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Table S3 (continued) Down-regulated genes (>2.0-fold down-regulation)
	Gene function
	Description (Gene symbol)
	Acc. No.:
	AVE log2
	SD (LOG)
	P value (Corr)
	Fold change
	SD

	Others
	Similar to Hypothetical protein KIAA1340 (LOC300789)
	XM_236350
	-1.01
	0.59
	0.0216
	-2.01
	1.04

	
	Leucine rich repeat containing 46 (Lrrc46)
	NM_001004201
	-1.02
	0.31
	0.0006
	-2.03
	0.54

	
	Crystallin, gamma D (Crygd)
	NM_033095
	-1.02
	0.25
	0.0006
	-2.03
	0.42

	
	Musashi RNA-binding protein 2 (Msi2)
	XM_006247074
	-1.02
	0.19
	0.0011
	-2.03
	0.31

	
	Tetranectin-like (LOC100912012)
	XM_003750609
	-1.03
	0.63
	0.0072
	-2.04
	1.13

	
	HECT, UBA and WWE domain containing 1 (Source:MGI Symbol;Acc:MGI:1926884)
	XR_349618
	-1.02
	0.32
	0.0001
	-2.03
	0.57

	
	similar to Discs large homolog 5 (Placenta and prostate DLG) (Discs large protein P-dlg) (LOC685792)
	XM_217497
	-1.03
	0.33
	0.0007
	-2.04
	0.58

	
	Major Facilitator Superfamily protein
	BG666908
	-1.04
	0.59
	0.0144
	-2.05
	1.06

	
	similar to RIKEN cDNA 1700001E04 (MGC116197)
	NM_001025755
	-1.04
	0.25
	0.0002
	-2.06
	0.46

	
	pantothenate kinase 2 (Pank2)
	XM_006235020
	-1.04
	0.48
	0.0060
	-2.06
	0.94

	
	TL0ADA46YP04 mRNA sequence
	FQ229724
	-1.05
	0.22
	0.0001
	-2.07
	0.36

	
	uncharacterized LOC100909904 (LOC100909904)
	XR_146747
	-1.06
	0.56
	0.0185
	-2.08
	1.05

	
	uncharacterized LOC100909776 (LOC100909776)
	XM_006225427
	-1.07
	0.50
	0.0048
	-2.10
	0.88

	
	paired immunoglobulin-like type 2 receptor alpha-like (LOC100910669)
	XM_003751149
	-1.09
	0.37
	0.0001
	-2.13
	0.61

	
	mast cell protease 8-like (LOC100912724)
	XM_003752804
	-1.10
	0.78
	0.0254
	-2.14
	1.91

	
	similar to RIKEN cDNA 4933431D05 (LOC363424), mRNA (XM_343747)
	XM_343747
	-1.11
	0.49
	0.0012
	-2.15
	1.00

	
	BP489994 insulinoma RINm5F cDNA clone RI07274 3'
	BP489994
	-1.13
	0.28
	0.0008
	-2.19
	0.55

	
	cdig1U mRNA for hypothetical protein 
	AB086233
	-1.13
	0.21
	0.0001
	-2.19
	0.39

	
	mitochondrial ribosomal protein L43 (Mrpl43)
	NM_001107598
	-1.13
	0.29
	0.0001
	-2.19
	0.53

	
	similar to Protein C17orf72 (RGD1307288)
	XM_001081575
	-1.14
	0.58
	0.0042
	-2.20
	1.08

	
	similar to RIKEN cDNA 3110035E14 (RGD1561849)
	NM_001109260
	-1.14
	0.48
	0.0008
	-2.21
	1.02

	
	Protein Enox1; RCG36864  (Source:UniProtKB/TrEMBL;Acc:D3ZYM3) 
	XM_006222034
	-1.14
	0.71
	0.0105
	-2.21
	1.46

	
	angiotensin-converting enzyme-like (LOC102556346)
	XM_006247643
	-1.15
	0.31
	0.0002
	-2.22
	0.57

	
	Cytochrome P450 family protein
	 
	-1.17
	0.67
	0.0032
	-2.24
	1.18

	
	Uncharacterized protein  (Source:UniProtKB/TrEMBL;Acc:F1LTE7) (ENSRNOT00000059208)
	 
	-1.18
	0.94
	0.0481
	-2.26
	2.06

	
	Pva1 protein
	 
	-1.18
	0.45
	0.0003
	-2.27
	0.81

	
	elongation of very long chain fatty acids protein 6-like (LOC102549542)
	XM_006233301
	-1.20
	0.77
	0.0072
	-2.29
	1.37

	
	centrosomal protein 19 (Cep19)
	NM_138865
	-1.20
	0.24
	0.0000
	-2.30
	0.45

	
	hypothetical protein LOC679342 (LOC679342)
	XM_006222359
	-1.21
	0.22
	0.0001
	-2.31
	0.43

	
	PWP2 periodic tryptophan protein homolog (yeast) (Pwp2)
	XM_006256257
	-1.23
	0.37
	0.0001
	-2.34
	0.64

	
	THAP domain containing 6 (Thap6)
	NM_001107209
	-1.25
	0.46
	0.0001
	-2.38
	0.87

	
	uncharacterized LOC100910374 (LOC100910374)
	XR_146227
	-1.25
	0.23
	0.0000
	-2.38
	0.49

	
	similar to Discs large homolog 5 (Placenta and prostate DLG) (Discs large protein P-dlg) (LOC691666)
	XR_358222
	-1.26
	0.44
	0.0002
	-2.40
	0.82

	
	Coiled-coil domain containing 68 (Ccdc68)
	NM_001077667
	-1.29
	0.92
	0.0196
	-2.44
	1.80

	
	rho GTPase-activating protein 20-like (LOC102556298)
	XM_006244397
	-1.29
	0.45
	0.0003
	-2.44
	0.93

	
	Protein LOC100360856  (Source:UniProtKB/TrEMBL;Acc:M0R7H3) (ENSRNOT00000071982)
	XM_006227129
	-1.29
	0.31
	0.0001
	-2.45
	0.63

	
	uncharacterized LOC100909739 (LOC100909739)
	XR_146366
	-1.29
	0.42
	0.0009
	-2.45
	0.92

	
	Q4S355_TETNG (Q4S355) Chromosome 4 SCAF14752, whole genome shotgun sequence
	 
	-1.30
	0.12
	0.0002
	-2.47
	0.26

	
	uncharacterized LOC102546816 (LOC102546816)
	XR_356810
	-1.32
	0.44
	0.0005
	-2.50
	0.96

	
	uncharacterized LOC102552673 (LOC102552673)
	XR_347380
	-1.32
	0.96
	0.0275
	-2.50
	2.09

	
	uncharacterized LOC102551154 (LOC102551154)
	XR_361579
	-1.33
	0.42
	0.0003
	-2.51
	0.83

	
	similar to RIKEN cDNA 1700001E04 (LOC363379), mRNA (XM_343714)
	XM_343714
	-1.33
	0.38
	0.0012
	-2.52
	0.86

	
	Q7TMA9_RAT (Q7TMA9) Ac1262 (Ac1-114) (Ac2-069) (Ab2-196) (Ab1-341) (Ba2-693) (Aa1249)
	XM_343740
	-1.35
	0.35
	0.0004
	-2.55
	0.80

	
	keratin 8-like (LOC100362689)
	XR_146223
	-1.37
	0.37
	0.0003
	-2.58
	0.85

	
	secretogranin V (7B2 protein) (Scg5)
	NM_013175
	-1.38
	0.49
	0.0012
	-2.59
	1.05

	
	disks large homolog 5-like (LOC100912852)
	XM_006227129
	-1.38
	0.28
	0.0004
	-2.61
	0.64

	
	1304303B clathrin LCa. {Bos taurus} (exp=-1; wgp=0; cg=0)
	 
	-1.38
	0.34
	0.0000
	-2.61
	0.76

	
	placenta-specific 8 (Plac8)
	NM_001108353
	-1.41
	0.47
	0.0001
	-2.65
	0.98

	
	uncharacterized LOC102551154 (LOC102551154)
	XR_361579
	-1.41
	0.39
	0.0001
	-2.66
	0.84

	
	double C2-like domains, gamma (Doc2g)
	NM_001011937
	-1.41
	0.38
	0.0001
	-2.66
	0.77

	
	glutamine rich 2 (Qrich2)
	XM_006220926
	-1.42
	0.61
	0.0007
	-2.67
	1.20

	
	similar to RIKEN cDNA 1700001E04 (MGC116197)
	NM_001025755
	-1.44
	0.32
	0.0001
	-2.71
	0.79

	
	Protein LOC100360856
	XM_006227084
	-1.46
	0.29
	0.0000
	-2.74
	0.72

	
	CD99 antigen-like protein 2-like (LOC102557427)
	XM_006227145
	-1.46
	0.41
	0.0002
	-2.75
	1.01

	
	BRCA1 associated RING domain 1 (Bard1)
	NM_022622
	-1.49
	0.19
	0.0001
	-2.81
	0.44

	
	EF-hand domain family, member D1 (Efhd1)
	NM_001109310
	-1.49
	0.42
	0.0000
	-2.82
	1.09

	
	CTF8, chromosome transmission fidelity factor 8 homolog (S. cerevisiae) (Chtf8)
	NM_001194951
	-1.49
	0.77
	0.0033
	-2.82
	1.61

