1E-10
9.9E-05
1.7E-05
3.8E-16
1.7E-06
6.7E-06
4.8E-06
5.7E-05
2.7E-07
4.5E-06
3.1E-05
1.7E-13
1.7E-06
1.2E-08
4.4E-15
1.8E-05
4.0E-06
2.1E-06
1.3E-05
3.0E-05
6.6E-06
3.7E-05
5.9E-05
4.9E-09
6.7E-06
5.0E-25
2.6E-06
2.8E-07
1.4E-27
2.7E-34
2.6E-06
1.8E-05
9.7E-05
4.3E-05
1.7E-04
9.1E-06
6.7E-05
2.1E-10
1.8E-04
3.0E-06
6.1E-32
3.5E-08
3.0E-05
4.3E-05
3.6E-05
1.2E-05
2.4E-05
2.1E-47
5.0E-05
3.6E-12
4.6E-12
2.0E-06
6.0E-14
2.9E-05
6.7E-14
9.1E-11
6.6E-07
1.1E-05
8.4E-05
9.0E-07
1.3E-04
2.5E-06
1.9E-05
1.7E-04
1.3E-06
3.1E-10

3.2E-07
9.4E-07
2.2E-06
7.3E-07
6.8E-09
3.9E-06
8.5E-10
L1E-16
8.3E-07
6.6E-06
2.7E-07
9.3E-08
9.8E-06
2.7E-20
2.9E-07
4.9E-07
3.9E-06
1.6E-23
9.6E-20
6.2E-08
3.3E-08
1.2E-09
3.5E-07
1.7E-06
8.7E-06
1.6E-07
4.3E-07
9.1E-08
2.1E-08
5.0E-08
5.1E-08
1.3E-17
5.2E-11
3.9E-06
7.8E-07
1.1E-06
2.0E-07
7.9E-14
3.3E-06
5.4E-06
1.2E-07
3.5E-07
2.2E-11
7.7E-07
3.3E-08
2.5E-08
4.6E-10
7.5E-07
3.7E-11
3.5E-07
4.7E-08
7.9E-12
3.4E-06
3.2E-06
1.5E-08
2.0E-06
1.7E-07
1.9E-12
4.8E-06
6.2E-07
1.4E-18
4.4E-08
2.1E-07
1.4E-07
2.5E-06
5.3E-09
1.3E-07
1.2E-06
9.2E-16
4.6E-08
1L.7E-10
1.8E-17
6.4E-07
1.2E-07
5.8E-08
4.5E-07
1.2E-06
2.1E-07
1.5E-06
2.6E-06
6.2E-11
2.1E-07
8.0E-28
7.3E-08
5.7E-09
1.9E-30
2.0E-37
7.2E-08
6.8E-07
4.8E-06
1.8E-06
8.9E-06
3.0E-07
3.1E-06
1.9E-12
9.7E-06
8.4E-08
6.0E-35
5.5E-10
1.2E-06
1.8E-06
1.5E-06
4.0E-07
9.4E-07
4.8E-51
2.1E-06
2.3E-14
3.0E-14
5.2E-08
3.0E-16
1.1E-06
3.4E-16
8.0E-13
1.5E-08
3.7E-07
4.0E-06
2.1E-08
7.0E-06
6.8E-08
7.2E-07
8.9E-06
3.2E-08
2.9E-12

319625
50917
76051
78926
67092

103988
14561
14563
14573
28030
74105
14600

118446

235379
14660
56356

100036537
620695
100504714
100502942
100503386

329763

381260
14677
14670
14718
14724
14735
74182
14571

108682
14775
69590
14783

170483
72690

227753
14923
14955

232440

100198
97212
68977
15159

235439
15211
53417
50708
14957
50709

319158

15507
72938
80888
53415
15901
15902
67834
15929
320802
15976
56741
319765
111975
16008
209268
57890
16068
213208
70435
16322
68142
100380944
270110
16373
320563
16402
104099
26549
16419
56357
16477
107351
244349
71206
74589
74492
16485
16494
66240
382571
16511
140493
214899
338523
13992
286942
16560
16561
16597
16598
12224
242721

galactose mutarotase

galactosamine (N-acetyl)-6-sulfate sulfatase
glucosidase, alpha; neutral C

growth arrest-specific 2 like 1

glycine amidinotran
glucokinase
growth differentiation factor 11

growth differentiation factor 5

glial cell line derived neurotrophic factor

G elongation factor, mitochondrial 1

golgi associated, gamma adaptin ear containing, ARF binding protein 2
growth hormone receptor

gap junction protein, gamma 3

gliomedin

glutaminase

glycolipid transfer protein

predicted gene 11149

predicted gene 13889

predicted gene, 16793

predicted gene 4814

predicted gene 4980

predicted gene 5105

predicted gene 973

guanine nucleotide binding protein (G protein), alpha inhibiting 1
guanine nucleotide binding protein-like 1

glutamate oxaloacetate transaminase 1, soluble

glycoprotein Ib, beta polypeptide

glypican 4

ferase (L-arginine:glycine amidinotr

ase GDEI homolog
glycerol phosphate dehydrogenase 2, mitochondrial
glutamic pyruvate tr inase (alanine
glutathione peroxidase 1

glutathione peroxidase 8 (putative)
growth factor receptor bound protein 10
glutamate receptor, ionotropic, NMDA3B
glycinc/arginine rich protein 1

gelsolin

guanylate kinase 1

H19 fetal liver mRNA

H2A histone family, member J

hexose-6: ydrogenase (glucose 1

Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A

hydroxyacylglutathione hydrolase-like
holocytochrome ¢ synthetase

hect (homologous to the E6-AP (UBE3A) carboxyl terminus) domain and RCC1 (CHC1)-like domain (RLD) 1

hexosaminidase A
hypoxia inducible factor 3, alpha subunit
histone cluster 1, Hlc
histone cluster 1, H1d
histone cluster 1, Hle
histone cluster 1, Hdi
hexokinase 1
high mobility group AT-hook 1
high mobility group AT-hook I, related sequence 1
3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2
4-hydroxy-2-oxoglutarate aldolase 1
homer homolog 1
hook homolog 3
homeobox D8
homeobox D9
haptoglobin
HRAS-like suppressor
histidine rich calcium binding protein
heparan sulfate 6-O-sulfotransferase 2
hydroxysteroid 11-beta dehydrogenase 1

oid (17-beta) 14

ysteroid (17-beta) dehydrogenase 4

hydroxysteroid dehydrogenase like 2
heat shock protein 1A
heat shock protein 1B
heat shock protein 1-like
heat shock protein 1
heat shock protein family B (small), member 11
heat shock protein 8
HIV-1 tat interactive protein 2, homolog
r of DNA binding 1
inhibitor of DNA binding 2
isocitrate dehydrogenase 3 (NAD+) alpha
isocitrate dehydrogenase 3 (NAD+), gamma
interferon induced transmembrane protein 10
interferon (alpha and beta) receptor 2
immunoglobulin superfamily, DCC subelass, member 4
insulin-like growth factor 2 mRNA binding protein 2
insulin-like growth factor 2, opposite strand
insulin-like growth factor binding protein 2
immunoglobulin superfamily, member 1
interleukin 17 receptor E
interleukin 18 binding protein
interleukin 20 receptor beta
inverted formin, FH2 and WH2 domain containing
inhibin alpha
INO80 homolog
INO80 complex subunit D, opposite strand
interferon regulatory factor 2 binding protein 2
Troquois related homeobox 3
i in superfamily containing leucine-rich repeat 2
integrin alpha 5 (fibronectin receptor alpha)
integrin alpha 9
integrin beta 1 binding protein 2
integrin beta 5
isovaleryl coenzyme A dehydrogenase
Jun-B oncogene
KN motif and ankyrin repeat domains 1
Iysine (K) acetyltransferase 6A
Katanin p60 subunit A-like 2
kelch repeat and BTB (POZ) domain containing 12
kelch repeat and BTB (POZ) domain containing 13

Coenzyme A

Itage-gated channel, shaker-related ily, member 1
Itage-gated channel, shaker-related, subfamily, member 6
Itage-gated channel, Isk-related family, member 1-like, pseudogene
Itage-gated channel, ily F, member 1
Itage-gated channel, subfamily H (eag-related), member 2
inter i tivated channel, ily N, member 3

Iysine (K)-specific demethylase SA
Iysine (K)-specific demethylase 7a

KH domain containing, RNA binding, signal transduction associated 3
Kinesin family member 19A

Kinesin family member 1A

Kinesin family member 1B

Kruppel-like factor 12

Kruppel-like factor 2 (lung)

