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Supplemental Figure 1. Metabolic parameters. Accumulative food consumption (A) and locomotor activity (C) of a 
subgroup of mice were recorded during 72 hour stay in metabolic cages. Energy expenditure (B) was calculated 
based on recorded oxygen and carbon dioxide flow. Statistical comparison between fibrate treatment and control 
groups was made using two-way ANOVA (mean±SEM, n=3~6). Asterisks over lines terminating in horizontal bars 
indicate a significant overall effect of fibrate treatment regardless of genotype. ** p<0.01, **** p<0.0001. Significance 
of difference between two genotypes within each group was analyzed using student test (mean±SEM, n=3~6). 
Asterisks over bars terminating in vertical lines indicate a significant difference between genotypes within either 
fibrate treated or control groups. * p<0.05.
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Supplemental Table 1. Statistical analysis of KEGG pathway enrichment. Table showing the pathway enrichment probabilities (p-values) of the 
comparisons: D2+fenofibrate vs WT+fenofibrate, WT+fenofibrate vs WT, and D2 vs WT. We computed the Gene Set Enrichment Analysis (GSEA) 
based on a set of probe-wise t statistics arising from microarray analysis. GSEA.MIXED) upregulated or downregulated genes black-shading, 
GSEA.UP) upregulated genes with positive t statistics red-shading when enrichment probability p<0.05, GSEA.DOWN) downregulated genes with 
negative t statistics green-shading when enrichment probability p<0.05; and Hypergeometric distribution function (HyperG) arising from the subset of 
genes with differential expression in each comparison at p< 0.05.

KEGG pathways GSEA.MIXED GSEA.UP GSEA.DOWN HyperG GSEA.MIXED GSEA.UP GSEA.DOWN HyperG GSEA.MIXED GSEA.UP GSEA.DOWN HyperG
Fatty acid metabolism 1 1 1 1 3.20E-17 3.70E-22 1 2.13E-13 0.95100957 0.00270026 0.99729988 1
PPAR signaling pathway 0.00096912 0.12464977 0.87535272 1 8.80E-23 3.27E-21 1 5.39E-13 0.65427925 0.00162494 0.99837512 1
Biosynthesis of unsaturated fatty acids0.00065811 0.95465039 0.04535147 0.00343984 4.79E-13 8.19E-14 1 3.24E-12 0.99188656 3.30E-05 0.99996698 1
Peroxisome 1 1 1 1 5.86E-16 1.94E-12 1 8.52E-08 0.53427295 0.00898987 0.9910104 1
Retinol metabolism 3.96E-05 0.92187491 0.07812845 1 2.16E-09 4.80E-06 0.9999952 5.35E-05 1 1 1 1
alpha-Linolenic acid metabolism0.00697004 0.39266755 0.60734404 1 0.00190909 0.00160139 0.99839877 0.00045712 1 1 1 1
Linoleic acid metabolism 0.00174859 0.98447744 0.01552355 1 0.0042867 0.64672064 0.35328874 0.0027794 0.07920467 0.98623573 0.01376516 1
Steroid hormone biosynthesis1.78E-05 0.98809055 0.01191031 1 0.00018913 0.59544969 0.40456102 0.0027794 1 1 1 1
Arachidonic acid metabolism0.05419413 0.01316915 0.9868314 1 8.44E-05 0.16370998 0.83629399 0.00473957 1 1 1 1
Metabolic pathways 0.00056624 0.99750506 0.00249497 1 1.44E-12 3.28E-10 1 0.00527475 1 1 1 1
Primary bile acid biosynthesis0.00492676 0.44229647 0.55771383 1 0.04597224 0.1874081 0.81259892 0.01036848 1 1 1 1
Butanoate metabolism 0.03726383 0.93293917 0.06706406 1 0.00354978 0.00042459 0.99957545 0.02995828 1 1 1 1
Ascorbate and aldarate metabolism0.01240464 0.99520207 0.00479842 1 0.00815005 0.00266385 0.99733644 0.04016961 1 1 1 1
Pentose and glucuronate interconversions0.04333487 0.98274899 0.01725244 1 1 1 1 0.04903351 1 1 1 1
Drug metabolism - cytochrome P4500.01488436 0.99990426 9.57E-05 1 1 1 1 1 0.01910067 0.98181433 0.01818633 0.00550969
Metabolism of xenobiotics by cytochrome P4500.02486089 0.95192918 0.04807263 1 0.0465167 0.00475572 0.99524453 1 0.95944975 0.00247296 0.99752718 0.00812141
Bile secretion 1 1 1 1 1 1 1 1 0.75951193 0.02263671 0.97736418 0.01942718
Glycerophospholipid metabolism0.00782757 0.99999432 5.68E-06 0.01079493 1 1 1 1 0.03107313 0.99999313 6.87E-06 1
Protein processing in endoplasmic reticulum0.01694736 0.99999388 6.12E-06 0.02189606 0.66359472 0.9999146 8.54E-05 1 0.00241366 0.99998424 1.58E-05 1
Pyruvate metabolism 0.00023007 0.99996588 3.41E-05 0.02262259 0.03103441 0.99999966 3.43E-07 1 2.28E-05 0.99999981 1.95E-07 1
Citrate cycle (TCA cycle) 1 1 1 0.03759077 0.35226227 0.00216206 0.997838 1 0.04100324 0.65631236 0.34369053 1
Nitrogen metabolism 0.00502667 0.99978246 0.00021756 0.0426084 0.12524887 4.12E-05 0.99995882 1 1 1 1 1
Cell cycle 0.04797371 0.96322433 0.03677822 1 0.15139167 0.98944154 0.01055935 1 0.0062972 0.99506534 0.00493511 1
Spliceosome 0.14981607 0.99847551 0.0015246 1 0.00080659 0.16845591 0.83154952 1 1 1 1 1
RNA transport 0.2379308 0.99447448 0.00552587 1 0.00092794 0.25383159 0.74617549 1 1 1 1 1
RNA degradation 0.01970374 0.99317123 0.00682906 1 0.00133719 0.01120835 0.9887921 1 1 1 1 1
Glycolysis / Gluconeogenesis0.00186937 0.76849499 0.23150931 1 0.02129655 0.01899757 0.98100308 1 1 1 1 1
Vasopressin-regulated water reabsorption0.04574682 0.83020095 0.16980368 1 1 1 1 1 1 1 1 1

D2 vs WTD2+feno vs WT+feno WT+feno vs WT



Supplemental Table 2. The MicroarraysExpression file includes the differential expressed genes of the microarray 
data analysis from livers of WT and D2 KO mice treated with fibrate. The Excel file sheets correspond to the gene 
lists for the contrasts: D2 vs WT, WT+feno vs WT and D2+feno vs WT+feno, after fitting a linear model and 
computing moderated t-statistics by the empirical Bayesian model. Column fields: (A) the average log2-expression 
for the probe over all arrays and channels, (B) the estimate of the log2-fold-change corresponding to the contrast, 
(C) moderated t-statistics which is computed for each probe and for each contrast. This has the same 
interpretation as an ordinary t-statistic except that the standard errors have been moderated across genes, using 
a simple Bayesian model, (D) t statistic p-values, (E) t-statistic p-values adjusted for multiple testing by the 
Benjamini & Hochberg method (Benjamini and Hochberg, 1995), which controls the expected false discovery rate 
(FDR) below 0.05, (F) the moderated F-statistic that combines the t-statistics for all the contrasts into an overall 
test of significance for that gene. The F-statistic tests calculates whether a given gene is differentially expressed 

Benjamini Y and Hochberg Y (1995) Controlling the False Discovery Rate - a Practical and Powerful Approach to
Multiple Testing. J Roy Stat Soc B Met  57(1): 289-300.



D2+feno vs WT+feno
A log2 expression t p.value p.value.adj F F.p.value Genes.Spot_Id Genes.Product_Id Genes.Bank_Id Genes.Clone_Id Genes.UGCluster Genes.Name Genes.Symbol Genes.Chromosome Genes.GeneID

15.33 -1.577 -7.96 0 1.90E-05 63.44 0 s20470 p13635 NIA H3082C01 Mm.312593 Serine (or cysteine) proteinase inhibitor, clade A, member 1e Serpina1e 12 20704
11.92 2.839 7.58 0 3.30E-05 57.44 0 s08069 p03659 NIA H3020C02 Mm.192991 Metallothionein 1 Mt1 8 17748

8.3 -1.611 -7.17 0 8.20E-05 51.37 0 s14534 p13527 NIA H3081G11 Mm.290563 Centromere autoantigen A Cenpa 5 12615
11.25 2.577 7.06 0 8.70E-05 49.82 0 s11679 p02073 IMAGE 848481 Mm.9221 RAB4A, member RAS oncogene family Rab4a 8 19341

10.5 -1.512 -6.61 0 3.00E-04 43.68 0 s24253 p16411 IMAGE 514817 Mm.2567 Elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 2 Elovl2 13 54326
8.09 1.544 6.54 0 0.000308 42.83 0 s11987 p01804 IMAGE 576417 Mm.24636 Processing of precursor 5, ribonuclease P/MRP family (S. cerevisiae) Pop5 5 117109
9.34 -1.441 -6.34 0 0.000518 40.19 0 s05740 p12174 NIA H3073F10 Mm.19306 Calpain 2 Capn2 1 12334

14.89 -1.966 -6.22 0 0.000672 38.67 0 s00234 p08175 NIA H3045G02 Mm.275608 Dystrophin, muscular dystrophy Dmd X 13405
8.26 -1.185 -6.08 0 0.000946 36.93 0 s09094 p06744 NIA H3036H03 Mm.27154 Vanin 1 Vnn1 10 22361
8.27 -1.103 -6.05 0 0.000946 36.55 0 s21443 p20300 NIA H3128D06 Mm.341204 SH3 domain protein 1B Sh3d1B 12 20403

10.91 2.285 6.01 0 0.000964 36.13 0 s09089 p02388 NIA H3013D11 Mm.147226 Metallothionein 2 Mt2 8 17750
10.06 -2.831 -5.96 0 0.001041 35.53 0 s15801 p20129 CNS-CB CW0CG89YH09 Mm.295397 DEP domain containing 6 Depdc6 15 97998

9.87 -1.566 -5.89 0 0.001196 34.74 0 s04977 p06027 NIA H3032C10 Mm.316652 3-hydroxy-3-methylglutaryl-Coenzyme A reductase Hmgcr 13 15357
10.33 1.824 5.81 0 0.001475 33.72 0 s09285 p02396 NIA H3013D12 NA
15.15 -1.783 -5.75 0 0.00155 33.07 0 s12822 p23023 NIA H3148G10 Mm.105230 Protein phosphatase 1, regulatory (inhibitor) subunit 8 Ppp1r8 4 100336

8.3 1.308 5.77 0 0.00155 33.26 0 s18434 p20630 NIA H3130F11 Mm.295660 Expressed sequence AI428795 AI428795 5 209683
7.89 -1.047 -5.7 0 0.00165 32.5 0 s10542 p11824 CNS-CB CW0CG85YB18 Mm.331640 ROD1 regulator of differentiation 1 (S. pombe) Rod1 4 230257
8.66 -1.728 -5.7 0 0.00165 32.44 0 s19924 p14188 CNS-CB CW0CG88YK04 NA
9.39 -1.677 -5.63 0 0.001737 31.73 0 s11855 p08968 IMAGE 348677 Mm.246304 Synaptophysin-like protein Sypl 12 19027
8.31 -1.168 -5.65 0 0.001737 31.98 0 s16547 p23972 CNS-CB CW0CG123YN05 Hs.506415 PCTAIRE protein kinase 2 PCTK2 12 5128
8.83 -1.577 -5.64 0 0.001737 31.85 0 s17054 p13502 NIA H3081F08 Mm.235108 Trk-fused gene Tfg 16 21787
8.42 -1.166 -5.6 0 0.001773 31.37 0 s09670 p08233 NIA H3045A10 Mm.283410 DNA segment, Chr 11, ERATO Doi 530, expressed D11Ertd530e 11 52615
7.99 2.012 5.6 0 0.001773 31.34 0 s20671 p17999 CNS-CB CW0CG101YG13 Mm.116 Histocompatibility 2, O region alpha locus H2-Oa 17 15001
9.52 -1.506 -5.59 0 0.001774 31.19 0 s19580 p19321 NIA H3121A04 Mm.241931 Protein phosphatase 1, catalytic subunit, beta isoform Ppp1cb 5;6 19046
9.21 -1.176 -5.56 0 0.00184 30.87 0 s02929 p02772 NIA H3015D11 Mm.311874 RIKEN cDNA 0610016J10 gene 0610016J10Rik 17 76890
9.24 -1.539 -5.55 0 0.00184 30.78 0 s03596 p10161 NIA H3059A11 Mm.66222 Coxsackievirus and adenovirus receptor Cxadr 16 13052
8.66 -1.453 -5.54 0 0.00184 30.67 0 s14890 p19679 NIA H3123G12 Mm.227945 Similar to hypothetical protein 6720451E15 17 278757

10.96 2.597 5.49 0 0.002051 30.18 0 s22782 p15654 CNS-CB CW0CG72YI24 Mm.178427 Leucine-rich repeats and IQ motif containing 2 Lrriq2 16 74201
9.3 -1.567 -5.42 0 0.002471 29.39 0 s02371 p04040 IMAGE 1178665 Mm.316652 3-hydroxy-3-methylglutaryl-Coenzyme A reductase Hmgcr 13 15357

7.83 -1.033 -5.41 0 0.002471 29.32 0 s19851 p23914 CNS-CB CW0CG105YE09 Mm.248876 Zinc finger protein 326 Zfp326 5 54367
8.04 -0.88 -5.4 0 0.002515 29.15 0 s24736 p22296 NIA H3143H03 Mm.259790 Hypothetical protein A330044H09 A930026I22Rik 19 77970
9.82 1.497 5.39 0 0.002524 29.04 0 s04385 p02484 NIA H3014D11 In multiple clusters NA
7.93 -0.948 -5.36 0 0.002673 28.74 0 s11574 p07965 NIA H3043E12 Mm.219648 THO complex 1 Thoc1 18 225160

11.38 -1.079 -5.34 0 0.00282 28.47 0 s02356 p02758 NIA H3015F09 Mm.155896 Heterogeneous nuclear ribonucleoprotein A2/B1 Hnrpa2b1 6;5 53379
8.7 -1.596 -5.3 0 0.003035 28.13 0 s22254 p19497 CNS-CB CW0CG92YG08 Mm.273671 SAC1 (supressor of actin mutations 1, homolog)-like (S. cerevisiae) Sacm1l 9 83493

8.78 -1.292 -5.26 0 0.003394 27.68 0 s22051 p13093 NIA H3079E05 Mm.35061 Polymerase (DNA directed), epsilon Pole 5 18973
7.47 -1.269 -5.24 1.00E-05 0.003406 27.49 1.00E-05 s06499 p01899 IMAGE 606372 Mm.297440 RAN, member RAS oncogene family Ran 5;2;17 19384
8.17 -1.035 -5.23 1.00E-05 0.003406 27.41 1.00E-05 s12745 p16361 CNS-CB CW0CG41YF06 Mm.222473 Expressed sequence AI115600 AI115600 9 102442
8.88 -1.357 -5.24 1.00E-05 0.003406 27.46 1.00E-05 s22168 p17451 CNS-CB CW0CG34YG15 Mm.37338 RIKEN cDNA 4930506M07 gene 4930506M07Rik 19 71653

12.41 -3.281 -5.16 1.00E-05 0.003841 26.65 1.00E-05 s04344 p02744 NIA H3015H07 NA
13.29 -1.012 -5.18 1.00E-05 0.003841 26.81 1.00E-05 s09985 p02611 IMAGE 1348892 Mm.300 Carbonic anhydrase 3 Car3 3 12350
15.05 -1.315 -5.18 1.00E-05 0.003841 26.87 1.00E-05 s15934 p13737 CNS-CB CW0CG113YN19 Mm.37214 Transferrin Trf 9 22041

8.42 -1.366 -5.15 1.00E-05 0.003841 26.56 1.00E-05 s19379 p14709 CNS-CB CW0CG96YA23 Mm.182094 Transcription elongation factor A (SII)-like 8 Tceal8 X 66684
10.14 -1.521 -5.16 1.00E-05 0.003841 26.58 1.00E-05 s20882 p19537 IMAGE 1263575 Mm.127058 StAR-related lipid transfer (START) domain containing 4 Stard4 18 170459

9.77 -1.504 -5.17 1.00E-05 0.003841 26.68 1.00E-05 s24852 p14102 NIA H3085F11 Mm.41728 Enoyl Coenzyme A hydratase domain containing 1 Echdc1 10;1 52665
11.34 2.652 5.14 1.00E-05 0.003939 26.41 1.00E-05 s22978 p15662 CNS-CB CW0CG72YL11 Mm.14277 Serum amyloid A 3 Saa3 7 20210
11.57 -1.443 -5.13 1.00E-05 0.003951 26.33 1.00E-05 s02331 p05853 NIA H3031E12 Mm.30158 Fatty acid desaturase 1 Fads1 19 76267

9.2 -1.763 -5.11 1.00E-05 0.003967 26.13 1.00E-05 s05732 p05006 NIA H3027F02 Mm.28693 Aspartyl-tRNA synthetase Dars 1 226414
7.7 -1.463 -5.12 1.00E-05 0.003967 26.2 1.00E-05 s22507 p20529 CNS-CB CW0CG120YP21 NA

8.27 -1.909 -5.11 1.00E-05 0.003967 26.12 1.00E-05 s22613 p14907 NIA H3091C04 Mm.228903 Ring finger protein 14 Rnf14 18 56736
7.67 -0.952 -5.09 1.00E-05 0.004043 25.88 1.00E-05 s11248 p04879 IMAGE 573034 Mm.336041 RIKEN cDNA 1110059M19 gene 1110059M19Rik X 68800

11.01 -1.555 -5.09 1.00E-05 0.004043 25.88 1.00E-05 s12903 p20713 CNS-CB CW0CG66YM16 Mm.282039 ATP citrate lyase Acly 11 104112
10.78 -1.391 -5.09 1.00E-05 0.004043 25.88 1.00E-05 s16043 p24233 NIA H3157A06 Mm.52275 PET112-like (yeast) Pet112l 3 229487

7.82 -0.9 -5.07 1.00E-05 0.004138 25.75 1.00E-05 s03003 p05598 IMAGE 585550 Mm.244393 TRAF family member-associated Nf-kappa B activator Tank 2 21353
9.49 -1.058 -5.07 1.00E-05 0.004158 25.67 1.00E-05 s08976 p01614 NIA H3009F10 NA
8.61 -1.711 -5.06 1.00E-05 0.004162 25.61 1.00E-05 s22744 p18726 CNS-CB CW0CG117YP09 Mm.138091 Hypothetical protein C630011I23 3110001I20Rik 2 70354

15.28 1.001 5.03 1.00E-05 0.004186 25.31 1.00E-05 s06898 p08063 IMAGE 902937 Mm.2020 Cysteine and glycine-rich protein 2 Csrp2 10 13008
7.67 -0.914 -5.04 1.00E-05 0.004186 25.37 1.00E-05 s07126 p11874 CNS-CB CW0CG85YP05 Mm.273806 Zinc finger, MYM domain containing 1 Zmym1 4 68310

8 -0.927 -5.04 1.00E-05 0.004186 25.35 1.00E-05 s10396 p06190 NIA H3033F06 Mm.21135 DNA segment, Chr 12, ERATO Doi 7, expressed Dicer1 12 192119
14.69 -1.489 -5.02 1.00E-05 0.004186 25.2 1.00E-05 s12767 p23791 NIA H3154G10 Mm.260904 Ribosomal protein S8 Rps8 4;13;10 20116

14.4 -2.692 -5.02 1.00E-05 0.004186 25.18 1.00E-05 s13242 p23289 NIA H3150A08 NA
8.7 -1.155 -5.03 1.00E-05 0.004186 25.28 1.00E-05 s19866 p24426 NIA H3158B06 Mm.303534 Down-regulator of transcription 1 Dr1 5 13486

14.35 -1.237 -5.03 1.00E-05 0.004186 25.27 1.00E-05 s20729 p20043 NIA H3126C10 NA
14.31 -1.517 -5.04 1.00E-05 0.004186 25.37 1.00E-05 s22353 p19761 NIA H3124A11 Mm.289800 Eukaryotic translation initiation factor 3, subunit 3 (gamma) Eif3s3 15;17 68135

9.86 -1.722 -4.98 1.00E-05 0.004502 24.82 1.00E-05 s02325 p00477 NIA H3003E12 Mm.175403 ADP-ribosylation factor-like 6 interacting protein 2 Arl6ip2 17 56298
7.97 1.087 4.98 1.00E-05 0.004502 24.81 1.00E-05 s19657 p12646 CNS-CB CW0CG114YO04 Rn.2762 Moesin Msn X 81521
8.26 -0.95 -4.99 1.00E-05 0.004502 24.9 1.00E-05 s23344 p17468 CNS-CB CW0CG34YO01 Mm.259026 RIKEN cDNA 2700078E11 gene 2700078E11Rik 19;9 78832
8.35 -1.462 -4.97 1.00E-05 0.004548 24.73 1.00E-05 s13189 p12797 CNS-CB CW0CG53YF11 Rn.36542 Transcribed locus 5 NA
8.82 -1.649 -4.97 1.00E-05 0.004589 24.66 1.00E-05 s01886 p08397 IMAGE 891512 Mm.3879 Hypoxia inducible factor 1, alpha subunit Hif1a 12 15251
8.43 -1.094 -4.95 1.00E-05 0.004605 24.47 1.00E-05 s06658 p07023 NIA H3038G02 Mm.22031 Cleavage stimulation factor, 3' pre-RNA subunit 2, tau Cstf2t 19 83410
8.54 -0.893 -4.95 1.00E-05 0.004605 24.49 1.00E-05 s09629 p09263 NIA H3052G06 Mm.320737 DNA segment, Chr 14, ERATO Doi 426, expressed D14Ertd426e 14 52616
9.57 -1.267 -4.95 1.00E-05 0.004605 24.5 1.00E-05 s12670 p24549 NIA H3159E09 Mm.162025 RIKEN cDNA A830085I22 gene Ulk2 11 29869
8.15 -1.347 -4.94 1.00E-05 0.004605 24.39 1.00E-05 s16361 p19903 CNS-CB CW0CG30YC24 Mm.320979 Thiamin pyrophosphokinase Tpk1 6 29807
8.16 -1.318 -4.94 1.00E-05 0.004605 24.41 1.00E-05 s19630 p13416 CNS-CB CW0CG100YJ13 NA

13.43 -1.934 -4.95 1.00E-05 0.004605 24.47 1.00E-05 s20645 p19789 NIA H3125E02 Mm.34663 NTF2-related export protein 1 Nxt1 2 56488
9.12 -1.175 -4.93 1.00E-05 0.004669 24.3 1.00E-05 s16224 p22711 NIA H3146G07 Mm.13445 3-oxoacid CoA transferase 1 Oxct1 15 67041
8.24 1.244 4.91 2.00E-05 0.004882 24.09 2.00E-05 s13337 p19938 IMAGE 1446713 Mm.251593 Methyltransferase-like 1 Mettl1 10 17299
11.3 -1.362 -4.91 2.00E-05 0.004882 24.1 2.00E-05 s24258 p20767 NIA H3131G04 Mm.296370 Similar to Ddx5 protein 11 432554

11.76 -1.897 -4.9 2.00E-05 0.004945 23.97 2.00E-05 s06733 p10869 NIA H3065E03 Mm.9925 Isocitrate dehydrogenase 1 (NADP+), soluble Idh1 1 15926
10.86 -1.306 -4.9 2.00E-05 0.004945 23.97 2.00E-05 s12056 p01546 NIA H3009B02 Mm.2402 Expressed sequence AA536749 AA536749 11;X;18 26936

7.36 -0.73 -4.87 2.00E-05 0.005275 23.74 2.00E-05 s23478 p24384 empty NA
9.57 -1.458 -4.86 2.00E-05 0.005315 23.65 2.00E-05 s00782 p10751 NIA H3063G12 Mm.35796 Ecotropic viral integration site 5 Evi5 5;10 14020

15.56 1.18 4.86 2.00E-05 0.005315 23.6 2.00E-05 s13406 p19432 NIA H3122H05 Mm.330116 Outer dense fiber of sperm tails 2 Odf2 2 18286
9.48 -1.952 -4.86 2.00E-05 0.005315 23.61 2.00E-05 s16136 p19121 CNS-CB CW0CG40YA08 Mm.28693 Aspartyl-tRNA synthetase Dars 1 226414
8.25 1.059 4.85 2.00E-05 0.005329 23.56 2.00E-05 s04449 p09656 NIA H3055H07 NA
8.89 -1.797 -4.85 2.00E-05 0.00537 23.48 2.00E-05 s13806 p13812 CNS-CB CW0CG84YE17 Hs.272927 Sec23 homolog A (S. cerevisiae) SEC23A 14 10484
9.57 -1.412 -4.84 2.00E-05 0.00537 23.47 2.00E-05 s21745 p15188 NIA H3093D03 Mm.36446 CDNA sequence BC007180 BC007180 3 209601
8.57 -1.08 -4.82 2.00E-05 0.005615 23.27 2.00E-05 s00527 p07927 NIA H3043G07 Mm.100665 Pogo transposable element with KRAB domain D1Ertd251e 1;3 27878
9.14 -1.143 -4.82 2.00E-05 0.005615 23.26 2.00E-05 s02495 p02244 IMAGE 572816 Mm.256809 Zinc finger protein 148 Zfp148 16 22661
7.99 -0.958 -4.82 2.00E-05 0.00563 23.22 2.00E-05 s09478 p11809 CNS-CB CW0CG84YM05 Rn.17025 Similar to cofactor required for Sp1 transcriptional activation, subunit 2, 150kDa; human homolog of yeast RGR1; chromosome X open readin               X 317343

9.7 -1.538 -4.79 2.00E-05 0.005991 22.97 2.00E-05 s09274 p04698 NIA H3025B12 Mm.277713 DNA segment, Chr 3, MJeffers 1 D3Jfr1 3;14 229663
11.46 -1.496 -4.8 2.00E-05 0.005991 22.99 2.00E-05 s14444 p21451 NIA H3136C06 Mm.9776 Latrophilin 2 Lphn2 3 99633

8.37 -1.159 -4.78 2.00E-05 0.006045 22.84 2.00E-05 s05321 p00155 NIA H3002C08 Mm.215524 DNA segment, Chr 12, Wayne State University 118, expressed D12Wsu118e 12 28115
9.99 1.334 4.78 2.00E-05 0.006045 22.85 2.00E-05 s08501 p02395 NIA H3013C12 Mm.206841 SMC4 structural maintenance of chromosomes 4-like 1 (yeast) Smc4l1 3 70099

9.4 -1.306 -4.78 2.00E-05 0.006045 22.88 2.00E-05 s09857 p00053 NIA H3001E07 NA
13.26 -1.866 -4.77 2.00E-05 0.006105 22.75 2.00E-05 s18270 p24208 NIA H3157H02 Mm.4480 Retinoblastoma binding protein 6 Rbbp6 7 19647

8.43 -1.555 -4.77 2.00E-05 0.006105 22.75 2.00E-05 s18884 p22625 NIA H3145A09 Mm.30129 Methyl-CpG binding domain protein 5 Mbd5 16;2 109241
7.91 -0.869 -4.77 2.00E-05 0.006117 22.71 2.00E-05 s08754 p03396 IMAGE 2182621 Mm.323365 SRY-box containing gene 6 Sox6 7 20679
8.31 -1.12 -4.76 2.00E-05 0.006165 22.66 2.00E-05 s21564 p15190 NIA H3093F03 NA
10.9 -1.234 -4.74 3.00E-05 0.006512 22.47 3.00E-05 s07065 p07266 IMAGE 1958004 Mm.8180 Dihydropyrimidinase-like 3 Dpysl3 18 22240

15.65 0.843 4.72 3.00E-05 0.006724 22.33 3.00E-05 s03291 p00929 NIA H3006A09 NA
8.68 -0.907 -4.72 3.00E-05 0.006724 22.25 3.00E-05 s18622 p13470 NIA H3081F04 Mm.237296 Phosphorylase kinase beta Phkb 8 102093

8.8 -1.36 -4.72 3.00E-05 0.006724 22.28 3.00E-05 s18902 p13667 NIA H3082C05 NA
8.51 -1.218 -4.72 3.00E-05 0.006724 22.31 3.00E-05 s19525 p20089 CNS-CB CW0CG37YO17 Rn.88756 V-ets erythroblastosis virus E26 oncogene homolog 1 (avian) Ets1 8 24356

9.3 -1.25 -4.71 3.00E-05 0.006728 22.21 3.00E-05 s09277 p07262 IMAGE 1972132 Mm.288474 Secreted phosphoprotein 1 Spp1 5;15 20750
15.67 1.597 4.71 3.00E-05 0.006728 22.2 3.00E-05 s14731 p14555 CNS-CB CW0CG95YA04 Rn.3575 Tumor suppressing subtransferable candidate 5 Slc22a18 1 309131

9.81 -1.435 -4.71 3.00E-05 0.006768 22.15 3.00E-05 s19581 p20093 CNS-CB CW0CG38YB02 Mm.148781 RAN binding protein 9 Ranbp9 13 56705
10.88 -1.386 -4.7 3.00E-05 0.006854 22.09 3.00E-05 s08176 p12363 NIA H3075C10 Mm.194462 ATP-binding cassette, sub-family D (ALD), member 3 Abcd3 3 19299

8.65 -1.046 -4.69 3.00E-05 0.006921 22.03 3.00E-05 s20210 p19324 NIA H3121D04 Mm.23258 RAB, member of RAS oncogene family-like 2A Rabl2a 15 68708
8.21 -1.159 -4.69 3.00E-05 0.006998 21.97 3.00E-05 s22588 p17469 CNS-CB CW0CG34YO11 Mm.198803 UDP-glucose ceramide glucosyltransferase Ugcg 4 22234
8.07 -1.159 -4.67 3.00E-05 0.007186 21.81 3.00E-05 s06926 p08313 NIA H3046A08 NA

10.28 -1.108 -4.67 3.00E-05 0.007186 21.84 3.00E-05 s09217 p03674 NIA H3020B04 NA
8.9 -1.323 -4.67 3.00E-05 0.007186 21.82 3.00E-05 s16994 p23220 CNS-CB CW0CG20YO01 Mm.87417 Dishevelled associated activator of morphogenesis 1 Daam1 12 208846

13.96 -2.324 -4.65 3.00E-05 0.007447 21.67 3.00E-05 s14910 p24262 NIA H3157F09 Mm.253836 Death inducer-obliterator 1 Dido1 2 23856
9.06 -1.398 -4.65 3.00E-05 0.007447 21.66 3.00E-05 s16859 p14514 IMAGE 1229971 Mm.316652 3-hydroxy-3-methylglutaryl-Coenzyme A reductase Hmgcr 13 15357

11.87 -1.805 -4.63 4.00E-05 0.007512 21.46 4.00E-05 s07494 p03190 NIA H3018F03 Mm.267353 RIKEN cDNA 1300004G08 gene 1300004G08Rik 17 74154
9.79 -1.438 -4.63 4.00E-05 0.007512 21.41 4.00E-05 s08043 p05449 NIA H3029A10 In multiple clusters NA

14.58 -1.201 -4.64 4.00E-05 0.007512 21.56 4.00E-05 s08783 p04418 NIA H3024B01 Mm.18637 Teratocarcinoma expressed, serine rich Tera 6;16;14;7 56306
8.58 -1.186 -4.63 4.00E-05 0.007512 21.42 4.00E-05 s09631 p11055 CNS-CB CW0CG43YB03 Rn.24468 Transcribed locus 6 NA
8.39 -1.119 -4.63 4.00E-05 0.007512 21.44 4.00E-05 s12006 p06670 IMAGE 622005 Mm.1569 Caspase 4, apoptosis-related cysteine protease Casp4 9 12363
8.63 -1.458 -4.64 4.00E-05 0.007512 21.48 4.00E-05 s15207 p14794 NIA H3090B02 Mm.66222 Coxsackievirus and adenovirus receptor Cxadr 16 13052
9.52 -1.284 -4.64 4.00E-05 0.007512 21.51 4.00E-05 s20912 p21331 NIA H3135C03 Mm.280199 Sphingosine-1-phosphate phosphatase 1 Sgpp1 12 81535

12.44 -1.173 -4.63 4.00E-05 0.007512 21.46 4.00E-05 s21981 p12579 CNS-CB CW0CG108YN04 Mm.29847 Isopentenyl-diphosphate delta isomerase Idi1 13;2 319554
9.53 -1.325 -4.63 4.00E-05 0.007512 21.46 4.00E-05 s23670 p20743 NIA H3131G01 Mm.28679 RIKEN cDNA 0610007P06 gene 0610007P06Rik 7 67669

14.11 -1.587 -4.62 4.00E-05 0.007653 21.33 4.00E-05 s02902 p03542 NIA H3019F11 Mm.348506 RIKEN cDNA 1500002C15 gene 1500011L16Rik 4 68991
8.95 -1.125 -4.61 4.00E-05 0.007678 21.3 4.00E-05 s05122 p10387 NIA H3061C03 Mm.217233 Topoisomerase (DNA) I Top1 2 21969
9.67 -1.884 -4.6 4.00E-05 0.008008 21.14 4.00E-05 s01287 p11510 NIA H3069F11 NA
8.62 -1.43 -4.58 4.00E-05 0.008008 21 4.00E-05 s03629 p02485 NIA H3014E11 Mm.146001 Expressed sequence AW123240 AW123240 6 101333
9.73 -1.291 -4.58 4.00E-05 0.008008 21.01 4.00E-05 s12945 p19953 CNS-CB CW0CG37YF21 Mm.194225 RIKEN cDNA 1110020A09 gene 1110020A09Rik 1 70397

9.2 -1.33 -4.59 4.00E-05 0.008008 21.04 4.00E-05 s14573 p23509 NIA H3152E11 Mm.242324 Septin 2 2-Sep 1 18000
10.65 -1.153 -4.59 4.00E-05 0.008008 21.03 4.00E-05 s21384 p17484 NIA H3107D02 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436

8.16 -1.18 -4.58 4.00E-05 0.008008 21 4.00E-05 s22506 p19509 CNS-CB CW0CG92YJ21 Rn.45023 Similar to DNA polymerase delta subunit 3 (DNA polymerase delta subunit p66) 1 293144
8.48 -1.097 -4.6 4.00E-05 0.008008 21.12 4.00E-05 s22749 p23330 NIA H3151B01 Mm.273718 RIKEN cDNA 1700065A05 gene 1700065A05Rik 4;6 329877
8.02 -1.071 -4.58 4.00E-05 0.008008 21 4.00E-05 s23104 p15658 CNS-CB CW0CG72YJ17 Rn.1477 Similar to B230313N05Rik protein 4 297705
9.07 -1.274 -4.57 4.00E-05 0.008133 20.89 4.00E-05 s03332 p12455 NIA H3076G09 Mm.292016 Splicing factor, arginine/serine-rich 7 Sfrs7 17 225027