	
	Uncharacterized protein  (Source:UniProtKB/TrEMBL;Acc:D3ZK18) (ENSRNOT00000061865)
	 
	-1.53
	0.29
	0.0000
	-2.90
	0.75

	
	WAP four-disulfide core domain 1 (Wfdc1)
	NM_133581
	-1.54
	0.60
	0.0034
	-2.90
	1.38

	
	hypothetical gene supported by AF152002 (LOC290595)
	NM_001106063
	-1.54
	0.97
	0.0206
	-2.91
	3.23

	
	Rat VL30 element
	M91234
	-1.55
	0.62
	0.0002
	-2.93
	1.70

	
	Protein LOC690251
	XM_001073854
	-1.58
	0.33
	0.0000
	-2.98
	0.83

	
	LOC362451 (RGD1306750)
	NM_001108649
	-1.58
	0.51
	0.0006
	-2.99
	1.30

	
	Protein Arhgef5  (Source:UniProtKB/TrEMBL;Acc:E9PT59) 
	XM_006224892
	-1.62
	0.54
	0.0002
	-3.07
	1.33

	
	hypothetical protein LOC100302372 (LOC100302372)
	NM_001162897
	-1.63
	0.57
	0.0004
	-3.10
	1.69

	
	(F344/Crj)rearranged mRNA for T-cell receptor gamma chain (1483bp)
	Z27087
	-1.65
	0.71
	0.0045
	-3.13
	1.94

	
	similar to RIKEN cDNA 1700001E04 (LOC367428), mRNA (XM_346135)
	XM_346135
	-1.65
	0.25
	0.0000
	-3.14
	0.68

	
	BTB (POZ) domain containing 9 (Btbd9)
	XM_006256185
	-1.66
	0.30
	0.0000
	-3.15
	0.73

	
	Q99NG8_RAT (Q99NG8) T:G mismatch thymine glycosylase
	 
	-1.67
	0.44
	0.0001
	-3.17
	1.24

	
	hypothetical protein LOC689316 (LOC689316)
	XR_086061
	-1.68
	0.39
	0.0000
	-3.21
	1.02

	
	uroplakin 3B-like (Upk3bl)
	NM_001109020
	-1.69
	0.37
	0.0013
	-3.22
	1.04

	
	NEUU_MOUSE (Q9QXK8) Neuromedin U-23 precursor (NmU-23)
	 
	-1.71
	0.43
	0.0000
	-3.28
	1.10

	
	ripply transcriptional repressor 2 (Ripply2)
	XM_001064780
	-1.73
	0.44
	0.0000
	-3.31
	1.22

	
	uncharacterized LOC100912446 (LOC100912446)
	FQ221838
	-1.73
	0.64
	0.0005
	-3.33
	1.76

	
	similar to TP53-regulating kinase (p53-related protein kinase) (Nori-2) (LOC685619)
	XM_002729250
	-1.75
	0.32
	0.0000
	-3.37
	0.84

	
	erythrocyte membrane protein band 4.1-like 3 (Epb41l3)
	NM_053927
	-1.77
	0.90
	0.0057
	-3.41
	2.69

	
	uncharacterized LOC102556259 (LOC102556259)
	XR_355327
	-1.77
	0.38
	0.0001
	-3.42
	1.22

	
	EF-hand domain family, member D1 (Efhd1)
	NM_001109310
	-1.81
	0.46
	0.0000
	-3.50
	1.45

	
	zinc finger and BTB domain containing 20 (Zbtb20)
	XM_006248302
	-1.87
	0.48
	0.0000
	-3.67
	1.69

	
	suppressor of glucose, autophagy associated 1 (Soga1)
	XM_001067659
	-1.89
	0.66
	0.0001
	-3.72
	2.23

	
	Protein RGD1562667 
	XM_221091
	-1.91
	0.45
	0.0000
	-3.75
	1.49

	
	Uncharacterized protein  (Source:UniProtKB/TrEMBL;Acc:F1LSJ2) (ENSRNOT00000035259)
	XM_001061015
	-1.93
	0.61
	0.0001
	-3.80
	2.07

	
	uncharacterized LOC102546664 (LOC102546664)
	XR_342060
	-1.95
	0.18
	0.0000
	-3.87
	0.58
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Gene function Description (Gene symbol) Acc. No.: AVE log2 SD (LOG) P value (Corr) Fold change SD

occludin (Ocln) NM_031329 -1.01 0.40 0.0002 -2.02 0.75

fibrillin 2 (Fbn2) NM_031826 -1.02 0.55 0.0094 -2.03 0.96

leucine rich repeat containing 4 (Lrrc4) NM_001037336 -1.03 0.39 0.0016 -2.04 0.68

troponin I type 1 (skeletal, slow) (Tnni1) NM_017184 -1.08 0.74 0.0246 -2.12 1.41

protocadherin 11 X-linked (Pcdh11x) NM_001271228 -1.10 0.25 0.0033 -2.15 0.47

syndecan 1 (Sdc1) NM_013026 -1.13 0.21 0.0001 -2.18 0.38

leucine rich repeat containing 4 (Lrrc4) NM_001037336 -1.16 0.37 0.0003 -2.23 0.65

rhophilin, Rho GTPase binding protein 2 (Rhpn2) NM_001107505 -1.18 0.76 0.0056 -2.26 1.54

myosin light chain kinase 2 (Mylk2) NM_057209 -1.18 0.75 0.0182 -2.27 1.48

Rho family GTPase 3 (Rnd3) NM_001007641 -1.23 0.47 0.0022 -2.34 0.98

osteomodulin (Omd) NM_031817 -1.25 0.68 0.0057 -2.37 1.63

cadherin-related family member 1 (Cdhr1) NM_053572 -1.28 0.51 0.0023 -2.43 1.16

claudin 3 (Cldn3) NM_031700 -1.35 0.44 0.0006 -2.55 0.99

dermatopontin (Dpt) NM_001105965 -1.53 0.36 0.0001 -2.89 0.85

sarcoglycan, alpha (dystrophin-associated glycoprotein) (Sgca) NM_001107039 -1.55 0.15 0.0000 -2.92 0.36

collagen, type V, alpha 3 (Col5a3) NM_021760 -1.78 0.59 0.0001 -3.43 1.46

contactin associated protein 1 (Cntnap1) NM_032061 -2.03 0.34 0.0000 -4.09 1.11

myosin binding protein H-like (Mybphl) NM_001014042 -2.82 1.17 0.0011 -7.08 8.55

myosin, light chain 7, regulatory (Myl7) NM_001106017 -3.37 1.66 0.0030 -10.34 20.29

mesothelin (Msln) NM_031658 -4.46 1.44 0.0010 -22.03 31.18

embigin (Emb) NM_053719 -1.01 0.69 0.0135 -2.01 1.36

glypican 3 (Gpc3) NM_012774 -1.01 0.74 0.0228 -2.02 1.39

cyclin-dependent kinase inhibitor 1A (Cdkn1a) NM_080782 -1.01 0.59 0.0061 -2.02 1.12

leucine rich repeat containing 16B (Lrrc16b) NM_001014138 -1.03 0.34 0.0000 -2.05 0.56

leucine rich repeat containing 46 (Lrrc46) NM_001004201 -1.04 0.32 0.0002 -2.05 0.52

dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2 (Dyrk2) NM_001108100 -1.06 0.72 0.0259 -2.08 1.39

Spetex-2B protein (Spetex-2B) NM_001011697 -1.07 0.21 0.0002 -2.10 0.37

GLI family zinc finger 1 (Gli1) NM_001191910 -1.08 0.51 0.0016 -2.11 0.88

wingless-type MMTV integration site family, member 2B (Wnt2b) NM_001191848 -1.08 0.68 0.0046 -2.12 1.24

zinc finger protein 467 (Zfp467) NM_001024327 -1.17 0.51 0.0024 -2.25 0.98

zinc finger protein 365 (Zfp365) NM_001025145 -1.18 0.42 0.0005 -2.27 0.76

fibroblast growth factor 18 (Fgf18) NM_019199 -1.18 0.27 0.0001 -2.27 0.49

tripartite motif-containing 16 (Trim16) NM_001135033 -1.23 0.40 0.0004 -2.35 0.84

netrin 4 (Ntn4) NM_001106780 -1.41 0.46 0.0001 -2.65 1.08

transforming growth factor alpha (Tgfa) NM_012671 -1.44 0.55 0.0006 -2.71 1.31

HAUS augmin-like complex, subunit 4 (Haus4) NM_001013995 -1.48 0.35 0.0000 -2.78 0.81

anterior gradient 2 (Agr2) NM_001106725 -1.55 1.22 0.0314 -2.93 4.35

ret proto-oncogene (Ret), transcript variant 1 NM_012643 -1.64 0.44 0.0000 -3.11 1.15

endothelial cell-specific molecule 1 (Esm1) NM_022604 -2.28 0.39 0.0000 -4.85 1.57

neuronatin (Nnat), transcript variant 1 NM_053601 -2.34 1.34 0.0119 -5.06 10.47

endothelial cell-specific molecule 1 (Esm1) NM_022604 -2.36 0.40 0.0000 -5.13 1.64

epiphycan (Epyc) NM_001108088 -2.36 1.37 0.0083 -5.14 7.64

cyclin G1 (Ccng1) NM_012923 -3.36 0.21 0.0000 -10.29 1.82

tripartite motif-containing 16 (Trim16) NM_001135033 -6.33 0.41 0.0000 -80.63 28.07

chemokine (C-C motif) ligand 7 (Ccl7) NM_001007612 -1.02 0.61 0.0094 -2.03 1.18

lymphocyte antigen 6 complex, locus G6D (Ly6g6d) NM_001001970 -1.05 0.40 0.0012 -2.08 0.71