Kruppel-like factor 5

kelch domain containing 7A

protein), alpha subunit



Klhde8b
KIhl13
Klhi24
KIhI30
Klhi34
Krt18
Lame2
Large
Larpd
Lbx2
Leor
Ldlrad3
Lep
Leprell
Lgals
Lgals12
Lgals3
Lifr
Limd2
Lin9
Lingo3
Lmant
Lmed1
Lmo2
Lnpep
Lox
Lparl
Lrpll
Lrrel
Lrre38
Lrre3b
Lrreel
Lrrnl
Lspl
Lypdé
Lyplall
Lysmd2
Lysmd3
Lyzl
Maged2
Mal
Mamde2
Man2a2
Mapla
Maplb
Map2kl
Map3k7cl
Mapkl1
March6
Markl
Marveld1
Mavs
Mbnl1
Mbp
Mecel
Mdm4
Me2
Me3
Meg3
Met
Metrn
Metti21e
Mfap3l
Mfaps
Mfhas1
Mfn1
Mfsd7b
Mga
Mgmt
Mgp
Mgstl
Mib1
Mical2
Micalll
Micu2
Minppl
Mir1906-1
Mir1906-2
Mir410
Mir675
Mirg
Mt
Mob1b
Mppl
Mpp3
Mpz
Mreg
Msin
Mtl
M
M3
Mthfd2
Mumll1
Mustnl
Mut
Mvp
Myht
Myh3
Myh7
Myh8
Myli2a
Myl2
Myl4
Myl6
Myl6b
MyoSe
Myoc
Myog
Myom3
Myoz2
Myoz3
Nacad
Nat8l
Nbeall
Neaml
Nekapll
Nemap
Neoal
Neoa2
Nesl
Ndn
Ndrgl
Ndrgd

237
2.54
0.60
1.64
0.44
5.96
3
1.81
0.57
3.61
0.29
3
831
3.70
2.68
9.93
17.05
0.46
181
0.38
2.29
0.57
232
1.90
0.38
1.98
2.05
1.90
3.24
0.31
6.38
1.90
297
161
0.26
2.16
2.70
0.52
2.94
2.36
4.67
3.58
0.62
3.13
3.16
175
3
251
0.58
2.04
1.79
0.66

0.44

0.56

2.39

0.44
0.58
255
185
3.13
0.52
0.33
177

9.16

0.35

159
27.47
9.97
34.29
1.86
4.74
23.04

0.23

0.56

3.70
1.90
2.85

1.24
1.34
-0.73
0.71
-1.20
2.58
1.64
0.86
-0.80
1.85
-1.77
1.64
3.06
1.89
1.42
3.31
4.09
-1.12
0.86
-1.38
119
-0.82
1.21
0.93
-1.41
0.98
1.04
0.93
1.69
-1.68
2.67
0.92
1.57
0.68
-1.95
111
1.43
-0.93
1.56
1.24
222
1.84
-0.69
1.64
1.66
0.81
1.64
1.33
-0.78
1.03
0.84
-0.61
-0.95
2.24

-1.52
2.18
-0.90
4.63
2.85
4.88
3.22
1.14
-1.04
1.74
-0.84
0.90
0.67
4.78
3.32
5.10
0.89
2.25
4.53
1.02
2.19
-2.12
L7
1.63
2.31
229
-0.90
1.76
2.57
-1.08
2.06
1.94
1.77
-0.83
-0.60
1.17
1.89
0.93
1.51

8.5E-09
1.0E-06
7.9E-05
4.4E-05
2.0E-06
3.7E-12
1.1E-06
4.1E-06
3.0E-05
3.0E-07
1.2E-05
5.8E-09
2.3E-09
3.6E-13
1.4E-08
1.5E-12
LIE-11
2.7E-07
3.1E-05
7.5E-05
1.0E-07
2.9E-06
3.6E-08
4.8E-05
3.2E-05
9.0E-05
8.2E-06
2.0E-05
1.3E-04
4.6E-07
1.1E-23
6.5E-05
6.4E-08
1.0E-05
3.5E-07
6.9E-05
2.0E-11
7.5E-05
2.1E-08
1.2E-05
1.6E-11
5.5E-06
1.1E-04
7.3E-14
1.2E-20
9.4E-05
2.6E-17
1.5E-05
8.6E-07
4.0E-06
3.7E-05
9.9E-05
1.3E-04
4.2E-11
4.5E-06
1.1E-04
1.2E-07
1.1E-06
1L1E-14
1.8E-10
1.2E-14
1.5E-12
6.5E-05
7.9E-05
4.4E-34
6.9E-05
3.0E-06
2.1E-05
8.2E-05
2.5E-09
3.8E-08
1.4E-04
2.6E-05
6.1E-06
1.8E-05
9.5E-05
1.2E-05
1.3E-05
33E-12
1.1E-04
3.3E-22
5.1E-09
1.9E-05
1.6E-07
3.3E-09
23E-12
2.3E-06
6.8E-10
6.2E-11
2.7E-17
4.5E-10
1.2E-04
5.4E-05
6.0E-07
6.6E-06
1.9E-09
3.4E-05
1.8E-18
6.3E-06
3.7E-13
3.2E-05
1.2E-04
2.1E-19
5.2E-12
1.6E-07
8.2E-06
4.4E-10
3.5E-05
2.0E-18
3.5E-16
2.0E-07
1.6E-09
7.9E-07
2.6E-05
9.5E-06
1.3E-11
7.0E-08
4.8E-08
1.8E-04
8.8E-06
4.7E-10
4.1E-06
LIE-11

1.1E-10
2.4E-08
3.7E-06
1.9E-06
5.3E-08
2.5E-14
2.6E-08
1.2E-07
1.2E-06
6.0E-09
4.3E-07
7.3E-11
2.8E-11
2.1E-15
1.9E-10
9.4E-15
8.0E-14
5.3E-09
1.2E-06
3.5E-06
1.8E-09
8.3E-08
5.6E-10
2.1E-06
1.3E-06
4.3E-06
2.7E-07
7.5E-07
6.6E-06
9.8E-09
2.0E-26
2.9E-06
1.1E-09
3.5E-07
7.2E-09
3.2E-06
1.6E-13
3.5E-06
3.0E-10
4.0E-07
1.2E-13
1.7E-07
5.3E-06
3.8E-16
2.5E-23
4.5E-06
7.8E-20
5.2E-07
2.0E-08
1.2E-07
1.5E-06
4.9E-06
6.5E-06
3.5E-13
1.3E-07
5.5E-06
2.2E-09
2.8E-08
5.1E-17
1.6E-12
5.5E-17
9.2E-15
3.0E-06
3.7E-06
3.4E-37
3.1E-06
8.5E-08
8.1E-07
3.9E-06
3.0E-11
5.9E-10
7.3E-06
1.0E-06
1.9E-07
6.7E-07
4.6E-06
4.2E-07
4.5E-07
2.1E-14
5.4E-06
6.2E-25
6.4E-11
7.0E-07
3.0E-09
3.9E-11
1.5E-14
6.3E-08
7.1E-12
5.3E-13
8.4E-20
4.6E-12
6.1E-06
2.4E-06
1.3E-08
2.1E-07
2.1E-11
1.4E-06
4.5E-21
2.0E-07
2.1E-15
1.3E-06
6.1E-06
4.8E-22
3.5E-14
2.9E-09
2.7E-07
4.4E-12
1.4E-06
5.1E-21
1.3E-18
3.8E-09
1.9E-11
1.8E-08
1.0E-06
3.2E-07
9.4E-14
1.2E-09
7.8E-10
1.0E-05
2.9E-07
4.8E-12
1.2E-07
8.3E-14

78267
67455
75785
70788
245683
16668
16782
16795
207214
16815
212391
241576
16846
210530
16852

72039
17248
107029
109264
17263
17295
70083
433294
71306
50530
52065
67414
226844
29808
17314
17313
56615
225164
320878
27008
68514
17330
100316809
100499530
723863
735280
100040724
56772
68473