9.6 -0.945 -4.57 4.00E-05 0.008133 20.9 4.00E-05 s14964 p22722 NIA H3146B09 Mm.103427 RIKEN cDNA A730042J05 gene A730042J05Rik 8 234069
10.26 -1.387 -4.57 4.00E-05 0.008133 20.92 4.00E-05 s16172 p14257 NIA H3086A07 Mm.245395 Phosphatase and tensin homolog Pten 19;1 19211

9.64 -1.451 -4.57 4.00E-05 0.008142 20.86 4.00E-05 s24671 p14606 NIA H3089F02 Mm.21596 ER degradation enhancer, mannosidase alpha-like 1 Edem1 6 192193
10.11 -1.514 -4.56 5.00E-05 0.008366 20.76 5.00E-05 s10974 p10560 IMAGE 1039129 Mm.316658 CDNA, clone:Y0G0139N22, strand:minus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000067805, based on BLAT search 15;3 NA
11.29 -0.971 -4.55 5.00E-05 0.008379 20.72 5.00E-05 s01017 p07404 IMAGE 1970780 In multiple clusters NA
14.09 -1.494 -4.55 5.00E-05 0.008379 20.73 5.00E-05 s24159 p20249 NIA H3127A12 Mm.270186 Retinoblastoma binding protein 7 Rbbp7 X 245688

7.88 -1.018 -4.54 5.00E-05 0.008512 20.63 5.00E-05 s09628 p08491 NIA H3047C06 Mm.246875 DDHD domain containing 2 Ddhd2 8 72108
13.67 -2.178 -4.54 5.00E-05 0.008512 20.63 5.00E-05 s13830 p23282 NIA H3150B07 NA

8.73 -1.154 -4.53 5.00E-05 0.008641 20.55 5.00E-05 s09590 p12065 IMAGE 1068217 Mm.1517 Synaptobrevin like 1 Sybl1 Un|28536379 20955
8.43 -1.172 -4.53 5.00E-05 0.008641 20.56 5.00E-05 s24386 p22792 CNS-CB CW0CG60YL03 Hs.440961 Calpastatin CAST 5 831
9.31 -1.171 -4.53 5.00E-05 0.008755 20.49 5.00E-05 s14810 p23257 NIA H3150A04 Mm.242646 Ubiquitin specific protease 9, X chromosome Usp9x X 22284

8.3 -0.833 -4.51 5.00E-05 0.009121 20.35 5.00E-05 s13344 p14052 NIA H3085D05 Mm.20928 Microtubule-associated protein 7 Mtap7 10 17761
12.99 -1.284 -4.5 5.00E-05 0.009221 20.28 5.00E-05 s05575 p01928 NIA H3011H01 Mm.304659 Similar to hemoglobin alpha chain - slender loris 17 383229

7.81 -1.18 -4.5 5.00E-05 0.009221 20.28 5.00E-05 s05809 p11146 NIA H3067B02 NA
7.54 -0.93 -4.5 6.00E-05 0.009223 20.26 6.00E-05 s00664 p05119 IMAGE 944870 Mm.318042 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 2 (Hu antigen B) Elavl2 4 15569

13.51 -2.112 -4.5 6.00E-05 0.009223 20.24 6.00E-05 s22761 p21800 NIA H3139H01 Mm.268691 DNA segment, Chr 10, Johns Hopkins University 81 expressed D10Jhu81e 10 28295
9.95 -2.294 -4.5 6.00E-05 0.009269 20.21 6.00E-05 s15913 p19883 CNS-CB CW0CG25YP20 Rn.105924 UV36Sp6 ultraviolet B radiation-activated UV36 LOC252889 18 252889
9.99 -1.076 -4.49 6.00E-05 0.009419 20.15 6.00E-05 s15846 p23205 CNS-CB CW0CG20YK21 Mm.28708 Transformation related protein 53 inducible nuclear protein 1 Trp53inp1 4 60599

10.48 -1.504 -4.48 6.00E-05 0.009582 20.08 6.00E-05 s09582 p04897 IMAGE 1178011 NA
12.86 -2.446 -4.47 6.00E-05 0.009847 19.97 6.00E-05 s15787 p20389 NIA H3129E05 Mm.263639 Signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 Stam2 2 56324
14.08 -1.849 -4.47 6.00E-05 0.009847 19.96 6.00E-05 s17122 p24506 NIA H3159B04 NA
11.87 -1.367 -4.46 6.00E-05 0.009888 19.89 6.00E-05 s01617 p06081 IMAGE 1451446 Mm.245297 Kallikrein B, plasma 1 Klkb1 8 16621

9.41 -1.569 -4.45 7.00E-05 0.009888 19.77 7.00E-05 s01957 p09931 IMAGE 2317999 NA
9.6 -1.402 -4.46 6.00E-05 0.009888 19.86 6.00E-05 s02393 p10948 NIA H3066D01 Mm.287982 Nuclear DNA binding protein C1d 11 57316
9.2 -1.267 -4.44 7.00E-05 0.009888 19.76 7.00E-05 s03641 p00433 NIA H3003A07 Mm.331491 Heterogeneous nuclear ribonucleoprotein A3 Hnrpa3 2 229279

12.97 -1.945 -4.45 6.00E-05 0.009888 19.84 6.00E-05 s07761 p03962 NIA H3022B04 Mm.291485 TAR (HIV) RNA binding protein 2 Tarbp2 15;6 21357
9.85 -1.484 -4.45 6.00E-05 0.009888 19.83 6.00E-05 s08890 p11850 CNS-CB CW0CG85YI18 Hs.190334 RAP1A, member of RAS oncogene family RAP1A 1 5906
14.5 -0.955 -4.45 7.00E-05 0.009888 19.76 7.00E-05 s08906 p01100 IMAGE 574433 Mm.261609 RIKEN cDNA 1810011H11 gene 1810011H11Rik 14 69069

13.39 -1.805 -4.45 6.00E-05 0.009888 19.83 6.00E-05 s15477 p18900 NIA H3117D11 NA
10.88 -1.209 -4.46 6.00E-05 0.009888 19.93 6.00E-05 s20855 p20307 NIA H3128C07 Mm.235132 Zinc finger protein 36, C3H type-like 1 Zfp36l1 12 12192

9.86 -0.889 -4.46 6.00E-05 0.009888 19.88 6.00E-05 s21038 p20825 NIA H3131A12 Mm.1605 Programmed cell death 4 Pdcd4 19 18569
11.89 -1.241 -4.45 6.00E-05 0.009888 19.8 6.00E-05 s23978 p20753 NIA H3131A03 Mm.1843 Heat shock protein 1, alpha Ssh2 11 237860
12.53 -2.127 -4.44 7.00E-05 0.009927 19.72 7.00E-05 s02552 p02766 NIA H3015F10 Mm.246863 PRP31 pre-mRNA processing factor 31 homolog (yeast) Prpf31 7 68988
10.27 -1.672 -4.44 7.00E-05 0.009927 19.71 7.00E-05 s02634 p01228 NIA H3007D10 Mm.274360 Ring finger protein 13 Rnf13 3 24017
10.35 -0.973 -4.44 7.00E-05 0.009927 19.7 7.00E-05 s12466 p04638 NIA H3025F04 NA

9.79 -1.378 -4.43 7.00E-05 0.010002 19.64 7.00E-05 s07921 p09539 IMAGE 385331 Mm.154796 Neuropeptide Y Npy 6 109648
8.56 -0.87 -4.43 7.00E-05 0.010002 19.64 7.00E-05 s21099 p13151 NIA H3079G12 Mm.206417 Cystathionine beta-synthase Cbs 17 12411
9.36 -1.626 -4.43 7.00E-05 0.010066 19.6 7.00E-05 s00804 p05092 IMAGE 920449 Mm.246304 Synaptophysin-like protein Sypl 12 19027
9.77 -0.953 -4.43 7.00E-05 0.010066 19.59 7.00E-05 s21053 p22107 NIA H3141C04 Mm.239354 CDC like kinase 4 Clk4 11 12750
9.23 -0.875 -4.42 7.00E-05 0.010221 19.53 7.00E-05 s07140 p12136 NIA H3073H05 Mm.24069 Feminization 1 homolog b (C. elegans) Fem1b 9 14155
8.54 -1.2 -4.41 7.00E-05 0.010273 19.47 7.00E-05 s13252 p19197 CNS-CB CW0CG92YD24 Rn.4279 APP-binding protein 1 Appbp1 19 84019

10 -1.103 -4.41 7.00E-05 0.010273 19.45 7.00E-05 s14593 p16343 CNS-CB CW0CG40YM10 Hs.497873 WD repeat domain 26 WDR26 1 80232
7.83 -0.824 -4.41 7.00E-05 0.010273 19.45 7.00E-05 s20204 p13948 NIA H3084D04 NA

13.49 -2.589 -4.41 7.00E-05 0.010273 19.49 7.00E-05 s22776 p22312 NIA H3143H05 NA
8.2 1.02 4.4 8.00E-05 0.010538 19.37 8.00E-05 s18346 p17294 NIA H3106F02 Mm.276229 F-box protein 30 Fbxo30 10 71865

10.06 1.809 4.39 8.00E-05 0.010672 19.31 8.00E-05 s01614 p03269 IMAGE 1264951 Mm.14277 Serum amyloid A 3 Saa3 7 20210



7.95 -0.954 -4.38 8.00E-05 0.010672 19.23 8.00E-05 s06995 p07807 NIA H3042G04 Mm.5791 Expressed sequence C79122 C79122 15 97966
7.81 -0.825 -4.38 8.00E-05 0.010672 19.19 8.00E-05 s10182 p03391 IMAGE 2136479 Mm.331442 Prostaglandin F receptor Ptgfr 3 19220
8.68 -1.075 -4.38 8.00E-05 0.010672 19.21 8.00E-05 s11939 p09222 NIA H3052F01 Mm.45565 RIKEN cDNA 1810038L18 gene 1810038L18Rik 10 69181

14.01 -2.078 -4.39 8.00E-05 0.010672 19.24 8.00E-05 s13112 p19441 NIA H3122A07 Mm.124829 RIKEN cDNA A730039N16 gene Nedl2 1 329152
8.05 -1.356 -4.39 8.00E-05 0.010672 19.24 8.00E-05 s14221 p22213 NIA H3142E05 NA
9.91 -1.216 -4.38 8.00E-05 0.010672 19.2 8.00E-05 s16852 p21424 NIA H3136H02 Mm.184021 Protein tyrosine phosphatase, receptor type, D Ptprd 4;5 19266
8.65 -1.194 -4.38 8.00E-05 0.010672 19.2 8.00E-05 s20485 p14917 NIA H3091E05 Mm.272541 RIKEN cDNA 2410002O22 gene 2410002O22Rik 13 66975

13.88 -1.974 -4.39 8.00E-05 0.010672 19.25 8.00E-05 s23813 p23311 NIA H3150G10 Mm.57734 LIM and senescent cell antigen-like domains 1 Lims1 10 110829
8.16 -0.882 -4.37 8.00E-05 0.010768 19.14 8.00E-05 s01926 p07117 IMAGE 576005 Mm.370173 Calcium/calmodulin-dependent serine protein kinase Cask X 12361
8.44 -0.964 -4.38 8.00E-05 0.010768 19.15 8.00E-05 s22514 p13873 NIA H3083A07 Mm.236587 DNA segment, Chr 5, ERATO Doi 606, expressed D5Ertd606e 5 52398
8.35 -0.927 -4.37 8.00E-05 0.010768 19.12 8.00E-05 s24658 p15886 CNS-CB CW0CG116YC06 Hs.461896 V-crk sarcoma virus CT10 oncogene homolog (avian) CRK 17 1398

14.26 1.176 4.37 8.00E-05 0.010786 19.1 8.00E-05 s03280 p02983 IMAGE 1481997 Mm.6388 Heat shock protein 1A Hspa1a 17 193740
10.92 -1.407 -4.37 8.00E-05 0.010786 19.09 8.00E-05 s04994 p08331 NIA H3046C10 Mm.29847 Isopentenyl-diphosphate delta isomerase Idi1 13;2 319554

9.87 -0.946 -4.36 9.00E-05 0.010927 19.03 9.00E-05 s00844 p03042 IMAGE 1243883 Mm.157882 Lactamase, beta Lactb 9 80907
14.37 -1.545 -4.36 9.00E-05 0.010927 19.02 9.00E-05 s15018 p20934 NIA H3133F01 Mm.116749 Ornithine decarboxylase antizyme 2 Oaz2 9 18247

9.41 -1.346 -4.36 9.00E-05 0.010933 19.01 9.00E-05 s03360 p12203 NIA H3074C02 Mm.273108 Abhydrolase domain containing 3 Abhd3 18 106861
12.69 -1.138 -4.35 9.00E-05 0.011074 18.96 9.00E-05 s20761 p23629 NIA H3153E02 Mm.307455 RIKEN cDNA 1700012F10 gene 1700012F10Rik 11 71833

8.48 -1.302 -4.35 9.00E-05 0.011091 18.93 9.00E-05 s03638 p10673 NIA H3063A03 Mm.201535 Calpain 7 Capn7 14 12339
8.52 -1.219 -4.35 9.00E-05 0.011091 18.94 9.00E-05 s05333 p10907 NIA H3065C08 Mm.274432 Protein phosphatase 3, catalytic subunit, beta isoform Ppp3cb 14 19056
9.07 -1.106 -4.34 9.00E-05 0.011288 18.86 9.00E-05 s23649 p14855 NIA H3090G09 Mm.3868 YY1 transcription factor Yy1 12 22632
8.55 -1.137 -4.34 9.00E-05 0.011365 18.83 9.00E-05 s07699 p11386 NIA H3068B08 Mm.251196 Transmembrane protein 30B Tmem30b 12 238257
9.82 -1.437 -4.33 9.00E-05 0.01152 18.78 9.00E-05 s14481 p16589 NIA H3101E10 Mm.299955 Lysophospholipase 1 Lypla1 1 18777
8.31 -0.922 -4.33 9.00E-05 0.011555 18.76 9.00E-05 s04926 p10379 NIA H3061C02 Mm.286296 RIKEN cDNA 1810022O10 gene 1810022O10Rik 7 243924

14.33 -1.35 -4.33 1.00E-04 0.011657 18.72 1.00E-04 s16601 p22184 NIA H3142H01 NA
8.75 -0.939 -4.32 1.00E-04 0.011676 18.7 1.00E-04 s25021 p14880 NIA H3090H12 Mm.28474 RIKEN cDNA 1110007A06 gene 1110007A06Rik 6 68477
9.55 -1.848 -4.31 1.00E-04 0.012015 18.61 1.00E-04 s13554 p13552 CNS-CB CW0CG101YC17 Rn.8796 Suppression of tumorigenicity 13 (colon carcinoma) Hsp70-interacting protein St13 7 81800
8.21 -1.336 -4.31 1.00E-04 0.012068 18.58 1.00E-04 s15827 p18339 CNS-CB CW0CG102YE13 Mm.207534 RIKEN cDNA 3110010F15 gene 3110010F15Rik 8 67276
9.92 -1.147 -4.31 1.00E-04 0.012215 18.53 1.00E-04 s04399 p01976 NIA H3011H07 Mm.371682 Archain 1 Arcn1 9 213827
8.49 -1.065 -4.3 1.00E-04 0.012268 18.5 1.00E-04 s02619 p00716 IMAGE 1378166 Mm.249419 Zinc finger protein 191 Zfp191 18 59057

15.07 -1.73 -4.3 1.00E-04 0.012268 18.5 1.00E-04 s10265 p02340 NIA H3013D05 Mm.2718 Eukaryotic translation elongation factor 1 beta 2 Eef1b2 1;3 55949
13.76 -1.357 -4.28 0.00011 0.012834 18.35 0.00011 s14992 p22724 NIA H3146D09 Mm.265929 Vesicle transport through interaction with t-SNAREs 1B homolog Vti1b 12 53612
14.89 -1.847 -4.28 0.00011 0.012834 18.35 0.00011 s18102 p24450 NIA H3158B09 NA

7.86 0.881 4.28 0.00011 0.012892 18.32 0.00011 s10148 p10047 NIA H3058G08 Mm.200188 Nexilin Nexn 3;4 68810
8.1 0.745 4.28 0.00011 0.012906 18.3 0.00011 s09281 p10846 NIA H3064F12 Mm.266871 Casitas B-lineage lymphoma Cbl 9 12402

11.5 -1.604 -4.28 0.00011 0.012906 18.29 0.00011 s16611 p18340 IMAGE 423747 Mm.9925 Isocitrate dehydrogenase 1 (NADP+), soluble Idh1 1 15926
14.24 -1.693 -4.27 0.00011 0.013017 18.24 0.00011 s02764 p05076 NIA H3027D11 Mm.22239 Adaptor protein complex AP-1, mu 2 subunit Ap1m2 9 11768

11.5 -0.942 -4.27 0.00011 0.013017 18.24 0.00011 s22052 p14113 CNS-CB CW0CG84YH13 Mm.282039 ATP citrate lyase Acly 11 104112
14.99 -0.983 -4.27 0.00011 0.013048 18.22 0.00011 s12154 p00790 NIA H3005F03 Mm.2108 Transthyretin Ttr 18 22139
11.18 -2.055 -4.26 0.00012 0.01316 18.19 0.00012 s17206 p24512 empty NA

9.34 -0.985 -4.26 0.00012 0.013221 18.15 0.00012 s04067 p05796 NIA H3031D05 Mm.258785 Coatomer protein complex, subunit gamma Copg 6;8 54161
8.68 -1.664 -4.26 0.00012 0.013221 18.16 0.00012 s09969 p00309 IMAGE 719228 Mm.29475 RIKEN cDNA 2810052M02 gene 2810052M02Rik 3 67220
8.55 -1.62 -4.26 0.00012 0.013251 18.13 0.00012 s13341 p23522 CNS-CB CW0CG21YA11 Mm.348460 Transcribed locus NA
8.12 -1.044 -4.25 0.00012 0.013377 18.09 0.00012 s01158 p08682 NIA H3048B06 Mm.273905 Pleckstrin homology, Sec7 and coiled-coil domains, binding protein Pscdbp 2 227929

11.43 -1.24 -4.25 0.00012 0.013496 18.06 0.00012 s02792 p05078 NIA H3027F11 Mm.14501 Protein phosphatase 1G (formerly 2C), magnesium-dependent, gamma isoform Ppm1g 5 14208
8.07 -0.87 -4.24 0.00012 0.013512 18 0.00012 s00272 p05103 IMAGE 944695 Mm.16753 Checkpoint kinase 1 homolog (S. pombe) Chek1 9 12649
8.46 -1.182 -4.24 0.00012 0.013512 17.99 0.00012 s10097 p02365 NIA H3013E08 Mm.270259 Septin 7 7-Sep 9 235072
7.59 -0.883 -4.24 0.00012 0.013512 18 0.00012 s18741 p20122 CNS-CB CW0CG89YG10 Mm.131264 RIKEN cDNA 5830405N20 gene 5830405N20Rik 10 67596
8.93 -1.064 -4.24 0.00012 0.013512 18.02 0.00012 s20949 p16469 CNS-CB CW0CG57YI11 NA
14.7 -1.208 -4.24 0.00012 0.013512 18 0.00012 s21066 p20827 NIA H3131C12 Mm.292040 Nuclear receptor binding protein Nrbp 5 192292
8.84 -0.787 -4.24 0.00012 0.013536 17.97 0.00012 s18313 p12688 NIA H3077H02 Mm.46005 RIKEN cDNA 2600011C06 gene 2600011C06Rik 12 67039
8.53 -1.112 -4.24 0.00013 0.013544 17.96 0.00013 s07010 p08319 NIA H3046G08 Mm.370272 LPS-responsive beige-like anchor Lrba 3 80877

10.62 3.122 4.22 0.00013 0.014126 17.83 0.00013 s22121 p12837 CNS-CB CW0CG54YI05 NA
9.42 -1.235 -4.22 0.00013 0.014192 17.81 0.00013 s11816 p12038 CNS-CB CW0CG75YN14 Mm.157882 Lactamase, beta Lactb 9 80907

9.3 -1.193 -4.22 0.00013 0.014312 17.77 0.00013 s05937 p00150 NIA H3002F07 Mm.292775 RIKEN cDNA 1110002B05 gene 1110002B05Rik 12 104725
11.93 -1.356 -4.21 0.00014 0.014312 17.75 0.00014 s07670 p10364 IMAGE 1889293 Mm.32700 Sterol-C5-desaturase (fungal ERG3, delta-5-desaturase) homolog (S. cerevisae) Sc5d 9 235293
13.71 -1.568 -4.21 0.00013 0.014312 17.76 0.00013 s14109 p22524 NIA H3144D08 NA

11.9 -1.44 -4.21 0.00014 0.014398 17.72 0.00014 s08636 p09798 NIA H3057F01 Mm.30199 Casein kinase 1, epsilon Csnk1e 15 27373
10.52 -1.444 -4.2 0.00014 0.01463 17.65 0.00014 s02338 p12249 NIA H3074A08 Mm.757 Ras homolog gene family, member A Rhoa 9 11848

9.58 -1.277 -4.2 0.00014 0.01463 17.64 0.00014 s10126 p03387 IMAGE 2135850 Mm.137021 Transcription factor AP-2 beta Tcfap2b 1 21419
9.77 -1.114 -4.2 0.00014 0.01463 17.64 0.00014 s13046 p23281 NIA H3150A07 Mm.28693 Aspartyl-tRNA synthetase Dars 1 226414
9.75 -1.618 -4.2 0.00014 0.01463 17.63 0.00014 s14667 p20689 CNS-CB CW0CG66YD04 Rn.98327 Similar to Ab2-292 2 294912
8.57 -0.907 -4.19 0.00014 0.0148 17.59 0.00014 s12526 p08474 NIA H3047B04 Mm.221440 RIKEN cDNA 8030497I03 gene Eif2s2 2 67204

14.58 -1.169 -4.19 0.00014 0.014818 17.58 0.00014 s17874 p20639 NIA H3130G12 NA
11.13 -1.323 -4.19 0.00015 0.014857 17.56 0.00015 s21893 p22112 NIA H3141H04 Mm.275895 A disintegrin and metalloprotease domain 22 Adam22 5 11496
10.95 -1.345 -4.19 0.00015 0.014968 17.52 0.00015 s10477 p03632 IMAGE 2136386 Mm.333233 RAB7, member RAS oncogene family Rab7 6;9 19349
14.33 -1.75 -4.19 0.00015 0.014968 17.52 0.00015 s12705 p18913 NIA H3118A01 Mm.3110 Kinectin 1 Ktn1 14 16709

9.2 -1.007 -4.18 0.00015 0.015029 17.49 0.00015 s10373 p11046 CNS-CB CW0CG42YN11 NA
15.65 0.87 4.18 0.00015 0.015282 17.44 0.00015 s09703 p00557 IMAGE 643449 Mm.237772 Major urinary protein 1 Mup1 4;8 17840

8.21 -0.965 -4.17 0.00015 0.01534 17.42 0.00015 s00067 p09189 IMAGE 764134 Mm.289584 B lymphoma Mo-MLV insertion region 1 Bmi1 2 12151
9.64 -1.587 -4.17 0.00015 0.015463 17.38 0.00015 s03530 p00949 NIA H3006E11 Mm.283410 DNA segment, Chr 11, ERATO Doi 530, expressed D11Ertd530e 11 52615
9.26 -1.005 -4.17 0.00016 0.015463 17.37 0.00016 s12810 p24553 NIA H3159A10 NA
8.75 -0.907 -4.17 0.00016 0.015477 17.36 0.00016 s23530 p20485 CNS-CB CW0CG120YF09 Rn.90070 Nuclear receptor subfamily 3, group C, member 1 Nr3c1 18 24413
8.45 -1.051 -4.16 0.00016 0.015528 17.34 0.00016 s07262 p08046 IMAGE 719901 Mm.57029 Cytochrome P450, family 7, subfamily a, polypeptide 1 Cyp7a1 4 13122

10.65 -1.739 -4.16 0.00016 0.015539 17.33 0.00016 s11170 p10503 IMAGE 1921493 Mm.132802 RAB18, member RAS oncogene family Rab18 18 19330
15.58 0.719 4.16 0.00016 0.01554 17.32 0.00016 s12999 p18165 NIA H3112E03 NA
10.21 -1.295 -4.16 0.00016 0.015605 17.29 0.00016 s04917 p02191 NIA H3012G10 Mm.227549 Bisphosphate 3'-nucleotidase 1 Bpnt1 1 23827
10.14 -0.936 -4.16 0.00016 0.015605 17.29 0.00016 s14378 p24521 NIA H3159A06 NA

8.24 -1.094 -4.15 0.00016 0.015621 17.25 0.00016 s05038 p10635 NIA H3062C10 Mm.237095 RAB GTPase activating protein 1 Rabgap1 2 227800
9.99 -1.43 -4.15 0.00016 0.015621 17.26 0.00016 s09759 p00809 NIA H3005A06 Mm.290110 DnaJ (Hsp40) homolog, subfamily B, member 6 Dnajb6 5;16;1;12;9 23950
9.13 -0.965 -4.15 0.00016 0.015621 17.22 0.00016 s11642 p06687 IMAGE 622777 Mm.269995 Ets variant gene 6 (TEL oncogene) Etv6 6 14011
9.22 -1.239 -4.15 0.00016 0.015621 17.22 0.00016 s14771 p13275 NIA H3080C04 Mm.241472 RIKEN cDNA 2610204K14 gene 2610204K14Rik 7;9 67148

12.44 -1.219 -4.15 0.00016 0.015621 17.22 0.00016 s17906 p24473 NIA H3158A12 Mm.133615 RIKEN cDNA 2810457I06 gene 2810457I06Rik 9 72828
13.84 -1.386 -4.15 0.00017 0.015621 17.21 0.00017 s20704 p22605 NIA H3145E06 Mm.28688 Seryl-aminoacyl-tRNA synthetase 1 Sars1 3 20226

8.19 -0.957 -4.15 0.00016 0.015621 17.25 0.00016 s22202 p22829 CNS-CB CW0CG61YE16 Rn.93562 Similar to CCR4 10 287249
9.9 -1.15 -4.14 0.00017 0.015834 17.16 0.00017 s10433 p02346 NIA H3013B06 Mm.29644 DEAD (Asp-Glu-Ala-Asp) box polypeptide 17 Ddx17 15 67040

8.72 -1.449 -4.14 0.00017 0.015986 17.13 0.00017 s16607 p14756 CNS-CB CW0CG96YK19 Hs.517262 SON DNA binding protein SON 21 6651
11.28 -1.304 -4.13 0.00017 0.01637 17.05 0.00017 s16303 p18107 NIA H3111C08 Mm.19130 ELOVL family member 5, elongation of long chain fatty acids (yeast) Elovl5 9 68801
11.27 -1.436 -4.13 0.00018 0.016447 17.03 0.00018 s23977 p19733 NIA H3124E07 Mm.92904 DEP domain containing 5 Depdc5 5 277854

7.39 0.712 4.12 0.00018 0.016527 17 0.00018 s21378 p24142 empty NA
10.48 -1.189 -4.12 0.00018 0.016527 17 0.00018 s23587 p21509 NIA H3137E01 Mm.268041 RIKEN cDNA A730024F05 gene A730024F05Rik 18 67988

8.72 -1.411 -4.1 0.00019 0.017137 16.85 0.00019 s00041 p10979 NIA H3066C05 Mm.308802 Nedd4 family interacting protein 2 Ndfip2 14 76273
8.78 -1.149 -4.11 0.00019 0.017137 16.85 0.00019 s08010 p01345 NIA H3008A01 Mm.28237 Syntaxin 12 Stx12 4 100226
8.86 -0.909 -4.11 0.00019 0.017137 16.88 0.00019 s18129 p23432 NIA H3152H01 Mm.40986 Ubiquitin specific protease 25 Usp25 16 30940
8.76 -1.158 -4.11 0.00019 0.017137 16.86 0.00019 s21925 p12894 NIA H3078F04 Mm.27223 Protein phosphatase 4, regulatory subunit 2 Ppp4r2 6;X 232314

11.39 -1.632 -4.11 0.00019 0.017137 16.87 0.00019 s23365 p23356 NIA H3151D04 Mm.26838 RIKEN cDNA 9030611N15 gene 9030611N15Rik 13 105387
8.11 -0.961 -4.1 0.00019 0.017294 16.82 0.00019 s15335 p16850 CNS-CB CW0CG59YB03 Rn.22342 Similar to mKIAA1046 protein 19 307774

7.7 -0.757 -4.1 0.00019 0.017304 16.81 0.00019 s13280 p19199 CNS-CB CW0CG92YE03 Mm.1500 Minichromosome maintenance deficient 4 homolog (S. cerevisiae) Mcm4 16 17217
8.8 -0.959 -4.09 2.00E-04 0.017876 16.71 2.00E-04 s25042 p20768 NIA H3131H04 Mm.261208 Nucleoporin 205 Nup205 6 70699

10.25 -1.194 -4.09 2.00E-04 0.017941 16.69 2.00E-04 s04302 p03504 NIA H3019H06 Mm.3360 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, zeta polypeptide Ywhaz 15;3;2 22631
8.66 -1.256 -4.08 2.00E-04 0.017963 16.67 2.00E-04 s11193 p05647 IMAGE 1395819 Mm.358630 Avian reticuloendotheliosis viral (v-rel) oncogene related B Relb 7 19698

14.79 -1.487 -4.08 2.00E-04 0.017963 16.67 2.00E-04 s17932 p22683 NIA H3146C04 NA
9.3 1.415 4.07 0.00021 0.018659 16.54 0.00021 s08893 p02380 NIA H3013D10 NA

9.48 -1.088 -4.07 0.00021 0.018659 16.55 0.00021 s12262 p10514 IMAGE 1263081 Mm.132336 Peroxisomal membrane protein 3 Pxmp3 3 19302
13.31 -2.141 -4.07 0.00021 0.018659 16.54 0.00021 s22159 p21545 NIA H3137A06 Mm.6510 Zona pellucida glycoprotein 2 Zp2 7 22787

9.83 -1.244 -4.06 0.00022 0.018948 16.49 0.00022 s13418 p17380 CNS-CB CW0CG106YM03 Rn.4057 Heterogeneous nuclear ribonucleoprotein A2/B1 Hnrpa2b1 4 362361
9.59 -1.164 -4.06 0.00022 0.018975 16.47 0.00022 s14220 p21441 NIA H3136A05 In multiple clusters NA
8.17 -0.955 -4.05 0.00022 0.01925 16.43 0.00022 s13445 p16610 CNS-CB CW0CG58YC12 Rn.20696 Similar to hypothetical protein DKFZp313N0621 8 363169
9.14 -1.416 -4.05 0.00023 0.019469 16.38 0.00023 s00472 p08695 NIA H3048G07 Mm.89772 DNA methyltransferase 3B Dnmt3b 2 13436
13.8 -1.637 -4.05 0.00023 0.019469 16.37 0.00023 s08446 p03163 NIA H3017C12 NA
8.85 -1.562 -4.05 0.00022 0.019469 16.38 0.00022 s15740 p15521 CNS-CB CW0CG71YK10 Rn.107171 Vps54-like Vps54 14 286932

10.43 -1.195 -4.04 0.00023 0.019551 16.35 0.00023 s24765 p23318 NIA H3150F11 Mm.330747 Elastin microfibril interfacer 3 Emilin3 2 280635
8.1 -1.01 -4.04 0.00023 0.019608 16.33 0.00023 s18734 p13726 NIA H3082F12 Mm.370272 LPS-responsive beige-like anchor Lrba 3 80877

9.79 -1.965 -4.04 0.00023 0.019681 16.31 0.00023 s05293 p00153 NIA H3002A08 Mm.259045 ARP2 actin-related protein 2 homolog (yeast) Actr2 11;6 66713
8.81 -0.984 -4.02 0.00024 0.019714 16.17 0.00024 s02016 p12245 NIA H3074E07 Mm.266328 DNA segment, Chr 5, ERATO Doi 708, expressed D5Ertd708e 5 68080
8.96 -0.891 -4.03 0.00024 0.019714 16.25 0.00024 s03880 p01725 NIA H3010E12 Mm.38813 RIKEN cDNA 9030612M13 gene 9030612M13Rik 17 208292
14.3 -1.249 -4.03 0.00024 0.019714 16.23 0.00024 s08914 p08268 NIA H3046D02 Mm.352689 Expressed sequence C80171 C80171 14 97923
9.01 -1.279 -4.02 0.00024 0.019714 16.17 0.00024 s08961 p00332 IMAGE 1378314 Mm.258381 N-glycanase 1 Ngly1 14 59007
9.04 1.086 4.03 0.00024 0.019714 16.25 0.00024 s09002 p12106 NIA H3073B02 NA
8.67 -1.146 -4.02 0.00024 0.019714 16.18 0.00024 s09786 p12073 CNS-CB CW0CG76YF06 Rn.2762 Moesin Msn X 81521
9.17 -1.364 -4.03 0.00024 0.019714 16.26 0.00024 s10783 p01850 IMAGE 576073 Mm.212861 Cullin 4A Cul4a 8 99375

11.18 -1.113 -4.03 0.00024 0.019714 16.24 0.00024 s12184 p02584 IMAGE 1361796 Mm.171300 RIKEN cDNA 4933424F08 gene 4933424F08Rik 14 71099
13.28 -1.564 -4.02 0.00024 0.019714 16.17 0.00024 s13493 p22498 NIA H3144B05 Mm.285783 RIKEN cDNA 2210409M21 gene 2210409M21Rik 1 70396

9.1 -1.119 -4.03 0.00023 0.019714 16.28 0.00023 s14565 p16341 CNS-CB CW0CG40YM02 Mm.322 RIKEN cDNA C230075M21 gene Mbd2 18 17191
8.83 -1.216 -4.02 0.00024 0.019714 16.17 0.00024 s14939 p13250 NIA H3080B01 Mm.29150 T-complex-associated-testis-expressed 1-like Tcte1l X 67117
8.99 -1.263 -4.03 0.00024 0.019714 16.2 0.00024 s16954 p24500 NIA H3159D03 Mm.252776 Protein kinase C, nu Prkcn 17 75292