Complement component 4, gene 1 AI412156 -1.10 0.34 0.0027 -2.14 0.58

chemokine (C-X-C motif) ligand 14 (Cxcl14) NM_001013137 -1.10 0.74 0.0229 -2.14 1.63

PHD finger protein 11B (Phf11b) NM_001014235 -1.35 0.30 0.0000 -2.55 0.69

chemokine (C-C motif) ligand 12 (Ccl12) NM_001105822 -1.41 0.58 0.0003 -2.65 1.29

complement component 3 (C3) NM_016994 -1.46 0.55 0.0001 -2.74 1.17

regenerating islet-derived 3 beta (Reg3b) NM_053289 -1.81 1.34 0.0300 -3.52 5.83

inducible T-cell co-stimulator ligand (Icoslg) XM_006223832 -1.92 0.37 0.0000 -3.79 1.16

complement component 4A (Rodgers blood group) (C4a) NM_031504 -2.25 0.75 0.0002 -4.77 3.07

chemokine (C-X-C motif) ligand 13 (Cxcl13) NM_001017496 -2.48 0.78 0.0003 -5.57 4.38

similar to immunoglobulin superfamily, member 7 (RGD1559482), NM_001168285 -2.54 0.43 0.0000 -5.83 2.19

CD1d1 molecule (Cd1d1) NM_017079 -2.64 0.53 0.0000 -6.21 2.67

chymase 1, mast cell (Cma1) NM_013092 -3.95 0.45 0.0000 -15.40 6.26

kinesin light chain 3 (Klc3) NM_138520 -1.03 0.36 0.0006 -2.04 0.61

coatomer protein complex, subunit gamma 2 (Copg2) NM_001106929 -1.09 0.49 0.0012 -2.12 0.88

solute carrier family 27 (fatty acid transporter), member 3 (Slc27a3) NM_001106439 -1.09 0.48 0.0007 -2.13 0.78

StAR-related lipid transfer (START) domain containing 10 (Stard10) NM_001013069 -1.33 0.58 0.0008 -2.52 1.21

retinol binding protein 4, plasma (Rbp4) NM_013162 -2.09 1.20 0.0131 -4.27 7.22

progestin and adipoQ receptor family member III (Paqr3) XM_006250698 -1.00 0.25 0.0004 -2.00 0.44

inhibin alpha (Inha) NM_012590 -1.79 0.56 0.0020 -3.45 1.80

Immune response

Transport

Hormones

Cell growth and differentiation

Structural protein, 

cell adhesion
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Gene function Description (Gene symbol) Acc. No.: AVE log2 SD (LOG) P value (Corr) Fold change SD

Protein Rsf1  (Source:UniProtKB/TrEMBL;Acc:D3ZGQ8)  XM_218939 -1.95 1.05 0.0109 -3.87 2.89

nucleosome assembly protein 1-like 5 (Nap1l5) NM_001044293 -1.97 1.04 0.0039 -3.92 3.86

methyltransferase like 2B (Mettl2b) NM_001108839 -2.07 0.40 0.0000 -4.20 1.36

similar to immunoreceptor Ly49si3 (LOC690097) XM_003753951 -2.19 0.50 0.0001 -4.55 2.20

neuronal PAS domain protein 2 (Npas2) NM_001108214 -2.23 0.47 0.0000 -4.69 1.73

FM089532 etnofat cDNA clone etnofatP0014D18 5', mRNA sequence  FM089532 -2.40 0.36 0.0001 -5.28 1.54

chordin-like 1 (Chrdl1) NM_199502 -2.46 0.27 0.0000 -5.51 1.30

uncharacterized LOC102557390 (LOC102557390) XR_348511 -2.54 0.48 0.0000 -5.82 2.30

Q7TQ12_RAT (Q7TQ12) Aa1114 -2.62 0.32 0.0000 -6.14 1.69

TL0ACA45YL24 mRNA sequence FQ215947 -2.65 0.48 0.0000 -6.27 2.81

aryl hydrocarbon receptor nuclear translocator-like (Arntl) NM_024362 -2.75 0.54 0.0000 -6.75 2.85

similar to RIKEN cDNA 1500015O10 (RGD1305645) NM_001271051 -2.84 0.88 0.0003 -7.17 7.06

uncharacterized LOC100911508 (LOC100911508) XR_145872 -2.86 0.30 0.0000 -7.25 1.86

TL0ACA40YB18 mRNA sequence.  FQ216879 -2.99 1.21 0.0012 -7.94 9.21

family with sequence similarity 216, member B (Fam216b) XM_003751515 -3.04 0.89 0.0002 -8.25 6.41

SARCO_MOUSE (Q9CQD6) Sarcolipin, complete (TC628765) AW918768 -3.06 1.35 0.0020 -8.33 14.57

endogenous retrovirus mRNA AY212271 -3.51 1.47 0.0015 -11.38 17.10

uncharacterized LOC102552170 (LOC102552170) XM_006224493 -4.01 0.40 0.0000 -16.09 5.74

O89816_9GAMR (O89816) Envelope glycoprotein -4.04 0.99 0.0001 -16.49 15.56

Rat PRRHIS8 mRNA for ribosomal protein S8. (X56846) X56846 -4.14 0.73 0.0000 -17.63 12.05

Elongator protein 3/MiaB/NifB -4.21 0.37 0.0000 -18.51 5.56

endogenous retrovirus mRNA AY212271 -4.21 1.48 0.0006 -18.52 28.67

 similar to 60S ribosomal protein L19 (LOC316856) XM_229366 -4.46 0.84 0.0000 -22.05 16.63

uncharacterized LOC102554872 (LOC102554872) XR_348916 -4.86 0.35 0.0000 -29.02 8.07

WDNM1 homolog (LOC360228) NM_001003706 -5.14 1.80 0.0013 -35.24 76.86

BF559836 UI-R-E1-gj-h-06-0-UI.r1 UI-R-E1 cDNA clone UI-R-E1-gj-h-06-0-UI 5' BF559836 -1.03 0.33 0.0001 -2.04 0.51

AA900063 UI-R-E0-da-f-05-0-UI.s1 UI-R-E0 cDNA clone UI-R-E0-da-f-05-0-UI 3' AA900063 -1.03 0.58 0.0039 -2.05 1.07

UI-R-A0-au-e-04-0-UI.r1 UI-R-A0 cDNA clone UI-R-A0-au-e-04-0-UI 5' BF548298 -1.04 0.27 0.0006 -2.05 0.45

EST226005 Normalized rat brain, Bento Soares Rattus sp. cDNA clone RBRDG78 3' end AI229310 -1.04 0.29 0.0001 -2.05 0.48

AI639015 rx00967s Rat mixed-tissue library cDNA clone rx00967 3' AI639015 -1.06 0.38 0.0030 -2.08 0.65

EST455714 Rat Gene Index, normalized rat, cDNA cDNA clone RGIIJ08 3' sequence BF291123 -1.07 0.16 0.0001 -2.10 0.28

AI178495 EST222169 Normalized rat placenta, Bento Soares Rattus sp. cDNA clone RPLCR75 3' end AI178495 -1.07 0.46 0.0004 -2.10 0.81

BI279526 UI-R-DA0-byo-e-11-0-UI.s1 UI-R-DA0 cDNA clone UI-R-DA0-byo-e-11-0-UI 3' BI279526 -1.08 0.51 0.0008 -2.12 0.94

3A1 cerebral cortex Long Evans G13 cDNA BG709676 -1.08 0.44 0.0055 -2.12 0.79

AGENCOURT_66918755 NIH_MGC_366 cDNA clone IMAGE:8370242 5' DY319797 -1.11 0.42 0.0035 -2.16 0.82

AA891242 EST195045 Normalized rat heart, Bento Soares Rattus sp. cDNA clone RHEAQ93 3' end AA891242 -1.12 0.43 0.0016 -2.17 0.86

ESTT2990722 Rat brain ESTs cDNA clone ESTT2990722 3' AW055727 -1.20 0.19 0.0003 -2.30 0.35

AA874977 UI-R-E0-cf-c-01-0-UI.s1 UI-R-E0 cDNA clone UI-R-E0-cf-c-01-0-UI 3' similar to gi AA874977 -1.25 0.54 0.0101 -2.38 1.12

Q9D7C0_MOUSE (Q9D7C0) Adult male tongue cDNA, RIKEN full-length enriched library, 

clone:2310015N14 product:gene trap locus F3a, full insert sequence (Gene trap locus F3a)

-1.26 0.35 0.0001 -2.40 0.67

BQ206691 UI-R-DZ1-cnj-o-06-0-UI.s1 NCI_CGAP_DZ1 cDNA clone IMAGE:7346624 3' BQ206691 -1.27 0.17 0.0001 -2.41 0.34

ESTS-44 Rat GE subtracted cDNA library cDNA 3' similar to rat lymphoid enhancer factor-1 (LEF-1), 3' end BG901182 -1.30 0.54 0.0013 -2.45 1.32

Q4S355_TETNG (Q4S355) Chromosome 4 SCAF14752, whole genome shotgun sequence -1.30 0.12 0.0002 -2.47 0.26