140781
17885
67268

kelch domain contai
kelch-like 13

Kelch-like 34
keratin 18

laminin, gamma 2

like-glycosyltransferase

La ribonucleoprotein domain family, member 4
ladybird homeobox homolog 2

ligand dependent nuclear receptor corepressor

low density lipoprotein receptor class A domain containing 3
leptin

Ieprecan-like 1

lectin, galactose binding, soluble 1

lectin, galactose binding, soluble 12

lectin, galactose binding, soluble 3

leukemia inhibitory factor receptor

LIM domain containing 2

lin-9 homolog

leucine rich repeat and Ig domain containing 3

lectin, mannose-binding, 1

LIM and cysteine-rich domains 1

LIM domain only 2

leucyl/cystinyl aminopeptidase

lysyl oxidase

Iysophosphatidic acid receptor 1

low density lipoprotein receptor-related protein 11
leucine rich repeat containing 1

leucine rich repeat containing 38

leucine rich repeat containing 3B

leucine rich repeat and coiled-coil domain containing 1
leucine rich repeat protein 1, neuronal

Iymphocyte specific 1

LY6/PLAUR domain containing 6
Iysophospholipase-like 1

LysM, putative pepti binding, domain containing 2
LysM, putative binding, domain containing 3
Iysozyme 1

melanoma antigen, family D, 2

myelin and lymphocyte protein, T cell differentiation protein
MAM domain containing 2

mannosidase 2, alpha 2

microtubule-associated protein 1A
microtubule-associated protein 1B

mitogen-activated protein kinase kinase 1

MAP3K7 C-terminal like

mitogen-activated protein kinase 11
membrane-associated ring finger (C3HC4) 6
-regulating kinase 1
MARVEL (membrane-associating) domain containing 1
mitochondrial antiviral signaling protein
muscleblind-like 1

myelin basic protein

methylcrotonoyl-Coenzyme A carboxylase 1 (alpha)
transformed mouse 3T3 cell double minute 4

malic enzyme 2, NAD(+)-dependent, mitochondrial
malic enzyme 3, NADP(+)-dependent, mitochondrial
maternally expressed 3

met proto-oncogene

meteorin, glial cell differentiation regulator
methyltransferase like 21C

microfibrillar-associated protein 3-like

microfibrillar associated protein 5

malignant fibrous histiocytoma amplified sequence 1
‘mitofusin 1

major facilitator superfamily domain containing 7B
MAX gene associated

O-6-methylguanine-DNA methyltransferase

matrix Gla protein

microsomal glutathione S-transferase 1

mindbomb homolog 1

calponin and LIM domain containing 2
calponin and LIM domain containing -like 1

‘mitochondrial calcium uptake 2
multiple inositol polyphosphate hi
microRNA 1906-1

microRNA 1906-2

microRNA 410

microRNA 675

miRNA containing gene
myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog); translocated to, 11
MOB kinase activator 1B

membrane protein, palmitoylated

membrane protein, palmitoylated 3 (MAGUK pS5 subfamily member 3)

myelin protein zero

melanoregulin

mesothelin

e phosphatase 1

metallothionein 1
metallothionein 2
metallothionein 3

methylenetetrahydrofolate dehydrogenase (NAD+ ).
antigen Iike 1

musculoskeletal, embryonic nuclear protein 1

methylmalonyl-Coenzyme A mutase

major vault protein

myosin, heavy polypeptide 1, skeletal muscle, adult

myosin, heavy polypeptide 3, skeletal muscle, embryonic

myosin, heavy polypeptide 7, cardiac muscle, beta

myosin, heavy polypeptide 8, skeletal muscle, perinatal

myosin, light chain 12A, regulatory, non-sarcomeric

myosin, light polypeptide 2, regulatory, cardiac, slow

myosin, light polypeptide 4

myosin, light polypeptide 6, alkali, smooth muscle and non-muscle

myosin, light polypeptide 6B

myosin VC

myocilin

myogenin

myomesin family, member 3

myozenin 2

myozenin 3

NAC alpha domain containing

N-acetyltransferase 8-like

neurobeachin like 1

neural cell adhesion molecule 1

NCK associated protein 1 like

noncompact myelin associated protein

nuclear receptor coactivator 1

nuclear receptor coactivator 2

neuronal caleium sensor 1

necdin

N-myc downstream regulated gene 1

N-myc downstream regulated gene 4




Ndufsl 0.60 1.4E-05 5.0E-07 227197 NADH dehydrogenase (ubiquinone) Fe-S protein 1

Neb 0.39 41E-09  SO0E-11 17996 nebulin

Nek? 0.57 23E-07  44E-09 59125 NIMA (never in mitosis gene a)-related expressed kinase 7

Nes 3.05 1.6E-14 7.5E-17 18008 nestin

Netl 272 39E-08  6.2E-10 56349 neuroepithelial cell transforming gene 1

Neurl3 2.70 22E-10  2.1E-12 214854 neuralized homolog 3 homolog

Nfatc2 2.02 5.3E-05 2.3E-06 18019 nuclear factor of activated T cells, cytoplasmic, calcineurin dependent 2
Nfix 0.63 61E-05  2.7E-06 18032 nuclear factor X

Niyb 0.63 1SE-04  7.8E-06 18045  nuclear transcription factor-Y beta

Ninj1 218 3.1E-11 2.5E-13 18081 ninjurin 1

Nkd1 2.35 9.0E-05  4.3E-06 93960 naked cuticle 1 homolog

NKx6-2 213 STE0S  25E-06 14912 NK6 homeobox 2

Nire3 10.86 7.4E-18 2.0E-20 268857 NLR family, CARD domain containing 3

Nirp10 312 S4E-08  9.0E-10 244202 NLR family, pyrin domain containing 10

Nme4 449 SIE-09  64E-11 56520  NME/NM23 nucleoside diphosphate kinase 4

Nnat 9.18 2.7E-13 1.5E-15 18111 neuronatin

Nog 465 40E-07  84E-09 18121 noggin

Nol3 157 L7E05  6.1E-07 78688 nucleolar protein 3 (apoptosis repressor with CARD domain)
Nov 223 2.1E-05 8.1E-07 18133 nephroblastoma overexpressed gene

Noval 201 12E04  63E-06 664883 neuro-oncological ventral antigen 1

Npnt 544 1OE-12 62E-15 114249 nephronectin

Npr3 820 1.2E-54 1.7E-58 18162 natriuretic peptide receptor 3

Nrcam 16.39 21E-12 13E-14 319504  neuron-glia-CAM-related cell adhesion molecule

Nrep 0.40 34E-08  S3E-10 27528 meuronal regeneration related protein

Nt5cla 0.33 4.6E-06 1.4E-07 230718 5'-nucleotidase, cytosolic IA

Ntse2 243 75807 1.7E-08 76952 S'-nucleotidase, cytosolic IT

Ntrk2 2.36 16E-04  8.9E-06 18212 neurotrophic tyrosine kinase, receptor, type 2

Nudtl6 325 5.0E-17 1.6E-19 75686 nudix (nucleoside hosphate linked moiety X)-type motif 16
Nudt6 0.50 69E-05  32E-06 229228 nudix (nucleoside diphosphate linked moicty X)-type motif 6
Nupl53 0.61 16E-04  8.9E-06 218210 nucleoporin 153

Nup210 0.56 2.2E-05 8.2E-07 54563 nucleoporin 210

Nup93 1.86 46E-05  2.0E-06 71805 nucleoporin 93

Nuprl 227 77E08  13E-09 56312 nuclear protein 1

Nwdl 282 2.2E-05 8.2E-07 319555 NACHT and WD repeat domain containing 1

Nxn 174 12E05  4.0E-07 18230 nucleoredoxin

Obsen 0.48 S3E-08  88E-10 380698  obscurin, cytoskeletal calmodulin and titin-interacting RhoGEF
Odcl 292 1.54 2.3E-12 1.5E-14 18263 ornithine decarboxylase, structural 1

Ogdh 0.55 -0.86 1.0E-07  18E-09 18293 oxoglutarate dehydrogenase (lipoamide)

Ogdhl 2.09 1.06 45E-05  1.9E-06 239017  oxoglutarate dehydrogenase-like

Orai2 4.65 222 1.3E-15 5.0E-18 269717 ORAI calcium release-activated calcium modulator 2

Ormd3 156 0.65 43E-05  1.8E-06 66612  ORMI-like3

Osbpl3 515 2.36 61E-15  2.6E-17 71720 oxysterol binding protein-like 3

Osbplé 0.49 -1.01 8.4E-05 4.0E-06 99031 oxysterol binding protein-like 6

Oscpl 3.58 184 23E-05  8.7E-07 230751 organic solute carrier partner 1

Osgin2 207 105 14E-06  3.6E-08 209212 oxidative stress induced growth inhibitor family member 2
Otulin 185 0.89 1.7E-05 6.1E-07 209212 OTU deubiquitinase with linear linkage specificity

Oxctl 0.47 -1.08 24E-05  95E-07 67041 3-oxoacid CoA transferase 1

P2ryl 0.42 -1.23 9.1E-09  1.2E-10 18441 purinergic receptor P2Y, G-protein coupled 1