8.3 -1.346 -4.04 0.00023 0.019714 16.3 0.00023 s17144 p19132 CNS-CB CW0CG40YI01 NA
10.14 -0.901 -4.02 0.00024 0.019714 16.18 0.00024 s20899 p21841 NIA H3139A07 Mm.296158 RIKEN cDNA 1300006C19 gene 1300006C19Rik 9 68292
10.08 -0.947 -4.04 0.00023 0.019714 16.29 0.00023 s21344 p19266 NIA H3120B09 Mm.102880 Transcribed locus 4 NA
11.55 -1.353 -4.02 0.00024 0.019714 16.18 0.00024 s24595 p21520 NIA H3137H02 Mm.331784 Utrophin Utrn 10 22288

8.22 -0.933 -4.01 0.00025 0.020009 16.12 0.00025 s03790 p08377 IMAGE 875198 Mm.71913 Phospholipase A2, group IID Pla2g2d 4 18782
8.34 -0.869 -4.01 0.00025 0.020126 16.09 0.00025 s09880 p08503 NIA H3047G07 Mm.268922 RIKEN cDNA E030041M21 gene E030041M21Rik 10 75089
7.93 -0.786 -4.01 0.00025 0.020126 16.07 0.00025 s17020 p21430 NIA H3136F03 Mm.46683 Rho GTPase-activating protein Grit 9 330914

11.17 -1.074 -4.01 0.00025 0.020126 16.07 0.00025 s21613 p22098 NIA H3141B03 Mm.28877 UDP-glucose pyrophosphorylase 2 Ugp2 11 216558
14.91 -1.061 -4.01 0.00025 0.020126 16.07 0.00025 s22059 p20261 NIA H3128E01 NA

9.43 -0.987 -4 0.00026 0.020565 16 0.00026 s17873 p19867 NIA H3125C12 NA
10.7 -0.95 -4 0.00026 0.020565 16 0.00026 s21129 p15193 NIA H3093A04 Mm.331964 DNA segment, Chr 4, Wayne State University 53, expressed D4Wsu53e 4;17 27981
8.36 -0.839 -4 0.00026 0.020629 15.98 0.00026 s16812 p22704 NIA H3146H06 Mm.148425 RIKEN cDNA 1110028E10 gene 1110028E10Rik 9 68682

10.77 -1.589 -4 0.00026 0.020695 15.96 0.00026 s18104 p13960 NIA H3084H05 Mm.38445 Tropomodulin 3 Tmod3 9 50875
8.34 -0.843 -3.99 0.00027 0.020852 15.94 0.00027 s19219 p21617 CNS-CB CW0CG98YG12 Mm.273768 Kelch-like 7 (Drosophila) Klhl7 5 52323

11.27 -1.058 -3.99 0.00027 0.02094 15.92 0.00027 s23631 p23813 NIA H3155E01 Mm.31417 Zinc finger protein 198 Zfp198 14 76007
8.96 -1.316 -3.99 0.00027 0.021028 15.89 0.00027 s13893 p16630 CNS-CB CW0CG58YJ22 Rn.87025 Similar to eukaryotic translation initiation factor 2, subunit 3, structural gene X-linked X 299027
9.18 -0.911 -3.99 0.00027 0.021028 15.89 0.00027 s16840 p22954 NIA H3148B02 Mm.38155 Actin related protein 2/3 complex, subunit 5-like Arpc5l 2 74192
9.09 -1.102 -3.98 0.00027 0.02118 15.85 0.00027 s11060 p12039 IMAGE 1068188 Mm.242646 Ubiquitin specific protease 9, X chromosome Usp9x X 22284

10.67 -1.39 -3.98 0.00028 0.02118 15.84 0.00028 s16204 p17843 CNS-CB CW0CG82YH19 Rn.54439 Chemokine (C-X-C motif) ligand 12 Cxcl12 4 24772
13.64 -1.081 -3.98 0.00027 0.02118 15.85 0.00027 s17103 p20410 NIA H3129B08 Mm.350055 H19 fetal liver mRNA H19 7 14955
10.03 -1.339 -3.98 0.00028 0.02118 15.83 0.00028 s17541 p23439 NIA H3152G02 Mm.299381 Hypoxanthine guanine phosphoribosyl transferase 1 Hprt1 X 15452
10.75 -0.915 -3.98 0.00028 0.02118 15.83 0.00028 s23552 p15111 IMAGE 315061 Mm.98200 Cytochrome P450, family 2, subfamily j, polypeptide 6 Cyp2j6 4 13110

7.67 -0.66 -3.98 0.00028 0.021181 15.82 0.00028 s08434 p04445 NIA H3024E04 Mm.281367 Cell division cycle 2 homolog A (S. pombe) Cdc2a 10 12534
7.94 -0.764 -3.98 0.00028 0.021181 15.81 0.00028 s20337 p20092 CNS-CB CW0CG38YA18 Mm.334561 CDNA sequence BC053440 BC053440 8 234344
8.65 -1.302 -3.98 0.00028 0.021187 15.8 0.00028 s04392 p08632 IMAGE 347977 Mm.123110 Spectrin beta 2 Spnb2 11 20742
8.59 -0.85 -3.97 0.00028 0.021187 15.8 0.00028 s21223 p23874 NIA H3155B09 Mm.159681 Expressed sequence AW060207 AW060207 5 231571
9.61 -1.1 -3.97 0.00028 0.021211 15.79 0.00028 s14611 p20437 NIA H3129E11 Mm.34694 Spondin 2, extracellular matrix protein Spon2 5 100689

8.7 0.994 3.97 0.00028 0.021212 15.77 0.00028 s14735 p18139 NIA H3111C12 Mm.24105 Nuclear distribution gene E homolog 1 (A nidulans) Nde1 16 67203
10.25 -0.866 -3.97 0.00028 0.021212 15.77 0.00028 s23782 p20745 NIA H3131A02 Mm.257276 RIKEN cDNA 1110004P21 gene 1110004P21Rik 4 68478

9.64 -1.218 -3.97 0.00028 0.021258 15.75 0.00028 s00990 p08174 NIA H3045F02 Mm.31129 Poly (ADP-ribose) polymerase family, member 16 Parp16 9 214424
10.38 -1.034 -3.97 0.00029 0.021258 15.75 0.00029 s19902 p19562 CNS-CB CW0CG25YA15 Hs.210850 HECT domain containing 1 HECTD1 14 25831

9.72 -1.288 -3.97 0.00029 0.021309 15.73 0.00029 s11787 p11016 NIA H3066H09 Mm.198264 RIKEN cDNA D030017L14 gene Rab14 2 68365
15.04 -1.614 -3.96 0.00029 0.021309 15.71 0.00029 s11889 p02312 NIA H3013H01 Mm.325524 DnaJ (Hsp40) homolog, subfamily A, member 3 Dnaja3 16 83945

8.19 -0.967 -3.96 0.00029 0.021309 15.7 0.00029 s13338 p20710 CNS-CB CW0CG66YL13 Mm.31525 RIKEN cDNA 1110007C02 gene 1110007C02Rik 13 71784
8.81 1.227 3.96 0.00029 0.021309 15.71 0.00029 s18706 p13724 NIA H3082D12 Mm.49884 Ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast) Ube2d3 3;X 66105

8.3 -1.203 -3.96 0.00029 0.021309 15.7 0.00029 s22363 p16439 CNS-CB CW0CG42YI23 Mm.300317 Chondroitin sulfate GalNAcT-2 Galnact2 6 78752
12.07 -1.258 -3.96 0.00029 0.02137 15.68 0.00029 s04477 p09906 IMAGE 2236632 Mm.486 Lysosomal membrane glycoprotein 2 Lamp2 X 16784
10.16 -1.4 -3.96 0.00029 0.02137 15.68 0.00029 s20526 p13639 NIA H3082G01 Mm.244226 RIKEN cDNA 1110020G09 gene 1110020G09Rik 15;17 68646
11.17 1.147 3.96 0.00029 0.02145 15.66 0.00029 s02895 p09428 NIA H3054D03 NA

8.05 -0.862 -3.96 3.00E-04 0.021473 15.65 3.00E-04 s17033 p20150 CNS-CB CW0CG99YH11 Rn.6900 Transcribed locus 8 NA
8.32 -1.032 -3.95 3.00E-04 0.021601 15.62 3.00E-04 s01706 p10691 NIA H3063C05 Mm.95244 NACHT, leucine rich repeat and PYD containing 4B Nalp4b 7 210045
8.63 -1.008 -3.95 3.00E-04 0.021601 15.62 3.00E-04 s10785 p03642 IMAGE 386247 Mm.25724 Selenocysteine lyase Scly 1 50880
10.3 -1.392 -3.95 3.00E-04 0.021656 15.61 3.00E-04 s17057 p16314 NIA H3100B12 NA

9.4 -0.902 -3.95 3.00E-04 0.021743 15.59 3.00E-04 s09021 p03666 NIA H3020B03 Mm.309395 Exostoses (multiple) 1 Ext1 15 14042
7.96 -0.773 -3.94 0.00031 0.021828 15.55 0.00031 s13691 p24298 CNS-CB CW0CG119YN04 Rn.37130 Arfaptin 1 LOC60382 2 60382

8.9 -1.196 -3.94 0.00031 0.021828 15.55 0.00031 s17272 p21123 NIA H3134C01 Mm.210334 Mbt domain containing 1 Mbtd1 11;15 103537
10.94 -1.1 -3.94 0.00031 0.021828 15.56 0.00031 s19063 p20329 NIA H3128A10 Mm.324242 RIKEN cDNA 2900097C17 gene 2900097C17Rik 2;12;15;9 347740
13.31 -2.378 -3.94 0.00031 0.021828 15.56 0.00031 s24509 p19722 NIA H3124B06 Mm.315002 Tripartite motif-containing 44 Trim44 2 80985

9.68 -1.096 -3.94 0.00031 0.021848 15.52 0.00031 s00389 p09963 IMAGE 477416 In multiple clusters NA
14.34 -1.774 -3.94 0.00031 0.021848 15.52 0.00031 s02275 p05849 NIA H3031A12 NA

9.01 -1.086 -3.94 0.00031 0.021848 15.51 0.00031 s03586 p01201 NIA H3007A07 Mm.1514 Lipoprotein lipase Lpl 8 16956
14.02 -2.087 -3.94 0.00031 0.021848 15.53 0.00031 s14937 p23492 NIA H3152D09 Mm.27477 Transcribed locus 2 NA

8.33 -0.942 -3.94 0.00031 0.021848 15.51 0.00031 s15391 p16854 IMAGE 4000107 Mm.270109 Nuclear receptor subfamily 2, group F, member 2 Nr2f2 7 11819
8.58 -0.774 -3.94 0.00031 0.021878 15.5 0.00031 s20733 p23627 NIA H3153C02 Mm.260647 RIKEN cDNA C920006C10 gene C920006C10Rik 15 76740

10.25 -1.178 -3.93 0.00032 0.021909 15.47 0.00032 s07053 p09851 NIA H3057C08 Mm.200423 Glutamic pyruvate transaminase (alanine aminotransferase) 2 Gpt2 8;11;14 108682
11.68 -0.983 -3.93 0.00032 0.021909 15.48 0.00032 s08138 p03401 IMAGE 2099771 In multiple clusters NA

8.18 0.895 3.93 0.00032 0.021909 15.48 0.00032 s23162 p16952 NIA H3103H07 Mm.330764 RIKEN cDNA 9230106L14 gene 9230106L14Rik 2 192201
8.26 -0.799 -3.93 0.00032 0.021937 15.45 0.00032 s00263 p09197 IMAGE 425315 Mm.1956 Neurofilament, light polypeptide Nefl 14 18039



8.19 -0.827 -3.93 0.00032 0.021937 15.44 0.00032 s12273 p07442 IMAGE 959612 Mm.290830 MAD2 (mitotic arrest deficient, homolog)-like 1 (yeast) Mad2l1 6 56150
10.4 -1.609 -3.93 0.00032 0.021937 15.46 0.00032 s12581 p19939 CNS-CB CW0CG37YC20 Rn.3589 Clathrin, heavy polypeptide (Hc) Cltc 10 54241

15.28 -0.916 -3.93 0.00032 0.021937 15.45 0.00032 s22199 p20265 NIA H3128A02 Mm.199381 Interferon induced transmembrane protein 2 Ifitm2 7 80876
8.44 -0.717 -3.93 0.00032 0.021942 15.43 0.00032 s09533 p11041 IMAGE 1052053 Mm.10699 Vesicle-associated membrane protein 4 Vamp4 1 53330
8.79 -1.041 -3.93 0.00032 0.022013 15.42 0.00032 s20099 p20342 NIA H3128F11 Mm.16340 Fibroblast growth factor receptor 2 Fgfr2 7 14183
8.87 -1.098 -3.92 0.00033 0.02209 15.4 0.00033 s09734 p03371 IMAGE 639118 Mm.201322 Activity-dependent neuroprotective protein Adnp 2 11538

10.74 -0.96 -3.91 0.00034 0.022844 15.3 0.00034 s05015 p02185 NIA H3012A10 Mm.27218 Mortality factor 4 like 2 Morf4l2 X;19;3;1 56397
12.38 -1.082 -3.91 0.00034 0.022844 15.3 0.00034 s12610 p20961 NIA H3133A05 Mm.250425 RIKEN cDNA 2310065K24 gene 2310065K24Rik 8 102122
15.05 -1.658 -3.91 0.00034 0.022844 15.29 0.00034 s12779 p21739 NIA H3138C06 NA
15.17 -1.084 -3.91 0.00034 0.022844 15.28 0.00034 s15004 p21442 NIA H3136B05 Mm.27961 Leprecan 1 Lepre1 4 56401
12.21 -1.292 -3.91 0.00034 0.022844 15.29 0.00034 s24406 p15874 IMAGE 1350390 Mm.371599 Stearoyl-coenzyme A desaturase 3 Scd3 19 30049
10.69 -1.285 -3.91 0.00034 0.022976 15.26 0.00034 s09435 p11047 CNS-CB CW0CG42YN15 Rn.114499 Transcribed locus 13 NA

9.89 -1.034 -3.9 0.00035 0.022992 15.24 0.00035 s01786 p06859 IMAGE 573768 Mm.240473 RIKEN cDNA E030018B13 gene Klf13 7 50794
9.23 -0.767 -3.9 0.00035 0.022992 15.24 0.00035 s05990 p10642 NIA H3062B11 Mm.22347 Pinin Pnn 12 18949

10.28 -1.412 -3.9 0.00035 0.022992 15.24 0.00035 s18271 p13194 CNS-CB CW0CG93YC10 Mm.355034 DNA segment, Chr 9, Wayne State University 20, expressed D9Wsu20e 9 69981
8.58 -1.207 -3.9 0.00035 0.023291 15.2 0.00035 s17789 p20115 CNS-CB CW0CG98YO22 Hs.445893 KH domain containing, RNA binding, signal transduction associated 1 KHDRBS1 1 10657
8.15 -0.985 -3.9 0.00035 0.023336 15.18 0.00035 s19985 p18796 IMAGE 1328673 NA
9.29 -0.975 -3.89 0.00036 0.023338 15.17 0.00036 s00831 p04322 IMAGE 1243842 Mm.9806 RIKEN cDNA 1810036I24 gene 1810036I24Rik 11 67510

14.33 -2.038 -3.89 0.00036 0.023338 15.17 0.00036 s14434 p24525 NIA H3159E06 NA
9.44 -1.161 -3.89 0.00036 0.023397 15.14 0.00036 s08447 p03935 NIA H3021G12 Mm.22661 RIKEN cDNA 2810409H07 gene 2810409H07Rik 2 67059
9.92 -1.329 -3.89 0.00036 0.023397 15.14 0.00036 s14192 p21191 NIA H3134G09 Mm.297964 Scavenger receptor class B, member 2 Scarb2 5 12492
9.08 -1.108 -3.89 0.00036 0.023397 15.15 0.00036 s15746 p20897 NIA H3132A09 Mm.23997 Expressed sequence C80913 C80913 7;9 19777

12.86 -1.957 -3.89 0.00036 0.023397 15.14 0.00036 s18454 p13464 NIA H3081H03 NA
8.41 -0.987 -3.89 0.00036 0.023466 15.12 0.00036 s14237 p23745 NIA H3154A05 Mm.22252 TBC1 domain family, member 15 Tbc1d15 10 66687
8.08 -0.906 -3.88 0.00037 0.023652 15.08 0.00037 s00616 p12283 NIA H3074C12 Mm.282499 Deoxyuridine triphosphatase Dut 2 110074
7.94 0.96 3.88 0.00037 0.023652 15.09 0.00037 s11243 p00523 IMAGE 642372 Mm.12897 Glycoprotein 9 (platelet) Gp9 6 54368

10.17 -1.073 -3.88 0.00037 0.023652 15.08 0.00037 s19499 p21631 CNS-CB CW0CG98YK07 NA
9.41 -1.094 -3.88 0.00037 0.023652 15.09 0.00037 s21835 p20316 NIA H3128D08 Mm.271950 Golgi reassembly stacking protein 2 Gorasp2 2 70231

10.62 -0.996 -3.88 0.00037 0.023668 15.07 0.00037 s17619 p18317 NIA H3113E10 Mm.185453 RIKEN cDNA 1700012D14 gene Eif4g2 7;5;16 13690
9.63 -1.049 -3.88 0.00038 0.023985 15.03 0.00038 s08641 p02120 NIA H3012H01 Mm.21500 Mindbomb homolog 1 (Drosophila) Mib1 18 225164
9.18 -1.011 -3.87 0.00038 0.024054 15.01 0.00038 s02620 p01488 IMAGE 582418 Mm.30256 RIKEN cDNA 2810422B04 gene 2810422B04Rik 6 69956

14.28 -2.17 -3.87 0.00038 0.024054 15.01 0.00038 s18140 p21378 NIA H3135B09 Mm.74711 Nuclear receptor interacting protein 1 Nrip1 16 268903
8.61 -1.138 -3.87 0.00038 0.024071 14.99 0.00038 s04114 p10664 NIA H3063H01 Mm.22252 TBC1 domain family, member 15 Tbc1d15 10 66687

12.97 -2.66 -3.87 0.00038 0.024071 14.98 0.00038 s05563 p04228 NIA H3023D01 NA
8.84 -1.246 -3.87 0.00039 0.024071 14.96 0.00039 s12847 p20461 CNS-CB CW0CG99YL20 Mm.270543 Sema domain, immunoglobulin domain (Ig), TM domain, and short cytoplasmic domain Sema4f 6 20355
9.84 -1.439 -3.87 0.00039 0.024071 14.96 0.00039 s13246 p13821 CNS-CB CW0CG84YG23 Rn.106017 Similar to Probable RNA-dependent helicase p68 (DEAD-box protein p68) (DEAD-box protein 5) MGC93965 10 287765

10.49 -1.561 -3.87 0.00039 0.024071 14.96 0.00039 s15552 p22746 NIA H3146B12 Mm.153226 Guanosine diphosphate (GDP) dissociation inhibitor 3 Gdi3 13 14569
10.37 -1.36 -3.87 0.00039 0.024071 14.97 0.00039 s17521 p18571 NIA H3115C06 Mm.3986 Growth hormone receptor Ghr 15 14600
12.93 -1.262 -3.87 0.00038 0.024071 14.99 0.00038 s18041 p19842 NIA H3125B09 NA

8.51 -1.09 -3.86 0.00039 0.024146 14.94 0.00039 s07054 p10623 NIA H3062G08 Mm.5831 ATP-binding cassette, sub-family E (OABP), member 1 Abce1 8 24015
8.94 -1.159 -3.87 0.00039 0.024146 14.94 0.00039 s17800 p17813 CNS-CB CW0CG82YB19 Mm.676 Activating transcription factor 1 Atf1 15 11908
9.92 -2.356 -3.86 0.00039 0.024252 14.92 0.00039 s06497 p00107 NIA H3002C02 Mm.259045 ARP2 actin-related protein 2 homolog (yeast) Actr2 11;6 66713

11.49 -1.149 -3.86 0.00039 0.024283 14.9 0.00039 s02410 p01218 NIA H3007B09 Mm.279821 Eukaryotic translation initiation factor 4A1 Eif4a1 11;1;19 13681
9.47 -0.98 -3.86 0.00039 0.024283 14.9 0.00039 s14043 p13312 NIA H3080H08 Mm.117055 RIKEN cDNA 4432412D15 gene 4432412D15Rik 5 73130
8.03 -0.74 -3.86 4.00E-04 0.024296 14.89 4.00E-04 s11858 p11780 NIA H3071D09 Mm.213408 Tetratricopeptide repeat domain 3 Ttc3 16 22129

14.65 -1.647 -3.86 4.00E-04 0.024296 14.89 4.00E-04 s17760 p19093 NIA H3119E11 NA
7.37 -0.642 -3.86 4.00E-04 0.024296 14.88 4.00E-04 s24556 p24590 empty NA
8.33 -1.208 -3.86 4.00E-04 0.024339 14.87 4.00E-04 s10715 p04152 IMAGE 642287 Mm.12925 Phosphodiesterase 6D, cGMP-specific, rod, delta Pde6d 1 18582
8.73 -1.228 -3.85 4.00E-04 0.024339 14.86 4.00E-04 s13735 p13048 CNS-CB CW0CG74YH16 Mm.25148 ATPase, H+ transporting, lysosomal accessory protein 2 Atp6ap2 X 70495
9.83 1.306 3.86 4.00E-04 0.024339 14.87 4.00E-04 s23788 p13839 NIA H3083G02 Mm.9537 Lipocalin 2 Lcn2 2 16819
9.86 -1.722 -3.85 4.00E-04 0.024476 14.84 4.00E-04 s18791 p14750 CNS-CB CW0CG96YJ10 Hs.408909 Golgi phosphoprotein 3 (coat-protein) GOLPH3 5 64083
8.58 -0.967 -3.85 0.00041 0.024505 14.82 0.00041 s18560 p21396 NIA H3135D11 Mm.646 Tropomyosin 2, beta Tpm2 4 22004
9.44 -1.092 -3.85 0.00041 0.024505 14.83 0.00041 s20499 p14657 NIA H3089A09 Mm.57286 RIKEN cDNA 1700034P14 gene 1700034P14Rik 13;18 73274

13.25 -1.628 -3.85 0.00041 0.024624 14.81 0.00041 s22821 p12584 CNS-CB CW0CG108YP02 Rn.98457 Similar to mKIAA0515 protein 3 296637
8.68 -1.585 -3.85 0.00041 0.024673 14.79 0.00041 s04507 p11700 CNS-CB CW0CG77YM23 Hs.370581 CAP, adenylate cyclase-associated protein 1 (yeast) CAP1 1 10487

10.96 -1.215 -3.84 0.00042 0.024749 14.77 0.00042 s08179 p02123 NIA H3012C02 Mm.248827 Calnexin Canx 11 12330
11.92 -1.47 -3.84 0.00042 0.024749 14.77 0.00042 s21360 p21320 NIA H3135H01 Mm.259197 RIKEN cDNA D030069N10 gene Rbm5 9;X 83486
10.01 -0.968 -3.84 0.00041 0.024749 14.78 0.00041 s22575 p17979 CNS-CB CW0CG83YE06 Mm.355086 Expressed sequence AI662791 AI662791 X 102932

8.71 -1.01 -3.84 0.00042 0.024799 14.75 0.00042 s01936 p03273 IMAGE 1243314 Mm.28708 Transformation related protein 53 inducible nuclear protein 1 Trp53inp1 4 60599
9.28 -1.227 -3.84 0.00042 0.024799 14.75 0.00042 s10167 p02109 IMAGE 832557 Mm.329686 Protein tyrosine phosphatase, receptor type, C polypeptide-associated protein Ptprcap 19 19265

13.17 -1.32 -3.84 0.00042 0.024865 14.74 0.00042 s16321 p22201 NIA H3142A04 Mm.5159 Amyloid beta (A4) precursor protein-binding, family B, member 2 Apbb2 5 11787
7.71 -1.183 -3.84 0.00042 0.024892 14.72 0.00042 s06917 p00125 NIA H3002E04 NA
8.87 -1.13 -3.84 0.00042 0.024892 14.72 0.00042 s15608 p22750 NIA H3146F12 Mm.276503 RIKEN cDNA 2700023B17 gene 2700023B17Rik 7 67070
8.05 -0.79 -3.84 0.00043 0.024899 14.71 0.00043 s16919 p18102 NIA H3111F07 NA
7.67 -0.672 -3.84 0.00043 0.024899 14.71 0.00043 s20112 p19062 NIA H3119F07 NA
9.58 -0.855 -3.83 0.00043 0.02497 14.69 0.00043 s02484 p05316 IMAGE 657894 Mm.242324 Septin 2 2-Sep 1 18000
7.76 -0.935 -3.83 0.00043 0.02497 14.69 0.00043 s09992 p08759 NIA H3049G03 NA

14.57 -1.641 -3.83 0.00043 0.02497 14.69 0.00043 s13999 p24060 NIA H3156D08 Mm.182867 RIKEN cDNA 2810002O09 gene 2810002O09Rik X 72345
8.94 -1.026 -3.83 0.00043 0.025075 14.67 0.00043 s07130 p03176 NIA H3018H01 Mm.927 Budding uninhibited by benzimidazoles 3 homolog (S. cerevisiae) Bub3 7 12237

12.76 -1.991 -3.83 0.00043 0.025075 14.66 0.00043 s15636 p22752 NIA H3146H12 Mm.209953 RIKEN cDNA 1700021F05 gene 1700021F05Rik 10 67851
9.71 1.125 3.83 0.00044 0.025097 14.65 0.00044 s07744 p01658 NIA H3010B04 Mm.270376 RIKEN cDNA 2410118I19 gene 2410118I19Rik 1 73674

13.03 -2.016 -3.83 0.00044 0.025097 14.65 0.00044 s08680 p12102 NIA H3073F01 Mm.297596 Gene model 97, (NCBI) 19 225923
7.94 -0.735 -3.83 0.00044 0.025097 14.64 0.00044 s24496 p21256 CNS-CB CW0CG97YG02 Mm.259893 Topoisomerase (DNA) II beta binding protein Topbp1 9 235559

8.1 -0.93 -3.83 0.00044 0.025152 14.63 0.00044 s14012 p22780 CNS-CB CW0CG22YM20 Hs.127950 Bromodomain containing 1 BRD1 22 23774
8.96 -1.295 -3.82 0.00044 0.025253 14.61 0.00044 s10187 p07995 IMAGE 597434 Mm.3996 Conserved helix-loop-helix ubiquitous kinase Chuk 19 12675
7.87 -0.609 -3.82 0.00044 0.025253 14.61 0.00044 s18755 p20384 NIA H3129H04 Mm.265917 Thyroid hormone receptor alpha Thra 11 21833

10.81 -1.689 -3.82 0.00045 0.025413 14.59 0.00045 s09811 p09009 IMAGE 790218 Mm.2823 B-cell translocation gene 3 Btg3 16;17 12228
8.04 -0.803 -3.82 0.00045 0.025416 14.58 0.00045 s03386 p10413 NIA H3061E06 Mm.309296 Regulating synaptic membrane exocytosis 2 Rims2 15 116838
8.81 -1.072 -3.82 0.00045 0.025431 14.56 0.00045 s16075 p14513 CNS-CB CW0CG94YF15 Hs.288954 Hypothetical protein MGC33365 MGC33365 3 205428
9.25 -1.428 -3.82 0.00045 0.025431 14.57 0.00045 s18601 p20118 CNS-CB CW0CG99YA06 Mm.18705 Vacuolar protein sorting 4b (yeast) Vps4b 1;14 20479
9.56 -0.908 -3.82 0.00045 0.025431 14.56 0.00045 s23914 p13333 NIA H3080E11 Mm.312536 RIKEN cDNA A430019L02 gene Ap3s1 18 11777

10.14 -1.05 -3.81 0.00046 0.025598 14.54 0.00046 s15250 p16078 CNS-CB CW0CG32YD01 Rn.4057 Heterogeneous nuclear ribonucleoprotein A2/B1 Hnrpa2b1 4 362361
10.26 -1.173 -3.81 0.00046 0.025598 14.53 0.00046 s21608 p17494 NIA H3107F03 Mm.266668 CDNA sequence BC005537 BC005537 13 79555
14.01 -2.107 -3.81 0.00046 0.025602 14.52 0.00046 s02695 p05836 NIA H3031D10 Mm.258204 Nuclease sensitive element binding protein 1 Nsep1 4;11;6;X 22608

8.75 -0.922 -3.81 0.00046 0.025602 14.53 0.00046 s17943 p20381 NIA H3129E04 In multiple clusters NA
9.13 -1.131 -3.81 0.00046 0.025651 14.51 0.00046 s18657 p19868 NIA H3125D12 Mm.286149 DNA segment, Chr 6, ERATO Doi 365, expressed D6Ertd365e 6;3 387524

12.81 -1.402 -3.81 0.00046 0.025673 14.5 0.00046 s17596 p22671 NIA H3146G02 Mm.8655 Complement component factor h Cfh 1 12628
9 -1.194 -3.81 0.00046 0.025704 14.49 0.00046 s06874 p11645 CNS-CB CW0CG76YP07 Rn.6290 Ornithine decarboxylase antizyme inhibitor Oazin 7 58961

15.25 1.121 3.81 0.00046 0.025704 14.49 0.00046 s07173 p03938 NIA H3022B01 NA
10.84 -1.035 -3.81 0.00047 0.025704 14.48 0.00047 s07334 p10352 IMAGE 1922350 Mm.260768 Expressed sequence AI607903 Plvap 8 84094

7.76 -0.682 -3.8 0.00047 0.025735 14.47 0.00047 s03122 p12250 NIA H3074B08 Mm.283406 Expressed sequence AI664001 2810433K01Rik 18 66468
8.19 -0.838 -3.8 0.00047 0.02575 14.46 0.00047 s08377 p03923 NIA H3021C11 Mm.152890 SUMO/sentrin specific protease 5 Senp5 16 320213
7.93 -0.876 -3.8 0.00047 0.02575 14.46 0.00047 s08578 p08287 NIA H3046G04 NA

13.56 -1.855 -3.8 0.00047 0.02575 14.45 0.00047 s16052 p19369 NIA H3121A10 Mm.544 Phosphoprotein enriched in astrocytes 15 Pea15 1 18611
11.01 -1.375 -3.8 0.00047 0.02575 14.45 0.00047 s21043 p13147 NIA H3079C12 Mm.290414 Mitofusin 1 Mfn1 3 67414

8.09 -0.914 -3.8 0.00048 0.025862 14.43 0.00048 s01064 p12272 NIA H3074H10 NA
8.18 -0.737 -3.8 0.00047 0.025862 14.43 0.00047 s18747 p13216 IMAGE 1432567 Mm.27575 Zinc finger protein 68 Zfp68 5 24135

13.75 -2.048 -3.8 0.00048 0.026027 14.41 0.00048 s19204 p21359 NIA H3135G06 Mm.31259 Amine oxidase, flavin containing 1 Aof1 13 218214
13.87 -1.977 -3.79 0.00048 0.026032 14.4 0.00048 s17356 p21377 NIA H3135A09 Mm.217222 RIKEN cDNA 4931408L03 gene 4931408L03Rik 3 78266

8.09 -0.844 -3.79 0.00048 0.026032 14.4 0.00048 s22480 p21299 CNS-CB CW0CG98YA04 NA
11.54 -1.797 -3.79 0.00048 0.026053 14.39 0.00048 s13077 p13043 CNS-CB CW0CG74YF19 Rn.3561 Isocitrate dehydrogenase 1 (NADP+), soluble Idh1 9 24479

9.86 -1.071 -3.79 0.00048 0.026053 14.38 0.00048 s16668 p18862 NIA H3117F06 Mm.270186 Retinoblastoma binding protein 7 Rbbp7 X 245688
9.83 -0.906 -3.79 0.00048 0.026053 14.38 0.00048 s22623 p23867 NIA H3155C08 Mm.372124 Transcribed locus, strongly similar to NP_941046.1 zinc finger protein 406 [Mus musculus] NA

10.39 -1.146 -3.78 5.00E-04 0.026412 14.31 5.00E-04 s00910 p12006 CNS-CB CW0CG75YE04 Rn.94195 LOC360614 10 360614
8.12 -0.762 -3.78 5.00E-04 0.026412 14.29 5.00E-04 s01958 p10703 NIA H3063G06 Mm.173536 Transcribed locus, moderately similar to XP_487434.1 similar to ORF2 [Mus musculus] 18 NA

12.61 1.344 3.79 0.00049 0.026412 14.34 0.00049 s03315 p09381 NIA H3053E09 NA
7.66 1.054 3.78 0.00051 0.026412 14.27 0.00051 s08056 p04939 IMAGE 1096150 Mm.36783 Similar to Normal mucosa of esophagus specific gene 1 protein MGC58382 2 433470
8.71 -0.822 -3.78 5.00E-04 0.026412 14.29 5.00E-04 s09117 p02390 NIA H3013F11 Mm.28840 RE1-silencing transcription factor Rest 5;15 19712

11.87 -1.637 -3.78 5.00E-04 0.026412 14.28 5.00E-04 s12444 p10012 NIA H3058D04 Mm.153013 Regulator of G-protein signaling 6 Rgs6 12 50779
8.4 -1.027 -3.78 5.00E-04 0.026412 14.28 5.00E-04 s14709 p19929 IMAGE 1445700 Mm.37338 RIKEN cDNA 4930506M07 gene 4930506M07Rik 19 71653

11.37 -2.002 -3.78 5.00E-04 0.026412 14.28 5.00E-04 s15015 p18370 IMAGE 848005 Mm.328914 Peroxisome proliferator activator receptor delta Ppard 17 19015
8.41 1.03 3.78 5.00E-04 0.026412 14.28 5.00E-04 s15395 p20438 NIA H3129F11 Mm.100666 RIKEN cDNA 1200013B22 gene 1200013B22Rik 1 74137
8.78 -0.862 -3.78 5.00E-04 0.026412 14.28 5.00E-04 s17866 p13471 NIA H3081G04 Mm.7013 Riboflavin kinase Rfk 19 54391

10.34 -1.513 -3.78 5.00E-04 0.026412 14.3 5.00E-04 s19526 p20861 NIA H3132E04 Mm.102496 Nedd4 family interacting protein 1 Ndfip1 18 65113
8.38 -1.332 -3.78 5.00E-04 0.026412 14.32 5.00E-04 s20416 p15175 NIA H3093G01 Mm.334775 RIKEN cDNA G630055P03 gene G630055P03Rik 8 320394
9.58 -1.124 -3.78 5.00E-04 0.026412 14.31 5.00E-04 s23565 p14849 NIA H3090A09 Mm.358820 DNA segment, Chr 7, Roswell Park 2 complex, expressed D7Rp2e 7 110959
7.88 -0.96 -3.78 0.00051 0.026434 14.26 0.00051 s00699 p11517 NIA H3069E12 NA