AI102821 EST212110 Normalized rat embryo, Bento Soares Rattus sp. cDNA clone REMBT30 3' end AI102821 -1.32 0.16 0.0001 -2.50 0.34

AA997889 UI-R-C0-ht-a-07-0-UI.s1 UI-R-C0 cDNA clone UI-R-C0-ht-a-07-0-UI 3' AA997889 -1.33 0.27 0.0000 -2.52 0.53

AI008687 EST203138 Normalized rat embryo, Bento Soares Rattus sp. cDNA clone REMBB65 3' end AI008687 -1.33 0.34 0.0014 -2.52 0.73

Q7TMA9_RAT (Q7TMA9) Ac1262 (Ac1-114) (Ac2-069) (Ab2-196) (Ab1-341) (Ba2-693) (Aa1249) XM_343740 -1.35 0.35 0.0004 -2.55 0.80

BI395573 EST531444 Rat gene index, normalized rat, norvegicus cDNA clone RGIBQ61 5' end BI395573 -1.36 0.77 0.0072 -2.56 2.08

BE349658 hq41c08.x1 NCI_CGAP_Pr35 cDNA clone IMAGE:3121934 3' 

similar to SW:POL_FENV1 P31792 POL POLYPROTEIN (CONTAINS: REVERSE)  BE349658

-1.43 1.20 0.0455 -2.69 3.19

AW915407 EST346711 Normalized rat embryo, Bento Soares Rattus sp. cDNA clone RGICV10 5' end AW915407 -1.50 1.13 0.0439 -2.83 4.59

BG372484 UI-R-CV0-brq-e-06-0-UI.s1 UI-R-CV0 cDNA clone UI-R-CV0-brq-e-06-0-UI 3' BG372484 -1.52 0.87 0.0230 -2.88 1.80

FQ191892 spleen Sprague-Dawley cDNA clone TL0AEA74YD09 5' FQ191892 -1.54 0.50 0.0003 -2.90 1.17

AA899797 UI-R-E0-df-g-01-0-UI.s1 UI-R-E0 cDNA clone UI-R-E0-df-g-01-0-UI 3' AA899797 -1.55 0.25 0.0000 -2.93 0.61

Q4T0K3_TETNG (Q4T0K3) Chromosome 11 SCAF10960, whole genome shotgun sequence. (Fragment) AI317833 -1.56 1.11 0.0433 -2.95 2.59

AA849985 EST192752 Normalized rat muscle, Bento Soares Rattus sp. cDNA clone RMUAL41 3' end AA849985 -1.56 0.26 0.0000 -2.96 0.65

UI-R-BS0-amk-e-02-0-UI.s1 UI-R-BS0 cDNA clone UI-R-BS0-amk-e-02-0-UI 3' AW532652 -1.59 0.34 0.0001 -3.01 0.87

BQ209257 UI-R-DY1-cnt-g-22-0-UI.s1 NCI_CGAP_DY1 cDNA clone IMAGE:7334544 3' BQ209257 -1.61 0.89 0.0079 -3.04 2.16

AW142827 EST293081 Normalized rat brain, Bento Soares Rattus sp. cDNA clone RGIAW45 5' end AW142827 -1.61 0.63 0.0006 -3.06 1.47

AI176420 EST220004 Normalized rat ovary, Bento Soares Rattus sp. cDNA clone ROVBR51 3' end AI176420 -1.68 0.31 0.0001 -3.21 0.87

AW143870 EST294166 Normalized rat embryo, Bento Soares Rattus sp. cDNA clone RGICB87 5' end AW143870 -1.74 0.81 0.0045 -3.35 2.42

BI303289 UI-R-DQ0-ciz-n-19-0-UI.s1 UI-R-DQ0 cDNA clone UI-R-DQ0-ciz-n-19-0-UI 3' BI303289 -1.77 0.65 0.0003 -3.40 2.38

AA963229 UI-R-E1-gj-c-09-0-UI.s1 UI-R-E1 cDNA clone UI-R-E1-gj-c-09-0-UI 3' AA963229 -1.78 1.27 0.0206 -3.44 6.49

AI179380 EST223078 Normalized rat spleen, Bento Soares Rattus sp. cDNA clone RSPCG42 3' end AI179380 -1.83 0.95 0.0062 -3.55 2.60

AW142959 EST293251 Normalized rat kidney, Bento Soares Rattus sp. cDNA clone RGIBA46 5' end AW142959 -1.85 0.23 0.0000 -3.61 0.68

AI059864 UI-R-C1-la-a-08-0-UI.s1 UI-R-C1 cDNA clone UI-R-C1-la-a-08-0-UI 3' AI059864 -1.91 0.46 0.0000 -3.75 1.36

AA963699 UI-R-E1-gg-b-07-0-UI.s1 UI-R-E1 cDNA clone UI-R-E1-gg-b-07-0-UI 3' AA963699 -1.96 0.32 0.0000 -3.89 0.97

AW920722 EST352026 Rat gene index, normalized rat, norvegicus, Bento Soares cDNA clone RGIHB49 5' end AW920722 -2.00 0.42 0.0000 -4.01 1.43

EST201486 Normalized rat lung, Bento Soares Rattus sp. cDNA clone RLUAZ77 3' end AA945987 -2.11 1.44 0.0222 -4.32 6.95

BF551339 UI-R-C0-im-g-04-0-UI.r1 UI-R-C0 cDNA clone UI-R-C0-im-g-04-0-UI 5' BF551339 -2.11 0.30 0.0000 -4.33 1.06

AW144471 EST294848 Normalized rat placenta, Bento Soares Rattus sp. cDNA clone RGIAF73 5' end AW144471 -2.23 0.38 0.0000 -4.68 1.38

BF548045 UI-R-A0-bf-a-01-0-UI.r1 UI-R-A0 cDNA clone UI-R-A0-bf-a-01-0-UI 5' BF548045 -2.27 0.49 0.0000 -4.83 1.80

FM089532 etnofat cDNA clone etnofatP0014D18 5' FM089532 -2.40 0.36 0.0001 -5.28 1.54

UI-R-BS2-beq-f-11-0-UI.s1 UI-R-BS2 cDNA clone UI-R-BS2-beq-f-11-0-UI 3' BF398600 -2.43 0.45 0.0000 -5.37 1.79

AW520826 UI-R-BJ0p-agh-h-11-0-UI.s1 UI-R-BJ0p cDNA clone UI-R-BJ0p-agh-h-11-0-UI 3' AW520826 -2.74 0.99 0.0003 -6.67 6.00

Q3U6G1_MOUSE (Q3U6G1) Bone marrow macrophage cDNA, RIKEN full-length enriched library, 

clone:I830125G18 product:biliverdin reductase B (flavin reductase (NADPH) 

-3.48 0.69 0.0000 -11.15 7.67

UI-R-DZ0-cmz-f-17-0-UI.s1 UI-R-DZ0 cDNA clone UI-R-DZ0-cmz-f-17-0-UI 3' CN541679 -4.83 0.64 0.0000 -28.46 16.57

Others
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Abhydrolase domain containing 17C (Abhd17c) NM_001100736 2.799261 0.39 0.00 6.96 1.72

Alcohol dehydrogenase 1 (class I) (Adh1) NM_019286 2.43 0.99 0.00 5.38 2.78

Retinol saturase (all trans retinol 13,14 reductase) (Retsat) NM_145084 2.17 1.14 0.01 4.50 3.61

Diacylglycerol kinase, beta (Dgkb) NM_019304 2.07 0.34 0.00 4.21 0.82

Kallikrein 1-related peptidase C3 (Klk1c3) NM_001271315 1.92 0.45 0.00 3.79 1.07

Aldo-keto reductase family 1, member B10 (aldose reductase) (Akr1b10) NM_001013084 1.91 0.44 0.00 3.76 1.05

Adenosine monophosphate deaminase 1 (Ampd1) NM_138876 1.61 0.71 0.00 3.06 1.56

3-oxoacyl-ACP synthase, mitochondrial (Oxsm) NM_001100508 1.54 0.35 0.00 2.91 0.60

TWIST neighbor (Twistnb) NM_001108707 1.53 0.31 0.00 2.89 0.57

Aldehyde dehydrogenase 1 family, member A1 (Aldh1a1) NM_022407 1.53 0.32 0.00 2.88 0.54

Kallikrein 1-related peptidase C3 (Klk1c3) NM_001271315 1.47 0.39 0.00 2.76 0.62

Aldo-keto reductase family 1, member C12 (Akr1c12) NM_001170342 1.39 0.41 0.00 2.61 0.65

Kallikrein 1-related peptidase C7 (Klk1c7) NM_012593 1.28 0.35 0.00 2.43 0.51

Dual specificity phosphatase 15 (Dusp15) NM_001108598 1.25 0.26 0.00 2.37 0.35

Rattus norvegicus like-glycosyltransferase (Large) NM_001108439 1.23 0.64 0.00 2.35 0.96

Procollagen lysine, 2-oxoglutarate 5-dioxygenase 2 (Plod2) NM_175869 1.23 0.38 0.00 2.34 0.57

Neutrophil cytosolic factor 1 (Ncf1) NM_053734 1.20 0.27 0.00 2.30 0.37

Alcohol dehydrogenase 7 (class IV) NM_134329 1.18 0.49 0.00 2.26 0.64

Crystallin, zeta (quinone reductase) (Cryz) NM_001012183 1.16 0.35 0.00 2.24 0.50