P4hal 2.03 1.02 1.3E-05 4.7E-07 18451  pro gen-proline, 2 4-di (proline 4-hydroxylase), alpha 1 polypeptide
Pagl 0.49 -1.04 46E-05  2.0E-06 94212 i iated with glycosphingolipid micr ins 1
Palm2 3.94 198 13E-06  3.1E-08 242481 paralemmin 2

Pamrl 240 1.26 6.6E-07 1.5E-08 210622 peptidase domain inil i with muscle r ion 1
Paqr7 232 122 14E-08  19E-10 71904 progestin and adipoQ receptor family member VII

Paqr8 405 2.02 25E-06  6.8E-08 74229 progestin and adipoQ receptor family member VIII

Pax7 0.22 -2.16 5.3E-07 1.1E-08 18509 paired box gene 7

Pebdl 9.97 332 68E20  15E-22 13180 pterin 4 alpha carbi i imerization cofactor of hep: nuclear factor 1 alpha (TCF1) 1
Pedhb20 035 -153 36E-06  1.0E-07 93891  protocadherin beta 20

Pekl 26.45 4.73 11E-16 3.5E-19 18534 phosphoenolpyruvate carboxykinase 1, cytosolic

Pemtdl 0.63 0.67 83E-05  4.0E-06 319263 protein-L-isoaspartate (D-aspartate) O. ase domain containing 1
Pemtd2 0.57 -0.81 LSE-0S  54E-07 245867 protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 2
Penxl4 259 138 3.7E-09 4.4E-11 67708 pecanex-like 4

PeskS 242 127 19E-05  7.2E-07 18552 proprotein convertase subtilisin/kexin type

Pex 0.58 0.79 L7E05  6.1E-07 18563  pyruvate carboxylase

Pdeda 0.44 -1.20 8.2E-07 1.9E-08 18577 phosphodiesterase 4A, cAMP speci

Pdedb 0.45 -1.16 LIE-08  14E-10 18578 phosphodiesterase 4B, cAMP specific

Pdeddip 0.41 129 41E-08  6.6E-10 83679  phosphodiesterase 4D interacting protein (myomegalin)

Pdk1 178 0.83 1.2E-07 2.1E-09 228026 pyruvate dehydrogenase Kinase, isoenzyme 1

Pdk3 522 2.38 3327 4.6E-30 236900  pyruvate dehydrogenasc kinase, isoenzyme 3

Pdlim3 155 0.63 LIE-04  5.6E-06 53318  PDZ and LIM domain 3

Pdpr 0.43 4120 5.7E-05 2.5E-06 319518  pyruvate dehydrogenase phosphatase regulatory subunit

PdsSb 0.62 -0.68 88E-05  4.2E-06 100710 PDSS, regulator of cohesion maintenance, homolog B

Pdzd3 3.80 192 36E-05  1.5E-06 170761 PDZ domain containing 3

Pdzrn3 0.53 -0.91 8.2E-07 1.9E-08 55983 PDZ domain cont: ing RING finger 3

Pdzrnd 3.96 198 33E-05  1.3E-06 239618  PDZ domain containing RING finger 4

Pegl0 18.78 423 34E-13 19E-IS 170676  paternally expressed 10

Penk 235 1.23 1.1E-06 2.6E-08 18619 preproenkephalin

Perp 2.85 151 SAE-08  84E-10 64058 PERP, TP53 apoptosis effector

Pkl 2.26 117 18E-04  9.9E-06 18641  phosphofructokinase, liver, B-type

Pfkm 0.58 -0.78 1.5E-04 7.8E-06 18642 phosphofructokinase, muscle

Pgm211 0.44 -1.20 92E-05  4.4E-06 70974 phosphoglucomutase 2-like 1

Phkal 0.40 132 22E05  83E-07 18679 phosphorylase kinase alpha 1

Phkb 0.55 -0.86 3.1E-05 1.2E-06 102093 phosphorylase kinase beta

Phkgl 0.42 125 STE06  17E-07 18682 phosphorylase kinase gamma 1

Pik3rs 424 2.08 86E-08  1.5E-09 320207 phosphoinositide-3-kinase, regulatory subunit 5, p101

Pinkl 0.57 -0.81 9.7E-07 2.3E-08 68943 PTEN induced putative kinase 1

Pitpncl 0.45 -L14 26E-08  3.9E-10 71795 phosphatidylinositol transfer protein, cytoplasmic 1

Pknox2 0.59 075 53E-06  1.6E-07 208076  Pbx/knotted 1 homeobox 2

Pla2g7 1.85 0.89 1.2E-08 1.6E-10 27226 phospholipase A2, group VII (platelet-activating factor acety olase, plasma)
Pib1 2.36 124 41E-05  1.7E-06 665270  phospholipase B1

Pleel 2.01 1.01 L8E-05  6.5E-07 74055 phospholipase C, epsilon 1

Plekhad 2.74 145 3.5E-06 1.0E-07 69217 pleckstrin homology domain ining, family A inositide binding specific) member 4
Plekhaé 175 0.81 31E-06  9.0E-08 240753 pleckstrin homology domain containing, family A member 6
Plekha7 341 177 48E-05  2.1E-06 233765 pleckstrin homology domain containing, family A member 7
Plekhh3 0.55 -0.86 8.3E-05 3.9E-06 217198 pleckstrin homology domain containing, family H (with MyTH4 domain) member 3
Plekhol 2.89 153 14E-12 88E-15 67220 pleckstrin homology domain containing, family O member 1
Plinl 9.45 324 36E-13  2IE-IS 103968 perilipin 1

Plin5 0.46 -1.12 8.8E-07 2.1E-08 66968 perilipin 5

Plip 272 144 LIE-04  58E-06 67801 plasma membrane proteolipid

Pipl 278 147 31E-07  63E-09 18823 proteolipid protein (myelin) 1

Plp2 240 1.26 2.3E-05 8.7E-07 18824 prote id protein 2

Plvap 228 1.19 40E-07  85E-09 84094  plasmalemma vesicle associated protein

Plxnad 221 114 86E-08  1.5E-09 243743 plexin Ad

Plxnb2 243 1.28 1.4E-05 5.0E-07 140570 plexin B2

Pmm1 159 0.66 17E-04  94E-06 29858 phosphomannomutase 1

Pmp22 377 191 44E-10  44E-12 18858 peripheral myelin protein 22

Pon2 2.01 1.01 3.8E-10 3.8E-12 330260 paraoxonase 2

Popdc3 202 1.02 19E-05  7.2E-07 78977 popeye domain containing 3

Postn 2.26 118 66E-07  1.5E-08 50706 periostin, osteoblast specific factor

Pou3fl 239 1.26 9.5E-05 4.6E-06 18991 POU domain, class 3, transcription factor 1

Ppapdc3 0.51 -0.98 79E-07  1.8E-08 227721 idic acid type 2 domain containing 3
Ppara 0.50 -0.99 L7E05  63E-07 19013 peroxisome proliferator activated receptor alpha

Ppfibpl 2.05 1.03 7.3E-07 1.7E-08 67533 PTPRF interacting protein, binding protein 1 (liprin beta 1)
Ppmil 0.50 -1.00 9.0E-06  3.0E-07 242083 protein phosphatasc 1 (formerly 2C)-like

Ppplr3a 0.44 -L18 33E-08  S.0E-10 140491 protein phosphatase 1, regulatory (inhibitor) subunit 3A

Pqlcl 1.84 0.88 1.2E-05 4.0E-07 66943 PQ loop repeat containing 1

Prdm8 3.81 1.93 14E-07  2.6E-09 77630 PR domain containing 8

Prgd 228 119 94E-05  4.5E-06 96875  proteoglycan 4 (megakaryocyte stimulating factor, articular superficial zone protein)
Primal 0.14 -2.84 5.8E-12 4.0E-14 170952 proline rich membrane anchor 1

Prkaa2 0.51 -0.97 12E07  21E-09 108079 protein kinase, AMP-activated, alpha 2 catalytic subunit
Prkag3 0.50 -1.01 33E-05  1.3E-06 241113 protein kinase, AMP-activated, gamma 3 non-catatlytic subunit
Prkarla 2.67 1.42 1.1E-08 1.4E-10 19084  protel ase, cAMP dependent regulatory, type I, alpha
Prkar2b 5.69 2.51 6.6E-11  S.6E-13 19088 protein kinase, cAMP dependent regulatory, type IT beta