10.22 0.989 3.78 0.00051 0.026434 14.26 0.00051 s14554 p19413 NIA H3122E03 Mm.28919 Destrin Dstn 2;1 56431
8.39 -0.911 -3.77 0.00052 0.027253 14.18 0.00052 s16558 p20900 NIA H3132D09 Mm.38976 Ubiquitin specific protease 3 Usp3 9 235441

14.77 -1.108 -3.76 0.00053 0.027284 14.17 0.00053 s17634 p19599 NIA H3123G02 Mm.21932 RIKEN cDNA 2700060E02 gene 2700060E02Rik 14;3 68045
8.58 -1.098 -3.76 0.00053 0.027399 14.14 0.00053 s01035 p11498 NIA H3069B10 NA
8.33 -0.85 -3.76 0.00053 0.027399 14.13 0.00053 s02435 p11460 NIA H3069D05 Mm.151640 Pantothenate kinase 2 (Hallervorden-Spatz syndrome) Pank2 2 74450
9.03 -0.892 -3.76 0.00053 0.027399 14.14 0.00053 s08587 p04441 NIA H3024A04 Mm.270975 RAN GTPase activating protein 1 Rangap1 15 19387

12.92 -1.272 -3.76 0.00053 0.027399 14.15 0.00053 s17706 p20881 NIA H3132A07 NA
10.79 -0.894 -3.76 0.00053 0.027399 14.13 0.00053 s24546 p15630 NIA H3096F10 Mm.29812 Selenoprotein 15-Sep 3 93684

8.79 -0.976 -3.76 0.00054 0.027455 14.12 0.00054 s14966 p24514 NIA H3159B05 Mm.3224 DNA segment, Chr 15, ERATO Doi 621, expressed D15Ertd621e 15 210998
14.86 -1.453 -3.76 0.00054 0.027455 14.12 0.00054 s22636 p22587 NIA H3145C04 NA

9.97 -1.066 -3.75 0.00054 0.027568 14.09 0.00054 s00044 p01509 IMAGE 1225346 Mm.277518 Monocyte to macrophage differentiation-associated Mmd 11 67468
8.78 -1.136 -3.75 0.00054 0.027568 14.09 0.00054 s11255 p11275 CNS-CB CW0CG51YL21 Hs.471593 Calcium binding protein 39 CAB39 2 51719
8.93 -0.963 -3.76 0.00054 0.027568 14.1 0.00054 s19787 p16996 NIA H3104D01 Mm.182628 RAD21 homolog (S. pombe) Rad21 15;11 19357

14.44 -1.852 -3.75 0.00055 0.027754 14.07 0.00055 s15665 p23774 NIA H3154F08 NA
14.84 -1.549 -3.75 0.00055 0.027888 14.04 0.00055 s05494 p04486 NIA H3024F09 Mm.2941 RIKEN cDNA C230076A16 gene 2010015P12Rik 3 70189

9.94 -0.889 -3.75 0.00055 0.027888 14.04 0.00055 s08068 p02639 IMAGE 1362500 Mm.181959 Early growth response 1 Egr1 18;7 13653
10.23 -1.321 -3.75 0.00055 0.027888 14.05 0.00055 s23525 p16129 NIA H3099A01 Mm.18472 Proteasome (prosome, macropain) 26S subunit, ATPase, 6 Psmc6 14 67089
10.14 -1.263 -3.75 0.00056 0.027991 14.03 0.00056 s23700 p22785 CNS-CB CW0CG60YJ08 Rn.106017 Similar to Probable RNA-dependent helicase p68 (DEAD-box protein p68) (DEAD-box protein 5) MGC93965 10 287765

9.97 -1.085 -3.74 0.00056 0.02803 14.02 0.00056 s02583 p05580 IMAGE 582839 Mm.299381 Hypoxanthine guanine phosphoribosyl transferase 1 Hprt1 X 15452
12.58 -1.98 -3.74 0.00056 0.028078 14 0.00056 s00828 p01510 IMAGE 1225744 NA

8.89 1.232 3.74 0.00056 0.028078 14.01 0.00056 s12686 p13799 CNS-CB CW0CG84YB13 Rn.102664 Similar to mitochondrial solute carrier-like protein 15 306000
11.57 -1.65 -3.74 0.00056 0.028112 14 0.00056 s12532 p01568 NIA H3009H04 Mm.4888 RAD50 homolog (S. cerevisiae) Rad50 11 19360
12.63 -1.29 -3.74 0.00057 0.028186 13.98 0.00057 s12887 p18411 CNS-CB CW0CG117YJ01 Mm.653 Histocompatibility 2, complement component factor B H2-Bf 17 14962
10.73 -0.972 -3.74 0.00057 0.028267 13.96 0.00057 s10932 p10048 NIA H3058H08 Mm.127156 Protein S (alpha) Pros1 16 19128
10.65 -1.102 -3.74 0.00057 0.028267 13.97 0.00057 s21162 p19551 CNS-CB CW0CG24YO05 NA

8.31 -0.792 -3.74 0.00057 0.028267 13.96 0.00057 s24823 p13080 NIA H3079H03 Mm.28234 RIKEN cDNA E130209G04 gene E130209G04Rik 17 224826
8.78 -1.39 -3.73 0.00057 0.028328 13.95 0.00057 s16019 p14763 CNS-CB CW0CG96YM11 Rn.38301 BS69 protein BS69 17 291259

11.18 -0.883 -3.73 0.00057 0.028328 13.95 0.00057 s17844 p18845 NIA H3117E04 Mm.290251 Cellular nucleic acid binding protein 1 Cnbp1 6 12785
9.2 -1.191 -3.73 0.00058 0.02863 13.91 0.00058 s19332 p22645 NIA H3145E11 Mm.255723 Muscleblind-like 1 (Drosophila) Mbnl1 3 56758

11.04 -0.996 -3.73 0.00058 0.028662 13.91 0.00058 s19005 p18787 CNS-CB CW0CG38YM11 Rn.4328 Transporter protein; system N1 Na+ and H+-coupled glutamine transporter Hnrpu 13 117280
8.56 -1.068 -3.73 0.00059 0.028805 13.88 0.00059 s06215 p11424 NIA H3068H12 Mm.341423 Dedicator of cytokinesis 4 Dock4 12 238130
7.92 -0.795 -3.73 0.00059 0.028805 13.89 0.00059 s16423 p13497 NIA H3081A08 Mm.359784 RIKEN cDNA 7030407E18 gene 7030407E18Rik 11 399600
9.25 -1.262 -3.73 0.00059 0.028816 13.88 0.00059 s19387 p21877 NIA H3139E11 NA
8.18 -1.042 -3.72 0.00059 0.028902 13.86 0.00059 s03185 p06049 IMAGE 1477546 Mm.2374 Tachykinin 2 Tac2 10 21334
9.33 -0.927 -3.72 6.00E-04 0.028902 13.86 6.00E-04 s06577 p09581 IMAGE 2520004 Mm.2958 Cyclin-dependent kinase inhibitor 1B (P27) Cdkn1b 6 12576

11.77 -1.155 -3.72 6.00E-04 0.028902 13.86 6.00E-04 s21266 p24388 NIA H3158D01 Mm.260690 RIKEN cDNA 1190007F08 gene 1190007F08Rik 4 68859
8.89 0.981 3.72 6.00E-04 0.028912 13.85 6.00E-04 s24964 p13856 NIA H3083H04 NA
9.12 -1.252 -3.72 6.00E-04 0.029062 13.83 6.00E-04 s14214 p16065 CNS-CB CW0CG32YA16 Rn.11876 Hypothetical LOC297486 4 297486
8.58 -1.034 -3.72 0.00061 0.029192 13.82 0.00061 s17235 p13500 NIA H3081D08 Mm.329123 RAB5A, member RAS oncogene family Rab5a 17 271457
9.22 -0.807 -3.72 0.00061 0.029237 13.81 0.00061 s06502 p04463 NIA H3024G06 Mm.62521 Zinc finger protein 281 Zfp281 1 226442
14.2 -1.274 -3.71 0.00062 0.029606 13.77 0.00062 s09300 p02908 NIA H3016D04 NA
8.59 -1.028 -3.71 0.00062 0.029702 13.76 0.00062 s20278 p17276 CNS-CB CW0CG106YJ16 Mm.276341 RIKEN cDNA 1500011J06 gene 1500011J06Rik 5 208606

14.24 -1.707 -3.7 0.00063 0.030029 13.73 0.00063 s17342 p20867 NIA H3132C05 Mm.18517 RAS p21 protein activator 3 Rasa3 8 19414
13.6 -1.994 -3.7 0.00063 0.030126 13.71 0.00063 s13324 p21503 NIA H3136G12 Mm.24350 H1 histone family, member 0 H1f0 15 14958

9.7 -0.827 -3.7 0.00063 0.030126 13.71 0.00063 s23871 p13321 NIA H3080A10 NA
8.08 -1.004 -3.7 0.00064 0.030134 13.69 0.00064 s03449 p04009 NIA H3022A10 Mm.334344 Pleckstrin homology-like domain, family A, member 2 Phlda2 7 22113
7.74 -0.741 -3.7 0.00064 0.030134 13.69 0.00064 s10934 p11840 IMAGE 1067898 Mm.296022 Membrane metallo endopeptidase Mme 3 17380

15.09 -1.542 -3.7 0.00063 0.030134 13.7 0.00063 s14376 p22729 NIA H3146A10 NA
8.33 0.891 3.7 0.00064 0.030134 13.69 0.00064 s24782 p13588 CNS-CB CW0CG112YJ03 Mm.271850 Interferon-induced protein with tetratricopeptide repeats 3 Ifit3 19 15959
9.54 -1.002 -3.7 0.00064 0.030135 13.67 0.00064 s01126 p04848 IMAGE 639963 Mm.284503 CDP-diacylglycerol synthase (phosphatidate cytidylyltransferase) 2 Cds2 2 110911
8.49 -0.748 -3.7 0.00064 0.030135 13.68 0.00064 s09354 p01120 IMAGE 636427 Mm.155704 Golgi associated PDZ and coiled-coil motif containing Gopc 10 94221
8.23 -0.942 -3.7 0.00064 0.030135 13.67 0.00064 s13903 p13556 CNS-CB CW0CG112YC22 Mm.270109 Nuclear receptor subfamily 2, group F, member 2 Nr2f2 7 11819
9.51 -0.823 -3.7 0.00064 0.030135 13.66 0.00064 s14770 p24537 NIA H3159A08 In multiple clusters NA

14.72 -1.093 -3.7 0.00064 0.030135 13.68 0.00064 s17134 p22976 NIA H3148H04 NA
9.92 -0.972 -3.69 0.00065 0.030167 13.65 0.00065 s14473 p22473 NIA H3144A02 Mm.26614 Mitochondrial ribosomal protein L30 Mrpl30 1 107734
8.03 -0.849 -3.7 0.00065 0.030167 13.66 0.00065 s20746 p23117 NIA H3149E10 Mm.176695 Tripartite motif-containing 59 Trim59 3 66949
8.23 -1.008 -3.69 0.00065 0.030387 13.63 0.00065 s04952 p08589 IMAGE 680825 Mm.3527 Cyclin G2 Ccng2 5 12452
9.33 -1.291 -3.69 0.00066 0.030496 13.62 0.00066 s01869 p06093 IMAGE 1481235 Mm.35059 Rho GTPase activating protein 5 AU014947 12 99168
8.02 -0.778 -3.69 0.00066 0.030523 13.61 0.00066 s10045 p05945 IMAGE 573967 Mm.87051 Thymocyte selection-associated HMG box gene Tox 4 252838

8.6 -0.821 -3.68 0.00067 0.030843 13.58 0.00067 s14949 p22210 NIA H3142B05 Mm.276041 RIKEN cDNA 3110003A17 gene 3110003A17Rik 10;7 73112
10.68 -0.811 -3.68 0.00067 0.030854 13.57 0.00067 s11750 p03359 IMAGE 1749923 Mm.271944 RAB1, member RAS oncogene family Rab1 11;17 19324

9.99 -1.48 -3.68 0.00067 0.031044 13.55 0.00067 s19601 p12642 CNS-CB CW0CG114YM24 Mm.280029 Hairy and enhancer of split 6 (Drosophila) Hes6 1 55927
11.45 -1.057 -3.68 0.00068 0.031496 13.51 0.00068 s01385 p11002 NIA H3066B08 NA
11.64 -2.128 -3.67 0.00069 0.031856 13.48 0.00069 s12002 p03086 NIA H3017F02 Mm.371620 DNA Segment, Chr 6, Mouse Genome Informatics 32 5730449L18Rik 1 66637

9.42 -1.219 -3.67 7.00E-04 0.031994 13.46 7.00E-04 s08544 p02909 NIA H3016E04 Mm.296043 RIKEN cDNA 3930401E15 gene 3930401E15Rik 18 66676
10.7 -0.939 -3.67 7.00E-04 0.031994 13.46 7.00E-04 s20589 p19785 NIA H3125A02 NA



8.06 -1.08 -3.67 7.00E-04 0.032033 13.45 7.00E-04 s07786 p01152 IMAGE 636570 Mm.49994 Hook homolog 1 (Drosophila) Hook1 4 77963
9.48 -1.011 -3.67 7.00E-04 0.032065 13.44 7.00E-04 s14162 p19397 NIA H3122E01 Mm.21145 Angiomotin like 2 Amotl2 9 56332
9.84 -1.275 -3.67 7.00E-04 0.032129 13.43 7.00E-04 s16230 p16053 CNS-CB CW0CG30YG18 Hs.369920 RAP1B, member of RAS oncogene family RAP1B 12 5908
9.08 -0.983 -3.66 0.00071 0.032201 13.42 0.00071 s09532 p10021 NIA H3058E05 Mm.215110 ARP8 actin-related protein 8 homolog (S. cerevisiae) Actr8 14 56249
9.62 -1.214 -3.66 0.00071 0.032201 13.42 0.00071 s12025 p10766 NIA H3064F02 Mm.327798 Atpase, class VI, type 11C Atp11c X 320940

12.13 -1.422 -3.66 0.00071 0.032213 13.41 0.00071 s08992 p03146 NIA H3017B10 Mm.31345 RIKEN cDNA 2700050P07 gene 2700050P07Rik 6 101142
9.41 -0.854 -3.66 0.00071 0.032213 13.41 0.00071 s23239 p23862 NIA H3155F07 Mm.29464 RIKEN cDNA 2810008M24 gene 2810008M24Rik 13;X 75616

15.07 -0.808 -3.66 0.00071 0.032241 13.4 0.00071 s19595 p20603 NIA H3130C08 Mm.26908 Casein kinase 1, alpha 1 Csnk1a1 18 93687
9.58 -0.976 -3.66 0.00072 0.032364 13.38 0.00072 s03266 p03491 NIA H3019C05 Mm.8924 RIKEN cDNA A130034M23 gene A130034M23Rik 16 320759
8.71 -1.073 -3.66 0.00072 0.032364 13.37 0.00072 s11591 p11039 NIA H3066G12 Mm.22252 TBC1 domain family, member 15 Tbc1d15 10 66687

12.41 -1.414 -3.66 0.00072 0.032364 13.38 0.00072 s14164 p21189 NIA H3134E09 Mm.196782 Zinc finger protein 212 Zfp212 6 232784
9.49 -1.118 -3.66 0.00072 0.032364 13.37 0.00072 s14563 p14549 CNS-CB CW0CG94YP03 Mm.276826 Cofilin 2, muscle Cfl2 12 12632
9.39 -1.102 -3.66 0.00072 0.032364 13.38 0.00072 s15859 p21925 NIA H3140E05 In multiple clusters NA
8.83 -0.907 -3.66 0.00072 0.03237 13.37 0.00072 s06064 p01688 NIA H3010H07 Mm.28957 Pellino 1 Peli1 11 67245
8.61 -0.872 -3.65 0.00073 0.032396 13.35 0.00073 s08974 p11856 CNS-CB CW0CG85YJ17 Mm.25042 Exportin, tRNA (nuclear export receptor for tRNAs) Xpot 10;8 73192
11.7 -1.016 -3.65 0.00073 0.032396 13.36 0.00073 s17631 p17035 NIA H3104C06 Mm.173119 SEC24 related gene family, member C (S. cerevisiae) Sec24c 14 218811
9.03 -1.015 -3.66 0.00073 0.032396 13.36 0.00073 s21210 p24136 CNS-CB CW0CG118YM01 NA

12.94 -1.295 -3.65 0.00074 0.03247 13.33 0.00074 s06057 p07574 NIA H3040F11 Mm.30241 Interferon gamma inducible protein 30 Ifi30 8 65972
8.65 -0.921 -3.65 0.00073 0.03247 13.34 0.00073 s13967 p20474 CNS-CB CW0CG99YN16 Mm.34368 RIKEN cDNA 1810019A08 gene 1810019A08Rik 3 69769
8.59 -0.842 -3.65 0.00074 0.03247 13.33 0.00074 s16871 p12984 CNS-CB CW0CG73YA11 Mm.46750 Expressed sequence AV024533 Phf10 17 72057

11.31 -1.049 -3.65 0.00073 0.03247 13.33 0.00073 s17912 p17567 NIA H3107G12 Mm.28197 Carnitine O-octanoyltransferase Crot 5 74114
14.09 -1.441 -3.65 0.00074 0.032487 13.32 0.00074 s09302 p04700 NIA H3025D12 Mm.273538 Tubulin, beta 5 Tubb5 17 22154

9.07 -1.423 -3.65 0.00074 0.032718 13.3 0.00074 s16087 p12983 CNS-CB CW0CG73YA05 Rn.4034 Similar to copine III 5 313087
13.63 -1.067 -3.65 0.00074 0.032718 13.3 0.00074 s17066 p24254 NIA H3157F08 Mm.288369 RIKEN cDNA 2010005O13 gene 2010005O13Rik 1 108735
11.64 -1.259 -3.64 0.00076 0.033061 13.26 0.00076 s00492 p01777 IMAGE 1494319 Mm.358594 Ecotropic viral integration site 2a Evi2a 11 14017

9 -1.21 -3.64 0.00076 0.033061 13.25 0.00076 s05717 p03724 NIA H3020D10 Mm.279195 Isocitrate dehydrogenase 3 (NAD+) alpha Idh3a 9 67834
9.41 -0.954 -3.64 0.00076 0.033061 13.25 0.00076 s10821 p10812 NIA H3064D08 Mm.288805 Expressed sequence AV216087 AV216087 2 211896

13.89 -2.802 -3.64 0.00076 0.033061 13.24 0.00076 s12421 p02332 NIA H3013D04 Mm.11186 Solute carrier family 43, member 2 Slc43a2 11 215113
12.63 -1.452 -3.64 0.00076 0.033061 13.25 0.00076 s19197 p15211 NIA H3093C06 Mm.370297 RIKEN cDNA 6030413G23 gene 6030413G23Rik 11 210004

14.3 -1.203 -3.64 0.00076 0.033061 13.24 0.00076 s21334 p23110 NIA H3149F09 Mm.1571 Cadherin 11 Cdh11 8 12552
9.48 -1.397 -3.64 0.00076 0.033061 13.24 0.00076 s22426 p22839 CNS-CB CW0CG61YH13 Rn.13858 Transcribed locus 11 NA
8.41 -0.727 -3.64 0.00076 0.033061 13.24 0.00076 s22475 p16695 CNS-CB CW0CG79YB18 Mm.169755 Methionine sulfoxide reductase B3 Msrb3 10 320183
7.37 -1.495 -3.64 0.00077 0.033152 13.22 0.00077 s16058 p24745 empty NA
9.65 -0.873 -3.64 0.00077 0.033152 13.22 0.00077 s16661 p12714 NIA H3077B06 Mm.314113 ELOVL family member 6, elongation of long chain fatty acids (yeast) Elovl6 3 170439

14.22 -1.241 -3.63 0.00077 0.03332 13.2 0.00077 s15007 p24006 NIA H3156F01 NA
9.49 -1.378 -3.63 0.00078 0.033367 13.2 0.00078 s19973 p20078 CNS-CB CW0CG24YA06 Mm.349857 RIKEN cDNA 2310015N07 gene 2310015N07Rik 7 66365

10.27 -1.16 -3.63 0.00078 0.033508 13.18 0.00078 s13605 p22252 NIA H3142D10 Mm.234266 RIKEN cDNA 4833414L08 gene Sdc2 15 15529
10.85 -1.096 -3.63 0.00079 0.033634 13.16 0.00079 s12133 p07438 IMAGE 1973005 Mm.1022 Cell division cycle 42 homolog (S. cerevisiae) Cdc42 4 12540

8.36 -1.086 -3.63 0.00079 0.033634 13.16 0.00079 s15809 p15015 NIA H3092G05 Mm.7214 Annexin A3 Anxa3 5 11745
10.86 -1.283 -3.63 0.00079 0.033634 13.16 0.00079 s17345 p23431 NIA H3152G01 Mm.258596 Solute carrier family 6 (neurotransmitter transporter, GABA), member 13 Slc6a13 6 14412

8.88 -0.941 -3.63 0.00079 0.033663 13.15 0.00079 s20001 p19826 NIA H3125B07 Mm.159684 Thymopoietin Tmpo 10 21917
10.55 -1.128 -3.63 0.00079 0.03373 13.14 0.00079 s23761 p14857 NIA H3090A10 Mm.192321 Transcribed locus 6 NA

9.2 -0.92 -3.62 0.00079 0.033757 13.14 0.00079 s05396 p05273 NIA H3028A12 Mm.28222 DEAD (Asp-Glu-Ala-Asp) box polypeptide 39 Ddx39 8 68278
10.12 -1.202 -3.62 8.00E-04 0.033757 13.13 8.00E-04 s23592 p13831 NIA H3083G01 Mm.26838 RIKEN cDNA 9030611N15 gene 9030611N15Rik 13 105387
14.35 -1.973 -3.62 8.00E-04 0.033911 13.11 8.00E-04 s08556 p01627 NIA H3009C12 Mm.347009 Peroxiredoxin 2 Prdx2 8 21672

8.96 -0.672 -3.62 8.00E-04 0.033911 13.12 8.00E-04 s13042 p19697 NIA H3124A03 Mm.275158 LSM8 homolog, U6 small nuclear RNA associated (S. cerevisiae) Lsm8 6 76522
8.75 -0.927 -3.62 8.00E-04 0.033937 13.11 8.00E-04 s09144 p01620 NIA H3009D11 Mm.35492 RIKEN cDNA 2600013N14 gene 2600013N14Rik 4 72201

14.34 -1.459 -3.62 0.00081 0.033952 13.1 0.00081 s23446 p20798 NIA H3131F08 Mm.257067 Ly6/neurotoxin 1 Lynx1 15 23936
11.06 -1.138 -3.62 0.00081 0.034015 13.09 0.00081 s17487 p13193 CNS-CB CW0CG93YC06 Mm.21714 RIKEN cDNA 2410003A14 gene 2410003A14Rik 7 67872
10.91 -0.838 -3.62 0.00081 0.034075 13.08 0.00081 s13382 p23014 NIA H3148F09 Mm.65906 Pre-B-cell leukemia transcription factor interacting protein 1 Pbxip1 3;11 229534
12.18 1.199 3.62 0.00082 0.034188 13.07 0.00082 s04075 p00930 NIA H3006B09 Mm.250552 RIKEN cDNA 2410017P09 gene 2410017P09Rik 12 69709

8.54 -0.996 -3.61 0.00082 0.034188 13.07 0.00082 s20593 p23369 NIA H3151A06 Mm.212395 Retinoic acid induced 14 Rai14 15 75646
9.4 -0.819 -3.61 0.00082 0.034205 13.06 0.00082 s04124 p06318 NIA H3034F10 In multiple clusters NA

9.76 -1.612 -3.61 0.00082 0.034228 13.06 0.00082 s01382 p08190 NIA H3045F04 Mm.345891 Desmoglein 2 Dsg2 18 13511
8.17 0.925 3.61 0.00083 0.034331 13.03 0.00083 s01587 p04039 IMAGE 2650355 Mm.193096 Stearoyl-Coenzyme A desaturase 2 Scd2 19 20250
9.67 -1.114 -3.61 0.00083 0.034331 13.02 0.00083 s03267 p04263 NIA H3023G05 Mm.268180 Expressed sequence AU021838 AU021838 12;X 328099
8.34 -1.076 -3.61 0.00083 0.034331 13.04 0.00083 s08386 p11863 CNS-CB CW0CG85YL06 Rn.95285 Similar to S164 6 366693

13.55 -1.142 -3.61 0.00083 0.034331 13.03 0.00083 s15128 p18896 NIA H3117H10 NA
8.89 -0.879 -3.61 0.00083 0.034331 13.03 0.00083 s20989 p14687 NIA H3089G12 Mm.278878 Solute carrier family 30 (zinc transporter), member 5 Slc30a5 13 69048

13.07 -1.154 -3.61 0.00083 0.034331 13.03 0.00083 s21218 p19270 NIA H3120F09 Mm.248827 Calnexin Canx 11 12330
13.96 1.076 3.61 0.00083 0.03444 13.01 0.00083 s11547 p09237 NIA H3052E03 NA

8.82 -0.863 -3.61 0.00084 0.034463 13 0.00084 s07484 p06264 NIA H3034H03 Mm.103058 RIKEN cDNA 2310032M22 gene Pb1 14 76748
7.86 -0.882 -3.61 0.00084 0.034463 13.01 0.00084 s21870 p13662 NIA H3082F04 Mm.34131 RIKEN cDNA 1500005K14 gene 1500005K14Rik 11 76566
8.47 -0.967 -3.61 0.00084 0.034501 13 0.00084 s22529 p15155 CNS-CB CW0CG122YP14 Mm.24159 Cofactor required for Sp1 transcriptional activation, subunit 9 Crsp9 11 66213
9.76 -0.877 -3.6 0.00084 0.034538 12.99 0.00084 s19287 p20339 NIA H3128C11 Mm.136238 RIKEN cDNA 7330412A13 gene 7330412A13Rik 16;8 78143

11.58 -1.583 -3.6 0.00085 0.034893 12.96 0.00085 s14049 p18688 NIA H3116H08 Mm.272278 Microfibrillar-associated protein 4 Mfap4 11 76293
12.93 -2.221 -3.6 0.00086 0.035102 12.94 0.00086 s11050 p03079 NIA H3017G01 Mm.196472 TWIST neighbor Twistnb 12;16 28071
14.52 -1.246 -3.6 0.00086 0.03515 12.93 0.00086 s14850 p20959 NIA H3133G04 Mm.7405 Casein kinase II, beta subunit Csnk2b 17 13001

8.74 -1.098 -3.6 0.00086 0.035217 12.93 0.00086 s23733 p14607 NIA H3089G02 Mm.210405 Myotubularin related protein 2 Mtmr2 9 77116
10.91 -1.765 -3.59 0.00087 0.035403 12.91 0.00087 s21640 p21080 CNS-CB CW0CG86YM16 Hs.516217 UDP-glucose pyrophosphorylase 2 UGP2 2 7360

7.58 0.689 3.59 0.00087 0.035432 12.9 0.00087 s22891 p13346 CNS-CB CW0CG94YB13 Mm.23509 RIKEN cDNA 1700081D17 gene 1700081D17Rik 14 73523
11.93 -1.035 -3.59 0.00088 0.035604 12.89 0.00088 s09017 p00082 NIA H3001B11 Mm.358815 RIKEN cDNA 1600010O03 gene 1600010O03Rik 2 109120

9.52 0.987 3.59 0.00088 0.035612 12.87 0.00088 s12966 p13559 CNS-CB CW0CG112YD02 Mm.24282 Cylindromatosis (turban tumor syndrome) Cyld 8 74256
9.51 -1.358 -3.59 0.00088 0.035612 12.87 0.00088 s13675 p21996 CNS-CB CW0CG45YP14 Mm.23217 Transmembrane protein 33 Tmem33 5 67878
9.06 -1.123 -3.59 0.00088 0.035612 12.88 0.00088 s13843 p22002 CNS-CB CW0CG46YA18 Rn.1348 Reticulon 4 Rtn4 14 83765
8.65 -0.869 -3.59 0.00088 0.035612 12.88 0.00088 s15358 p24530 NIA H3159B07 Mm.323087 RIKEN cDNA 2900057K09 gene 2900057K09Rik 7 108937

13.83 -2.384 -3.58 0.00089 0.035982 12.84 0.00089 s15414 p24534 NIA H3159F07 NA
11.83 -2.249 -3.58 0.00091 0.03635 12.81 0.00091 s15468 p22994 NIA H3148B07 Mm.128054 Serine threonine kinase 31 Stk31 6 77485
13.95 -2.078 -3.58 0.00091 0.03635 12.81 0.00091 s21484 p19022 NIA H3119F02 Mm.133919 Transcription factor-like 1 Tcfl1 3 21427
13.52 -1.855 -3.58 0.00091 0.03647 12.8 0.00091 s24764 p22546 NIA H3144B11 Mm.277687 Centaurin, delta 2 Centd2 7 69710

8.86 -1.36 -3.58 0.00091 0.036547 12.79 0.00091 s14973 p18628 NIA H3116D01 Mm.277366 APG4 (ATG4) autophagy-related homolog C (S. cerevisiae) Apg4c 4;X 242557
10.01 -0.982 -3.57 0.00093 0.036813 12.76 0.00093 s08863 p00586 NIA H3004B02 Mm.317701 Thioredoxin domain containing 4 (endoplasmic reticulum) Txndc4 4 76299
15.06 -1.059 -3.57 0.00093 0.036813 12.75 0.00093 s17051 p24244 NIA H3157D07 Mm.131150 DEK oncogene (DNA binding) Dek 13;X 110052

8.43 -0.96 -3.57 0.00093 0.036813 12.75 0.00093 s19798 p13422 CNS-CB CW0CG100YK11 Mm.42072 RIKEN cDNA 0610037P05 gene 0610037P05Rik 16 66086
11.14 -0.957 -3.57 0.00093 0.036813 12.75 0.00093 s21332 p21318 NIA H3135F01 NA

9.58 -1.165 -3.57 0.00093 0.036813 12.75 0.00093 s24135 p23583 CNS-CB CW0CG104YF01 Mm.21740 Heterogeneous nuclear ribonucleoprotein H1 Hnrph1 11;5 59013
14.38 -1.579 -3.57 0.00093 0.036825 12.74 0.00093 s13098 p19701 NIA H3124E03 Mm.339972 CDNA sequence BC046404 BC046404 11 192976
10.92 -1.088 -3.56 0.00095 0.037478 12.69 0.00095 s12163 p08978 IMAGE 791967 Mm.3789 Plexin A1 Plxna1 6 18844
11.03 -1.429 -3.56 0.00095 0.037478 12.69 0.00095 s16278 p20669 CNS-CB CW0CG121YN21 Rn.98375 Growth hormone inducible transmembrane protein Ghitm 16 290596
10.25 -0.989 -3.56 0.00095 0.037478 12.69 0.00095 s19847 p20330 NIA H3128B10 Mm.83634 Synaptic nuclear envelope 2 Syne2 12 319565
10.95 -1.183 -3.56 0.00095 0.03754 12.68 0.00095 s23804 p15371 NIA H3095C02 Mm.200423 Glutamic pyruvate transaminase (alanine aminotransferase) 2 Gpt2 8;11;14 108682

9.12 -1.593 -3.56 0.00097 0.037604 12.64 0.00097 s04870 p10629 NIA H3062E09 In multiple clusters NA
8.25 -0.834 -3.56 0.00096 0.037604 12.66 0.00096 s08148 p12361 NIA H3075A10 Mm.173953 SMC6 structural maintenance of chromosomes 6-like 1 (yeast) Smc6l1 12 67241
8.87 -1.297 -3.56 0.00097 0.037604 12.65 0.00097 s12826 p13803 CNS-CB CW0CG84YC14 Rn.82705 O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-acetylglucosamine:polypeptide-N-acetylglucosaminyl transfeOgt X 26295
9.06 -0.915 -3.56 0.00096 0.037604 12.67 0.00096 s14241 p15047 NIA H3092G09 NA
8.17 -0.901 -3.55 0.00097 0.037604 12.64 0.00097 s14460 p22735 NIA H3146G10 Mm.207057 Zinc finger, ZZ domain containing 3 Zzz3 3 108946

10.48 -1.489 -3.55 0.00097 0.037604 12.64 0.00097 s16818 p16046 CNS-CB CW0CG116YP10 Rn.20143 Ribonucleoprotein F Hnrpf 4 64200
10.81 -1.006 -3.56 0.00097 0.037604 12.64 0.00097 s17555 p23949 CNS-CB CW0CG123YK02 Rn.98375 Growth hormone inducible transmembrane protein Ghitm 16 290596
10.95 -0.991 -3.56 0.00096 0.037604 12.67 0.00096 s18826 p20581 NIA H3130E05 Mm.292208 Hepatoma-derived growth factor Hdgf 3 15191

9.67 -1.012 -3.56 0.00096 0.037604 12.66 0.00096 s19191 p21869 NIA H3139E10 Mm.76911 RNA binding motif protein 7 Rbm7 9 67010
10.98 -1.293 -3.56 0.00097 0.037604 12.65 0.00097 s20137 p16500 CNS-CB CW0CG57YP20 Mm.261140 Interferon inducible GTPase 1 Iigp1 18 60440

8.3 1.705 3.56 0.00097 0.037604 12.64 0.00097 s22108 p14117 IMAGE 445346 Mm.5114 Dishevelled 2, dsh homolog (Drosophila) Dvl2 11 13543
9.98 -1.093 -3.55 0.00098 0.037755 12.62 0.00098 s14721 p18399 CNS-CB CW0CG117YG24 Rn.3589 Clathrin, heavy polypeptide (Hc) Cltc 10 54241

14.34 -1.413 -3.55 0.00098 0.037826 12.61 0.00098 s04527 p04032 NIA H3022H12 NA
7.75 -0.723 -3.55 0.00098 0.037843 12.61 0.00098 s07260 p06254 NIA H3034F02 Mm.21469 Helicase, mus308-like (Drosophila) Hel308 5 191578

10.32 -0.734 -3.55 0.00099 0.037891 12.6 0.00099 s14469 p18889 NIA H3117A10 Mm.288788 RIKEN cDNA A130048E20 gene Rev3l 10 19714
9 -1.142 -3.55 0.00099 0.038016 12.59 0.00099 s05894 p11670 CNS-CB CW0CG77YF05 Rn.34914 Mitogen activated protein kinase 1 Mapk1 11 116590

8.17 -0.803 -3.55 0.00099 0.038016 12.59 0.00099 s23474 p20800 NIA H3131H08 Mm.2903 DNA primase, p49 subunit Prim1 10 19075
10.39 -0.872 -3.55 0.001 0.038178 12.57 0.001 s01501 p02560 IMAGE 1380480 Mm.41288 Membrane protein, palmitoylated 6 (MAGUK p55 subfamily member 6) Mpp6 6 56524