Epoxide hydrolase 1, microsomal (xenobiotic) (Ephx1) NM_012844 1.14 0.62 0.00 2.21 0.98

Sulfotransferase family, cytosolic, 1A, phenol-preferring, member 1 (Sult1a1) NM_031834 1.08 0.65 0.00 2.12 1.01

UDP-N-acteylglucosamine pyrophosphorylase 1 (Uap1) NM_001191930 1.07 0.67 0.00 2.09 0.95

Nicotinamide nucleotide adenylyltransferase 3 (Nmnat3) NM_001013224 1.04 0.46 0.00 2.05 0.56

SMS1_RAT (Q7TSX5) Phosphatidylcholine:ceramide cholinephosphotransferase 1 

(Transmembrane protein 23) (Sphingomyelin synthase 1) (Mob protein)

1.02 0.37 0.00 2.03 0.49

Phosphotriesterase related (Pter) NM_022224 1.01 0.44 0.00 2.01 0.57

Chaperonin containing Tcp1, subunit 6A (zeta 1) (Cct6a) NM_001033684 1.09 0.76 0.02 2.13 1.05

Nitric oxide synthase 1 (neuronal) adaptor protein (Nos1ap) NM_138922 1.04 0.56 0.00 2.06 0.81

Growth arrest and DNA-damage-inducible, beta (Gadd45b) NM_001008321 1.00 0.49 0.00 2.00 0.68

Phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma) (Pla2g7) NM_001009353 2.23 0.29 0.00 4.68 0.88

Protein tyrosine phosphatase, non-receptor type 13 (Ptpn13) NM_001100789 2.13 1.06 0.00 4.38 2.18

Ephrin A2 (Efna2) NM_001168670 1.77 0.31 0.00 3.41 0.60

Crystallin, mu (Crym) NM_053955 1.76 0.39 0.00 3.38 0.78

Cd47 molecule (Cd47) NM_019195 1.74 0.26 0.00 3.34 0.51

Calsyntenin 2 (Clstn2) NM_134377 1.63 0.65 0.00 3.09 1.41

Ring finger protein 187 (Rnf187) NM_001164264 1.61 0.34 0.00 3.06 0.63

Period circadian clock 2 (Per2) NM_031678 1.50 0.43 0.00 2.83 0.77

Ankyrin repeat domain 23 (Ankrd23) NM_001108211 1.43 0.69 0.00 2.70 1.10

Tripartite motif-containing 50 (Trim50) NM_181080 1.41 0.37 0.00 2.66 0.62

TAF13 RNA polymerase II, TATA box binding protein (TBP)-associated factor (Taf13) NM_001107716 1.39 0.24 0.00 2.62 0.36

Protein kinase C, epsilon (Prkce) NM_017171 1.34 0.40 0.00 2.53 0.65

Eukaryotic translation initiation factor 2-alpha kinase 2 (Eif2ak2) NM_019335 1.32 0.41 0.00 2.50 0.62

MEF2B neighbor (Mef2bnb) NM_001145726 1.29 0.76 0.02 2.45 1.08

DEAH (Asp-Glu-Ala-His) box helicase 9 (Dhx9) NM_001107184 1.27 0.72 0.01 2.42 1.12

Mitochondrial elongation factor 1 (Mief1) NM_001007709 1.26 0.29 0.00 2.39 0.44

Nuclear protein, transcriptional regulator, 1 (Nupr1) NM_053611 1.19 0.58 0.00 2.29 0.81

Ankyrin repeat domain 23 (Ankrd23) NM_001108211 1.13 0.70 0.02 2.19 0.93

Cysteine-rich, angiogenic inducer, 61 (Cyr61) NM_031327 1.11 0.31 0.00 2.16 0.40

Rho-related BTB domain containing 1 (Rhobtb1) NM_001107622 1.07 0.42 0.00 2.10 0.54

D site of albumin promoter (albumin D-box) binding protein (Dbp) NM_012543 1.06 0.44 0.00 2.09 0.55

Ankyrin repeat domain 33B (Ankrd33b) NM_001191565 1.05 0.40 0.00 2.06 0.51

ALX homeobox 3 (Alx3) NM_001007012 1.03 0.45 0.00 2.04 0.55

Guanine nucleotide binding protein (G protein), beta polypeptide 3 (Gnb3) NM_021858 1.02 0.30 0.00 2.03 0.38

Period circadian clock 3 (Per3) NM_023978 1.01 0.54 0.00 2.02 0.70

Rho family GTPase 1 (Rnd1) NM_001013222 1.00 0.47 0.00 2.01 0.60

Potassium voltage-gated channel, Isk-related family, member 1 (Kcne1) NM_012973 2.72 0.82 0.00 6.57 4.07

ATPase, H+ transporting, lysosomal V1 subunit G2 (Atp6v1g2) NM_212490 2.53 0.60 0.00 5.77 2.02

Cholinergic receptor, nicotinic, alpha 7 (neuronal) (Chrna7) S53987 1.79 0.31 0.00 3.45 0.63

ATPase, Ca++ transporting, plasma membrane 2 (Atp2b2) NM_012508 1.71 0.50 0.00 3.27 0.91

G protein-coupled receptor 45 (Gpr45) NM_001106906 1.38 0.37 0.00 2.60 0.55

Sortilin-related receptor, LDLR class A repeats-containing (Sorl1) NM_053519 1.20 0.48 0.00 2.29 0.69

ATP-binding cassette, subfamily G (WHITE), member 1 (Abcg1) NM_053502 1.09 0.40 0.00 2.13 0.52

Peroxisomal membrane protein 4 (Pxmp4) NM_172223 2.52 0.21 0.00 5.73 0.74

Transmembrane protein 116 (Tmem116) NM_001159625 1.53 0.23 0.00 2.89 0.38

Transmembrane protein 189 (Tmem189) NM_001113752 1.10 0.18 0.00 2.15 0.22

Epsin 3 (Epn3) NM_001024791 1.50 0.39 0.00 2.83 0.69

Collagen, type VIII, alpha 1 (Col8a1) NM_001107100 1.29 0.49 0.00 2.44 0.81

Selectin E (Sele) NM_138879 1.09 0.62 0.01 2.14 0.87

WD repeat domain 45B (Wdr45b) NM_001039587 1.04 0.36 0.00 2.06 0.47

Transcription elongation factor A (SII)-like 7 (Tceal7) NM_001109401 1.86 0.84 0.00 3.63 1.88

Jun D proto-oncogene (Jund) NM_138875 1.71 0.29 0.00 3.28 0.60

Minichromosome maintenance complex component 8 (Mcm8) NM_001106514 1.06 0.23 0.00 2.09 0.30

Quiescin Q6 sulfhydryl oxidase 1 (Qsox1) NM_053431 1.02 0.40 0.00 2.02 0.52

Thyrotrophic embryonic factor (Tef) NM_019194 1.01 0.33 0.00 2.02 0.41

WEE1 G2 checkpoint kinase (Wee1) NM_001012742 1.00 0.32 0.00 2.01 0.39

RT1 class Ib, locus T18 (RT1-T18) NM_001002821 2.31 0.77 0.00 4.95 2.21

2'-5' oligoadenylate synthetase 1A (Oas1a) NM_138913 1.98 0.86 0.00 3.94 2.50

Cd7 molecule (Cd7) NM_001107074 1.34 0.34 0.00 2.52 0.47

T-cell immunoglobulin and mucin domain containing 4 (Timd4) XM_006220638 1.32 0.79 0.02 2.50 1.09

Killer cell lectin-like receptor, family E, member 1 (Klre1) NM_181372 1.26 0.48 0.00 2.39 0.68

Complement component 2 (C2) NM_172222 1.24 0.72 0.00 2.36 1.10

Triggering receptor expressed on myeloid cells 2 (Trem2) NM_001106884 1.16 0.81 0.01 2.24 1.36

Fc fragment of IgG, low affinity IIIa, receptor (Fcgr3a) NM_207603 1.11 0.61 0.00 2.16 0.87

Abhydrolase domain containing 16A (Abhd16a) NM_212531 1.09 0.49 0.00 2.12 0.68

Chemochine (C-X-C motif)receptor 6 (Cxcr6) NM_001102587 1.08 0.35 0.00 2.11 0.49

RT1 class I, locus M6, gene 2 (RT1-M6-2) NM_001008853 1.04 0.69 0.00 2.06 0.92

ATPase, Ca++ transporting, plasma membrane 2 (Atp2b2) NM_012508 1.78 0.41 0.00 3.44 0.77

Solute carrier family 16 (monocarboxylate transporter), member 7 (Slc16a7) NM_017302 1.64 0.38 0.00 3.11 0.69

Kinesin family member 15 (Kif15) NM_181635 1.55 0.88 0.01 2.93 1.58

Solute carrier organic anion transporter family, member 5A1 (Slco5a1) NM_001107898 1.35 0.68 0.00 2.55 1.00

Solute carrier family 18, subfamily B, member 1 (Slc18b1) XM_006222867 1.14 0.50 0.00 2.20 0.74

Solute carrier family 11 (proton-coupled divalent metal ion transporter), member 1 (Slc11a1) NM_001031658 1.14 0.66 0.00 2.20 1.04

Kinesin light chain 1 (Klc1) NM_001081974 1.07 0.58 0.00 2.10 0.73

Solute carrier family 39 (zinc transporter), member 2 (Slc39a2) NM_001107260 1.00 0.48 0.00 2.00 0.60
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Guanylate binding protein 1, interferon-inducible (gbp1) XM_006224278 4.80 0.49 0.00 27.84 8.96