Prked 2.15 1.10 3.2E-07 6.6E-09 18753 protein

inase C, delta



Prkeq
Prkez
Prmt2
Prodh
Proser2
Prpsli3
Prr32
Prrx2
Prss12
Prune2
Prx
Psmd$
Ptarl
Ptdss1
Ptpdel
Ptpn3
Ptpnd
Ptpru
Pygl
Pygm
Qsox1
Rab13
Rab15
Rab27b
Ralgapa2
Rampl
Rapgef4
Rasdl
Rasgrp3
Rassf7
Rbpd
Reepl
Reep6
Reln
Retn
Retnla
Rev3l
Rgee
Rgsl1
Rgs12
Rgss
Rhod
Rhpn2
Rian
Rinl
Rmi2
Rnf217
Rora
Rph3al
Rpl3l
Rps2
Rps20
Rps6ka2
Rps6kas
Rrad
Rras
Rras2
Rrml
Rspo3
Rtil
Rtn2
Runx1
Ryrl
Ryr3
$100a13
S100a4
$100a6
$100b
Sacs
Sap30
Satl
Scamps
Scand1
Scarf2
Sedl
Scd2
Seg3
Sen2al
Scnda
Sendb
SenSa
Scube2
Sex
Sded
Sdha
Secl4l5
Sec31b
Sema3b
Sema6e
Sept3
Septs
Serfl
Serpina3e
Serpina3n
Serpinbla
Serpinblc
Serpinb6a
Serpinel
Serpine2
Sfn

Sgeb
Sgppl
Sh3bp2
Shbg
Shed
Shisa3
Shmt1
Shprh
sik1
Sim1
Sirpa
Six4
Skap2
Ski
Slc16a10
Slelal
Slelas
Slc22a23
Slc24a2
Sle25a12
Slc25a24
Sle2al2
SIe35f5

0.57
4.29
242
229
3.55
0.60
84.71
4.69
2.81
6.69
3.07
1.94
0.33
1.69
1.82
0.46
0.39
4.07
2.36
0.55
236
322
6.30
4.57
1.80
0.50
2.83

54.82

2.09

3.32
231
0.56
3.44
5.74
0.57
7.30
0.40
6.82
2.00
14.78
2.65
3.01
0.59
1.90
237
1.92
217
1.89
275
223
3.74
23.75
0.51
0.55
8.13
3.96
3.05
1.80
0.56

0.49

0.58
4.62
0.64
4.51
0.45
1.91

-0.80
2.10
1.27
1.19
1.83

-0.74
6.40
223
1.49
2.74
1.62
0.96

-1.60
0.76
0.86

-1.13

-1.37
2.02
1.24

-0.87
1.25
1.69
2.66
2.19
0.85

-1.00
1.50
2.32

-0.75
5.78
2.52

-0.68
1.68
1.06
2.18
0.74

-0.77

-1.04

0.71
0.82
-0.84
-0.99
2.44
1.73
1.21
-0.83
1.78
2.52
-0.80
2.87
-1.33

0.93
1.25
0.94
112
0.92
1.46
1.16
1.90
4.57
-0.96
-0.86
3.02
1.99
161
0.85
-0.84
-1.56
-1.40
1.28
-0.93
2.06
1.42
1.52
2.73
3.50
2.50
1.81
2.05
1.39
-0.81
1.78
-0.71
-0.64
1.50
1.87
1.74
1.62
-0.93
-1.28
0.98
-1.72
0.96
-0.83
0.86
0.61
-1.03
1.22
1.36
-0.78
221
-0.64
217
-1.16
0.93

1.5E-05
1.1E-06
1.6E-05
7.5E-05
9.6E-12
7.1E-06
7.6E-72
1.0E-10
1.5E-05
1.7E-30
6.2E-09
2.3E-08
1.3E-09
1.9E-06
1.8E-05
1.8E-05
4.7E-10
1.4E-04
5.0E-05
5.9E-06
34E-11
2.9E-18
8.2E-34
1.7E-08
1.3E-06
1.2E-04
1.5E-05
4.9E-07
3.6E-05
2.3E-17
1.9E-09
6.3E-05
2.0E-06
3.5E-05
4.2E-06
7.2E-05
1.7E-05
7.3E-25
1.3E-14
2.4E-05
2.3E-06
3.8E-05
1.9E-16
3.0E-39
2.6E-08
8.4E-06
6.1E-06
4.0E-05
9.6E-05
5.7E-05
1.3E-04
1.1E-04
6.3E-06
6.2E-07
2.3E-07
5.9E-13
4.2E-07
7.8E-05
2.2E-07
1.4E-08
3.8E-05
4.0E-10
1.4E-15
9.0E-12
8.2E-05
1.8E-32
8.0E-10
7.3E-07
2.1E-05
3.2E-05
8.1E-18
6.8E-06
2.4E-05
9.0E-06
1.2E-13
1.2E-07
1.6E-06
6.5E-46
1.5E-09
7.2E-05
1.5E-05
4.6E-08
8.4E-10
6.3E-06
4.0E-07
4.5E-07
8.7E-05
2.1E-07
3.7E-08
3.3E-09
1.0E-05
2.1E-06
7.3E-09
1.1E-04
2.2E-24
1.3E-05
3.4E-30
2.9E-05
1.4E-06
6.4E-07
2.4E-06
1.5E-04
7.0E-07
6.8E-06
5.2E-07
3.3E-08
1.4E-04
1.1E-07
1.4E-04
9.3E-07
5.4E-05
1.5E-05
3.3E-05
1.1E-04
1.8E-06
2.0E-08
2.8E-10
1.1E-04
6.9E-05
1.6E-04
2.5E-07
1.4E-07
2.2E-05

5.2E-07
2.8E-08
5.9E-07
3.5E-06
6.8E-14
2.3E-07
5.0E-76
9.2E-13
5.2E-07
1.8E-33
8.0E-11
3.3E-10
1.5E-11
5.0E-08
6.6E-07
6.7E-07
4.7E-12
7.2E-06
2.2E-06
1.8E-07
2.7E-13
7.5E-21
6.7E-37
2.4E-10
3.3E-08
6.4E-06
5.2E-07
1.0E-08
1.5E-06
6.9E-20
2.2E-11
2.8E-06
5.3E-08
1.4E-06
1.2E-07
3.3E-06
6.2E-07
1.2E-27
6.0E-17
9.3E-07
6.3E-08
1.6E-06
6.5E-19
1.9E-42
3.9E-10
2.7E-07
1.9E-07
1.7E-06
4.7E-06
2.5E-06
6.5E-06
5.4E-06
2.0E-07
1.4E-08
4.6E-09
3.5E-15
8.9E-09
3.7E-06
4.3E-09
1.9E-10
1.6E-06
3.9E-12
5.5E-18
6.3E-14
3.8E-06
1.7E-35
8.4E-12
1.7E-08
8.1E-07
1.3E-06
2.2E-20
2.1E-07
9.4E-07
3.0E-07
6.3E-16
2.1E-09
4.0E-08
2.1E-49
1.7E-11
3.3E-06
S.1E-07
7.5E-10
8.9E-12
1.9E-07
8.3E-09
9.5E-09
4.2E-06
4.0E-09
5.9E-10
4.0E-11
3.4E-07
5.7E-08
9.4E-11
5.7E-06
3.6E-27
4.6E-07
3.7E-33
1.2E-06
3.5E-08
1.4E-08
6.6E-08
7.7E-06
1.6E-08
2.2E-07
1.1E-08
5.0E-10
7.1E-06
1.9E-09
7.3E-06
2.2E-08
2.3E-06
5.3E-07
1.3E-06
5.6E-06
4.8E-08
2.8E-10
2.7E-12
5.3E-06
3.1E-06
8.6E-06
4.8E-09
2.7E-09
8.3E-07