9.82 -0.96 -3.54 0.001 0.038242 12.56 0.001 s19850 p22894 NIA H3147F06 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436
9.18 1.056 3.54 0.001 0.038247 12.56 0.001 s04198 p10416 NIA H3061H06 Mm.292470 Expressed sequence AA545217 AA545217 5 27214
8.41 -0.97 -3.54 0.00101 0.038287 12.54 0.00101 s07091 p05476 NIA H3030D01 Mm.262053 ATP-binding cassette, sub-family B (MDR/TAP), member 7 Abcb7 4;X 11306
8.29 -0.795 -3.54 0.00101 0.038287 12.55 0.00101 s11389 p05655 IMAGE 596171 Mm.235580 Retinoblastoma-like 2 Rbl2 8 19651
8.14 -0.927 -3.54 0.00101 0.038287 12.54 0.00101 s12993 p12789 CNS-CB CW0CG53YD04 Mm.29204 CD96 antigen Cd96 16 84544

12.25 -0.889 -3.54 0.00101 0.038287 12.54 0.00101 s16239 p24241 NIA H3157A07 Mm.38330 Chaperone, ABC1 activity of bc1 complex like (S. pombe) Cabc1 1 67426
12.1 -1.093 -3.54 0.00101 0.038287 12.54 0.00101 s19305 p23415 NIA H3151G11 Mm.10800 Potassium channel, subfamily K, member 1 Kcnk1 8 16525
8.13 -1.094 -3.54 0.00102 0.038423 12.52 0.00102 s19079 p21613 CNS-CB CW0CG98YF22 Mm.26381 Salvador homolog 1 (Drosophila) Sav1 12;11 64010

14.84 -1.203 -3.54 0.00102 0.038423 12.53 0.00102 s20590 p20557 NIA H3130E02 Mm.248637 Solute carrier family 31, member 1 Slc31a1 4 20529
9.43 -0.733 -3.54 0.00102 0.038423 12.52 0.00102 s22905 p12838 CNS-CB CW0CG54YJ15 Mm.211118 RIKEN cDNA 6330416L07 gene 6330416L07Rik 17 319615
8.85 -0.835 -3.54 0.00102 0.038511 12.51 0.00102 s12961 p22007 CNS-CB CW0CG46YC21 Hs.269099 Far upstream element (FUSE) binding protein 1 FUBP1 1 8880
9.97 -1.248 -3.54 0.00103 0.038511 12.51 0.00103 s22784 p17446 CNS-CB CW0CG34YB20 Rn.12188 Hematopoietically expressed homeobox Hhex 1 79237
8.06 -0.751 -3.54 0.00103 0.03852 12.5 0.00103 s05276 p10385 NIA H3061A03 Mm.173286 Transportin 1 Tnpo1 13;16 238799
8.47 -1.081 -3.53 0.00103 0.038566 12.5 0.00103 s02264 p08921 NIA H3050A12 Mm.271617 Mannosidase 1, beta Man1b 3 17156

10.77 -1.121 -3.53 0.00103 0.038598 12.49 0.00103 s03104 p08926 NIA H3050F12 Mm.277857 Hydroxysteroid (17-beta) dehydrogenase 4 Hsd17b4 10 15488
10.58 -1.059 -3.53 0.00103 0.038604 12.49 0.00103 s04512 p02750 NIA H3015F08 Mm.260635 Axotrophin Axot 2 57438

8.53 -0.991 -3.53 0.00104 0.038665 12.48 0.00104 s07870 p00839 NIA H3005G09 Mm.277409 RIKEN cDNA 1700019H22 gene Gab1 8 14388
9.05 -0.957 -3.53 0.00104 0.038809 12.47 0.00104 s07206 p08296 NIA H3046H05 Mm.254267 Oxidation resistance 1 Oxr1 15 170719
8.63 0.878 3.53 0.00105 0.03892 12.46 0.00105 s05188 p06547 NIA H3035C03 Mm.272185 RIKEN cDNA F830029L24 gene F830029L24Rik 15;6 223455

7.8 -0.683 -3.53 0.00105 0.038958 12.45 0.00105 s13848 p14324 NIA H3087D03 Mm.336845 CDNA sequence BC049806 BC049806 1 213056
11.01 -1.114 -3.53 0.00106 0.039129 12.43 0.00106 s09632 p12075 IMAGE 1080039 Mm.29760 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 Psmd13 7 23997
15.05 -1.16 -3.53 0.00106 0.039129 12.43 0.00106 s23812 p22539 NIA H3144C10 NA

7.93 -0.778 -3.52 0.00106 0.03913 12.42 0.00106 s03968 p05030 NIA H3027F05 Mm.131001 Melanoma associated antigen (mutated) 1-like 1 Mum1l1 16;X 245631
9.83 -0.753 -3.53 0.00106 0.03913 12.43 0.00106 s09341 p02400 NIA H3013H12 In multiple clusters NA

12.79 -1.168 -3.52 0.00107 0.039216 12.41 0.00107 s02172 p01499 IMAGE 642200 Mm.41840 Protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I) Ppp3r1 11 19058
11.45 1.615 3.52 0.00107 0.039216 12.41 0.00107 s04084 p08870 NIA H3050F05 Mm.361709 Transcribed locus NA
12.08 -1.146 -3.52 0.00107 0.039216 12.4 0.00107 s17023 p24242 NIA H3157B07 Mm.276815 Adenosine deaminase, RNA-specific, B1 Adarb1 10 110532

8.02 -0.872 -3.52 0.00107 0.039216 12.41 0.00107 s17985 p20123 CNS-CB CW0CG99YC07 Rn.7047 Similar to SMC6 protein 6 313961
9.29 -0.927 -3.52 0.00107 0.039216 12.4 0.00107 s20388 p15173 NIA H3093E01 Mm.192580 Reticulon 4 Rtn4 11;6 68585
9.48 -1.002 -3.52 0.00107 0.039216 12.4 0.00107 s22023 p13091 NIA H3079C05 Mm.202725 DEAD (Asp-Glu-Ala-Asp) box polypeptide 46 Ddx46 13 212880

8.7 -1.062 -3.52 0.00108 0.039281 12.38 0.00108 s03249 p00417 NIA H3003A05 Mm.291059 Origin recognition complex, subunit 4-like (S. cerevisiae) Orc4l 2 26428
8.47 -1.13 -3.52 0.00108 0.039281 12.39 0.00108 s17286 p20615 NIA H3130G09 Mm.212813 RIKEN cDNA 9330175B01 gene 9330175B01Rik 15 106068

13.24 -1.146 -3.52 0.00108 0.039281 12.38 0.00108 s23698 p20993 NIA H3133A09 Mm.2478 Splicing factor, arginine/serine-rich 4 (SRp75) Sfrs4 4 57317
8.49 -0.721 -3.52 0.00108 0.039282 12.38 0.00108 s02072 p12497 CNS-CB CW0CG107YG09 NA
8.73 0.977 3.52 0.00108 0.039282 12.38 0.00108 s18653 p16284 NIA H3100D08 Mm.260893 RIKEN cDNA 2610040C18 gene 2610040C18Rik 4 69928

13.33 -2.214 -3.52 0.00108 0.039305 12.37 0.00108 s19481 p18555 NIA H3115C04 Mm.282556 Niemann Pick type C2 Npc2 12 67963
12.95 -1.207 -3.51 0.00109 0.039524 12.35 0.00109 s04850 p04743 NIA H3026G05 Mm.87773 Tumor rejection antigen gp96 Tra1 10;1 22027

9.17 -0.88 -3.51 0.00109 0.039524 12.35 0.00109 s16631 p24226 NIA H3157B05 Mm.3994 Dual specificity phosphatase 16 Dusp16 6 70686
13.01 -2.058 -3.51 0.00109 0.039524 12.35 0.00109 s23151 p20024 NIA H3126H07 Mm.4467 RIKEN cDNA 2510027N19 gene 2510027N19Rik 7 67711

8.78 -0.929 -3.51 0.0011 0.039721 12.33 0.0011 s01060 p08688 NIA H3048H06 Mm.291179 RIKEN cDNA A130001C09 gene Xrn1 9 24127
10.66 -0.885 -3.51 0.0011 0.039721 12.33 0.0011 s17383 p20359 NIA H3129G01 Mm.271775 SH3-domain GRB2-like B1 (endophilin) Sh3glb1 3 54673
15.45 -0.862 -3.51 0.00111 0.039868 12.31 0.00111 s24998 p19482 NIA H3122B12 NA

8.7 -1.053 -3.51 0.00112 0.040019 12.3 0.00112 s20614 p16975 NIA H3103G10 Mm.42135 Stromal antigen 1 Stag1 9 20842
10.35 -1.145 -3.51 0.00112 0.040035 12.29 0.00112 s08055 p03919 NIA H3021G10 Mm.29666 Solute carrier family 25 (mitochondrial carnitine/acylcarnitine translocase), member 20 Slc25a20 9 57279

9.78 -0.832 -3.51 0.00112 0.040035 12.3 0.00112 s19483 p20347 NIA H3128C12 Mm.354643 Heterochromatin protein 1, binding protein 3 Hp1bp3 4 15441
11.96 -1.904 -3.51 0.00112 0.040059 12.29 0.00112 s21821 p19806 NIA H3125F04 Mm.340248 Ngg1 interacting factor 3-like 1 (S. pombe) Nif3l1 1 65102

9.78 -0.952 -3.5 0.00112 0.040115 12.28 0.00112 s15431 p14804 NIA H3090D03 Mm.271252 RIKEN cDNA 2610036F08 gene 2610036F08Rik 17 75424
8.06 -0.842 -3.5 0.00113 0.040134 12.27 0.00113 s06588 p06509 IMAGE 619200 Mm.271878 Phorbol-12-myristate-13-acetate-induced protein 1 Pmaip1 18 58801
9.67 -0.893 -3.5 0.00113 0.040134 12.27 0.00113 s08505 p05979 NIA H3032C04 NA

14.62 -1.068 -3.5 0.00113 0.040134 12.27 0.00113 s10407 p03888 NIA H3021H06 Mm.339491 RIKEN cDNA 2210411K19 gene Rpl41 10;14;9;16 67945
15.57 1.034 3.5 0.00113 0.040134 12.27 0.00113 s18817 p12641 IMAGE 1314756 Mm.6221 Calpain 1 Capn1 19 12333
14.13 -1.432 -3.5 0.00113 0.040173 12.26 0.00113 s17385 p22151 NIA H3141G09 NA

8.75 -1.01 -3.5 0.00114 0.040426 12.24 0.00114 s11762 p00774 NIA H3005F01 Mm.168854 DNA segment, Chr 5, Wayne State University 178, expressed D5Wsu178e 5 28042
8.37 -0.726 -3.5 0.00114 0.040426 12.24 0.00114 s21318 p20808 NIA H3131H09 Mm.276386 Expressed sequence AW011752 AW011752 11 104570

11.42 -1.739 -3.5 0.00115 0.040515 12.22 0.00115 s07593 p03956 NIA H3022D03 NA
11.49 -0.922 -3.5 0.00115 0.040515 12.23 0.00115 s14893 p22491 NIA H3144C04 Mm.33881 RIKEN cDNA 1300010M03 gene 1300010M03Rik 11 67998

8.78 -0.955 -3.5 0.00116 0.040515 12.22 0.00116 s15441 p23764 NIA H3154D07 NA
10.42 -1.149 -3.5 0.00115 0.040515 12.22 0.00115 s20334 p17280 CNS-CB CW0CG106YK15 Rn.17868 Similar to capping protein alpha 2 subunit 4 368086
13.59 -2.865 -3.49 0.00116 0.040515 12.21 0.00116 s20533 p20035 NIA H3126C09 NA
14.04 -1.973 -3.5 0.00115 0.040515 12.22 0.00115 s20813 p19795 NIA H3125C03 Mm.34663 NTF2-related export protein 1 Nxt1 2 56488

8.98 -1.147 -3.49 0.00116 0.040682 12.2 0.00116 s10791 p09018 IMAGE 793119 Mm.6710 Rho-associated coiled-coil forming kinase 1 Rock1 18 19877
10.71 -1 -3.49 0.00116 0.040682 12.2 0.00116 s17568 p22669 NIA H3146E02 Mm.296221 Dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex) Dlst 12 78920

9.79 -1.438 -3.49 0.00117 0.040873 12.18 0.00117 s22270 p20781 NIA H3131E06 Mm.28650 RAB6, member RAS oncogene family Rab6 7;11 19346
9.33 -0.741 -3.49 0.00118 0.040966 12.17 0.00118 s17436 p17799 CNS-CB CW0CG79YN01 Mm.124313 Lymphoid nuclear protein related to AF4-like Laf4l 11 93736
9.15 -0.954 -3.49 0.00118 0.041185 12.16 0.00118 s23419 p21568 NIA H3137H08 Mm.290341 RIKEN cDNA B230114J08 gene B230114J08Rik 16 77975
7.99 -0.74 -3.49 0.00119 0.041267 12.15 0.00119 s14661 p15313 NIA H3094A07 Mm.276503 RIKEN cDNA 2700023B17 gene 2700023B17Rik 7 67070
9.54 -1.082 -3.48 0.00119 0.041291 12.14 0.00119 s23480 p14142 CNS-CB CW0CG87YP19 Mm.290488 RIKEN cDNA 2610318G18 gene 2610318G18Rik 3 67171

11.05 -0.72 -3.48 0.00119 0.041353 12.13 0.00119 s01025 p02538 IMAGE 1282795 Mm.318065 Transcribed locus, strongly similar to NP_079890.1 RWD domain containing 1 [Mus musculus] 10;4 NA
9.49 -0.865 -3.48 0.0012 0.041353 12.13 0.0012 s06422 p08295 NIA H3046G05 Mm.332474 G-rich RNA sequence binding factor 1 Grsf1 5 231413

10.97 -1.253 -3.48 0.0012 0.041353 12.13 0.0012 s13438 p23266 NIA H3150B05 Mm.272747 GATA binding protein 2 Gata2 6 14461
10.2 -1.211 -3.48 0.0012 0.04146 12.12 0.0012 s04833 p02439 NIA H3014G05 Mm.232728 Signal sequence receptor, gamma Ssr3 3 67437

14.29 -1.945 -3.48 0.0012 0.041508 12.11 0.0012 s18880 p19041 NIA H3119A05 Mm.34046 Selenoprotein M Sepm 11 114679
9.16 -1.199 -3.48 0.00121 0.041607 12.1 0.00121 s05938 p01170 NIA H3007B03 Mm.87452 RIKEN cDNA 9430025M21 gene 9430025M21Rik 1 77300

8.7 -1.088 -3.48 0.00121 0.041607 12.1 0.00121 s07062 p04454 NIA H3024F05 Mm.24169 CCAAT/enhancer binding protein zeta Cebpz 17 12607



8.9 -0.81 -3.48 0.00121 0.041607 12.1 0.00121 s18688 p22682 NIA H3146B04 Mm.4538 Lamin B receptor Lbr 1 98386
9.37 -0.863 -3.48 0.00121 0.041607 12.1 0.00121 s22188 p22319 NIA H3143G06 Mm.370205 Splicing factor, arginine/serine-rich 2 (SC-35) Sfrs2 11 20382
7.67 -0.642 -3.48 0.00122 0.041788 12.08 0.00122 s20066 p15736 IMAGE 1447504 Mm.273862 Retinoblastoma 1 Rb1 14 19645
9.25 -1.112 -3.48 0.00122 0.041801 12.08 0.00122 s10700 p02870 IMAGE 1225626 Mm.290530 RIKEN cDNA E430034L04 gene E430034L04Rik 5 23881

14.02 -1.692 -3.47 0.00123 0.042009 12.06 0.00123 s23838 p20749 NIA H3131E02 NA
8.14 -0.611 -3.47 0.00123 0.042067 12.06 0.00123 s14991 p21704 NIA H3138H01 NA
8.96 0.875 3.47 0.00124 0.0421 12.04 0.00124 s02127 p11729 NIA H3071A03 Mm.257837 ATPase, class VI, type 11A Atp11a 8;7 50770
8.93 -0.881 -3.47 0.00124 0.0421 12.04 0.00124 s06724 p02929 NIA H3016A07 Mm.28507 Rho GTPase activating protein 21 Arhgap21 2 71435
10.2 -0.862 -3.47 0.00124 0.0421 12.04 0.00124 s12449 p02334 NIA H3013F04 In multiple clusters NA

14.44 -1.205 -3.47 0.00124 0.0421 12.05 0.00124 s13340 p22502 NIA H3144F05 Mm.8684 1-acylglycerol-3-phosphate O-acyltransferase 1 (lysophosphatidic acid acyltransferase, alpha) Agpat1 17 55979
10.6 -1.395 -3.47 0.00124 0.0421 12.04 0.00124 s17217 p22458 CNS-CB CW0CG22YF07 Hs.537358 Transcribed locus, strongly similar to XP_131355.2 proline-rich nuclear receptor coactivator 1 [Mus musculus] NA
8.11 -0.936 -3.47 0.00125 0.0421 12.03 0.00125 s21505 p12876 NIA H3078D02 Mm.273578 Transmembrane protein 34 Tmem34 8 234463
9.72 -0.826 -3.47 0.00125 0.042128 12.03 0.00125 s02400 p05062 NIA H3027F09 Mm.261045 Protein phosphatase 1A, magnesium dependent, alpha isoform Ppm1a 12 19042
9.56 -1.262 -3.47 0.00125 0.042226 12.02 0.00125 s14300 p17863 NIA H3110G01 Mm.181689 RIKEN cDNA 1110061L23 gene 1110061L23Rik 7 68845
8.97 -1.06 -3.47 0.00126 0.042316 12.01 0.00126 s18324 p22668 NIA H3146D02 Mm.38877 RIKEN cDNA 9630015D15 gene 9630015D15Rik 4 100201
9.39 -0.799 -3.47 0.00126 0.042316 12.01 0.00126 s21087 p14681 NIA H3089A12 Mm.291799 Retinol dehydrogenase 11 Rdh11 12 17252
12.6 -2.008 -3.46 0.00126 0.042364 12 0.00126 s03995 p04260 NIA H3023D05 Mm.333219 Expressed sequence C87436 C87436 6 232196

8 -0.584 -3.46 0.00126 0.042364 12 0.00126 s06825 p06257 NIA H3034A03 Mm.171389 Protein phosphatase 6, catalytic subunit Ppp6c 2 67857
9.51 -1.036 -3.46 0.00126 0.042364 12 0.00126 s06849 p02675 IMAGE 1382155 Mm.12665 Cullin 3 Cul3 1 26554

10.75 -1.018 -3.46 0.00127 0.042364 11.99 0.00127 s22317 p12845 CNS-CB CW0CG54YO21 Rn.37575 Tropomyosin isoform 6 Tpm3 2 117557
8.03 -0.709 -3.46 0.00127 0.042428 11.98 0.00127 s01102 p08430 IMAGE 681059 Mm.272770 Ubiquitin specific protease 2 Usp2 9 53376

14.23 -1.053 -3.46 0.00128 0.042428 11.97 0.00128 s05310 p03227 NIA H3018C08 Mm.30085 Aldo-keto reductase family 1, member A4 (aldehyde reductase) Akr1a4 4;14 58810
8.5 -0.808 -3.46 0.00127 0.042428 11.98 0.00127 s13295 p20729 CNS-CB CW0CG67YE13 Mm.249873 CD38 antigen Cd38 5 12494

8.13 -0.857 -3.46 0.00127 0.042428 11.98 0.00127 s13372 p14054 NIA H3085F05 Mm.207499 Protein phosphatase 1, regulatory (inhibitor) subunit 12A Ppp1r12a 10 17931
8.7 -0.923 -3.46 0.00128 0.042428 11.97 0.00128 s16309 p23483 NIA H3152C08 NA

11.24 -1.952 -3.46 0.00128 0.042428 11.97 0.00128 s16909 p22194 NIA H3142B03 NA
9.54 -1.335 -3.46 0.00129 0.042684 11.95 0.00129 s23190 p17202 CNS-CB CW0CG60YF19 Rn.31698 Transcribed locus 18 NA
9.06 -0.878 -3.45 0.0013 0.042708 11.93 0.0013 s00979 p11748 NIA H3071D05 NA
8.06 -1.016 -3.45 0.00131 0.042708 11.9 0.00131 s01507 p07936 NIA H3043H08 Mm.305150 Similar to carcinoembryonic antigen-related cell adhesion molecule 3; Carcinoembryonic antigen gene family (CGM1) 7 381852
9.42 -1.21 -3.45 0.0013 0.042708 11.93 0.0013 s05831 p05772 NIA H3031D02 Mm.169673 RIKEN cDNA C530049I24 gene AI642036 11;13 216705

14.05 -1.077 -3.45 0.00131 0.042708 11.91 0.00131 s10423 p05420 NIA H3029D06 Mm.273538 Tubulin, beta 5 Tubb5 17 22154
9.3 -1.276 -3.45 0.00131 0.042708 11.91 0.00131 s11139 p07937 NIA H3043A09 Mm.12508 Karyopherin (importin) alpha 2 Kpna2 11;17;4;6;5 16647

12.82 -1.253 -3.45 0.00131 0.042708 11.92 0.00131 s15439 p21972 NIA H3140D11 Mm.323925 RIKEN cDNA 5031439G07 gene 5031439G07Rik 15 223739
10.51 -1.216 -3.45 0.0013 0.042708 11.92 0.0013 s16881 p21944 NIA H3140H07 Mm.253648 RIKEN cDNA 0610011L14 gene 0610011L14Rik 2 68295

8.88 -0.804 -3.45 0.0013 0.042708 11.93 0.0013 s16913 p12726 NIA H3077F07 Mm.219675 G elongation factor, mitochondrial 2 Gfm2 13 320806
11.39 -0.855 -3.45 0.00131 0.042708 11.92 0.00131 s17648 p18837 NIA H3117E03 Mm.290251 Cellular nucleic acid binding protein 1 Cnbp1 6 12785
12.75 -1.165 -3.45 0.00131 0.042708 11.91 0.00131 s18853 p19811 NIA H3125C05 Mm.16660 Prolyl 4-hydroxylase, beta polypeptide P4hb 11 18453
14.06 -2.327 -3.46 0.00129 0.042708 11.94 0.00129 s19530 p24445 NIA H3158E08 Mm.46449 RIKEN cDNA 2410042D21 gene 2410042D21Rik 2;17 72425
10.73 -1.151 -3.45 0.00131 0.042708 11.9 0.00131 s22003 p20257 NIA H3128A01 Mm.4630 Prostaglandin E receptor 2 (subtype EP2) Ptger2 14 19217

8.28 -0.718 -3.45 0.0013 0.042708 11.92 0.0013 s24249 p12827 CNS-CB CW0CG54YB23 Rn.27145 Transcribed locus 8 NA
7.65 -0.56 -3.45 0.00131 0.042708 11.91 0.00131 s24412 p21250 CNS-CB CW0CG97YE10 Mm.87051 Thymocyte selection-associated HMG box gene Tox 4 252838

11.03 -1.324 -3.45 0.0013 0.042708 11.92 0.0013 s24537 p19724 NIA H3124D06 Mm.86386 DNA fragmentation factor, beta subunit Dffb 4 13368
8.02 -0.741 -3.45 0.00132 0.042877 11.89 0.00132 s03931 p09122 IMAGE 793152 Mm.259879 Baculoviral IAP repeat-containing 4 Birc4 X 11798
9.19 -0.97 -3.45 0.00132 0.042877 11.88 0.00132 s12801 p16365 CNS-CB CW0CG41YH09 Mm.46847 RIKEN cDNA 4930469P12 gene 4930469P12Rik 6 67636
8.46 -1.133 -3.45 0.00132 0.042877 11.89 0.00132 s15326 p20696 CNS-CB CW0CG66YF19 Mm.37214 Transferrin Trf 9 22041
9.98 -1.766 -3.45 0.00133 0.042992 11.88 0.00133 s06188 p12442 NIA H3076B08 Mm.24375 Tocopherol (alpha) transfer protein Ttpa 4 50500

10.18 -0.863 -3.44 0.00134 0.043073 11.86 0.00134 s00660 p01535 IMAGE 1226206 Mm.333433 Killer cell lectin-like receptor subfamily A, member 9 Klra9 6 16640
11.73 -0.926 -3.44 0.00134 0.043073 11.86 0.00134 s00670 p10495 IMAGE 1004482 Mm.8552 Baculoviral IAP repeat-containing 5 Birc5 11 11799
11.35 -0.849 -3.44 0.00134 0.043073 11.86 0.00134 s06477 p07273 IMAGE 1923175 In multiple clusters NA
12.97 -2.049 -3.44 0.00134 0.043073 11.86 0.00134 s11290 p04621 NIA H3025E02 NA
15.44 -0.77 -3.44 0.00134 0.043073 11.86 0.00134 s14359 p20425 NIA H3129A10 Mm.360075 Eukaryotic translation elongation factor 1 alpha 1 Eef1a1 9 13627

9.4 -0.968 -3.44 0.00134 0.043102 11.85 0.00134 s01005 p09456 NIA H3054H06 Mm.52583 RIKEN cDNA 1700025O18 gene D13Wsu50e 13 28077
7.86 -0.743 -3.44 0.00135 0.043102 11.84 0.00135 s09037 p05720 IMAGE 1383435 Mm.244393 TRAF family member-associated Nf-kappa B activator Tank 2 21353
9.56 -1.438 -3.44 0.00135 0.043102 11.85 0.00135 s15755 p16803 CNS-CB CW0CG79YD15 Mm.196153 RIKEN cDNA 6330581N18 gene Rapgef4 2 56508
8.24 -0.748 -3.44 0.00135 0.043102 11.84 0.00135 s24975 p23836 NIA H3155D04 Mm.2950 Postmeiotic segregation increased 2 (S. cerevisiae) Pms2 5 18861
8.22 -0.95 -3.44 0.00135 0.043223 11.83 0.00135 s00639 p07929 NIA H3043A08 Mm.248647 Phosphatidylinositol 4-kinase type 2 beta Pi4k2b 5 67073

8.1 -0.753 -3.44 0.00136 0.043422 11.81 0.00136 s08284 p08533 NIA H3047E11 Mm.37660 Ankyrin repeat domain 28 Ankrd28 14 105522
8.19 -0.733 -3.44 0.00136 0.043422 11.81 0.00136 s17174 p20926 NIA H3132F12 Mm.32368 Cerebral cavernous malformations 1 Ccm1 5 79264
8.74 -1.216 -3.43 0.00138 0.043756 11.79 0.00138 s01696 p01731 IMAGE 1224860 Mm.273671 SAC1 (supressor of actin mutations 1, homolog)-like (S. cerevisiae) Sacm1l 9 83493
8.73 -1.354 -3.43 0.00138 0.043756 11.79 0.00138 s20595 p12879 NIA H3078G02 Mm.143817 NIMA (never in mitosis gene a)-related expressed kinase 7 Nek7 1 59125
8.02 -0.68 -3.43 0.00138 0.043783 11.79 0.00138 s19883 p14448 NIA H3088H06 Mm.157379 Transcribed locus, weakly similar to NP_795929.1 RIKEN cDNA 8030475D13 gene [Mus musculus] 14 NA

14.91 -1.374 -3.43 0.00138 0.043802 11.78 0.00138 s18600 p19346 NIA H3121B07 NA
12.27 -1.277 -3.43 0.00139 0.043973 11.77 0.00139 s22943 p21546 NIA H3137B06 Mm.13694 Ornithine aminotransferase Oat 7 18242

7.51 0.986 3.43 0.00139 0.043992 11.76 0.00139 s23604 p24583 empty NA
8.68 -1.129 -3.43 0.0014 0.044043 11.76 0.0014 s22906 p13858 NIA H3083B05 Mm.10229 FUS interacting protein (serine-arginine rich) 1 Fusip1 4;13;12 14105

7.5 -0.611 -3.42 0.00141 0.044058 11.73 0.00141 s00077 p06115 IMAGE 577841 Mm.198803 UDP-glucose ceramide glucosyltransferase Ugcg 4 22234
7.9 -0.62 -3.42 0.00141 0.044058 11.73 0.00141 s06412 p12387 NIA H3076C01 Mm.263464 Nuclear VCP-like Nvl 1 67459

11.48 -1.41 -3.42 0.00142 0.044058 11.72 0.00142 s06582 p01133 IMAGE 634887 Mm.220362 Complement component factor h-like 1 Cfhl1 1 50702
11.26 -0.921 -3.42 0.00142 0.044058 11.72 0.00142 s06852 p05239 NIA H3028G07 Mm.253922 SEC14-like 2 (S. cerevisiae) Sec14l2 11 67815

9.73 -0.902 -3.43 0.00141 0.044058 11.73 0.00141 s08908 p02892 NIA H3016D02 Mm.2863 Intergral membrane protein 1 Itm1 9 16430
9.18 -0.964 -3.43 0.0014 0.044058 11.75 0.0014 s13478 p20968 NIA H3133H05 Mm.620 Arylsulfatase A Arsa 15 11883
8.68 -0.896 -3.42 0.00142 0.044058 11.72 0.00142 s14492 p14287 NIA H3086G10 Mm.1314 Kidney cell line derived transcript 1 Kdt1 6 16543
9.46 -0.853 -3.42 0.00142 0.044058 11.73 0.00142 s17774 p19603 NIA H3123C03 Mm.790 TPA regulated locus Tparl 5 21982
8.33 -0.753 -3.42 0.00142 0.044058 11.72 0.00142 s21768 p22366 NIA H3143F12 Mm.2065 Cytidine 5'-triphosphate synthase 2 Ctps2 X 55936
8.15 -1.313 -3.42 0.00142 0.044058 11.72 0.00142 s21996 p13861 NIA H3083E05 Mm.29906 EBNA1 binding protein 2 Ebna1bp2 4 69072
9.35 -0.803 -3.42 0.00142 0.044058 11.72 0.00142 s23746 p13327 NIA H3080G10 Mm.7883 Adenomatosis polyposis coli Apc 18 11789

12.02 -0.941 -3.42 0.00142 0.044058 11.72 0.00142 s23970 p13585 CNS-CB CW0CG112YH16 Mm.155896 Heterogeneous nuclear ribonucleoprotein A2/B1 Hnrpa2b1 6;5 53379
8.68 -0.874 -3.42 0.00142 0.044141 11.71 0.00142 s22751 p12840 CNS-CB CW0CG54YL15 Mm.112977 RIKEN cDNA 2310005P05 gene 2310005P05Rik 9 67484

8.4 -0.702 -3.42 0.00143 0.044242 11.71 0.00143 s20185 p22388 CNS-CB CW0CG49YB17 Mm.253876 Ras homolog gene family, member f Rhof 5 23912
11.22 -0.771 -3.42 0.00143 0.04433 11.7 0.00143 s06953 p07295 IMAGE 1973146 Mm.234700 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, epsilon polypeptide Ywhae 11 22627

8.48 -0.848 -3.42 0.00143 0.044332 11.69 0.00143 s05505 p02184 NIA H3012H09 Mm.12831 RIKEN cDNA 3830421F13 gene 3830421F13Rik 16 69823
8.08 -0.786 -3.42 0.00143 0.044332 11.69 0.00143 s21549 p15180 NIA H3093D02 Mm.371567 Hypothetical protein A730046J16 Laf4 1 16764
8.65 -0.879 -3.42 0.00144 0.044531 11.68 0.00144 s02961 p05856 NIA H3031H12 Mm.30965 RIKEN cDNA 2810421I24 gene 2810421I24Rik 1 75619

10.68 -0.768 -3.41 0.00146 0.044635 11.66 0.00146 s01070 p04844 IMAGE 1121035 Mm.266767 Expressed sequence AA517753 Vapa 17 30960
9.08 -0.875 -3.41 0.00146 0.044635 11.65 0.00146 s05519 p01924 NIA H3011D01 NA

14.59 -1.313 -3.41 0.00146 0.044635 11.66 0.00146 s06557 p03695 NIA H3020G06 Mm.16421 High mobility group box 1 Hmgb1 5;3;19;15;16 15289
11.38 -1.045 -3.42 0.00145 0.044635 11.67 0.00145 s08420 p05207 NIA H3028G03 Mm.256956 Roundabout homolog 1 (Drosophila) Robo1 16 19876
13.04 -1.21 -3.41 0.00146 0.044635 11.65 0.00146 s16980 p22710 NIA H3146F07 Mm.188709 Protein phosphatase 1, regulatory (inhibitor) subunit 12B Ppp1r12b 1 69167

9.68 -1.063 -3.41 0.00146 0.044635 11.65 0.00146 s23111 p21806 NIA H3139F02 Mm.207263 Transcription elongation factor A (SII) 1 Tcea1 1;15;11;9 21399
9.28 -1.27 -3.41 0.00146 0.044635 11.65 0.00146 s24753 p12566 CNS-CB CW0CG108YJ10 Rn.93208 Spectrin beta 2 Spnb2 14 305614
9.25 -0.814 -3.41 0.00145 0.044635 11.66 0.00145 s25029 p22048 CNS-CB CW0CG47YE20 Mm.254642 Cathepsin O Ctso 3 229445
7.68 0.57 3.41 0.00146 0.044663 11.65 0.00146 s19828 p15216 NIA H3093H06 Mm.26076 LOC434660 Un 434660
9.74 -1.187 -3.41 0.00147 0.044692 11.64 0.00147 s23158 p13368 CNS-CB CW0CG100YA23 NA
7.89 -0.847 -3.41 0.00147 0.044755 11.63 0.00147 s03569 p10931 NIA H3065C11 NA
7.87 -0.748 -3.41 0.00148 0.044755 11.62 0.00148 s06086 p08094 NIA H3044F04 Mm.331719 Beta-amyloid binding protein precursor Bbp 4;15 94043
10.1 -1.167 -3.41 0.00147 0.044755 11.63 0.00147 s09327 p02138 NIA H3012B04 Mm.58836 Citrate synthase Cs 10;7 12974
8.73 -0.779 -3.41 0.00148 0.044755 11.62 0.00148 s14024 p21498 NIA H3136B12 Mm.16650 Zinc finger protein 62 Zfp62 11 22720
7.98 2.12 3.41 0.00147 0.044755 11.63 0.00147 s17806 p23189 CNS-CB CW0CG20YF06 Mm.148731 RIKEN cDNA 4933424M12 gene 4933424M12Rik 4 67548
8.57 -0.87 -3.41 0.00148 0.044782 11.62 0.00148 s10285 p07208 IMAGE 597550 Mm.45815 Breast cancer anti-estrogen resistance 3 Bcar3 3 29815

11.66 -1.054 -3.41 0.00148 0.044782 11.62 0.00148 s22028 p17447 IMAGE 1096575 Mm.290589 Defensin related cryptdin 7 Defcr2 8 13236
8.1 -0.999 -3.41 0.00149 0.044859 11.61 0.00149 s00366 p01513 IMAGE 641347 Mm.284811 Unc-119 homolog (C. elegans) Unc119 11 22248