Uncharacterized LOC102549588 XR_362031 4.69 0.54 0.00 25.85 8.31

Twin-arginine translocation pathway signal 4.52 0.58 0.00 23.01 9.81

TL0ADA29YA08 mRNA sequence FQ222105 3.27 0.42 0.00 9.64 2.34

Similar to ribosomal protein L6 (LOC366145) XM_345411 2.94 0.59 0.00 7.70 3.03

Mitochondrial ribosomal protein S10 (Mrps10) NM_001008859 2.86 1.24 0.00 7.28 4.07

Cd300 molecule-like family member G (Cd300lg) XM_003750936 2.61 0.68 0.00 6.10 2.99

MRNA decapping enzyme 2.32 0.35 0.00 4.99 1.11

Transmembrane emp24 domain-containing protein 5 precursor 2.14 0.28 0.00 4.41 0.72

Macrophage activation 2 like (Mpa2l) XM_006221662 2.10 1.05 0.00 4.30 3.00

Similar to interferon-inducible GTPase (RGD1309362) NM_001024884 2.02 0.84 0.00 4.06 2.65

Myc-like oncogene, s-myc protein (Mycs) NM_021837 2.00 0.80 0.00 4.00 1.64

Uncharacterized LOC102556738 XR_340771 1.96 0.44 0.00 3.89 1.10

Nuclear casein kinase and cyclin-dependent kinase substrate 1 (Nucks1) XM_006249797 1.96 0.34 0.00 3.89 0.74

Transducin-like enhancer of split 6 (E(sp1) homolog, Drosophila) (Tle6) XM_006241027 1.95 0.43 0.00 3.87 1.10

Transmembrane protein 132C (Tmem132c) XM_002724836 1.91 0.45 0.00 3.75 1.09

CWC25 spliceosome-associated protein homolog (S. cerevisiae) (Cwc25) NM_001108295 1.82 0.76 0.00 3.52 1.65

Contactin associated protein-like 2 (Cntnap2) XM_006236412 1.79 0.39 0.00 3.47 0.84

Anaphase promoting complex subunit 10 (Anapc10) XM_006255406 1.77 1.29 0.03 3.41 4.41

Deoxycytidine triphosphate deaminase 1.73 0.35 0.00 3.32 0.74

Hypothetical protein LOC500028 NM_001047954 1.65 0.38 0.00 3.13 0.66

RNA binding motif protein 44 (Rbm44) XM_001066845 1.64 0.46 0.00 3.12 0.87

Trichorhinophalangeal syndrome I (Trps1) XM_006241626 1.62 0.39 0.00 3.08 0.69

Excision repair cross-complementing rodent repair deficiency, complementation group 8 (Ercc8) NM_001107650 1.60 0.27 0.00 3.03 0.49

Uncharacterized LOC100912569 XR_348427 1.59 0.82 0.01 3.02 1.80

Contactin associated protein-like 2 (Cntnap2) XM_006236412 1.56 0.34 0.00 2.95 0.58

Uncharacterized LOC100909729 XR_146375 1.55 0.57 0.00 2.93 1.07

Similar to ras homolog gene family, member U (LOC678766) XM_006222804 1.52 0.47 0.00 2.87 0.86

Contactin associated protein-like 2 (Cntnap2) XM_006236412 1.52 0.34 0.00 2.86 0.58

Similar to spermatogenesis associated glutamate (E)-rich protein 4d (LOC501307) BC088860 1.48 0.54 0.00 2.78 0.86

Q8VJC0_MYCTU (Q8VJC0) PE_PGRS family protein 1.47 0.26 0.00 2.76 0.42

Similar to ras homolog gene family, member U (LOC678766) XM_006222804 1.44 0.48 0.00 2.71 0.86

Uncharacterized LOC102556614 XR_346752 1.40 0.37 0.00 2.64 0.55

Hydroxyacylglutathione hydrolase-like XM_006246064 1.40 0.38 0.00 2.64 0.62

Nudix (nucleoside diphosphate linked moiety X)-type motif 3 (Nudt3) FQ211747 1.39 0.43 0.00 2.61 0.68

Ankyrin repeat and SOCS box-containing 18 (Asb18) NM_001108231 1.37 1.00 0.02 2.59 2.29

Q7Q9X8_ANOGA (Q7Q9X8) ENSANGP00000011728 (Fragment) 1.34 0.39 0.00 2.54 0.66

CAP-Gly domain-containing linker protein 3-like (LOC100911911) XM_003748820 1.34 0.40 0.00 2.53 0.60

TL0ADA29YA08 mRNA sequence FQ222105 1.29 0.32 0.00 2.44 0.47

Similar to hypothetical protein FLJ10652 (RGD1309621) XM_001075984 1.28 0.47 0.00 2.42 0.74

POC1 centriolar protein A (Poc1a) NM_001109296 1.23 0.21 0.00 2.35 0.30

Cytochrome P450, family 4, subfamily v, polypeptide 3 (Cyp4v3) AF311886 1.23 0.89 0.02 2.34 1.75

Regulatory factor X, 4 (influences HLA class II expression) (Rfx4) XM_006226035 1.21 1.10 0.04 2.31 1.92

Solute carrier family 18, subfamily B, member 1 (Slc18b1) XM_006222867 1.19 0.34 0.00 2.29 0.44

Similar to hepatic leukemia factor (LOC690286) XM_006220780 1.18 0.44 0.00 2.27 0.59

Formin 1 (Fmn1) XM_006234717 1.17 0.33 0.00 2.26 0.44

Uncharacterized LOC102550747 XR_339226 1.17 0.27 0.00 2.24 0.37

Q9KIB5_AZOVI (Q9KIB5) AmpE 1.16 0.83 0.03 2.24 1.16

Uncharacterized LOC100911809 XR_146157 1.16 0.54 0.00 2.23 0.70

Uncharacterized LOC100909684 XR_146107 1.16 0.86 0.03 2.23 1.16

Erythrocyte membrane protein band 4.1 like 4A (Epb41l4a) XM_006254583 1.15 0.38 0.00 2.22 0.52

Similar to RIKEN cDNA 4930550C14 (RGD1311251) NM_001024265 1.14 0.15 0.00 2.20 0.20

Uncharacterized LOC102555429 XR_358059 1.11 0.60 0.00 2.16 0.88

MOB protein mRNA, complete cds. (Sgms1) AY280961 1.11 0.51 0.00 2.15 0.69

Q7TMC2_RAT (Q7TMC2) Ac1054 (Ac2-193) 1.10 0.21 0.00 2.15 0.26

RT1 class I, locus CE7 (RT1-CE7) NM_001008845 1.10 0.80 0.01 2.14 1.20

G patch domain containing 2-like (Gpatch2l) NM_001134559 1.10 0.43 0.00 2.14 0.58

3-hydroxybutyrate dehydrogenase, type 1 (Bdh1) XM_006248477 1.10 0.57 0.00 2.14 0.71

Q924B3_MOUSE (Q924B3) Polyamine modulated factor-1S BF420434 1.09 0.36 0.00 2.12 0.48

Rho GTPase activating protein 42 (Arhgap42) XM_006226301 1.08 0.33 0.00 2.12 0.43

Similar to hepatic leukemia factor (LOC690286) XM_006220780 1.08 0.40 0.00 2.11 0.50

Q5C245_SCHJA (Q5C245) SJCHGC07268 protein (Fragment) 1.07 0.24 0.00 2.10 0.32

Q5FVQ1_RAT (Q5FVQ1) TRAF3-interacting JNK-activating modulator XM_341175 1.07 0.48 0.00 2.10 0.65

Others
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Nicotinamide riboside kinase 2 (Nmrk2) XM_003750277 1.07 0.69 0.015 2.09 0.84

Yip1 domain family, member 1 (Yipf1) NM_199383 1.06 0.22 0.000 2.08 0.28

RT1 class I, locus CE12 (RT1-CE12) NM_001008835 1.05 0.72 0.005 2.08 0.95

6-phosphogluconate dehydrogenase, decarboxylating-like (LOC100360180) XM_002729565 1.04 0.27 0.000 2.05 0.34

Q8TBY9_HUMAN (Q8TBY9) WD repeat domain 66 1.03 0.26 0.000 2.04 0.31

ybeY metallopeptidase (Ybey) NM_001108529 1.01 0.34 0.000 2.02 0.41

LRRN4 C-terminal like (Lrrn4cl) NM_001109579 1.01 0.22 0.001 2.02 0.26

Rattus sp. alpha 1-VIII collagen mRNA S63458 1.40 0.61 0.000 2.63 1.15

Myosin, heavy polypeptide 13, skeletal muscle 

[Source:MGI Symbol;Acc:MGI:1339967] [ENSRNOT00000043412] XM_001078857

1.36 0.73 0.008 2.56 1.16

AI101373 EST210662 Normalized rat brain, 

Bento Soares Rattus sp. cDNA clone RBRBN52 3' end, mRNA sequence AI101373

2.86 0.22 0.000 7.26 0.94

AI549009 UI-R-C3-tv-d-09-0-UI.s1 UI-R-C3 AI549009 2.43 0.22 0.000 5.39 0.70

cDNA, clone: wbD11, differentially expressed in pylorus, strain: BUF/Nac. AB072251 2.32 0.46 0.000 4.99 1.18