18761
18762

19210
218232
545622

19258

19273
110095

19309
104009

68328
104886

80718
241694

51801

56508

19416
240168

19737
11854
52428
75745
225870
223970
268291
19883
380714
66211
16898
67427
20112
73086
56437
20130
66922
20133
72780
353326
20167
12394
20190
20192
20196
20198
20200
20203
50720
60406
20229
56807
19018
224024
20249
20250
20255
110876
110880
399548
20271
56788
20289
20971
66945
665119
240667
20347
20360
24050
18951
20365
16625
20716
66222
380839
20719
18787
20720
55948
24051
81535
24055
20415
271849
330096
20425
268281
17691
20464
19261
20474
54353
20481
72472
20510
20514
73102
76376
78830
229731
353169
74150

protei ase C, theta

protein kinase C, zeta

protein arginine N-methyltransferase 2

proline dehydrogenase

proline and serine-rich protein

phosphoribosyl pyrophosphate synthetase 1-like 3

proline rich 32

paired related homeobox 2

protease, serine, 12 neurotrypsin (motopsin)

prune homolog 2

periaxin

proteasome (prosome, macropain) 265 subunit, non-ATPase, 8
protein prenyltransferase alpha subunit repeat containing 1
phosphatidylserine synthase 1

protein tyrosine phosphatase domain containing 1

protein tyrosine phosphatase, non-receptor type 3

protein tyrosine phosphatase, non-receptor type 4

protein tyrosine phosphatase, receptor type, U

liver glycogen phosphorylase

muscle glycogen phosphorylase

quiescin Q6 sulfhydryl oxidase 1

RABI3, member RAS oncogene family

RABIS, member RAS oncogene family
RAB27b, member RAS oncogene family
Ral GTPase activating protein, alpha subunit 2 (catalytic)

receptor (calcitonin) activity modifying protein 1

Rap guanine nucleotide exchange factor (GEF) 4

RAS, dexamethasone-induced 1

RAS, guanyl releasing protein 3

Ras association (RalGDS/AF-6) domain family (N-terminal) member 7
retinol binding protein 4, plasma

receptor accessory protein 1

receptor accessory protein 6

reelin

resistin
resistin like alpha

REV3-like, catalytic subunit of DNA polymerase zeta RADS4 like
regulator of cell cycle

regulator of G-protein signaling 11

regulator of G-protein signaling 12

regulator of G-protein signaling 5

ras homolog gene family, member D

rhophilin, Rho GTPase binding protein 2

RNA imprinted and accumulated in nucleus

Ras and Rab interactor 1

RMI2, RecQ mediated genome instability 2, homolog
ring finger protein 217

RAR-related orphan receptor alpha

rabphilin 3A-like (without C2 domains)

ribosomal protein L3-like

ribosomal protein S2

ribosomal protein S20

ribosomal protein S6 kinase, polypeptide 2
ribosomal protein S6 kinase, polypeptide 5
Ras-related associated with diabetes

Harvey rat sarcoma oncogene, subgroup R

related RAS viral (r-ras) oncogene homolog 2
ribonucleotide reductase M1

R-spondin 3 homolog

retrotransposon-like 1

reticulon 2 (Z-band associated protein)

runt related transeription factor 1

ryanodine receptor 1, skeletal muscle

$100 caleium binding protein Ad
$100 calcium binding protein A6 (calcyclin)

$100 protein, beta polypeptide, neural

sacsin

sin3 associated polypeptide

spermidine/spermine N1-acetyl transferase 1

secretory carrier membrane protein 5

SCAN domain-containing 1

scavenger receptor class F, member 2

stearoyl-Coenzyme A desaturase 1

stearoyl-Coenzyme A desaturase 2

secretogranin 11T

sodium channel, voltage-gated, type II, alpha 1

sodium channel, voltage-gated, type IV, alpha

sodium channel, type IV, beta

sodium channel, voltage-gated, type V, alpha

signal peptide, CUB domain, EGF-like 2

scleraxis

syndecan 4

succinate dehydrogenase complex, subunit A, flavoprotein (Fp)
SEC14-like 5

Sec31 homolog B

sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B
sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6C
septin 3

septin 5

small EDRK-rich factor 1

serine (or cysteine) peptidase inhibitor, clade A, member 3C

serine (or cysteine) peptidase inhibitor, clade A, member 3N

serine (or cysteine) peptidase inhibitor, clade B, member 1a

serine (or cysteine) peptidase inhibitor, clade B, member 1c

serine (or cysteine) peptidase inhibitor, clade B, member 6a

serine (or cysteine) peptidase inhibitor, clade E, member 1

serine (or cysteine) peptidase inhibitor, clade E, member 2

stratifin

sarcoglycan, beta (dystrophin-associated glycoprotein)
sphingosine-1-phosphate phosphatase 1

SH3-domain binding protein 2

sex hormone binding globulin

SHC (Sre homology 2 domain containing) family, member 4

shisa homolog 3

serine hydroxymethyltransferase 1 (soluble)

SNF?2 histone linker PHD RING helicase

salt inducible Kinase 1

single-minded homolog 1

signal-regulatory protein alpha

sine oculis-related homeobox 4

sre family associated phosphoprotein 2

ski sarcoma viral oncogene homolog

solute carrier family 16 (monocarboxylic acid transporters), member 10
solute carrier family 1 pithelial high affinity transporter, system Xag), member 1
solute carrier family 1 (neutral amino acid transporter), member 5

solute carrier family 22, member 23

solute carrier family 24 (sodi i i ), member 2
solute carrier family 25 (mitochondrial carrier, Aralar), member 12
solute carrier family 25 (mitochondrial carrier, phosphate carrier), member 24
solute carrier family 2 (facilitated glucose transporter), member 12

solute carrier family 35, member F5




Sle36a2 7.38 2.88 1.3E-11 9.9E-14 246049 solute carrier family 36 (proton/amino acid symporter), member 2

Sle37a2 2.85 151 L7E05  63E-07 56857 solute carrier family 37 (glycerol-3-phosphate transporter), member 2
Sle37a4 0.57 -0.80 7IE05  33E-06 14385 solute carrier family 37 (glucose-6-phosphate transporter), member 4
Sled0al 0.30 -1.74 3.2E-11 2.6E-13 53945 solute carrier family 40 (iron-regulated transporter), member 1
Sle43al 0.48 -1.06 7.5E-05  35E-06 72401 solute carrier family 43, member 1

Sle4a3 2.76 147 47E-06  14E-07 20536 solute carrier family 4 (anion exchanger), member 3
Sle6al7 4.86 2.28 3.2E-06 9.1E-08 229706 solute carrier family 6 (neurotransmitter transporter), member 17
Sle7a10 3.10 1.63 34E-06  9.8E-08 53896 solute carrier family 7 (cationic amino acid transporter, y+ system), member 10
Sin 5197 5.70 39E-46  1.OE-49 66402 sarcolipin

Smad3 0.53 -0.92 8.0E-06 2.6E-07 17127 SMAD family member 3

Smer8 0.49 -1.02 1.8E-04  9.8E-06 237782 Smith-Mageni region, candidate 8 homolog
Smim3 3.66 187 L6E-11  12E-13 106878  small integral membrane protein 3

Smocl 5.61 249 1.3E-06 3.1E-08 64075 SPARC related modular calcium binding 1

Smpx 1.99 0.99 97E-10  1.0E-11 66106 small muscle protein, X-linked

Sms 187 0.90 49E-08  8.0E-10 20603 spermine synthase

Sncg 351 1.81 6.7E-07 1.5E-08 20618 synuclein, gamma

Snhgs 2.51 133 9.8E-08  1.7E-09 72655 small nucleolar RNA host gene 5

Snx10 207 105 67E-08  LIE-09 71982 sorting nexin 10

Sobp 0.54 -0.90 7.1E-07 1.6E-08 109205 sine oculis-binding protein homolog

Sod2 0.59 075 29E-05  LIE-06 20656 peroxide di 2, mi ial

Sod3 2.95 156 39E-18  1.0E-20 20657  superoxide dismutase 3, extracellular

Son 0.53 -0.93 1.4E-06 3.5E-08 20658 Son DNA binding protein

Sorbs2 3.03 1.60 47E27  69E-30 234214 sorbin and SH3 domain containing 2

Sorbs3 1.60 0.68 LIE-04  5.6E-06 20410 sorbin and SH3 domain containing 3

Sord 3.08 1.62 1.1E-27 1.5E-30 20322 sorbitol dehydrogenase

Sox11 8.46 3.08 29E-05  1.2E-06 20666  SRY-box containing gene 11

Sox6 0.61 0.72 1OE-04  49E-06 20679 SRY-box containing genc 6

Sp4 0.44 -1.18 2.9E-06 8.1E-08 20688 trans-acting transcription factor 4

Spinl see Supplementary Table e 20729 spindlin 1

Spint2 2.66 1.41 25E-05  9.6E-07 20733 serine protease inhibitor, Kunitz type 2

Spock2 227 119 9.9E-05 4.9E-06 94214 P! in, cwev and K I-like domains pr gl 2
Sppl 17.18 410 L7E-15  68E-18 20750  secreted phosphoprotein 1