10.28 -1.091 -3.41 0.00149 0.044886 11.6 0.00149 s24018 p19473 NIA H3122A11 Mm.339846 Odd Oz/ten-m homolog 2 (Drosophila) Odz2 11 23964
8.07 -0.698 -3.41 0.00149 0.044897 11.6 0.00149 s19183 p14701 CNS-CB CW0CG95YP02 Rn.834 Transcribed locus 18 NA

14.17 0.988 3.41 0.00149 0.044915 11.6 0.00149 s03091 p09436 NIA H3054D04 Mm.326324 RIKEN cDNA 1700124P09 gene 1700124P09Rik 9 76998
9.91 -1.004 -3.4 0.0015 0.044921 11.59 0.0015 s20695 p14665 NIA H3089A10 Mm.3941 Eukaryotic translation initiation factor 4E Eif4e 3;X 13684

11.86 -1.314 -3.4 0.0015 0.045019 11.59 0.0015 s23614 p20739 NIA H3131C01 Mm.25410 RIKEN cDNA 1700022L09 gene 1700022L09Rik 2 66934
10.01 -0.78 -3.4 0.00151 0.045022 11.57 0.00151 s02579 p01996 NIA H3011D10 Mm.153911 Lymphocyte cytosolic protein 1 Lcp1 14 18826
10.31 -0.979 -3.4 0.00151 0.045022 11.58 0.00151 s03558 p00951 NIA H3006G11 Mm.151940 COX11 homolog, cytochrome c oxidase assembly protein (yeast) Cox11 11 69802
14.17 -0.902 -3.4 0.0015 0.045022 11.58 0.0015 s06452 p10337 IMAGE 1885427 Mm.4215 Catalase Cat 2 12359
10.03 -0.935 -3.4 0.00151 0.045022 11.57 0.00151 s09470 p04641 NIA H3025A05 Mm.206404 Eukaryotic translation initiation factor 3, subunit 6 interacting protein Eif3s6ip 15 223691
11.08 -0.915 -3.4 0.00151 0.045022 11.58 0.00151 s11730 p10525 IMAGE 1278277 Mm.17910 Hydroxysteroid dehydrogenase-5, delta<5>-3-beta Hsd3b5 3 15496
15.11 -1.147 -3.4 0.00151 0.045026 11.57 0.00151 s24033 p19985 NIA H3126A03 NA
12.36 -1.033 -3.4 0.00152 0.045227 11.55 0.00152 s11291 p05641 IMAGE 580060 Mm.358585 Cytochrome P450, family 2, subfamily c, polypeptide 40 Cyp2c40 19 13099

11 -1.128 -3.4 0.00153 0.045415 11.54 0.00153 s03613 p00183 NIA H3002G11 Mm.89888 Glutamate-cysteine ligase, catalytic subunit Gclc 9 14629
10.35 -0.823 -3.4 0.00153 0.045479 11.54 0.00153 s05868 p01680 NIA H3010H06 Mm.271222 Eukaryotic translation initiation factor 5 Eif5 12;2;1 217869
13.67 -1.922 -3.4 0.00153 0.045479 11.53 0.00153 s14539 p18131 NIA H3111C11 Mm.5121 Peptidylglycine alpha-amidating monooxygenase Pam 1 18484

8.18 -0.858 -3.4 0.00154 0.045517 11.53 0.00154 s06628 p05229 NIA H3028E06 Mm.245482 CWF19-like 2, cell cycle control (S. pombe) Cwf19l2 9 244672
10.31 -0.913 -3.39 0.00154 0.045593 11.52 0.00154 s23473 p20028 NIA H3126D08 Mm.209349 Zinc finger, A20 domain containing 3 Za20d3 7 65098

7.75 -0.662 -3.39 0.00155 0.045714 11.51 0.00155 s20207 p16512 CNS-CB CW0CG58YC05 Mm.271744 Profilin 2 Pfn2 3 18645
7.45 -0.598 -3.39 0.00155 0.045871 11.5 0.00155 s00058 p01249 IMAGE 3667322 Mm.235194 Thymoma viral proto-oncogene 3 Akt3 1 23797

14.11 -1.356 -3.39 0.00156 0.045896 11.5 0.00156 s23642 p20741 NIA H3131E01 Mm.261972 RNA binding motif protein 8a Rbm8a 3;1 60365
11.08 -0.853 -3.39 0.00156 0.045924 11.49 0.00156 s01393 p05888 IMAGE 575349 Mm.34641 Autocrine motility factor receptor Amfr 8 23802

7.8 -0.683 -3.39 0.00157 0.045924 11.48 0.00157 s11444 p04887 IMAGE 573035 Mm.129309 RIKEN cDNA 1110051B16 gene 1110051B16Rik 14 278672
9.13 -0.933 -3.39 0.00156 0.045924 11.49 0.00156 s15587 p16862 CNS-CB CW0CG59YF16 Hs.501140 KIAA1598 KIAA1598 10 57698
9.84 -0.656 -3.39 0.00157 0.045924 11.48 0.00157 s19551 p18299 NIA H3113C08 Mm.336563 RIKEN cDNA 0910001K20 gene 0910001K20Rik 1 68421

12.32 -1.444 -3.39 0.00156 0.045924 11.49 0.00156 s21937 p23646 NIA H3153F04 Mm.29802 DNA segment, Chr 10, Brigham & Women's Genetics 1364 expressed D10Bwg1364e 10 216169
7.81 -0.923 -3.38 0.00159 0.046121 11.45 0.00159 s05154 p01169 NIA H3007A03 Mm.89940 A disintegrin and metalloproteinase domain 19 (meltrin beta) Adam19 11 11492

13.64 -1.364 -3.39 0.00158 0.046121 11.47 0.00158 s08224 p05199 NIA H3028G02 Mm.153183 YLP motif containing 1 Ylpm1 12 56531
8.69 -0.921 -3.39 0.00158 0.046121 11.46 0.00158 s10762 p08498 NIA H3047B07 Mm.234139 Tripeptidyl peptidase II Tpp2 1 22019

11.67 -1.124 -3.38 0.00158 0.046121 11.46 0.00158 s17890 p22941 NIA H3147E12 Mm.102253 Zinc finger protein 207 Zfp207 11 22680
8.63 -0.927 -3.38 0.00159 0.046121 11.45 0.00159 s19413 p19833 NIA H3125A08 Mm.209903 Activating transcription factor 2 Atf2 2 11909

10.58 -1.134 -3.38 0.00159 0.046121 11.45 0.00159 s20293 p18558 NIA H3115F04 Mm.172947 Tuftelin interacting protein 11 Tfip11 5 54723
9.51 -0.802 -3.38 0.00159 0.046121 11.45 0.00159 s22797 p16166 NIA H3099F05 Mm.233534 Glucosamine-phosphate N-acetyltransferase 1 Gnpnat1 14;18 54342
14.1 -1.432 -3.38 0.00159 0.046237 11.44 0.00159 s21599 p21588 NIA H3137D11 Mm.18603 Histidine decarboxylase Hdc 2 15186
8.82 -0.948 -3.38 0.00159 0.046238 11.44 0.00159 s00191 p08163 NIA H3045C01 Mm.222956 CDNA sequence BC026682 BC026682 4 230579
7.91 -0.795 -3.38 0.0016 0.046348 11.43 0.0016 s01259 p11508 NIA H3069D11 Mm.339061 Similar to Nucleoside diphosphate kinase B (NDK B) (NDP kinase B) (P18) 10 432482

10.06 -0.831 -3.38 0.0016 0.046423 11.43 0.0016 s04358 p03254 NIA H3018F11 Mm.289662 Fibroblast growth factor inducible 14 Ddx3x X 13205
12.24 -1.08 -3.38 0.00162 0.046844 11.4 0.00162 s18504 p21144 NIA H3134H03 NA
11.12 -0.671 -3.38 0.00162 0.046855 11.4 0.00162 s00874 p04836 IMAGE 1124253 Mm.329243 Calmodulin 2 Calm2 17;6;X 12314
14.31 -1.623 -3.37 0.00164 0.047236 11.37 0.00164 s07856 p01347 NIA H3008C01 Mm.321452 Germ cell-less homolog (Drosophila) Gcl 6 23885

8.63 -0.888 -3.37 0.00164 0.047236 11.37 0.00164 s09926 p11829 CNS-CB CW0CG85YC09 Mm.4714 RIKEN cDNA D030074K08 gene Yaf2 15 67057
7.89 -1.08 -3.37 0.00164 0.047236 11.38 0.00164 s23661 p12803 CNS-CB CW0CG53YH19 Mm.33183 Disco interacting protein 2 homolog (Drosophila) Dip2 10 64451
9.04 -0.827 -3.37 0.00166 0.047503 11.34 0.00166 s01316 p12532 CNS-CB CW0CG107YO14 Rn.13142 Similar to Serine/threonine kinase 38 20 361813

13.88 -1.58 -3.37 0.00166 0.047503 11.34 0.00166 s04136 p05036 NIA H3027D06 Mm.257917 RIKEN cDNA 1110008L16 gene 1110008L16Rik 12 66132
8.33 -0.909 -3.37 0.00166 0.047503 11.35 0.00166 s09580 p03105 NIA H3017A05 Mm.27355 RIKEN cDNA 2410004L22 gene 2410004L22Rik 8 76478
8.58 -1.048 -3.37 0.00166 0.047503 11.35 0.00166 s17370 p20869 NIA H3132E05 Mm.10141 Alpha thalassemia/mental retardation syndrome X-linked homolog (human) Atrx X 22589

11.52 -0.895 -3.37 0.00166 0.047503 11.35 0.00166 s17679 p21651 CNS-CB CW0CG45YD17 Mm.324550 RIKEN cDNA 1300002A08 gene 1300002A08Rik 8 66887
10.77 -0.882 -3.37 0.00166 0.047514 11.34 0.00166 s09548 p12323 NIA H3075C05 Mm.271222 Eukaryotic translation initiation factor 5 Eif5 12;2;1 217869
14.46 -1.258 -3.37 0.00167 0.047533 11.33 0.00167 s12583 p21731 NIA H3138C05 Mm.273152 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 8 Psmd8 7 57296

9.22 -1.067 -3.37 0.00167 0.047533 11.34 0.00167 s12695 p21987 CNS-CB CW0CG45YN06 Rn.33325 Similar to RIKEN cDNA 1700034P14 2 294734
10.09 1.279 3.37 0.00167 0.047533 11.33 0.00167 s13037 p15093 IMAGE 404104 Mm.10742 Cytochrome P450, family 4, subfamily a, polypeptide 10 Cyp4a10 4 13117
13.87 -1.189 -3.37 0.00167 0.047533 11.33 0.00167 s24177 p23325 NIA H3150E12 Mm.2053 RIKEN cDNA 5830427H10 gene 5830427H10Rik 6 67767

9.82 -0.859 -3.37 0.00167 0.047578 11.32 0.00167 s24650 p20752 NIA H3131H02 Mm.23978 Protein kinase C and casein kinase substrate in neurons 2 Pacsin2 15;X 23970
10.2 -1.028 -3.36 0.00168 0.047684 11.31 0.00168 s19654 p22886 NIA H3147F05 Mm.129481 Nuclear receptor subfamily 3, group C, member 1 Nr3c1 18;2 14815
9.86 -0.887 -3.36 0.00168 0.047684 11.32 0.00168 s24555 p23818 NIA H3155B02 Mm.248254 Calumenin Calu 6;7 12321
7.98 -0.629 -3.36 0.0017 0.048246 11.28 0.0017 s15442 p24536 empty NA

8.7 1.215 3.36 0.00172 0.048363 11.27 0.00172 s00623 p05627 IMAGE 582519 Mm.46366 Similar to KAT protein 1 226654
10.88 -0.964 -3.36 0.00171 0.048363 11.27 0.00171 s05370 p06815 NIA H3036G12 NA

8.9 -0.797 -3.36 0.00171 0.048363 11.27 0.00171 s15676 p21472 NIA H3136H08 Mm.268475 Cell cycle progression 1 Ccpg1 9 72278
9.41 -0.93 -3.36 0.00172 0.048363 11.27 0.00172 s17956 p19101 NIA H3119E12 Mm.215034 Matrin 3 Matr3 18 17184
9.26 -0.987 -3.34 0.00177 0.04847 11.19 0.00177 s00294 p12011 CNS-CB CW0CG75YE14 Rn.44705 Transcribed locus 4 NA

8.2 -0.853 -3.34 0.00177 0.04847 11.19 0.00177 s00327 p04335 IMAGE 1265212 Mm.29633 RIKEN cDNA 1810008O21 gene 1810008O21Rik 7 69094
8.54 -0.927 -3.35 0.00177 0.04847 11.19 0.00177 s00684 p10235 NIA H3060C08 NA
8.44 -0.946 -3.35 0.00175 0.04847 11.21 0.00175 s01428 p12286 NIA H3074F12 Mm.790 TPA regulated locus Tparl 5 21982
7.91 0.932 3.35 0.00173 0.04847 11.25 0.00173 s01934 p01481 IMAGE 4483829 Mm.35290 Receptor-interacting serine-threonine kinase 4 Ripk4 16 72388
8.08 0.856 3.35 0.00176 0.04847 11.2 0.00176 s02550 p00974 IMAGE 1380025 Mm.276109 CWF19-like 1, cell cycle control (S. pombe) Cwf19l1 19 72502
9.55 -0.864 -3.35 0.00175 0.04847 11.22 0.00175 s02595 p04298 NIA H3023B10 Mm.10141 Alpha thalassemia/mental retardation syndrome X-linked homolog (human) Atrx X 22589
9.74 -0.789 -3.35 0.00177 0.04847 11.19 0.00177 s04048 p01700 NIA H3010D09 Mm.279361 Vinculin Vcl 14 22330

9.5 -1.467 -3.34 0.00179 0.04847 11.17 0.00179 s04957 p00141 NIA H3002E06 Mm.3636 Dihydrolipoamide branched chain transacylase E2 Dbt 3 13171
8.07 -0.79 -3.35 0.00175 0.04847 11.22 0.00175 s05329 p07323 NIA H3039C04 Mm.276650 Spermatogenesis associated, serine-rich 2 Spats2 15 72572
8.74 -0.812 -3.35 0.00175 0.04847 11.21 0.00175 s06089 p10906 NIA H3065B08 Mm.96867 Ring finger protein 141 Rnf141 7 67150
8.92 -0.729 -3.34 0.00178 0.04847 11.17 0.00178 s08571 p02139 NIA H3012C04 Mm.7233 Cytoplasmic polyadenylation element binding protein 2 Cpeb2 5 231207
8.45 -0.72 -3.35 0.00173 0.04847 11.24 0.00173 s08624 p12383 NIA H3075G12 Mm.262053 ATP-binding cassette, sub-family B (MDR/TAP), member 7 Abcb7 4;X 11306
9.14 -0.984 -3.35 0.00176 0.04847 11.2 0.00176 s10583 p11564 NIA H3070D06 Mm.136919 RIKEN cDNA 4930434E21 gene 4930434E21Rik 5 381693

10.13 -0.787 -3.34 0.00178 0.04847 11.18 0.00178 s10744 p05174 IMAGE 659017 Mm.303231 Chemokine (C-X-C motif) ligand 12 Cxcl12 6 20315
11.54 -0.82 -3.35 0.00175 0.04847 11.22 0.00175 s11534 p10517 IMAGE 1278143 Mm.213003 Myeloid differentiation primary response gene 88 Myd88 9 17874

8.03 -0.598 -3.35 0.00173 0.04847 11.25 0.00173 s11602 p07967 NIA H3043G12 Mm.57295 Kelch repeat and BTB (POZ) domain containing 2 Kbtbd2 6 210973
10.42 -0.818 -3.34 0.00178 0.04847 11.18 0.00178 s12349 p00026 NIA H3001B04 Mm.355034 DNA segment, Chr 9, Wayne State University 20, expressed D9Wsu20e 9 69981
13.07 -1.182 -3.34 0.00179 0.04847 11.17 0.00179 s13202 p24569 NIA H3159A12 Mm.29267 CDNA sequence BC031853 BC031853 8 234595
13.83 -1.427 -3.34 0.00178 0.04847 11.18 0.00178 s13450 p20966 NIA H3133F05 Mm.259045 ARP2 actin-related protein 2 homolog (yeast) Actr2 11;6 66713

8.2 -0.766 -3.35 0.00175 0.04847 11.21 0.00175 s13610 p13804 CNS-CB CW0CG84YC19 Rn.84878 Similar to vascular endothelial zinc finger 1 10 287615
9.27 -0.757 -3.35 0.00176 0.04847 11.21 0.00176 s13680 p14318 NIA H3087F02 Mm.19893 Glutamine fructose-6-phosphate transaminase 1 Gfpt1 6 14583

10.88 -1.029 -3.35 0.00173 0.04847 11.25 0.00173 s15466 p21202 NIA H3134B11 Mm.347362 RIKEN cDNA 5730439E10 gene 5730439E10Rik 9 102632



12.01 -1.136 -3.34 0.00178 0.04847 11.18 0.00178 s18301 p14988 NIA H3092D02 Mm.20294 Selenophosphate synthetase 2 Sephs2 7 20768
10.44 -0.92 -3.35 0.00177 0.04847 11.19 0.00177 s19164 p22639 NIA H3145G10 Mm.234944 DNA segment, Chr 13, Wayne State University 64, expressed D13Wsu64e 13 217980

11.2 -1.441 -3.35 0.00175 0.04847 11.22 0.00175 s19809 p23402 NIA H3151B10 Mm.103362 CDNA sequence BC016226 BC016226 12;16;10 217666
9.38 -0.97 -3.34 0.00178 0.04847 11.18 0.00178 s20270 p22912 NIA H3147H08 Mm.28521 ARP1 actin-related protein 1 homolog B (yeast) Actr1b 1 226977
8.83 -0.981 -3.35 0.00174 0.04847 11.24 0.00174 s20528 p15431 NIA H3095G09 NA

13.53 -1.577 -3.35 0.00174 0.04847 11.23 0.00174 s20635 p23881 NIA H3155A10 NA
8.22 -1.117 -3.35 0.00177 0.04847 11.19 0.00177 s22010 p13601 CNS-CB CW0CG112YM09 Rn.22242 Transcribed locus 7 NA
9.79 -1.545 -3.36 0.00172 0.04847 11.26 0.00172 s23078 p17200 CNS-CB CW0CG60YF07 NA
8.21 -0.747 -3.34 0.00178 0.04847 11.18 0.00178 s23269 p12852 CNS-CB CW0CG55YG22 Rn.52556 Transcribed locus X NA
13.8 -1.321 -3.34 0.00178 0.04847 11.17 0.00178 s24101 p18707 NIA H3116C11 Mm.268104 Expressed sequence AA517853 AA517853 9 353190

10.05 -0.836 -3.35 0.00177 0.04847 11.19 0.00177 s24106 p23063 NIA H3149G03 Mm.280069 Non-POU-domain-containing, octamer binding protein Nono X;10 53610
8.87 -0.829 -3.35 0.00176 0.04847 11.21 0.00176 s24291 p13339 NIA H3080C12 Mm.41077 Actin-like 6A Actl6a 3 56456
7.63 -0.649 -3.34 0.00179 0.048472 11.17 0.00179 s09260 p04958 IMAGE 572943 Mm.259105 DNA segment, Chr 3, ERATO Doi 250, expressed D3Ertd250e 3 52184

14.67 -1.371 -3.34 0.00179 0.048472 11.16 0.00179 s16449 p23741 NIA H3154E04 Mm.275082 RIKEN cDNA 2310021P13 gene 2310021P13Rik 14 268721
9.22 -0.865 -3.34 0.0018 0.04855 11.15 0.0018 s01787 p07631 IMAGE 976344 In multiple clusters NA
9.84 -0.894 -3.34 0.0018 0.04855 11.15 0.0018 s18279 p20362 NIA H3129B02 Mm.233914 RIKEN cDNA 2210403N09 gene 2210403N09Rik 5 75665
8.39 0.743 3.34 0.0018 0.04855 11.15 0.0018 s21730 p13906 NIA H3083B11 NA
9.25 -1.107 -3.34 0.0018 0.048577 11.15 0.0018 s07615 p11634 CNS-CB CW0CG76YM10 Rn.8423 Sphingosine-1-phosphate phosphatase 1 Sgpp1 6 81536
9.24 -1.225 -3.33 0.00182 0.049118 11.12 0.00182 s15719 p21667 CNS-CB CW0CG45YH17 Mm.314576 RIKEN cDNA 1110059H15 gene 1110059H15Rik 2 68795
9.29 -0.92 -3.33 0.00183 0.049171 11.11 0.00183 s15452 p21462 NIA H3136F07 Mm.331051 Guanine monphosphate synthetase Gmps 3 229363
9.19 -0.932 -3.33 0.00184 0.049346 11.1 0.00184 s06960 p01657 NIA H3010A04 Mm.326956 Similar to Ptbp1 protein 10 236294

11.39 -1.063 -3.33 0.00184 0.049346 11.1 0.00184 s20338 p20864 NIA H3132H04 NA
7.36 -0.511 -3.33 0.00185 0.04943 11.09 0.00185 s01338 p07158 IGBMC Spotting_buffer NA

10.72 -2.142 -3.33 0.00184 0.04943 11.09 0.00184 s13738 p15860 CNS-CB CW0CG115YN03 Mm.21798 RIKEN cDNA 2810026P18 gene 2810026P18Rik 9 72655
14.86 -1.311 -3.33 0.00185 0.049558 11.08 0.00185 s08168 p05195 NIA H3028C02 Mm.18574 Basic helix-loop-helix domain containing, class B9 Bhlhb9 X 70237

8.38 -0.998 -3.33 0.00186 0.049615 11.08 0.00186 s01622 p10437 NIA H3061E09 Mm.235570 Procollagen, type XXIV, alpha 1 Col24a1 3 71355
9.97 -0.995 -3.33 0.00186 0.049615 11.08 0.00186 s05517 p00132 NIA H3002D05 Mm.117429 Zinc finger and BTB domain containing 20 Zbtb20 16 56490
8.29 -0.957 -3.33 0.00186 0.049658 11.07 0.00186 s00867 p11492 NIA H3069D09 NA
8.39 -0.826 -3.33 0.00186 0.049658 11.07 0.00186 s10290 p11812 CNS-CB CW0CG84YM15 Mm.316592 Sorting nexin 14 Snx14 5;9;4;18;X;2;17;6;12;3 244962

8.3 -0.849 -3.32 0.00188 0.04975 11.05 0.00188 s00338 p01263 IMAGE 636008 Mm.247676 Hydroxymethylbilane synthase Hmbs 9;1 15288
10.44 -1.024 -3.33 0.00187 0.04975 11.06 0.00187 s03774 p06845 IMAGE 621719 Mm.259282 Leptin receptor Lepr 4 16847
12.85 -1.102 -3.32 0.00188 0.04975 11.05 0.00188 s14935 p21700 NIA H3138D01 Mm.157770 Calponin 2 Cnn2 10 12798

8.62 -0.847 -3.32 0.00188 0.04975 11.05 0.00188 s16095 p20151 CNS-CB CW0CG99YH18 Mm.25243 Zinc finger CCCH type, antiviral 1 Zc3hav1 6;11;X 78781
8.7 -0.879 -3.32 0.00188 0.04975 11.05 0.00188 s20603 p20047 NIA H3126G10 Mm.23296 E2F transcription factor 6 E2f6 12 50496

10.64 -0.883 -3.32 0.00189 0.050017 11.04 0.00189 s15858 p21153 NIA H3134A05 NA
11.87 -1.544 -3.32 0.00191 0.050332 11.02 0.00191 s00257 p03821 IMAGE 2650284 Mm.246377 Tubulin, beta 2 Tubb2 13;5 22151

8.51 -0.73 -3.32 0.00191 0.050332 11.02 0.00191 s08260 p12115 NIA H3073C03 Mm.281019 RIKEN cDNA 1500041J02 gene 1500041J02Rik 1 67876
12.15 -2.17 -3.32 0.00191 0.050418 11.01 0.00191 s10630 p03126 NIA H3017F07 Mm.299381 Hypoxanthine guanine phosphoribosyl transferase 1 Hprt1 X 15452

7.95 -0.719 -3.32 0.00192 0.050591 11 0.00192 s10454 p08234 NIA H3045B10 Mm.366509 LOC433683 4 433683
9.97 -1.121 -3.32 0.00192 0.050647 10.99 0.00192 s19993 p12658 CNS-CB CW0CG115YC15 NA
7.88 -0.654 -3.31 0.00193 0.050694 10.99 0.00193 s11558 p06935 NIA H3037G03 Mm.271819 RIKEN cDNA 1810031K02 gene 1810031K02Rik 4 69780

15.36 -0.943 -3.31 0.00193 0.050694 10.99 0.00193 s16640 p19362 NIA H3121B09 Mm.329656 Fibroblast growth factor (acidic) intracellular binding protein Fibp 19 58249
12.85 -1.831 -3.31 0.00193 0.050727 10.98 0.00193 s05883 p01938 NIA H3011B03 Mm.46480 RIKEN cDNA 5730578N08 gene 5730578N08Rik 16 66664

9.13 -1.011 -3.31 0.00194 0.050727 10.98 0.00194 s16155 p23987 CNS-CB CW0CG124YA10 Mm.210352 RIKEN cDNA 5730405G21 gene Sfrs10 16;3;11;X 20462
10.02 -1.104 -3.31 0.00194 0.050815 10.97 0.00194 s04878 p04993 NIA H3027A01 Mm.218889 RIKEN cDNA 1110001C20 gene 1110001C20Rik 4 242291

7.89 -0.686 -3.31 0.00195 0.051059 10.96 0.00195 s14976 p21192 NIA H3134H09 Mm.341776 RIKEN cDNA 4933426M11 gene 4933426M11Rik 12 217684
8.11 -0.731 -3.31 0.00196 0.051113 10.95 0.00196 s05251 p00913 NIA H3006A07 Mm.1782 Reticulocalbin 2 Rcn2 9 26611
9.73 -1.502 -3.31 0.00196 0.051113 10.95 0.00196 s13588 p19178 CNS-CB CW0CG91YM09 Rn.6670 Similar to cyclin I 14 289500
8.28 0.777 3.31 0.00196 0.051113 10.95 0.00196 s14872 p15833 NIA H3097A12 NA
9.06 -0.972 -3.31 0.00196 0.051113 10.95 0.00196 s21962 p20517 CNS-CB CW0CG120YM12 Mm.45565 RIKEN cDNA 1810038L18 gene 1810038L18Rik 10 69181

10.45 -1.041 -3.31 0.00196 0.051113 10.95 0.00196 s22892 p14118 CNS-CB CW0CG84YI20 Rn.18892 Transcribed locus 2 NA
11.14 -1.08 -3.31 0.00197 0.051133 10.94 0.00197 s07972 p05187 NIA H3028C01 Mm.260076 Crumbs homolog 3 (Drosophila) Crb3 17 224912

9.67 -1.544 -3.31 0.00197 0.051183 10.94 0.00197 s00754 p10749 NIA H3063E12 Mm.262000 Protein tyrosine phosphatase 4a1 Ptp4a1 1;19;2;6;10;11;3 19243
10.04 -1.313 -3.31 0.00198 0.051197 10.93 0.00198 s15717 p19875 CNS-CB CW0CG25YN15 Mm.218198 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 14 Psmd14 2 59029

8.76 -0.977 -3.31 0.00198 0.051197 10.93 0.00198 s19396 p17783 CNS-CB CW0CG36YG08 Mm.41555 RAB28, member RAS oncogene family Rab28 5 100972
9.08 -0.93 -3.31 0.00198 0.051197 10.93 0.00198 s21627 p21590 NIA H3137F11 Mm.3160 Uroporphyrinogen III synthase Uros 7 22276
8.48 -0.769 -3.31 0.00198 0.051252 10.93 0.00198 s04923 p07567 NIA H3040G10 NA

10.66 -1.129 -3.3 0.00199 0.051317 10.92 0.00199 s17233 p23742 NIA H3154F04 Mm.359239 Similar to Ptbp1 protein 15 432975
10.79 -0.839 -3.3 0.00199 0.051413 10.91 0.00199 s16290 p19387 NIA H3121C12 Mm.12459 Ankyrin repeat domain 10 Ankrd10 8 102334
10.28 -0.814 -3.3 0.00199 0.051413 10.91 0.00199 s24186 p19231 NIA H3120G04 Mm.2756 Hypothetical gene supported by AK080436 Hmgn1 16;X;17;12;5 15312
15.19 -0.916 -3.3 0.002 0.051553 10.9 0.002 s14936 p22472 NIA H3144H01 NA

8.88 -0.939 -3.3 0.00201 0.051623 10.89 0.00201 s07900 p02881 NIA H3016A01 Mm.3879 Hypoxia inducible factor 1, alpha subunit Hif1a 12 15251
8.89 -0.882 -3.3 0.00201 0.051623 10.89 0.00201 s13792 p14072 NIA H3085H07 Mm.260703 Vacuolar protein sorting 26 (yeast) Vps26 10 30930

9.7 -0.829 -3.3 0.00201 0.051623 10.89 0.00201 s20421 p19779 NIA H3125C01 Mm.279188 Hepatoma-derived growth factor, related protein 2 Hdgfrp2 17 15193
8.77 -0.948 -3.3 0.00201 0.05163 10.89 0.00201 s24651 p21772 NIA H3138D10 Mm.23809 Histone cell cycle regulation defective interacting protein 5 Hirip5 6 56748

14.24 -1.38 -3.3 0.00202 0.051703 10.88 0.00202 s19818 p19308 NIA H3121D02 Mm.148315 Nth (endonuclease III)-like 1 (E.coli) Nthl1 17 18207
8.13 -0.901 -3.3 0.00202 0.051722 10.88 0.00202 s05268 p03217 NIA H3018A07 Mm.41998 Protein phosphatase 4, catalytic subunit Ppp4c 7 56420

11.22 -1.194 -3.3 0.00203 0.051722 10.87 0.00203 s10823 p00570 IMAGE 642315 NA
14.38 -0.941 -3.3 0.00203 0.051722 10.86 0.00203 s11208 p06159 NIA H3033G02 In multiple clusters NA

8.35 -0.698 -3.3 0.00203 0.051722 10.86 0.00203 s15581 p23520 NIA H3152H12 Mm.299254 Par-3 (partitioning defective 3) homolog (C. elegans) Pard3 8 93742
9.31 -0.968 -3.3 0.00203 0.051722 10.87 0.00203 s18219 p17028 NIA H3104D05 Mm.139314 Developmental pluripotency associated 5 Dppa5 16;5;9 13915
8.53 -1.185 -3.3 0.00203 0.051722 10.87 0.00203 s18930 p13669 NIA H3082E05 NA

11.95 -1.335 -3.3 0.00202 0.051722 10.88 0.00202 s19238 p13431 IMAGE 1481578 Mm.248827 Calnexin Canx 11 12330
10.58 -1.248 -3.3 0.00203 0.051722 10.87 0.00203 s24262 p24351 CNS-CB CW0CG23YD13 Mm.28614 Ring finger protein 149 Rnf149 1 67702
13.61 -1.281 -3.29 0.00204 0.051823 10.85 0.00204 s03042 p03546 NIA H3019B12 Mm.124328 RIKEN cDNA D130067C23 gene Sp3 2 20687

8.64 -0.805 -3.29 0.00204 0.051823 10.86 0.00204 s09006 p03408 NIA H3089G02 Mm.210405 Myotubularin related protein 2 Mtmr2 9 77116
10.15 -1.114 -3.29 0.00204 0.051823 10.85 0.00204 s17349 p14981 NIA H3092E01 Mm.181973 Acyl-Coenzyme A binding domain containing 5 Acbd5 2 74159

9.98 -0.887 -3.29 0.00205 0.051863 10.85 0.00205 s19706 p19554 CNS-CB CW0CG24YO16 Rn.26881 Similar to SH3-domain GRB2-like endophilin B2 3 311848
11.24 -0.837 -3.29 0.00205 0.051863 10.84 0.00205 s21206 p20552 NIA H3130H01 In multiple clusters NA

8.35 -0.901 -3.29 0.00205 0.051863 10.84 0.00205 s21958 p16933 NIA H3103E05 NA
10.71 -1.346 -3.29 0.00205 0.051863 10.84 0.00205 s23708 p17671 NIA H3109G01 Mm.28721 Bromodomain containing 3 Brd3 2 67382

8.74 -0.81 -3.29 0.00206 0.051948 10.83 0.00206 s13343 p13032 CNS-CB CW0CG74YB09 Mm.25042 Exportin, tRNA (nuclear export receptor for tRNAs) Xpot 10;8 73192
8.79 -0.681 -3.29 0.00207 0.052175 10.82 0.00207 s04217 p02478 NIA H3014F10 Mm.295289 Ceroid-lipofuscinosis, neuronal 5 Cln5 14 211286
8.01 -0.661 -3.29 0.00208 0.052334 10.81 0.00208 s04321 p07346 NIA H3039B07 Mm.120518 RIKEN cDNA A130030D10 gene A130030D10Rik 2 277395

10.67 -0.996 -3.29 0.00208 0.052334 10.81 0.00208 s05844 p05262 NIA H3028F10 In multiple clusters NA
8.43 -0.825 -3.29 0.00208 0.052334 10.81 0.00208 s16112 p22455 CNS-CB CW0CG22YE14 Rn.17019 Transcribed locus 4 NA

10.34 -0.961 -3.29 0.00209 0.052439 10.8 0.00209 s04986 p01163 NIA H3007C02 Mm.260288 Protein phosphatase 2a, catalytic subunit, alpha isoform Ppp2ca 11 19052
9.47 -1.005 -3.28 0.0021 0.052662 10.79 0.0021 s14165 p22209 NIA H3142A05 Mm.162025 RIKEN cDNA A830085I22 gene Ulk2 11 29869

13.75 -2.304 -3.28 0.00211 0.052805 10.78 0.00211 s10964 p01600 NIA H3009H08 Mm.305816 Telomerase binding protein, p23 Tebp 10;6;4;8 56351
8.1 -0.757 -3.28 0.00212 0.052933 10.77 0.00212 s02546 p10696 NIA H3063H05 NA