RVL62 Wackym-Soares normalized rat vestibular cDNA library Rattus norvegicus cDNA 5' CX569150 2.20 1.18 0.010 4.60 3.73

Similar to 60S ribosomal protein L7a (Surfeit locus protein 3) (PLA-X polypeptide) (LOC305779) XM_223867 2.12 0.63 0.000 4.36 2.04

Rattus norvegicus chromosome 7, 14 clones, strain BN/SsNHsdMCW RNOR03304660, 

whole genome shotgun sequence AABR03055518

2.12 1.23 0.007 4.35 3.73

AA955151 UI-R-A1-ez-d-03-0-UI.s2 UI-R-A1 

Rattus norvegicus cDNA clone UI-R-A1-ez-d-03-0-UI 3' similar to gi AA955151

1.82 1.01 0.016 3.53 2.24

UI-R-E1-ff-a-04-0-UI.s1 UI-R-E1 Rattus norvegicus cDNA clone UI-R-E1-ff-a-04-0-UI 3' AA955932 1.80 0.22 0.000 3.49 0.44

AA819383 UI-R-A0-bk-g-11-0-UI.s1 UI-R-A0 

Rattus norvegicus cDNA clone UI-R-A0-bk-g-11-0-UI 3' similar to gb  AA819383

1.76 1.34 0.031 3.39 3.02

AA955388 UI-R-A1-ex-a-11-0-UI.s1 UI-R-A1 

Rattus norvegicus cDNA clone UI-R-A1-ex-a-11-0-UI 3' similar to gi [AA955388] AA955388

1.75 0.48 0.000 3.36 0.92

AW143134 EST293430 Normalized rat brain, Bento Soares Rattus sp. cDNA clone RGIBE30 5' end AW143134 1.73 0.53 0.000 3.32 1.21

AI070971 UI-R-C2-na-e-03-0-UI.s1 UI-R-C2 Rattus norvegicus cDNA clone UI-R-C2-na-e-03-0-UI 3' AI070971 1.70 0.25 0.000 3.25 0.47

CB545207 AMGNNUC:SRVC1-00121-D10-A srvc1 (10901) Rattus norvegicus cDNA clone srvc1-00121-d10 5' CB545207 1.47 0.20 0.000 2.78 0.33

AA925323 UI-R-A1-ek-g-11-0-UI.s1 UI-R-A1 

Rattus norvegicus cDNA clone UI-R-A1-ek-g-11-0-UI 3' similar to gi [AA925323] AA925323

1.46 0.50 0.003 2.75 0.84

UI-R-FS0-cqt-a-21-0-UI.s1 UI-R-FS0 Rattus norvegicus cDNA clone UI-R-FS0-cqt-a-21-0-UI 3' CA509943 1.45 0.94 0.013 2.73 1.80

UI-R-C1-kk-e-12-0-UI.s1 UI-R-C1 Rattus norvegicus cDNA clone UI-R-C1-kk-e-12-0-UI 3' AI045171 1.33 0.32 0.000 2.51 0.48

BF418041 UI-R-CA1-blv-c-12-0-UI.s1 UI-R-CA1 Rattus norvegicus cDNA clone UI-R-CA1-blv-c-12-0-UI 3' BF418041 1.32 0.44 0.001 2.50 0.69

1Z92_B Chain B, Structure Of Interleukin-2 With Its Alpha Receptor. 

{Homo sapiens} (exp=-1; wgp=0; cg=0), partial (10%) [TC588944]

1.31 0.79 0.008 2.47 1.30

UI-R-CW0-bxn-c-09-0-UI.s1 UI-R-CW0 Rattus norvegicus cDNA clone UI-R-CW0-bxn-c-09-0-UI 3' BI278569 1.28 0.40 0.000 2.43 0.65

AA859996 UI-R-E0-ca-b-04-0-UI.s1 UI-R-E0 

Rattus norvegicus cDNA clone UI-R-E0-ca-b-04-0-UI 3' similar to gb AA859996

1.24 0.41 0.001 2.36 0.59

AI172261 EST218261 Normalized rat muscle, Bento Soares Rattus sp. cDNA clone RMUBX03 3' end AI172261 1.24 0.39 0.001 2.36 0.52

Q4REV0_TETNG (Q4REV0) Chromosome 13 SCAF15122, whole genome shotgun sequence. (Fragment) 1.23 0.69 0.002 2.34 1.15

CB544348 AMGNNUC:HKR1-00056-A1-A Anemic Rat Kidney (10400) 

Rattus norvegicus cDNA clone hkr1-00056-a1 5' CB544348

1.22 0.45 0.000 2.33 0.68

AI179391 EST223092 Normalized rat spleen, Bento Soares Rattus sp. cDNA clone RSPCG58 3' end AI179391 1.22 0.50 0.004 2.33 0.70

AI103119 EST212408 Normalized rat embryo, Bento Soares Rattus sp. cDNA clone REMBX47 3' end AI103119 1.18 0.78 0.038 2.26 1.17

UI-R-DK0-cee-a-12-0-UI.s1 UI-R-DK0 Rattus norvegicus cDNA clone UI-R-DK0-cee-a-12-0-UI 3' BI294956 1.17 0.21 0.001 2.26 0.27

EST292671 Normalized rat embryo, Bento Soares Rattus sp. cDNA clone RGIAL21 5' end AW142419 1.16 0.29 0.000 2.23 0.40

AGENCOURT_17901082 NIH_MGC_234 Rattus norvegicus cDNA clone IMAGE:7193871 5' CK602782 1.12 0.38 0.001 2.17 0.54

AGENCOURT_111270847 NIH_MGC_418 Rattus norvegicus cDNA clone IMAGE:9024653 5' EV767341 1.09 0.36 0.003 2.13 0.50

AA859324 UI-R-E0-cj-d-07-0-UI.s1 UI-R-E0 

Rattus norvegicus cDNA clone UI-R-E0-cj-d-07-0-UI 3' similar to gb  AA859324

1.09 0.68 0.026 2.13 0.86

UI-R-EB1-clq-k-20-0-UI.s1 UI-R-EB1 Rattus norvegicus cDNA clone UI-R-EB1-clq-k-20-0-UI 3' BQ200854 1.09 0.43 0.002 2.12 0.55

UI-R-BT1-ako-f-11-0-UI.r1 UI-R-BT1 Rattus norvegicus cDNA clone UI-R-BT1-ako-f-11-0-UI 5' BF565662 1.07 0.43 0.000 2.10 0.62

XM_750378 rRNA assembly protein Mis3 

{Aspergillus fumigatus Af293} (exp=-1; wgp=0; cg=0), partial (6%) [TC616854] AW143697

1.03 0.31 0.001 2.04 0.36

BG662864 DRA04E08 Rat DRG Library Rattus norvegicus cDNA clone DRA04E08 5' BG662864 1.03 0.51 0.004 2.04 0.61

AA900536 UI-R-E0-ch-b-07-0-UI.s3 UI-R-E0 

Rattus norvegicus cDNA clone UI-R-E0-ch-b-07-0-UI 3' similar to gi  AA900536

1.01 0.42 0.003 2.02 0.52

BI303634 UI-R-DQ0-cja-j-08-0-UI.s1 UI-R-DQ0 

Rattus norvegicus cDNA clone UI-R-DQ0-cja-j-08-0-UI 3' BI303634

1.01 0.63 0.026 2.02 0.71

BQ209488 UI-R-EP0-cnx-l-14-0-UI.s1 UI-R-EP0 

Rattus norvegicus cDNA clone UI-R-EP0-cnx-l-14-0-UI 3' BQ209488

1.00 0.29 0.001 2.01 0.31

AW920939 EST352243 Rat gene index, normalized rat, norvegicus, Bento Soares 

Rattus norvegicus cDNA clone RGIHJ87 5' end, mRNA sequence [AW920939]

AW920939

1.00 0.42 0.003 2.00 0.52

Others
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glucokinase (hexokinase 4) regulator (Gckr) NM_013120 -1.02 0.51 0.0011 -2.03 0.80

flavin containing monooxygenase 5 (Fmo5) NM_144739 -1.03 0.51 0.0029 -2.04 0.89

apolipoprotein D (Apod) NM_012777 -1.06 0.70 0.0286 -2.08 1.63

phosphoenolpyruvate carboxykinase 1 (soluble) (Pck1) NM_198780 -1.07 0.59 0.0117 -2.10 1.26

cytochrome P450, family 2, subfamily e, polypeptide 1 (Cyp2e1) NM_031543 -1.08 1.06 0.0419 -2.11 1.73

protein phosphatase 2, regulatory subunit B, beta (Ppp2r2b), transcript variant 1 NM_022209 -1.09 0.57 0.0052 -2.13 1.12

protein disulfide isomerase family A, member 2 (Pdia2) NM_001105775 -1.10 0.32 0.0001 -2.15 0.51

protease, serine, 12 neurotrypsin (motopsin) (Prss12) NM_053504 -1.12 0.28 0.0049 -2.17 0.48

phosphodiesterase 10A (Pde10a) NM_022236 -1.13 0.61 0.0011 -2.18 1.21

phosphoribosyl pyrophosphate synthetase 2 (Prps2) XM_006256829 -1.13 0.33 0.0001 -2.19 0.65

ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3)-N-acetylgalactosaminide alpha-2,6-sialyltransferase 3 (St6galnac3) NM_019123 -1.13 0.43 0.0001 -2.19 0.75

patatin-like phospholipase domain containing 3 (Pnpla3) NM_001282324 -1.14 0.67 0.0032 -2.20 1.53

nicotinamide N-methyltransferase (Nnmt) NM_001106819 -1.15 0.33 0.0003 -2.22 0.62

calpain 12 (Capn12), mRNA (NM_001110808) NM_001110808 -1.19 0.42 0.0007 -2.28 0.87

lysophosphatidylcholine acyltransferase 2 (Lpcat2) NM_001271344 -1.19 0.47 0.0002 -2.28 0.79

carboxypeptidase X (M14 family), member 1 (Cpxm1) NM_001106511 -1.27 0.22 0.0000 -2.41 0.44

kallikrein related-peptidase 12 (Klk12) NM_001107508 -1.35 0.40 0.0005 -2.55 0.95

dipeptidylpeptidase 4 (Dpp4) NM_012789 -1.35 0.17 0.0001 -2.55 0.38

epoxide hydrolase 2, cytoplasmic (Ephx2) NM_022936 -1.44 0.63 0.0003 -2.71 1.50

cytochrome P450, family 2, subfamily j, polypeptide 4 (Cyp2j4) NM_023025 -1.46 0.29 0.0001 -2.75 0.69

dimethylarginine dimethylaminohydrolase 1 (Ddah1) NM_022297 -1.54 0.60 0.0001 -2.92 1.60

patatin-like phospholipase domain containing 3 (Pnpla3) NM_001282324 -1.55 0.71 0.0027 -2.93 1.61

transglutaminase 1 (Tgm1) NM_031659 -1.98 0.55 0.0002 -3.93 1.87

carbonic anhydrase 6 (Car6) NM_001134841 -2.03 0.76 0.0002 -4.08 2.61

phenazine biosynthesis-like protein domain containing 1 (Pbld1) NM_138530 -2.14 0.68 0.0001 -4.41 2.60

coproporphyrinogen oxidase (Cpox) NM_001037095 -2.32 0.45 0.0001 -4.98 2.06

prolyl 4-hydroxylase, alpha polypeptide III (P4ha3) XM_006229769 -2.36 0.38 0.0001 -5.13 1.68

Stress response glutathione S-transferase alpha 2 (Gsta2) NM_017013 -1.28 0.67 0.0059 -2.43 1.68

small nuclear RNA activating complex, polypeptide 5 (Snapc5) NM_001109643 -1.00 0.56 0.0268 -2.00 0.84

ribosomal protein S7 (Rps7) NM_031570 -1.01 0.32 0.0001 -2.02 0.54

TNF receptor-associated factor 6, E3 ubiquitin protein ligase (Traf6) NM_001107754 -1.05 0.47 0.0002 -2.07 0.82

GC-rich promoter binding protein 1 (Gpbp1) NM_001106410 -1.06 0.27 0.0000 -2.08 0.43

zinc finger protein 90 (Zfp90) NM_001025765 -1.06 0.38 0.0002 -2.09 0.69

Rho GTPase activating protein 28 (Arhgap28) XM_006245627 -1.07 0.37 0.0010 -2.09 0.63

RAB27A, member RAS oncogene family (Rab27a) NM_017317 -1.11 0.33 0.0005 -2.16 0.61

GLI family zinc finger 1 (Gli1) NM_001191910 -1.18 0.59 0.0145 -2.27 1.27

protein kinase, AMP-activated, beta 2 non-catalytic subunit (Prkab2), mRNA (NM_022627) NM_022627 -1.18 0.25 0.0001 -2.27 0.46

tissue factor pathway inhibitor (lipoprotein-associated coagulation inhibitor) (Tfpi), transcript variant 1 NM_017200 -1.20 0.25 0.0002 -2.30 0.51

CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase-like (Ctdspl) NM_001106865 -1.30 0.36 0.0000 -2.46 0.69

lymphocyte antigen 6 complex, locus G6C (Ly6g6c) NM_001001969 -1.42 0.59 0.0056 -2.67 1.38

signal transducer and activator of transcription 3 (acute-phase response factor) (Stat3) NM_012747 -1.50 0.38 0.0000 -2.83 0.87

zinc finger E-box binding homeobox 2 (Zeb2) NM_001033701 -1.56 0.40 0.0001 -2.95 0.96

cAMP responsive element binding protein 5 (Creb5) XM_006236505 -1.62 0.52 0.0001 -3.07 1.26

dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 3 (Dyrk3) NM_001024767 -1.74 0.65 0.0006 -3.35 1.95

hypermethylated in cancer 1 (Hic1) NM_001107021 -1.83 0.70 0.0019 -3.55 2.10

Rho guanine nucleotide exchange factor (GEF) 5 (Arhgef5) XM_006224892 -1.96 0.47 0.0001 -3.89 1.45

thyroid hormone responsive (Thrsp) NM_012703 -2.28 0.98 0.0020 -4.86 5.18

cellular retinoic acid binding protein 2 (Crabp2) NM_017244 -2.32 0.50 0.0001 -4.98 2.42

A kinase (PRKA) anchor protein 3 (Akap3) NM_001005557 -2.68 0.35 0.0000 -6.39 1.90

uroplakin 1B (Upk1b) NM_001024253 -3.69 0.69 0.0001 -12.89 7.94

Low density lipoprotein receptor-related protein 8, apolipoprotein e receptor (Lrp8) XM_006238570 -1.00 0.57 0.0050 -2.00 0.97

ATP-binding cassette, subfamily G (WHITE), member 2 (Abcg2) NM_181381 -1.00 0.46 0.0035 -2.00 0.76

neurotrophic tyrosine kinase, receptor, type 2 (Ntrk2), transcript variant 2 NM_001163168 -1.07 0.70 0.0063 -2.09 1.41

ATPase, H+/K+ exchanging, alpha polypeptide (Atp4a) NM_012509 -1.10 0.57 0.0017 -2.14 0.93

cholinergic receptor, nicotinic, gamma (muscle) (Chrng) NM_019145 -1.11 0.40 0.0038 -2.15 0.76

protein tyrosine phosphatase, receptor-type, Z polypeptide 1 (Ptprz1), transcript variant 2 NM_001170685 -1.19 0.71 0.0090 -2.29 1.38

interleukin 17 receptor E (Il17re) NM_001004091 -1.23 0.41 0.0006 -2.35 0.85

lysophosphatidic acid receptor 1 (Lpar1) NM_053936 -1.29 0.37 0.0001 -2.45 0.75

voltage-gated calcium channel pore forming subunit CaV1.3alpha1 mRNA, complete cds, alternatively spliced. AF370009 -1.32 0.55 0.0009 -2.49 1.21

solute carrier family 41, member 3 (Slc41a3)  NM_001037492 -1.35 0.55 0.0002 -2.55 1.00

tumor necrosis factor receptor superfamily, member 17 (Tnfrsf17) NM_001105761 -1.39 0.27 0.0002 -2.63 0.58

Fc fragment of IgE, low affinity II, receptor for (CD23) (Fcer2), transcript variant 2 NM_133550 -1.40 0.84 0.0132 -2.64 1.58

cholinergic receptor, nicotinic, alpha 1 (muscle) (Chrna1) NM_024485 -1.55 1.01 0.0174 -2.92 2.50

interleukin 22 receptor, alpha 2 (Il22ra2) NM_001003404 -1.62 0.93 0.0064 -3.07 2.78

neurotrophic tyrosine kinase, receptor, type 3 (Ntrk3), transcript variant 3 NM_019248 -1.64 0.45 0.0005 -3.12 1.18

adrenoceptor alpha 1D (Adra1d) NM_024483 -1.69 0.37 0.0007 -3.23 1.09

lysophosphatidic acid receptor 1 (Lpar1) NM_053936 -1.83 0.51 0.0000 -3.55 1.50

prostaglandin F receptor (Ptgfr) NM_013115 -1.87 0.44 0.0000 -3.65 1.40

solute carrier family 4 (anion exchanger), member 1 (Slc4a1) NM_012651 -2.39 0.22 0.0000 -5.23 0.94

sarcolipin (Sln) NM_001013247 -3.00 1.41 0.0028 -8.03 15.41

ATPase, H+ transporting, lysosomal accessory protein 1-like (Atp6ap1l) NM_001191843 -3.59 0.31 0.0000 -12.06 3.25

transmembrane protein 35 (Tmem35) NM_001001799 -1.03 0.30 0.0003 -2.04 0.50

ADAM metallopeptidase domain 33 (Adam33) XM_006224615 -1.05 0.44 0.0061 -2.07 0.77

tetraspanin 18 (Tspan18) NM_001107750 -1.10 0.33 0.0001 -2.14 0.58

transmembrane protein 44 (Tmem44) XM_006248492 -1.10 0.76 0.0284 -2.15 1.88

transmembrane protein 163 (Tmem163) NM_001110763 -1.15 0.76 0.0125 -2.21 1.43

membrane protein, palmitoylated 5 (MAGUK p55 subfamily member 5) (Mpp5) NM_001108034 -1.20 0.30 0.0006 -2.29 0.59

FXYD domain-containing ion transport regulator 3 (Fxyd3) NM_172317 -1.20 0.31 0.0053 -2.30 0.67

Rat bile canaliculus domain-specific membrane glycoprotein mRNA, complete cds.  J02997 -1.52 0.21 0.0002 -2.88 0.50

sarcolipin (Sln) CK841541 -2.51 1.08 0.0019 -5.68 7.12
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