Spred3 427 2.09 41E-15  L7E-17 101809 sprouty-related, EVH1 domain containing 3

Spsb2 2.50 1.32 1.0E-05 3.5E-07 14794 splA/ryanodine receptor domain and SOCS box containing 2
Spsh4 225 117 S9E-05  2.6E-06 211949 splA/ryanodine receptor domain and SOCS box containing 4
Sre 233 122 L4E-07  2.6E-09 20779 Rous sarcoma oncogene

Srgap3 4.56 2.19 7.3E-15 3.2E-17 259302 SLIT-ROBO Rho GTPase activating protein 3

Srxnl 172 0.78 17E-06  4.5E-08 76650 sulfiredoxin 1 homolog

St3gal2 0.57 -0.81 38E-08  6.0E-10 20444 ST3 beta-galactoside alpha-2,3-sialyltransferase 2

Stac3 0.52 -0.93 2.6E-07 5.2E-09 237611 SH3 and cysteine rich domain 3

Stard10 0.45 -1.16 35E-08  S4E-10 56018  START domain containing 10

Stard? 0.62 -0.68 95E-06  3.2E-07 99138 START domain containing 7

Stat5h 0.55 -0.85 1.8E-04 9.6E-06 20851 signal transducer and activator of transcription 5B
Stau2 205 1.03 46E-09  STE-11 29819  staufen (RNA binding protein) homolog 2

Stbdl 2.38 125 SIE-12 34E-14 52331  starch binding domain 1

Stmn4 271 1.44 1.2E-08 1.7E-10 56471 stathmin-like 4

Stom 2.08 105 LIE-08  15E-10 13830  stomatin

Strada 1.60 0.68 TIE0S  3.6E-06 72149 STE20-related kinase adaptor alpha

Strbp 0.53 -0.91 1.2E-04 6.1E-06 20744 spermatid perinuclear RNA binding protein

Sulf2 278 147 92E-11  8.IE-13 72043 sulfatase 2

Sumf2 0.47 -1.07 8.1E-05  3.8E-06 67902 sulfatase modifying factor 2

Sun2 0.59 -0.76 1.3E-06 3.4E-08 223697 Sadl and UNC84 domain containing 2

Supt3 226 118 64E-08  L.IE-09 109115 suppressor of Ty 3

Synm 0.51 -0.98 39E-06  1.2E-07 233335 synemin, intermediate filament protein

Sytl1 2.02 1.02 4.5E-05 1.9E-06 229521 synaptotagmin X1

Theldl 0.58 -0.79 7.8E-05  3.6E-06 57915 TBCI domain family, member 1

Theld10b 1.68 0.75 SSE-05  24E-06 68449 TBCI domain family, member 10b

Tbkbp1 1.84 0.88 2.7E-06 7.5E-08 73174 TBKI1 binding protein 1

Teead 0.49 -1.02 STE07  12E-08 21401 transcription clongation factor A (SID), 3

Teeals 2.39 126 33E-15  13E-17 331532 transcription clongation factor A (SII)

Tceal7 8.98 317 9.7E-57 9.5E-61 100040972  transcription elongation factor A (SII)-like 7

Tdrd9 19.95 432 10E20  2.0E-23 74691 tudor domain containing 9

Tdrp 194 0.95 LIE-04  58E-06 72148 testis development related protein

Tec 255 135 5.2E-07 1.1E-08 21682 tec protein tyrosine Kinase

Tecr 0.61 071 1.8E-06  4.6E-08 106529  trans-2,3-enoyl-CoA reductase

Tenm3 0.46 -L12 20E-07  3.8E-09 23965 tencurin transmembrane protein 3

Tetl 0.46 -1.13 7.5E-06 2.4E-07 52463 tet methylcytosine dioxygenase 1

Tefbi 1.94 0.95 LIE0S  3.7E-07 21810  transforming growth factor, beta induced

Tgm2 2.41 127 21E-18  54E-21 21817  transglutaminase 2, C polypeptide

Thada 0.57 -0.80 1.2E-04 6.4E-06 240174 thyroid adenoma associated

Thbsl 216 L1 L7E05  63E-07 21825 thrombospondin 1

Thbs4 275 146 S6E-07  1.2E-08 21828 thrombospondin 4

Thrb 0.35 9.2E-15 4.0E-17 21834 thyroid hormone receptor beta

Thsd7h 5.07 2.34 75612 S2E-14 210417 thr in, type I, domain containing 7B

Tiam2 318 167 25E-08  3.7E-10 24001 T cell ymphoma invasion and metastasis 2

Tigd4 227 1.19 6.4E-06 2.0E-07 403175 tigger transposable element derived 4

Timpl 9.65 327 62E-07  14E-08 21857 tissue inhibitor of metalloproteinase 1

Tled2 0.48 -1.07 32E-05  1.3E-06 380712 TLC domain containing 2

Tle3 183 0.87 5.9E-06 1.8E-07 21887 transducin-like enhancer of split 3, homolog of Drosophila E(spl)
Tin2 0.57 -0.81 24E-05  93E-07 70549 talin2

Tir4 252 133 23E-07  44E-09 21898 toll-like receptor 4

Tmbim1 1.80 0.84 6.3E-06 2.0E-07 69660 transmembrane BAX inhibitor motif containing 1
Tmem100 0.53 -0.92 77606 25E-07 67888 transmembrane protein 100

Tmem109 0.59 0.77 S8E-06  1.8E-07 68539 transmembrane protein 109

Tmem116 3.77 1.91 2.2E-07 4.3E-09 77462 transmembrane protein 116

Tmem132a 2.99 158 24E-08  35E-10 98170  transmembrane protein 132A

Tmem143 0.56 -0.84 S8E-05  2.6E-06 70209 transmembrane protein 143

Tmem158 3 1.89 7.6E-06 2.5E-07 72309 transmembrane protein 158

Tmem159 177 0.82 SAE05  22E-06 233806 transmembrane protein 159

Tmem176b 207 105 42E-09  SIE-11 6593  transmembrane protein 176B

Tmem189 2.09 1.07 1.5E-07 2.9E-09 407243 transmembrane protein 189

Tmem205 1.90 0.93 34E-05  14E-06 235043 transmembrane protein 205

Tmem233 0.60 074 23E-05  89E-07 545798 transmembrane protein 233

Tmem38b 1.88 0.91 4.4E-06 1.3E-07 52076 transmembrane protein 38B

Tmems3 3.55 183 8SE-11 74E-13 68777 transmembrane protein 53

Tmem62 3.03 1.60 38E-14  1.8E-16 96957  transmembrane protein 62

Tmem8c¢ 732 2.87 1.1E-06 2.7E-08 66139 transmembrane protein 8C

Tmem9 172 0.78 82E-05  3.9E-06 66241  transmembrane protcin 9

Tmod4 0.49 -1.02 46E-08  7.5E-10 50874  tropomodulin 4

Tne 231 121 5.4E-05 2.4E-06 21923 tenascin C

Tnfrsfi2a 241 127 39E-07  8.2E-09 27279 tumor necrosis factor receptor superfamily, member 12a
Tnfrsf23 3.15 1.6 52E-10  53E-12 79201 tumor necrosis factor receptor superfamily, member 23
Tnip2 197 0.98 3.2E-05 1.3E-06 231130 TNFAIP3 interacting protein 2

Tnncl 14.54 386 29E-11  23E-13 21924 troponin C, cardiac/slow skeletal

Tnnil 14.97 3.90 30E-12 19E-14 21952 troponin I, skeletal, slow 1

Tantl 5.44 2.44 1.7E-07 3.2E-09 21955 troponin T1, skeletal, slow

Tnnt2 1215 3.60 10E-09  LIE-11 21956 troponin T2, cardiac

Tnrel8 0.59 0.77 12E-04  6.2E-06 231861 trinucleotide repeat containing 18

Tnrc6b 0.62 -0.68 1.3E-04 6.8E-06 213988 trinucleotide repeat containing 6b

Tpds2il 183 0.87 39E-08  63E-10 21987 tumor protein D52-like 1

Tppp3 2.10 107 1OE-08  14E-10 67971 tubulin polymerization-promoting protein family member 3
Tprn 221 1.14 7.3E-05 3.4E-06 97031 taperin

Tptl 187 0.90 70E-07  1.6E-08 22070 tumor protein, translationally-controlled 1

Traf3 218 L12 33E-08  S.IE-10 22031 TNF receptor-associated factor 3

Tramlll 835 3.06 1.4E-10 1.3E-12 229801 translocation associated membrane protein 1-like 1
Trapl 0.64 -0.65 1.0E-04  52E-06 68015  TNF receptor-associated protein 1