12.3 -0.888 -3.28 0.00212 0.053001 10.76 0.00212 s07367 p02154 NIA H3012B06 Mm.1970 Protein phosphatase 1, catalytic subunit, alpha isoform Ppp1ca 19 19045
10.2 -1.135 -3.28 0.00212 0.053001 10.76 0.00212 s12223 p00532 IMAGE 643150 Mm.210196 Glycerol-3-phosphate acyltransferase, mitochondrial Gpam 19 14732
13.3 -1.746 -3.28 0.00213 0.053007 10.76 0.00213 s03854 p03515 NIA H3019C08 Mm.279736 Splicing factor 3b, subunit 1 Sf3b1 1 81898
7.99 -0.75 -3.28 0.00214 0.053319 10.74 0.00214 s12540 p08736 NIA H3048H12 NA
8.75 -0.875 -3.28 0.00214 0.053319 10.74 0.00214 s13625 p15086 CNS-CB CW0CG97YD13 Mm.276341 RIKEN cDNA 1500011J06 gene 1500011J06Rik 5 208606
9.41 -0.726 -3.28 0.00215 0.053542 10.73 0.00215 s02697 p07628 IMAGE 598918 Mm.12665 Cullin 3 Cul3 1 26554
9.24 -0.792 -3.28 0.00216 0.053566 10.73 0.00216 s01860 p10187 NIA H3060C02 Mm.14816 Choline/ethanolaminephosphotransferase 1 Cept1 3 99712

9.9 -0.814 -3.27 0.00216 0.053603 10.72 0.00216 s15060 p21446 NIA H3136F05 Mm.182912 Growth hormone inducible transmembrane protein Ghitm 14 66092
15.21 -0.745 -3.27 0.00216 0.053603 10.72 0.00216 s23600 p20999 NIA H3133G09 NA

8.32 -0.718 -3.27 0.00217 0.053675 10.71 0.00217 s13398 p24546 NIA H3159B09 NA
11.93 -0.769 -3.27 0.00217 0.053718 10.71 0.00217 s00447 p11505 NIA H3069A11 Mm.52526 RIKEN cDNA 2810439F02 gene 2810439F02Rik 18 72747

8.78 -0.814 -3.27 0.00218 0.053755 10.7 0.00218 s06616 p06511 IMAGE 620744 Mm.290085 Cereblon Crbn 6 58799
8.4 1.23 3.27 0.00218 0.053755 10.71 0.00218 s12861 p20201 NIA H3127A06 Mm.29532 Ring finger protein 122 Rnf122 8 68867

7.77 -0.587 -3.27 0.00218 0.053755 10.7 0.00218 s13022 p13811 CNS-CB CW0CG84YD21 Rn.92666 Transcribed locus 18 NA
14.08 -1.391 -3.27 0.00219 0.053826 10.69 0.00219 s00179 p09445 NIA H3054E05 Mm.331156 Tripartite motif protein 46 Trim46 3 360213

9.94 -0.97 -3.27 0.00218 0.053826 10.7 0.00218 s21317 p20036 NIA H3126D09 Mm.193688 Protein tyrosine phosphatase 4a2 Ptp4a2 4;2 19244
8.35 -0.89 -3.27 0.00219 0.053851 10.69 0.00219 s10109 p00313 IMAGE 568123 Mm.141758 Hemoglobin X, alpha-like embryonic chain in Hba complex Hba-x 11 15126
8.16 -0.729 -3.27 0.00219 0.053851 10.69 0.00219 s19503 p13181 CNS-CB CW0CG92YP11 Mm.55422 RIKEN cDNA 2610020O08 gene 2610020O08Rik X 67050
8.58 -0.889 -3.27 0.0022 0.054101 10.67 0.0022 s13526 p13550 CNS-CB CW0CG101YC11 Rn.93303 Transcribed locus 11 NA
8.62 -0.749 -3.27 0.00221 0.054101 10.67 0.00221 s20658 p19279 NIA H3120G10 NA
8.52 -1.09 -3.27 0.00221 0.054116 10.67 0.00221 s12005 p05898 IMAGE 574012 Mm.347677 RIKEN cDNA E030026I10 gene E030026I10Rik 4 269549
8.54 -0.764 -3.27 0.00221 0.05416 10.66 0.00221 s00523 p04343 IMAGE 1923980 Mm.343942 Carbamoyl-phosphate synthetase 1 Cps1 1 227231
7.81 -0.785 -3.27 0.00221 0.05416 10.67 0.00221 s14603 p13269 NIA H3080E03 Mm.358713 RIKEN cDNA 5330431K02 gene 5330431K02Rik 13 68189

13.87 -1.577 -3.26 0.00222 0.054199 10.66 0.00222 s15469 p23766 NIA H3154F07 Mm.87389 WD repeat domain 35 Wdr35 12 74682
7.35 -0.554 -3.26 0.00222 0.054294 10.65 0.00222 s21024 p21085 empty NA
8.67 -0.824 -3.26 0.00223 0.05436 10.65 0.00223 s19398 p19575 CNS-CB CW0CG25YI07 Mm.370307 RIKEN cDNA 1810013H02 gene 1810013H02Rik 14 69763

8.2 -0.78 -3.26 0.00223 0.054416 10.64 0.00223 s14334 p22987 NIA H3148C06 Mm.210035 Early endosome antigen 1 Eea1 10 216238
8.41 -0.849 -3.26 0.00224 0.054504 10.64 0.00224 s02280 p10205 NIA H3060E04 Mm.244236 Protein kinase N2 Pkn2 3 109333

10.46 -1.01 -3.26 0.00224 0.054504 10.63 0.00224 s09041 p09304 NIA H3052H11 Mm.29192 Asparaginyl-tRNA synthetase Nars 18 70223
11.39 -1.111 -3.26 0.00224 0.054504 10.63 0.00224 s21917 p18778 CNS-CB CW0CG38YJ15 NA

8.16 -0.794 -3.26 0.00225 0.054606 10.63 0.00225 s09175 p04434 NIA H3024B03 Mm.256034 Chaperonin subunit 3 (gamma) Cct3 3;4 12462
9.8 -0.723 -3.26 0.00226 0.05473 10.62 0.00226 s01964 p02773 NIA H3015E11 Mm.5567 PDZ and LIM domain 1 (elfin) Pdlim1 19 54132

10.4 -0.886 -3.26 0.00226 0.05473 10.62 0.00226 s17625 p23693 NIA H3153E10 Mm.207621 RIKEN cDNA 9030625G08 gene BC033596 10 216345
8.93 -0.944 -3.26 0.00228 0.054997 10.6 0.00228 s06741 p06003 NIA H3032C07 Mm.237670 Amyloid beta precursor protein binding protein 1 Appbp1 8 234664
8.18 -0.662 -3.25 0.00229 0.054997 10.59 0.00229 s08753 p02376 NIA H3013H09 Mm.22367 Nik related kinase Nrk X 27206
8.19 -1.006 -3.25 0.00229 0.054997 10.59 0.00229 s14324 p14027 NIA H3085C02 Mm.19992 Traf and Tnf receptor associated protein Ttrap 13 56196

11.79 -1.263 -3.25 0.00228 0.054997 10.59 0.00228 s17077 p21952 NIA H3140H08 NA
10.01 -0.972 -3.25 0.00229 0.054997 10.59 0.00229 s19911 p14698 CNS-CB CW0CG95YO01 Rn.98804 Similar to KIAA0731 protein 10 303158

7.63 -0.6 -3.26 0.00228 0.054997 10.6 0.00228 s20344 p14206 CNS-CB CW0CG88YN14 NA
8.54 -0.952 -3.26 0.00227 0.054997 10.6 0.00227 s22404 p15409 NIA H3095A07 Mm.363653 Transcribed locus, moderately similar to NP_032272.1 hippocampus abundant gene transcript 1 [Mus musculus] NA
8.14 -0.744 -3.26 0.00228 0.054997 10.6 0.00228 s23020 p15404 NIA H3095D06 NA
8.38 -0.738 -3.25 0.0023 0.055157 10.58 0.0023 s08282 p06741 NIA H3036E03 Mm.290925 RIKEN cDNA 5430400N05 gene 5430400N05Rik 7 209225

14.96 -0.88 -3.25 0.0023 0.055157 10.58 0.0023 s09230 p03164 NIA H3017D12 Mm.29586 Brain abundant, membrane attached signal protein 1 Basp1 15;3;10 70350
9.71 -0.996 -3.25 0.0023 0.055223 10.57 0.0023 s05592 p05250 NIA H3028B09 Mm.212606 RIKEN cDNA C330018J07 gene C330018J07Rik 16;9;5;4 320184

14.57 -0.929 -3.25 0.00231 0.055305 10.56 0.00231 s00390 p10735 NIA H3063G10 Mm.272223 Solute carrier organic anion transporter family, member 1b2 Slco1b2 6 28253
15.4 0.705 3.25 0.00231 0.055305 10.56 0.00231 s05795 p11406 NIA H3068F10 NA
9.06 -0.997 -3.25 0.00231 0.055305 10.56 0.00231 s25015 p21786 NIA H3138B12 Mm.289796 Protein with Drosophila Lines (Lin) homologous domain Wins2 7 72635
9.92 1.122 3.25 0.00233 0.055727 10.54 0.00233 s24768 p13848 NIA H3083H03 Mm.11480 Brix domain containing 1 Bxdc1 10;3 67239
13.8 -1.643 -3.25 0.00234 0.055754 10.54 0.00234 s20239 p20346 NIA H3128B12 Mm.277713 DNA segment, Chr 3, MJeffers 1 D3Jfr1 3;14 229663

12.28 -1.028 -3.24 0.00235 0.056089 10.52 0.00235 s17894 p13721 NIA H3082A12 Mm.371580 Sorbitol dehydrogenase 1 Sdh1 2 20322
8.2 -0.789 -3.24 0.00236 0.056095 10.52 0.00236 s04869 p09857 NIA H3057A09 Mm.25467 Expressed sequence C87122 C87122 X 97618

7.78 -0.757 -3.24 0.00236 0.056095 10.51 0.00236 s18094 p17282 NIA H3106B01 NA
8.97 -1.326 -3.24 0.00236 0.056095 10.52 0.00236 s21850 p20828 NIA H3131D12 Mm.283293 RIKEN cDNA 2310075C12 gene 2310075C12Rik 9 71929
9.13 -0.894 -3.24 0.00237 0.05619 10.51 0.00237 s02509 p02754 NIA H3015B09 Mm.183102 ARP3 actin-related protein 3 homolog (yeast) Actr3 1;X 74117
8.52 -0.68 -3.24 0.00237 0.056209 10.51 0.00237 s04700 p08896 NIA H3050H08 Mm.260106 CDNA sequence BC031748 BC031748 X 245622

12.62 -0.902 -3.24 0.00237 0.056232 10.5 0.00237 s22901 p22306 NIA H3143B05 Mm.153895 RIKEN cDNA B330012G18 gene Rnpc2 2 170791
10.09 -0.947 -3.24 0.00238 0.056366 10.49 0.00238 s07970 p03395 NIA H3023A02 Mm.10508 Sjogren syndrome antigen B Ssb 2 20823

10.7 -1.047 -3.24 0.00239 0.056366 10.49 0.00239 s21288 p19014 NIA H3119F01 Mm.30251 Multiple coagulation factor deficiency 2 Mcfd2 17 193813
8.9 1.652 3.24 0.00238 0.056366 10.49 0.00238 s21953 p12577 CNS-CB CW0CG108YM09 Mm.275279 F-box and leucine-rich repeat protein 6 Fbxl6 15 30840

11.24 -0.915 -3.24 0.00239 0.056366 10.49 0.00239 s23435 p23870 NIA H3155F08 Mm.20488 FLN29 gene product Fln29 5 231712
13.88 -1.436 -3.23 0.00242 0.056938 10.46 0.00242 s02722 p05066 NIA H3027B10 Mm.269088 Acidic (leucine-rich) nuclear phosphoprotein 32 family, member A Anp32a 9 11737

7.94 -0.758 -3.23 0.00242 0.056938 10.46 0.00242 s03709 p11189 NIA H3067E07 Mm.26150 Rho GTPase activating protein 20 Arhgap20 9 244867
11.72 -1.009 -3.23 0.00243 0.056938 10.45 0.00243 s04750 p03205 NIA H3018E05 Mm.289759 Transcribed locus, strongly similar to XP_509082.1 similar to keratin 5b [Pan troglodytes] 15 NA

8.33 -0.887 -3.23 0.00242 0.056938 10.46 0.00242 s16215 p14771 CNS-CB CW0CG96YN17 Mm.156771 RIKEN cDNA 3732413I11 gene 3732413I11Rik 11 74315
14.7 -0.969 -3.23 0.00243 0.056938 10.45 0.00243 s17352 p17793 IMAGE 1890293 Mm.295534 Esterase 31 Es31 8 382053
9.86 -0.993 -3.23 0.00242 0.056938 10.45 0.00242 s23564 p13829 NIA H3083E01 Mm.42855 Prostate tumor over expressed gene 1 Ptov1 7 84113

10.71 -1.533 -3.23 0.00243 0.05699 10.45 0.00243 s09330 p04702 NIA H3025F12 NA
8.06 0.959 3.23 0.00244 0.057002 10.44 0.00244 s00981 p00234 IMAGE 653598 Mm.6529 Dystrophia myotonica kinase, B15 Dm15 7 13400

10.65 -0.764 -3.23 0.00244 0.057002 10.44 0.00244 s09762 p03373 IMAGE 639935 Mm.30479 GTPase, IMAP family member 7 Gimap7 6 231932
8.33 -1.23 -3.23 0.00244 0.057069 10.44 0.00244 s02181 p09439 NIA H3054G04 Mm.25423 DNA segment, Chr 10, ERATO Doi 447, expressed D10Ertd447e 10 52607
10.2 -0.924 -3.23 0.00244 0.057079 10.43 0.00244 s18478 p22934 NIA H3147F11 Mm.1022 Cell division cycle 42 homolog (S. cerevisiae) Cdc42 4 12540

9.1 -0.749 -3.23 0.00245 0.057088 10.43 0.00245 s05313 p05791 NIA H3031G04 Mm.29795 FtsJ homolog 3 (E. coli) Ftsj3 11 56095
8.47 -0.849 -3.23 0.00245 0.057088 10.43 0.00245 s07638 p07032 NIA H3038H03 Mm.21500 Mindbomb homolog 1 (Drosophila) Mib1 18 225164
8.63 -1.012 -3.23 0.00246 0.057088 10.42 0.00246 s13968 p21246 CNS-CB CW0CG87YM10 Mm.339612 RIKEN cDNA 4933439C10 gene 4933439C10Rik 11 74476
7.98 0.907 3.23 0.00245 0.057088 10.43 0.00245 s15936 p15529 CNS-CB CW0CG71YN09 Mm.1175 Jun proto-oncogene related gene d1 Jund1 8 16478
9.08 -0.869 -3.23 0.00245 0.057088 10.42 0.00245 s21163 p20571 NIA H3130C04 Mm.259653 RAS p21 protein activator 1 Rasa1 13 218397
9.91 -0.896 -3.23 0.00246 0.057088 10.42 0.00246 s23431 p20286 NIA H3128F04 Mm.100117 RIKEN cDNA 5730406M06 gene 5730406M06Rik 4 66625

10.24 -0.92 -3.23 0.00248 0.057362 10.4 0.00248 s06095 p04000 NIA H3022H08 Mm.121265 Proteasome (prosome, macropain) subunit, alpha type 1 Psma1 7 26440
13.86 1.793 3.23 0.00247 0.057362 10.41 0.00247 s08047 p09033 NIA H3051A02 Mm.2386 Secretogranin III Scg3 9 20255
10.99 -0.815 -3.23 0.00248 0.057362 10.4 0.00248 s15246 p24528 empty NA
15.63 0.63 3.22 0.00248 0.057461 10.4 0.00248 s21934 p21082 CNS-CB CW0CG86YM24 Mm.371975 2 days pregnant adult female ovary cDNA, RIKEN full-length enriched library, clone:E330027H18 product:unknown EST, full insert sequence NA

9.95 -0.894 -3.22 0.00249 0.057496 10.39 0.00249 s06833 p00373 IMAGE 1379211 Mm.158251 Plasma glutamate carboxypeptidase Pgcp 15 54381
8.54 -0.796 -3.22 0.00249 0.057573 10.39 0.00249 s06863 p01913 IMAGE 1395433 Mm.4040 Myosin VI Myo6 9 17920

10.39 -1.228 -3.22 0.00249 0.057579 10.39 0.00249 s06662 p10607 NIA H3062G06 Mm.102496 Nedd4 family interacting protein 1 Ndfip1 18 65113
8 -0.602 -3.22 0.0025 0.057579 10.38 0.0025 s08610 p12121 NIA H3073A04 Mm.24516 Striatin, calmodulin binding protein Strn 17;4 268980

8.19 -0.861 -3.22 0.00252 0.057703 10.37 0.00252 s10135 p11327 CNS-CB CW0CG53YB08 Mm.25252 RIKEN cDNA 9130411I17 gene 9130411I17Rik 10 67569
14.7 -0.806 -3.22 0.00251 0.057703 10.38 0.00251 s17346 p24451 NIA H3158C09 Mm.19073 RIKEN cDNA 9430080K19 gene 9430080K19Rik 1 68120

12.01 -0.945 -3.22 0.00252 0.057703 10.37 0.00252 s22517 p16437 IMAGE 1924982 Mm.26634 Hydroxyacid oxidase 1, liver Hao1 2 15112
9.58 -0.72 -3.22 0.00251 0.057703 10.38 0.00251 s22611 p13115 NIA H3079C08 Mm.31927 Transmembrane 4 superfamily member 9 Tm4sf9 3 56224
9.48 -0.962 -3.22 0.00251 0.057703 10.37 0.00251 s24236 p14107 NIA H3085C12 Mm.25311 RIKEN cDNA 1810015C04 gene 1810015C04Rik 15;5 66270

12.11 -1.095 -3.22 0.00251 0.057703 10.37 0.00251 s24400 p22532 NIA H3144D09 NA
9.61 -0.816 -3.22 0.00252 0.057711 10.36 0.00252 s03731 p05561 NIA H3030A12 Mm.25844 Glutaredoxin 1 (thioltransferase) Glrx1 13 93692

10.85 -0.696 -3.22 0.00252 0.057731 10.36 0.00252 s16457 p18875 NIA H3117C08 Mm.254588 Clathrin, heavy polypeptide (Hc) Cltc 11 67300



9.85 -0.987 -3.22 0.00253 0.057786 10.36 0.00253 s24401 p23304 NIA H3150H09 Mm.272685 WW domain containing adaptor with coiled-coil Wac 18 225131
13.15 -0.773 -3.22 0.00253 0.057833 10.35 0.00253 s03098 p03550 NIA H3019F12 Mm.38390 Copine III Cpne3 4 70568

8.34 -0.783 -3.22 0.00253 0.057833 10.35 0.00253 s06125 p06042 NIA H3032B12 NA
8.28 -0.773 -3.22 0.00254 0.057952 10.34 0.00254 s00543 p09459 NIA H3054C07 Mm.9654 RIKEN cDNA 1110008J03 gene 1110008J03Rik 5 100764
8.11 -0.748 -3.22 0.00254 0.057952 10.34 0.00254 s14815 p14809 NIA H3090A04 Mm.311915 Striatin, calmodulin binding protein Strn 17 268980

11.82 -0.978 -3.22 0.00255 0.058031 10.34 0.00255 s02690 p01232 NIA H3007H10 Mm.263639 Signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 Stam2 2 56324
9.07 0.885 3.21 0.00255 0.058049 10.33 0.00255 s22781 p14882 NIA H3091B01 Mm.358803 RIKEN cDNA 1110001A12 gene 1110001A12Rik 4 100087

13.14 -1.342 -3.21 0.00256 0.058056 10.33 0.00256 s09733 p02351 NIA H3013G06 Mm.24506 RIKEN cDNA E130012A19 gene E130012A19Rik 11 103551
8.93 -0.942 -3.21 0.00256 0.058056 10.33 0.00256 s20549 p22337 NIA H3143A09 Mm.26147 RIKEN cDNA 6230421P05 gene 6230421P05Rik 16;4 109033
10.2 -0.928 -3.21 0.00256 0.058056 10.33 0.00256 s23643 p21761 NIA H3138A09 In multiple clusters NA
8.41 1.034 3.21 0.00256 0.058056 10.33 0.00256 s24883 p16916 NIA H3103D03 NA
7.85 -0.8 -3.21 0.00257 0.058127 10.32 0.00257 s05543 p11394 NIA H3068B09 Mm.293266 GA repeat binding protein, beta 1 Gabpb1 2 14391
8.68 -1.154 -3.21 0.00258 0.058251 10.31 0.00258 s10512 p10030 NIA H3058F06 Mm.34059 RIKEN cDNA 2310047O13 gene 2310047O13Rik 2 66960
8.35 -0.95 -3.21 0.00258 0.058251 10.31 0.00258 s15139 p16842 CNS-CB CW0CG58YN23 NA
9.52 -0.945 -3.21 0.00258 0.058251 10.31 0.00258 s21518 p24400 NIA H3158H02 Mm.35064 Engulfment and cell motility 2, ced-12 homolog (C. elegans) Elmo2 2 140579

9.3 -0.707 -3.21 0.00259 0.058544 10.3 0.00259 s20013 p18296 NIA H3113H07 Mm.277626 Ubiquitin-activating enzyme E1C Ube1c 6 22200
8.36 -0.668 -3.21 0.0026 0.058628 10.29 0.0026 s08669 p02370 NIA H3013B09 Mm.44359 RIKEN cDNA 5730557L09 gene 5730557L09Rik 1 108770

13.12 -1.062 -3.21 0.00261 0.058647 10.28 0.00261 s05576 p02948 NIA H3016D09 Mm.284906 Arginyl-tRNA synthetase Rars 11 104458
7.89 -0.618 -3.21 0.00262 0.058647 10.28 0.00262 s09934 p06963 NIA H3037C07 Mm.23959 Tripartite motif protein 13 Trim13 14;12 66597

14.63 -1.17 -3.21 0.00262 0.058647 10.28 0.00262 s13660 p21484 NIA H3136D10 Mm.82381 CDNA clone MGC:90145 IMAGE:5707267, complete cds 19 NA
9.56 -0.892 -3.21 0.00261 0.058647 10.29 0.00261 s17652 p22421 CNS-CB CW0CG21YN05 Mm.200636 RIKEN cDNA 1810022K09 gene 1810022K09Rik 3 69126
8.58 -0.914 -3.21 0.00261 0.058647 10.28 0.00261 s18891 p16739 NIA H3102C05 Mm.267061 DEAD (Asp-Glu-Ala-Asp) box polypeptide 6 Ddx6 9 13209

12.06 -1.347 -3.21 0.00261 0.058647 10.28 0.00261 s20948 p15697 CNS-CB CW0CG103YB04 Rn.5106 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 Hmgcs1 2 29637
9.14 -0.885 -3.2 0.00262 0.058685 10.27 0.00262 s04877 p03973 NIA H3022E05 NA

10.22 -0.834 -3.21 0.00262 0.058685 10.27 0.00262 s10140 p02879 IMAGE 1226030 In multiple clusters NA
7.59 -0.665 -3.2 0.00263 0.058812 10.26 0.00263 s08330 p11859 CNS-CB CW0CG85YK14 Rn.23989 Similar to RIKEN cDNA C330023F11 13 305021

12.05 -1.745 -3.2 0.00263 0.058824 10.26 0.00263 s02349 p09947 IMAGE 536784 Mm.70546 RIKEN cDNA 2810429O05 gene 2810429O05Rik 12 52504
9.7 -1.244 -3.2 0.00264 0.058861 10.26 0.00264 s14640 p21459 NIA H3136C07 Mm.2159 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP3 Bnip3 7 12176

8.32 -1.385 -3.2 0.00267 0.059413 10.23 0.00267 s06721 p00117 NIA H3002E03 NA
10.66 -0.959 -3.2 0.00267 0.059413 10.23 0.00267 s07337 p00112 NIA H3002H02 Mm.310036 Adenylate cyclase 9 Adcy9 13;16 11515
14.33 -2.222 -3.2 0.00266 0.059413 10.23 0.00266 s21306 p23108 NIA H3149D09 Mm.2469 Split hand/foot deleted gene 1 Shfdg1 6 20422
14.55 -1.419 -3.2 0.00268 0.059555 10.22 0.00268 s09032 p01364 NIA H3008D03 Mm.29815 Methionine adenosyltransferase II, alpha Mat2a 6;5 232087
12.58 -0.989 -3.2 0.00268 0.059555 10.22 0.00268 s10765 p11062 CNS-CB CW0CG43YD22 Mm.223504 Wiskott-Aldrich syndrome protein interacting protein Waspip 2 215280
10.61 -1.255 -3.2 0.00269 0.059669 10.21 0.00269 s22625 p12607 CNS-CB CW0CG114YE04 Rn.20143 Ribonucleoprotein F Hnrpf 4 64200
12.71 -1.023 -3.19 0.0027 0.059822 10.2 0.0027 s07763 p05754 IMAGE 581961 Mm.859 Polymerase (DNA directed), gamma 2, accessory subunit Polg2 11 50776

9.56 -0.977 -3.19 0.0027 0.059822 10.2 0.0027 s15786 p19617 NIA H3123A05 Mm.73276 RIKEN cDNA 5830401L18 gene Stau1 2 20853
8.88 0.753 3.19 0.0027 0.059822 10.21 0.0027 s18807 p17052 NIA H3104D08 Mm.23670 RIKEN cDNA 2310010B21 gene 2310010B21Rik 13 69577
8.05 -0.713 -3.19 0.00271 0.059848 10.2 0.00271 s02030 p11985 NIA H3072A11 Mm.40491 RIKEN cDNA B930094H20 gene D10Bwg1379e 10 215821

8.8 -0.969 -3.19 0.00271 0.059871 10.19 0.00271 s05083 p00907 NIA H3006C06 Mm.275281 NMDA receptor-regulated gene 1 Narg1 3 74838
8.44 -0.834 -3.19 0.00271 0.059871 10.2 0.00271 s24944 p21022 NIA H3133F12 Mm.333406 Cyclin D2 Ccnd2 6 12444
9.17 -0.929 -3.19 0.00272 0.059998 10.19 0.00272 s02919 p05846 NIA H3031F11 Mm.993 DEAH (Asp-Glu-Ala-His) box polypeptide 15 Dhx15 5 13204
9.11 -0.767 -3.19 0.00272 0.060018 10.18 0.00272 s17093 p23484 NIA H3152D08 Mm.46102 RIKEN cDNA 4933406J07 gene 4933406J07Rik 7 74075
8.57 -0.826 -3.19 0.00274 0.060141 10.17 0.00274 s00339 p02283 IMAGE 765066 Mm.8396 Cytidine monophospho-N-acetylneuraminic acid hydroxylase Cmah 13 12763
9.59 -1.012 -3.19 0.00274 0.060141 10.17 0.00274 s03138 p00933 NIA H3006E09 Mm.277354 Erbb2 interacting protein Erbb2ip 13 59079
8.63 -0.815 -3.19 0.00273 0.060141 10.17 0.00273 s07279 p11120 CNS-CB CW0CG44YL13 NA

12.82 -1.692 -3.19 0.00274 0.060141 10.17 0.00274 s10995 p03847 NIA H3021G01 Mm.251710 Follistatin-like 3 Fstl3 10 83554
11.39 -0.875 -3.19 0.00274 0.060141 10.17 0.00274 s14917 p18376 CNS-CB CW0CG117YB02 Mm.155896 Heterogeneous nuclear ribonucleoprotein A2/B1 Hnrpa2b1 6;5 53379

7.33 -0.528 -3.19 0.00274 0.060141 10.17 0.00274 s17332 p24711 empty NA
8.89 -0.875 -3.19 0.00274 0.060141 10.17 0.00274 s17398 p20871 NIA H3132G05 Mm.206841 SMC4 structural maintenance of chromosomes 4-like 1 (yeast) Smc4l1 3 70099
7.87 -0.621 -3.19 0.00276 0.060291 10.15 0.00276 s03779 p11449 NIA H3069A04 Mm.222723 Frequently rearranged in advanced T-cell lymphomas 2 Frat2 19 212398
8.31 -0.766 -3.19 0.00277 0.060291 10.14 0.00277 s06901 p10875 NIA H3065C04 Mm.207263 Transcription elongation factor A (SII) 1 Tcea1 1;15;11;9 21399
7.86 -0.615 -3.19 0.00277 0.060291 10.15 0.00277 s09092 p04952 IMAGE 573398 Mm.33202 Heterogeneous nuclear ribonucleoprotein methyltransferase-like 3 (S. cerevisiae) Hrmt1l3 7 71974
9.98 -0.697 -3.19 0.00277 0.060291 10.15 0.00277 s12979 p13297 NIA H3080A07 Mm.329277 Ubiquitin specific protease 14 Usp14 18 59025

12.32 -1.755 -3.18 0.00277 0.060291 10.14 0.00277 s13798 p19448 NIA H3122H07 Mm.208030 Monoacylglycerol O-acyltransferase 2 Mogat2 7 233549
7.86 -0.679 -3.19 0.00276 0.060291 10.15 0.00276 s19491 p14463 NIA H3088G08 Mm.195635 Single-stranded DNA binding protein 3 Ssbp3 4 72475
7.83 -0.607 -3.19 0.00276 0.060291 10.15 0.00276 s20101 p22134 NIA H3141F07 NA
9.05 -0.793 -3.19 0.00276 0.060291 10.15 0.00276 s24761 p19734 NIA H3124F07 Mm.275304 RAB22A, member RAS oncogene family Rab22a 2 19334

10.44 -0.92 -3.18 0.00278 0.060309 10.13 0.00278 s00303 p07917 NIA H3043E06 Mm.34775 Pyruvate dehydrogenase E1 alpha 1 Pdha1 X 18597
8.72 -0.868 -3.18 0.00278 0.060309 10.14 0.00278 s03701 p04021 NIA H3022E11 Mm.139825 Xylosylprotein beta1,4-galactosyltransferase, polypeptide 7 (galactosyltransferase I) B4galt7 13 218271

10.95 1.281 3.18 0.00278 0.060309 10.14 0.00278 s05905 p09368 NIA H3053H07 Mm.25997 Eukaryotic elongation factor-2 kinase Eef2k 7 13631
13.05 -1.215 -3.18 0.00278 0.060309 10.14 0.00278 s14137 p21959 NIA H3140G09 Mm.285620 Zinc finger protein 639 Zfp639 3 67778

9.45 -1.207 -3.18 0.00278 0.060309 10.13 0.00278 s17558 p13709 NIA H3082E10 Mm.210018 Pleckstrin homology domain containing, family C (with FERM domain) member 1 Plekhc1 14 218952
7.95 -0.995 -3.18 0.0028 0.060453 10.12 0.0028 s00586 p10743 NIA H3063G11 NA

14.61 -1.548 -3.18 0.0028 0.060453 10.12 0.0028 s01906 p01231 NIA H3007G10 NA
7.84 -0.884 -3.18 0.0028 0.060453 10.12 0.0028 s05178 p10391 NIA H3061G03 Mm.25923 DNA segment, Chr 17, ERATO Doi 488, expressed D17Ertd488e 17 52020

8.1 -0.814 -3.18 0.0028 0.060453 10.12 0.0028 s12729 p15331 NIA H3094C09 NA
12.87 -1.021 -3.18 0.0028 0.060453 10.12 0.0028 s17256 p18821 NIA H3117E01 Mm.27359 RIKEN cDNA 1500011K16 gene 1500011K16Rik 2 67885
13.09 -0.925 -3.18 0.0028 0.060453 10.12 0.0028 s20367 p21886 NIA H3139F12 Mm.242646 Ubiquitin specific protease 9, X chromosome Usp9x X 22284

7.51 0.597 3.18 0.00281 0.060455 10.11 0.00281 s01002 p06892 IMAGE 472228 Mm.154879 Neuromedin U Nmu 5 56183
10.68 -0.807 -3.18 0.00281 0.06054 10.11 0.00281 s15253 p18890 NIA H3117B10 Mm.290022 Eukaryotic translation initiation factor 4B Eif4b 15;X 75705

8.79 -0.933 -3.18 0.00283 0.060856 10.09 0.00283 s11742 p08473 NIA H3047A04 Mm.12831 RIKEN cDNA 3830421F13 gene 3830421F13Rik 16 69823
13.2 -1.66 -3.18 0.00283 0.060883 10.09 0.00283 s06837 p03957 NIA H3022E03 Mm.1104 Ubiquitin-activating enzyme E1, Chr X Ube1x X 22201
9.78 -0.779 -3.18 0.00284 0.060907 10.09 0.00284 s05492 p02694 NIA H3015F01 Mm.27764 Ring finger protein 128 Rnf128 X 66889

13.89 -2.25 -3.18 0.00285 0.060907 10.08 0.00285 s07525 p06004 NIA H3032D07 Mm.29148 RNA binding protein with multiple splicing 2 Rbpms2 9 71973
10.6 -1.002 -3.18 0.00284 0.060907 10.09 0.00284 s15396 p21458 NIA H3136B07 Mm.6343 Nucleophosmin 1 Npm1 11;9;10;5;X 18148

13.22 -2.014 -3.18 0.00284 0.060907 10.08 0.00284 s23730 p24077 NIA H3156E10 Mm.6743 Nuclear factor, erythroid derived 2,-like 1 Nfe2l1 11;16 18023
8.32 -0.842 -3.17 0.00285 0.061014 10.08 0.00285 s03511 p09389 NIA H3053E10 NA

11.04 -1.107 -3.17 0.00286 0.061014 10.07 0.00286 s18353 p23690 NIA H3153B10 Mm.277713 DNA segment, Chr 3, MJeffers 1 D3Jfr1 3;14 229663
12.43 -1.321 -3.17 0.00286 0.061025 10.07 0.00286 s15259 p24266 NIA H3157B10 Mm.27897 DnaJ (Hsp40) homolog, subfamily A, member 1 Dnaja1 4;7;5;X 15502

8.29 -0.753 -3.17 0.00287 0.061164 10.07 0.00287 s13573 p18666 NIA H3116B06 In multiple clusters NA
9.75 -1.041 -3.17 0.00288 0.06129 10.06 0.00288 s09170 p11864 CNS-CB CW0CG85YL16 Mm.41904 RIKEN cDNA 2310047A01 gene 2310047A01Rik 14 71918
8.35 -0.636 -3.17 0.00288 0.06129 10.06 0.00288 s22367 p20023 NIA H3126G07 Mm.49826 PAP associated domain containing 1 Papd1 18 67440
8.79 -1.193 -3.17 0.00289 0.061569 10.04 0.00289 s09660 p12077 CNS-CB CW0CG76YF23 Rn.24337 Similar to CMP-sialic acid transporter 5 313139
7.77 -0.668 -3.17 0.0029 0.061728 10.04 0.0029 s15265 p16590 NIA H3101F10 NA

13.97 -1.943 -3.17 0.00291 0.061728 10.03 0.00291 s21725 p22354 NIA H3143B11 Mm.295791 RIKEN cDNA 1810023B24 gene 1810023B24Rik 8 234388
11.55 -0.726 -3.17 0.00291 0.06175 10.03 0.00291 s01006 p10476 IMAGE 1890063 Mm.34871 Inhibitor of DNA binding 2 Idb2 12;16 15902