Trimd7 2.04 1.03 47E-08  7.6E-10 217333 tripartite motif-containing 47

Trim55 0.60 -0.75 1.6E-05 5.9E-07 381485 tripartite motif-containing 55

Tripll 043 -1.23 39E-06  1IE-07 109181 thyroid hormone receptor interactor 11

Trp63 438 213 33E-23  S59E-26 22061  transformation related protein 63

Tsc22d1 226 118 2.9E-06 8.2E-08 21807 TSC22 domain family, member 1

Tsc22d4 1.61 0.69 3.4E-05 1.4E-06 78829 TSC22 domain family, member 4
Tspanl7 2.03 1.02 6.6E-07 1.5E-08 74257 tetraspanin 17



Tspan5 271 1.44 2.5E-08 3.7E-10 56224 tetraspanin 5

Tspan9 492 230 36E28  4.6E31 109246 tetraspanin 9
Tspo 2.05 104 27E-08  4.0E-10 12257 translocator protein

Tte37 055 -0.85 35E06  LOE-07 218343 tetratricopeptide repeat domain 37

Tte39a 5.08 234 25E-10  2.4E-12 230603 tetratricopeptide repeat domain 39A

Tte39e 229 119 82E-06  2.7E-07 72747 tetratricopeptide repeat domain 39C

Tte9 591 2.56 67E-15  29E-17 69480 tetratricopeptide repeat domain 9

T2 1.80 0.85 21E-05  7.9E-07 223723 tubulin tyrosine ligase-like family, member 12
Ttn 0.54 -0.89 30E07  6.1E-09 22138 titin

Tubada 0.8 -0.80 6.1E-06  19E-07 22145  tubulin, alpha 4A

Tubb6 3.16 1.66 27E-07  5.4E-09 67951 tubulin, beta 6 class V

Uaplll 225 117 45E-07  9.7E-09 227620 UDP-N-actey ine py ylase 1-like 1
Ube3a 052 -0.96 28E-07  S.7E-09 22215 ubiquitin protein ligase E3A

Ubxn2a 055 -0.86 6.6E-07  15E-08 217379 UBX domain protein 2A

Uchll 22.23 447 21E32  20E35 22223 ubiquitin carboxy-terminal hydrolase L1

Uck2 228 L19 42E05  18E-06 80914  uridine-cytidine kinase 2

Ufspl 1.69 LIE-09  12E-1 70240  UFMI-specific peptidase 1

Ugt8a 213 44E06  13E-07 22239 UDP galactosyltransferase 8A

Uhrfibpll 0.95 13E-07  24E-09 75089 UHRFI (ICBP90) binding protein 1-like

Unedsb -0.74 86E-05  4.1E-06 217012 unc-45 homolog B

Ung -1.23 L7E-07  3.3E-09 22256 uracil DNA glycosylase

Ugere2 -0.72 6.0E-05  2.7E-06 67003 ubiquinol cytochrome ¢ reductase core protein 2
Usp20 0.77 22E-06  S5.8E-08 74270 ubiquitin specific peptidase 20

Uspds -0.84 6.1E-05  2.7E-06 77593 ubiquitin specific petidase 45

Usp9x -0.76 13E-04  7.0E-06 22284 ubiquitin specific peptidase 9, X chromosome
Utpl1l 0.69 13E-04  65E-06 67205  UTP11-like, U3 small nucleolar ribonucleoprotein
Vash2 185 21E-10  19E-12 226841 vasohibin 2

Vi 0.88 27E-05  LIE-06 22352 imentin

Vit 1.89 39E-07  8.1E-09 74199 rin
Vpsl3e -L12 SOE-08  82E-10 320528  vacuolar protein sorting 13C

Vtn -0.89 1.0E-04 4.9E-06 22370 vitronectin

Whser17 1.52 62E-08  1IE-09 212996  Williams-Beuren syndrome chromosome region 17 homolog
Whser27 113 46E-05  2.0E-06 79565 Williams Beuren syndrome chromosome region 27
‘Wdyhv1 0.98 1.0E-04 5.2E-06 76773 ‘WDYHYV motif containing 1

Whrn 241 3.0E-05  1.2E-06 73750 whirlin

Wipf3 -0.89 25E-08  3.6E-10 330319  WAS/WASL interacting protein family, member 3
Wis 1.19 3.0E-10 2.8E-12 68151 ‘whatless homolog

Wntsb 151 9.7E-06  3.2E-07 22419 wingless-related MMTYV integration site SB

Wsb2 0.88 1.8E-06  4.8E-08 59043 WD repeat and SOCS box-containing 2

Xpo4 -0.95 5.2E-05 2.2E-06 57258 exportin 4

Xyltl -1.61 13606 3.2E-08 233781 xylosyltransferasc 1

Ybx2 -1.69 32E-11 25E-13 53422 Y box protein 2

Zdbf2 1.50 1.5E-20 3.3E-23 73884 zinc finger, DBF-type containing 2

Zfhx4 -1.05 1.6E-06  4.0E-08 80892 zinc finger homeodomain 4

Zfp281 -0.89 26E-06  7.2E-08 226442 zinc finger protein 281

Zfp286 1.23 2.4E-05 9.1E-07 192651 inc finger protein 286

Zfp365 3.05 36E-10  3.6E-12 216049 zinc finger protein 365

Zfp385a 126 95E-15  4.2E-17 29813 zinc finger protein 385A

Zfp46 -0.67 4.1E-05 1.7E-06 22704 ¢ finger protein 46

Zfp691 -0.86 82E-05  3.9E-06 195522 zinc finger protein 691

Zfp697 176 36E-08  S7E-10 242109 zinc finger protein 697

Zfp703 0.96 2.1E-06 5.6E-08 353310 inc finger protein 703

Zfp710 -0.70 65E-05  2.9E-06 209225 zinc finger protein 710

Zfp827 -121 L7E-07  3.2E-09 622675  zinc finger protein 827

Zfp866 -0.80 6.9E-05 3.2E-06 330788 zinc finger protein 866

Zfp871 074 53E-05  23E-06 208292 zinc finger protein 871

Zfp873 122 73E05  34E-06 408062 zinc finger protein 873

Zfr2 1.51 2.3E-06 6.3E-08 103406 zine finger RNA binding protein 2

Zmat3 0.90 67E-05  3.0E-06 22401 zinc finger matrin type 3

Zmym2 0.72 23E-06  6.4E-08 76007 zine finger, MYM-type 2

upregulated (red)
downregulated (bluc)



Supplementary Table 1e: Normalized reads at exons 1 to 6 of the Spin! gene in SKM of SpinlMs and control mice at P21, E16.5, and E15.5.

P21
Exon FC (SpinlMS vs. Ctrl)  p-value (t-test) average SpinlMS average Ctrl
1 1.11 6.8E-01 12.7 +/- 2.6 11.5+/-5.1
2 1.15 4.5E-01 53.8 +/- 16.6 46.8 +/- 5.1
3 0.94 7.4E-01 16.6 +/- 3.3 17.6 +/- 5.2
4 0.37 1.0E-02 21.8+/-34 59.5 +/- 20.0
5 1.05 6.9E-01 86.3 +/-11.9 82.4 +/-14.5
6 1.14 1.5E-01 917.4 +/-116.6  803.0 +/- 75.1
E16.5
Exon FC (Spin1™ vs. Ctrl)  p-value (t-test) average Spin1™ average Ctrl
1 1.35 9.1E-02 353 +/-5.8 26.1+/-5.7
2 1.25 2.4E-02 120.9 +/- 11.0 96.4 +/-9.3
3 1.11 2.4E-01 36.0 +/- 4.7 32.5+/-23
4 0.46 1.2E-04 72.4 +/-13.1 158.7 +/- 8.3
5 1.05 5.6E-01 165.2 +/-15.6  157.3 +/-17.2
6 1.14 2.9E-02 2178.7 +/-152.6  1918.2 +/- 75.3
E15.5
Exon FC (SpinlMS vs. Ctrl) p-value (t-test) average SpinlMs average Ctrl
1 1.10 4.3E-01 31.2 +/-5.2 28.3 +/-3.9
2 1.10 1.2E-01 125.7 +/-2.5 114.7 +/- 9.7
3 1.07 2.9E-01 41.8 +/- 4.4 39.0 +/-1.7
4 0.76 8.5E-03 125.0 +/- 4.1 165.2 +/- 15.8
5 1.07 1.2E-01 199.1 +/- 6.3 185.2 +/-11.5
6 1.09 1.0E-01 2361.9 +/-121.0 2162.2 +/- 139.2

The targeted exon 4 is highlighted in green.
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