8.71 -0.94 -3.16 0.00293 0.061818 10.02 0.00293 s00226 p01007 IMAGE 2631635 Mm.42148 Forkhead box M1 Foxm1 6 14235
9.11 1.03 3.17 0.00292 0.061818 10.02 0.00292 s00794 p08166 NIA H3045F01 Mm.139926 RNA binding motif protein 6 Rbm6 9;1 19654
9.28 -0.642 -3.16 0.00293 0.061818 10.02 0.00293 s02373 p05832 NIA H3031H09 Mm.3065 5'-3' exoribonuclease 2 Xrn2 2 24128

11.92 -0.991 -3.16 0.00293 0.061818 10.01 0.00293 s03497 p09897 IMAGE 390846 Mm.20914 Ribosomal protein S6 kinase, polypeptide 4 Rps6ka4 19 56613
8.44 -0.774 -3.17 0.00293 0.061818 10.02 0.00293 s07978 p10563 NIA H3062C01 Mm.358909 RIKEN cDNA D430041D05 gene D430041D05Rik 2 241589
8.94 -1.075 -3.16 0.00293 0.061818 10.01 0.00293 s15097 p16330 CNS-CB CW0CG33YE20 Mm.274791 O-sialoglycoprotein endopeptidase Osgep 14 66246

14.21 -1.646 -3.17 0.00293 0.061818 10.02 0.00293 s16810 p20912 NIA H3132H10 NA
8.1 -0.777 -3.16 0.00293 0.061818 10.01 0.00293 s19139 p13167 CNS-CB CW0CG75YB09 Mm.119711 RIKEN cDNA 9830132G07 gene 9830132G07Rik 1 226470

9.73 -1.359 -3.16 0.00293 0.061818 10.02 0.00293 s20351 p20602 NIA H3130B08 Mm.3996 Conserved helix-loop-helix ubiquitous kinase Chuk 19 12675
10.17 -1.051 -3.16 0.00296 0.062215 9.99 0.00296 s09750 p04655 NIA H3025G06 Mm.314378 ADP-ribosylation factor-like 5 Arl5 2 75423

9.02 -0.705 -3.16 0.00296 0.062215 9.99 0.00296 s20691 p23885 NIA H3155E10 NA
9.6 -0.799 -3.16 0.00296 0.062215 9.99 0.00296 s22114 p19493 IMAGE 1262856 Mm.246990 Reticulon 3 Rtn3 19 20168

9.68 -0.866 -3.16 0.00297 0.062215 9.99 0.00297 s23767 p20233 NIA H3127A10 Mm.252171 Sorting nexin 2 Snx2 18 67804
9.47 -0.926 -3.16 0.00296 0.062215 9.99 0.00296 s23955 p13073 NIA H3079A03 NA
9.37 -1.169 -3.16 0.003 0.062742 9.96 0.003 s05993 p00402 NIA H3003B03 Mm.295252 Peptidylprolyl isomerase D (cyclophilin D) Ppid 3;16 67738
9.74 -0.765 -3.16 0.003 0.062742 9.96 0.003 s14496 p17871 NIA H3110G02 Mm.182746 Myotrophin Mtpn 6;X 14489
8.65 -0.947 -3.16 0.003 0.062742 9.96 0.003 s16010 p19627 NIA H3123C06 Mm.274376 Retinol dehydrogenase 10 (all-trans) Rdh10 1 98711

11.12 -1.335 -3.15 0.00301 0.062984 9.95 0.00301 s12667 p21985 CNS-CB CW0CG45YM16 Mm.30251 Multiple coagulation factor deficiency 2 Mcfd2 17 193813
13.2 -1.079 -3.15 0.00303 0.063278 9.94 0.00303 s08678 p10310 IMAGE 538155 Mm.281018 Insulin-like growth factor 2, binding protein 3 Igf2bp3 6 140488

10.81 -1.072 -3.15 0.00303 0.063278 9.93 0.00303 s16747 p14512 CNS-CB CW0CG89YD13 Mm.261140 Interferon inducible GTPase 1 Iigp1 18 60440
8.72 -0.699 -3.15 0.00303 0.063278 9.94 0.00303 s19709 p22118 NIA H3141F05 Mm.22701 Growth arrest specific 1 Gas1 13 14451

10.04 -0.935 -3.15 0.00304 0.063328 9.93 0.00304 s18391 p20618 NIA H3130B10 Mm.227583 ATPase, Ca++ transporting, cardiac muscle, slow twitch 2 Atp2a2 5 11938
10.52 -0.928 -3.15 0.00304 0.063328 9.93 0.00304 s18841 p21863 NIA H3139G09 Mm.171337 Acid phosphatase 1, soluble Acp1 12;3;7 11431
10.54 -0.92 -3.15 0.00305 0.063424 9.92 0.00305 s11456 p02835 IMAGE 1499029 Mm.280069 Non-POU-domain-containing, octamer binding protein Nono X;10 53610

8.95 -0.904 -3.15 0.00305 0.063434 9.92 0.00305 s00025 p09447 NIA H3054G05 Mm.15755 Transcriptional regulator, SIN3A (yeast) Sin3a 9 20466
7.44 -1.143 -3.15 0.00305 0.063434 9.92 0.00305 s15428 p25044 empty NA
9.24 -0.855 -3.15 0.00307 0.063552 9.91 0.00307 s09053 p07252 IMAGE 1970180 Mm.24724 Protein phosphatase 1, regulatory (inhibitor) subunit 3C Ppp1r3c 19 53412
9.53 -1.23 -3.15 0.00307 0.063552 9.91 0.00307 s12408 p02842 IMAGE 640631 Mm.294159 RIKEN cDNA 0610011D08 gene 0610011D08Rik 4 66588

15.13 -0.699 -3.15 0.00306 0.063552 9.91 0.00306 s13773 p22258 NIA H3142B11 NA
9.41 -0.866 -3.15 0.00307 0.063552 9.91 0.00307 s21527 p20554 NIA H3130B02 Mm.3941 Eukaryotic translation initiation factor 4E Eif4e 3;X 13684
9.08 -0.826 -3.15 0.00307 0.063552 9.91 0.00307 s24308 p15110 IMAGE 482369 Mm.277376 ATP-binding cassette, sub-family A (ABC1), member 1 Abca1 4 11303

10.19 -0.824 -3.15 0.00309 0.063754 9.9 0.00309 s22049 p23335 NIA H3151G01 Mm.279736 Splicing factor 3b, subunit 1 Sf3b1 1 81898
8.91 -0.847 -3.15 0.00309 0.063754 9.89 0.00309 s24335 p14340 NIA H3087D05 Mm.87611 RIKEN cDNA A930035D04 gene Cul1 6 26965

10.69 -0.91 -3.14 0.0031 0.06397 9.89 0.0031 s10372 p10274 IMAGE 539903 Mm.163132 E4F transcription factor 1 E4f1 17 13560
7.86 0.658 3.14 0.0031 0.063997 9.88 0.0031 s09412 p02597 IMAGE 419419 Mm.90154 Interleukin 17E Il17e 14 140806

12.98 -0.911 -3.14 0.00311 0.063997 9.88 0.00311 s12140 p01552 NIA H3009H02 Mm.270469 DNA segment, Chr 5, Brigham & Women's Genetics 0860 expressed D5Bwg0860e 5 52822
10.69 -0.926 -3.14 0.00312 0.064033 9.87 0.00312 s02713 p09930 IMAGE 2247597 Mm.140811 Hydroxysteroid dehydrogenase-1, delta<5>-3-beta Hsd3b1 3 15492
12.48 -1.133 -3.14 0.00312 0.064033 9.87 0.00312 s04285 p00430 NIA H3003F06 Mm.10600 Glutamate dehydrogenase 1 Glud1 14;8;7 14661

8.3 -0.626 -3.14 0.00311 0.064033 9.87 0.00311 s17159 p20414 NIA H3129F08 Mm.159218 RIKEN cDNA 4933437K13 gene 4933437K13Rik 16 74478
8.98 -0.833 -3.14 0.00312 0.064087 9.87 0.00312 s03600 p01463 IMAGE 581940 Mm.28128 RIKEN cDNA 2310066N05 gene 2310066N05Rik 3 70285

14.21 -1.448 -3.14 0.00312 0.064087 9.87 0.00312 s06710 p03189 NIA H3018E03 Mm.278997 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 9 Psmd9 5 67151
8.44 0.772 3.14 0.00314 0.064272 9.86 0.00314 s05973 p07320 NIA H3039H03 Mm.30850 WD repeat domain 7 Wdr7 18 104082
9.99 -0.792 -3.14 0.00314 0.064272 9.86 0.00314 s15882 p17069 NIA H3104E10 Mm.2445 Acetyl-Coenzyme A dehydrogenase, long-chain Acadl 1 11363

10.93 -1.084 -3.14 0.00315 0.064336 9.85 0.00315 s00710 p08445 IMAGE 680050 Mm.275436 Mitogen activated protein kinase kinase 2 Map2k2 10;7 26396
8.32 -0.687 -3.14 0.00315 0.064336 9.85 0.00315 s25057 p22298 NIA H3143B04 Mm.178 Crystallin, alpha B Cryab 9 12955

10.81 -0.826 -3.14 0.00315 0.06435 9.85 0.00315 s09516 p08737 NIA H3049A01 Mm.28232 SUMO/sentrin specific protease 6 Senp6 9 215351
8.64 -1.1 -3.14 0.00315 0.064395 9.85 0.00315 s14185 p15043 NIA H3092C09 Mm.370235 Zinc finger, DHHC domain containing 6 Zdhhc6 19 66980
8.41 -0.748 -3.14 0.00316 0.064486 9.84 0.00316 s17484 p22415 CNS-CB CW0CG21YL08 Mm.331640 ROD1 regulator of differentiation 1 (S. pombe) Rod1 4 230257
8.62 -0.951 -3.14 0.00316 0.064486 9.84 0.00316 s18923 p20325 NIA H3128E09 Mm.257151 CDNA sequence BC020002 BC020002 6 252875

10.49 -1.165 -3.14 0.00317 0.064518 9.84 0.00317 s03985 p07334 NIA H3039F05 Mm.13694 Ornithine aminotransferase Oat 7 18242
8.54 -0.973 -3.13 0.00319 0.064656 9.82 0.00319 s00453 p03829 IMAGE 2647832 Mm.5120 Galactosylceramidase Galc 12 14420
9.74 -0.796 -3.13 0.00318 0.064656 9.83 0.00318 s07662 p03196 NIA H3018D04 Mm.233009 RAS related protein 1b Rap1b 10 215449
8.46 -0.735 -3.13 0.00318 0.064656 9.83 0.00318 s16216 p15543 CNS-CB CW0CG72YD03 Rn.22506 Transcribed locus 18 NA

15.59 0.591 3.13 0.00319 0.064656 9.82 0.00319 s22564 p21051 CNS-CB CW0CG68YH22 NA
9.15 -1.049 -3.13 0.00318 0.064656 9.83 0.00318 s22989 p12590 CNS-CB CW0CG112YB24 Rn.105966 CDNA clone MGC:105826 IMAGE:7107468, complete cds 17 NA

10.59 -1.08 -3.13 0.00319 0.064678 9.82 0.00319 s12744 p15341 NIA H3094E10 Mm.30119 Sterol-C4-methyl oxidase-like Sc4mol 8 66234
13.91 1.349 3.13 0.0032 0.064736 9.81 0.0032 s05835 p09356 NIA H3053D06 Mm.37380 RIKEN cDNA 1810048P08 gene AW490415 6 101361

8.46 -0.898 -3.13 0.0032 0.064736 9.81 0.0032 s21682 p20822 NIA H3131F11 Mm.202749 Dipeptidylpeptidase 8 Dpp8 9 74388
8.83 -1.017 -3.13 0.0032 0.064781 9.81 0.0032 s05093 p09867 NIA H3057C10 Mm.227549 Bisphosphate 3'-nucleotidase 1 Bpnt1 1 23827
9.15 -0.985 -3.13 0.00321 0.064842 9.81 0.00321 s08147 p11341 NIA H3068E02 Mm.293181 RIKEN cDNA 2700088M22 gene 2700088M22Rik 15 67197

11.43 -1.826 -3.13 0.00321 0.064879 9.8 0.00321 s14713 p23513 NIA H3152A12 Mm.197552 Transforming growth factor, beta receptor I Tgfbr1 4 21812
11.34 -0.807 -3.13 0.00322 0.064938 9.8 0.00322 s14178 p20929 NIA H3133A01 NA

8.05 -0.8 -3.13 0.00323 0.064974 9.79 0.00323 s06775 p11381 NIA H3068E07 Mm.273270 Casitas B-lineage lymphoma-like 1 Cbll1 12 104836
10.19 -0.914 -3.13 0.00323 0.064974 9.79 0.00323 s19627 p23656 NIA H3153H05 Mm.28883 Peroxisomal delta3, delta2-enoyl-Coenzyme A isomerase Peci 13 23986

8.88 1.094 3.13 0.00323 0.065074 9.79 0.00323 s16862 p17078 NIA H3104F11 Mm.259886 RIKEN cDNA 9930036E21 gene 9930036E21Rik 15 320506
7.85 -0.585 -3.13 0.00325 0.065285 9.78 0.00325 s10579 p07980 IMAGE 1224149 In multiple clusters NA
7.88 -0.721 -3.13 0.00325 0.065285 9.78 0.00325 s19416 p22397 CNS-CB CW0CG49YJ13 Mm.275467 RIKEN cDNA 4930578F03 gene 4930578F03Rik 2 75894
9.88 -1.157 -3.13 0.00326 0.065314 9.77 0.00326 s19041 p12651 CNS-CB CW0CG115YB09 Mm.218198 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 14 Psmd14 2 59029
9.59 -1.004 -3.13 0.00326 0.065314 9.77 0.00326 s21582 p19284 NIA H3120D11 Mm.315909 Heterogeneous nuclear ribonucleoprotein H2 Hnrph2 X;4;3 56258

15.31 1.256 3.12 0.00327 0.065421 9.77 0.00327 s07851 p09025 NIA H3051A01 NA
10.16 -1.044 -3.13 0.00327 0.065421 9.77 0.00327 s08684 p02882 NIA H3016B01 NA

8.03 0.722 3.12 0.00328 0.065552 9.76 0.00328 s19685 p12648 CNS-CB CW0CG114YP04 Mm.311655 RIKEN cDNA E430014B02 gene C230085N15Rik 17 320556
11.99 -1.067 -3.12 0.00329 0.065643 9.75 0.00329 s00017 p02279 IMAGE 849849 Mm.252737 Protein tyrosine phosphatase, non-receptor type 4 Ptpn4 1 19258

8.66 -0.804 -3.12 0.00329 0.065643 9.75 0.00329 s02221 p07389 NIA H3039E12 Mm.341243 Pumilio 2 (Drosophila) Pum2 12 80913
8.37 -0.883 -3.12 0.00329 0.065643 9.75 0.00329 s07463 p00376 IMAGE 1395362 Mm.262184 Zinc finger protein 67 Zfp67 3 22724
8.54 -0.922 -3.12 0.0033 0.065771 9.74 0.0033 s09442 p04391 IMAGE 2780020 Mm.12926 Peroxisome proliferator activated receptor binding protein Pparbp 11 19014
8.57 -0.77 -3.12 0.00331 0.06591 9.73 0.00331 s01563 p08188 NIA H3045D04 NA
8.49 -0.821 -3.12 0.00332 0.06591 9.73 0.00332 s08870 p06734 NIA H3036F02 Mm.287279 DNA segment, Chr 14, ERATO Doi 436, expressed D14Ertd436e 14 218978
9.76 -1.296 -3.12 0.00331 0.06591 9.73 0.00331 s17094 p24256 NIA H3157H08 Mm.235108 Trk-fused gene Tfg 16 21787

14.28 -1.64 -3.12 0.00331 0.06591 9.73 0.00331 s22957 p21808 NIA H3139H02 NA
10.76 -0.872 -3.12 0.00333 0.066138 9.72 0.00333 s22383 p21555 NIA H3137C07 Mm.169234 RIKEN cDNA 2310005O14 gene 2310005O14Rik 8 67914

8.59 -0.812 -3.12 0.00334 0.066206 9.72 0.00334 s22163 p12847 CNS-CB CW0CG55YB07 Mm.246875 DDHD domain containing 2 Ddhd2 8 72108
10.2 -0.8 -3.11 0.00336 0.066562 9.7 0.00336 s09686 p10287 IMAGE 533407 Mm.2271 Chemokine (C-C motif) ligand 9 Ccl9 11 20308
8.08 -0.963 -3.11 0.00336 0.066562 9.7 0.00336 s20305 p16506 CNS-CB CW0CG58YB07 Mm.296150 Purine rich element binding protein B Purb 11 19291
8.07 -0.809 -3.11 0.00337 0.066598 9.69 0.00337 s04762 p01153 NIA H3007A01 Mm.260647 RIKEN cDNA C920006C10 gene C920006C10Rik 15 76740
8.42 -0.763 -3.11 0.00337 0.066598 9.69 0.00337 s08496 p10073 NIA H3058A12 Mm.322891 Phosphodiesterase 8A Pde8a 7 18584

13.28 -1.379 -3.11 0.00336 0.066598 9.7 0.00336 s08572 p02911 NIA H3016G04 Mm.239997 RNA, U3 small nucleolar interacting protein 2 Rnu3ip2 9 27966
14.5 -1.379 -3.11 0.00337 0.066598 9.69 0.00337 s10926 p04672 NIA H3025H08 NA
7.99 -0.761 -3.11 0.00338 0.066618 9.69 0.00338 s16250 p21169 NIA H3134A07 Mm.103029 Transcribed locus 4 NA

13.27 -1.447 -3.11 0.00338 0.066618 9.69 0.00338 s18935 p18273 NIA H3113A05 Mm.46493 Endothelial differentiation, sphingolipid G-protein-coupled receptor, 5 Edg5 9 14739
13.55 -0.606 -3.11 0.00339 0.066695 9.68 0.00339 s00565 p04085 BMAP UI-M-CC0-axy-h-04-0-UI Mm.3919 Insulin-like growth factor binding protein-like 1 Igfbpl1 4 75426
10.17 -1.105 -3.11 0.00339 0.066695 9.68 0.00339 s13226 p20987 NIA H3133C08 In multiple clusters NA

9.95 -0.95 -3.11 0.0034 0.066755 9.68 0.0034 s09933 p05943 IMAGE 1450646 Mm.322945 Cathepsin C Ctsc 7 13032
12.25 -1.128 -3.11 0.0034 0.066755 9.68 0.0034 s22099 p18211 NIA H3112C09 Mm.1444 COP9 (constitutive photomorphogenic) homolog, subunit 7a (Arabidopsis thaliana) Cops7a 6 26894

9.82 -1.189 -3.11 0.0034 0.066755 9.68 0.0034 s23671 p21763 NIA H3138C09 Mm.27764 Ring finger protein 128 Rnf128 X 66889
8.36 -0.66 -3.11 0.00342 0.067053 9.66 0.00342 s02403 p07874 NIA H3043B01 Mm.6488 RIKEN cDNA D530031C13 gene D530031C13Rik 12 320817

11.24 -0.899 -3.11 0.00342 0.067053 9.66 0.00342 s05473 p11165 NIA H3067E04 Mm.280231 Annexin A7 Anxa7 14 11750



8.59 -0.634 -3.11 0.00342 0.067058 9.66 0.00342 s09160 p02904 NIA H3016H03 Mm.272258 Deoxyribonuclease 1-like 3 Dnase1l3 14 13421
10.67 -0.893 -3.11 0.00342 0.067076 9.66 0.00342 s20124 p17780 CNS-CB CW0CG36YF10 Mm.10508 Sjogren syndrome antigen B Ssb 2 20823
11.64 -0.949 -3.11 0.00343 0.06709 9.66 0.00343 s07674 p00896 NIA H3006H04 Mm.2580 Syndecan 1 Sdc1 12;X 20969

8.29 -0.8 -3.11 0.00344 0.067124 9.65 0.00344 s09151 p07768 NIA H3041H11 Mm.215471 CDNA sequence BC002199 BC002199 3 211556
11.38 -0.955 -3.11 0.00344 0.067124 9.65 0.00344 s09356 p02912 NIA H3016H04 Mm.3879 Hypoxia inducible factor 1, alpha subunit Hif1a 12 15251

9.51 -0.697 -3.11 0.00344 0.067164 9.65 0.00344 s19830 p17008 NIA H3104H02 Mm.45645 Splicing factor, arginine/serine-rich 1 (ASF/SF2) Sfrs1 11 110809
8.03 -0.76 -3.11 0.00345 0.067271 9.64 0.00345 s08766 p01096 IMAGE 575502 Mm.105343 RIKEN cDNA 5830411G16 gene 5830411G16Rik 6 78937

10.49 -0.846 -3.1 0.00345 0.067287 9.64 0.00345 s16471 p18082 NIA H3111B05 NA
10.48 -0.79 -3.1 0.00346 0.067358 9.64 0.00346 s08208 p03145 NIA H3017A10 Mm.371682 Archain 1 Arcn1 9 213827

8.05 -0.644 -3.1 0.00347 0.067453 9.63 0.00347 s01997 p07379 NIA H3039C11 Mm.2901 TYRO3 protein tyrosine kinase 3 Tyro3 2 22174
12.09 -1.301 -3.1 0.00347 0.067546 9.63 0.00347 s05812 p01676 NIA H3010D06 Mm.287892 Caseinolytic protease, ATP-dependent, proteolytic subunit homolog (E. coli) Clpp 17 53895

8.95 -0.814 -3.1 0.00348 0.067546 9.62 0.00348 s10289 p10792 NIA H3064H05 Mm.290530 RIKEN cDNA E430034L04 gene E430034L04Rik 5 23881
12.14 -1.011 -3.1 0.00348 0.067572 9.62 0.00348 s20663 p23883 NIA H3155C10 Mm.300095 UDP glycosyltransferase 1 family, polypeptide A6 Ugt1a6 1 94284

8.63 -0.915 -3.1 0.00348 0.067572 9.62 0.00348 s23669 p19971 NIA H3126C01 Mm.300065 Zinc finger protein 367 Zfp367 13 238673
7.59 0.677 3.1 0.00349 0.067638 9.62 0.00349 s22903 p24098 CNS-CB CW0CG124YI21 NA
8.59 -0.798 -3.1 0.0035 0.067705 9.61 0.0035 s17177 p23738 NIA H3154B04 Mm.206631 RIKEN cDNA 4930539P14 gene 4930539P14Rik 12 97827

11.73 -1.473 -3.1 0.0035 0.067705 9.61 0.0035 s24317 p23298 NIA H3150B09 Mm.25157 RIKEN cDNA 2410001C21 gene 2410001C21Rik 2 66404
8.87 -0.8 -3.1 0.0035 0.067778 9.61 0.0035 s20571 p16963 NIA H3103C09 Mm.29184 RIKEN cDNA 9430038I01 gene 9430038I01Rik 7 77252
10.4 -0.741 -3.1 0.00352 0.067862 9.6 0.00352 s01698 p03523 NIA H3019C09 Mm.2238 Eukaryotic translation initiation factor 3, subunit 10 (theta) Eif3s10 19 13669
8.45 -0.792 -3.1 0.00352 0.067862 9.6 0.00352 s08165 p02383 NIA H3013G10 Mm.8552 Baculoviral IAP repeat-containing 5 Birc5 11 11799
9.66 -0.674 -3.1 0.00351 0.067862 9.6 0.00351 s13600 p17648 NIA H3108H10 In multiple clusters NA

13.06 -1.042 -3.1 0.00352 0.067862 9.6 0.00352 s22187 p21547 NIA H3137C06 Mm.330731 Transglutaminase 2, C polypeptide Tgm2 2 21817
7.97 -0.603 -3.1 0.00353 0.068005 9.59 0.00353 s07923 p11331 NIA H3068C01 NA
9.93 -1.048 -3.09 0.00355 0.068272 9.58 0.00355 s06450 p08545 IMAGE 733398 Mm.74596 RAB10, member RAS oncogene family Rab10 12;4 19325
7.84 -0.657 -3.09 0.00355 0.068272 9.58 0.00355 s08306 p03159 NIA H3017G11 Mm.359779 Insulin-like growth factor 2, binding protein 1 Igf2bp1 11 140486
9.25 -0.843 -3.09 0.00355 0.068329 9.57 0.00355 s17922 p13723 NIA H3082C12 Mm.288474 Secreted phosphoprotein 1 Spp1 5;15 20750
8.25 -0.86 -3.09 0.00357 0.068456 9.57 0.00357 s00412 p05107 IMAGE 1108012 Mm.103653 T-cell leukemia/lymphoma 1B, 2 Tcl1b2 12 27381

10.81 -1.108 -3.09 0.00356 0.068456 9.57 0.00356 s16779 p18346 IMAGE 4162730 Mm.2859 Bile acid-Coenzyme A: amino acid N-acyltransferase Baat 4 12012
9.86 0.854 3.09 0.00358 0.068565 9.56 0.00358 s00049 p06113 IMAGE 1477850 Mm.220946 V-raf murine sarcoma 3611 viral oncogene homolog 1 Araf1 X 11836
9.19 -0.911 -3.09 0.00358 0.068565 9.56 0.00358 s12130 p04874 IMAGE 1149873 Mm.60975 Expressed sequence AI449023 AI449023 17 106589
7.36 -0.541 -3.09 0.00358 0.068565 9.56 0.00358 s17288 p22407 empty NA

14.68 -1.087 -3.09 0.00358 0.068591 9.55 0.00358 s19845 p18538 NIA H3115B02 NA
7.9 -0.846 -3.09 0.00359 0.068625 9.55 0.00359 s03640 p12465 NIA H3076A11 Mm.259468 RIKEN cDNA 9830169C18 gene 9830169C18Rik 12 217705

12.63 -1.058 -3.09 0.00359 0.068625 9.55 0.00359 s17878 p24223 NIA H3157G04 Mm.88512 EST C77032 C77032 14 30877
9.8 -0.853 -3.09 0.0036 0.068659 9.55 0.0036 s15909 p16299 NIA H3100C10 Mm.362395 Transcribed locus, strongly similar to NP_536713.1 potassium intermediate/small conductance calcium-activated channel, subfamily N, member 2 [Mus musculus] NA

8.06 -0.66 -3.09 0.0036 0.068659 9.55 0.0036 s17150 p24508 NIA H3159D04 Mm.34775 Pyruvate dehydrogenase E1 alpha 1 Pdha1 X 18597
9.23 -0.955 -3.09 0.0036 0.068681 9.54 0.0036 s20675 p21583 NIA H3137G10 NA
8.74 -0.858 -3.09 0.00362 0.068991 9.53 0.00362 s23722 p16909 NIA H3103E02 NA
9.92 -0.764 -3.09 0.00363 0.06918 9.52 0.00363 s09431 p07463 IMAGE 524277 Mm.19306 Calpain 2 Capn2 1 12334

8.5 -0.638 -3.09 0.00364 0.069204 9.52 0.00364 s16979 p21938 NIA H3140B07 Mm.319516 RIKEN cDNA B230308N11 gene B230308N11Rik 5 320060
9.79 -0.748 -3.09 0.00364 0.069209 9.52 0.00364 s21904 p19040 NIA H3119H04 Mm.276016 UTP14, U3 small nucleolar ribonucleoprotein, homolog B (yeast) Acsl3 1 74205

14.93 0.848 3.08 0.00364 0.069209 9.52 0.00364 s24333 p12548 IMAGE 1278005 Mm.43677 Apolipoprotein A-II Apoa2 1 11807
10.83 -0.848 -3.08 0.00367 0.06949 9.5 0.00367 s00658 p12025 CNS-CB CW0CG75YJ23 Hs.247077 Ras homolog gene family, member A RHOA 3 387
12.71 -1.02 -3.08 0.00367 0.06949 9.5 0.00367 s02100 p12499 CNS-CB CW0CG107YG12 Mm.14609 Aldehyde dehydrogenase family 1, subfamily A7 Aldh1a7 19 26358

7.83 -0.638 -3.08 0.00367 0.06949 9.5 0.00367 s06858 p10615 NIA H3062G07 NA
10.3 -0.759 -3.08 0.00367 0.06949 9.5 0.00367 s14599 p21719 NIA H3138G03 Mm.15125 Stromal cell derived factor receptor 1 Sdfr1 9 20320

11.15 -1.249 -3.08 0.00367 0.06949 9.5 0.00367 s22222 p15663 CNS-CB CW0CG72YL13 Mm.325307 RIKEN cDNA 1110032D12 gene 1110032D12Rik 5;9;10;15 56334
14.82 -1.02 -3.08 0.00368 0.069507 9.5 0.00368 s17513 p23437 NIA H3152E02 NA
11.85 -1.07 -3.08 0.00368 0.069511 9.5 0.00368 s04835 p04231 NIA H3023G01 In multiple clusters NA

11 -0.734 -3.08 0.0037 0.069631 9.48 0.0037 s02037 p06099 IMAGE 576579 Mm.362 Lipase, hepatic Lipc 9 15450
14.54 -1.309 -3.08 0.0037 0.069631 9.48 0.0037 s03619 p05559 NIA H3030G11 Mm.275428 RIKEN cDNA 9430016H08 gene 9430016H08Rik 1 68115
11.23 -1.141 -3.08 0.0037 0.069631 9.48 0.0037 s09051 p05460 NIA H3029D11 Mm.284906 Arginyl-tRNA synthetase Rars 11 104458

8.08 -0.816 -3.08 0.0037 0.069631 9.49 0.0037 s17091 p21692 CNS-CB CW0CG45YM05 Rn.16359 Transcribed locus 10 NA
14.92 -0.97 -3.08 0.00371 0.069631 9.48 0.00371 s19273 p19829 NIA H3125E07 NA

9.69 -0.914 -3.08 0.0037 0.069631 9.48 0.0037 s23847 p16655 CNS-CB CW0CG78YG07 Hs.190334 RAP1A, member of RAS oncogene family RAP1A 1 5906
8.54 -0.701 -3.08 0.00371 0.069631 9.48 0.00371 s24306 p13318 NIA H3080F09 Mm.121918 DDHD domain containing 1 Ddhd1 14 114874
10.7 -0.844 -3.08 0.0037 0.069631 9.48 0.0037 s24455 p21764 NIA H3138D09 Mm.182737 SMC (structural maintenace of chromosomes 1)-like 2 (S. cerevisiae) Smc1l2 15 140557
8.55 -0.66 -3.08 0.00372 0.069743 9.47 0.00372 s21115 p14683 NIA H3089C12 Mm.4615 Discs, large homolog 3 (Drosophila) Dlgh3 X 53310

9.9 -0.929 -3.08 0.00372 0.069791 9.47 0.00372 s14020 p17914 NIA H3110B08 In multiple clusters NA
9.63 -0.951 -3.08 0.00373 0.069909 9.46 0.00373 s11237 p07181 NIA H3150H05 Mm.210352 RIKEN cDNA 5730405G21 gene Sfrs10 16;3;11;X 20462
9.01 -0.97 -3.08 0.00374 0.069909 9.46 0.00374 s13484 p14310 NIA H3087F01 NA
8.19 -0.596 -3.07 0.00375 0.069909 9.45 0.00375 s15599 p14810 NIA H3090B04 Mm.371692 Ubiquitin specific protease 1 Usp1 4 230484
8.17 -0.74 -3.08 0.00374 0.069909 9.46 0.00374 s17210 p16062 CNS-CB CW0CG30YO18 Mm.24865 SEC15-like 1 (S. cerevisiae) Sec15l1 19 107371
8.49 -0.628 -3.08 0.00374 0.069909 9.46 0.00374 s18566 p13720 NIA H3082H11 Mm.104932 B-cell translocation gene 4 Btg4 9 56057
9.13 -1.059 -3.07 0.00375 0.069909 9.45 0.00375 s18874 p13665 NIA H3082A05 Mm.35105 RIKEN cDNA 5730461K03 gene 5730461K03Rik 14 70601
9.02 -0.923 -3.07 0.00375 0.069909 9.45 0.00375 s22155 p17961 CNS-CB CW0CG82YP07 Rn.99721 Testis-specific protein, Y-encoded-like Tspyl 20 29544
8.98 -0.777 -3.08 0.00374 0.069909 9.46 0.00374 s23798 p22799 CNS-CB CW0CG60YM21 Rn.48752 Splicing factor YT521-B YT521 14 170956
7.38 -0.552 -3.07 0.00375 0.069909 9.45 0.00375 s24472 p24838 empty NA
9.38 -0.724 -3.07 0.00377 0.069938 9.44 0.00377 s00206 p08173 NIA H3045E02 Mm.172804 Adult male corpora quadrigemina cDNA, RIKEN full-length enriched library, clone:B230210N13 product:unclassifiable, full insert sequence 8 NA
8.77 -0.804 -3.07 0.00376 0.069938 9.44 0.00376 s02199 p00729 IMAGE 1361831 Mm.89828 RIKEN cDNA 5830472M02 gene 5830472M02Rik 2 76080

12.57 -1.053 -3.07 0.00376 0.069938 9.45 0.00376 s02891 p05844 NIA H3031D11 Mm.257404 Calcineurin binding protein 1 Cabin1 10 104248
8.69 -0.707 -3.07 0.00377 0.069938 9.44 0.00377 s16571 p20390 NIA H3129F05 Mm.203928 Mitochondrial ribosomal protein L16 Mrpl16 19 94063
9.13 -0.929 -3.07 0.00377 0.069938 9.44 0.00377 s18238 p20622 NIA H3130F10 Mm.235580 Retinoblastoma-like 2 Rbl2 8 19651

12.87 -0.753 -3.07 0.00378 0.069991 9.43 0.00378 s03758 p04543 IMAGE 2182201 Mm.9043 Heterogeneous nuclear ribonucleoprotein L Hnrpl 7 15388
8.24 -1.006 -3.07 0.00378 0.069991 9.43 0.00378 s06571 p04205 IMAGE 1264229 Mm.262707 RIKEN cDNA 0610013E23 gene 0610013E23Rik 11 76892
7.81 0.946 3.07 0.00378 0.069991 9.43 0.00378 s20922 p17239 IMAGE 4161028 Mm.43358 Pre B-cell leukemia transcription factor 1 Pbx1 1 18514
9.22 -0.88 -3.07 0.00378 0.070021 9.43 0.00378 s24865 p12822 CNS-CB CW0CG53YO21 Rn.24123 Transcribed locus 4 NA
8.56 -1.15 -3.07 0.00379 0.070066 9.43 0.00379 s16781 p20138 CNS-CB CW0CG99YF07 Hs.533887 KIAA2010 KIAA2010 14 55671

10.89 -0.879 -3.07 0.0038 0.070118 9.42 0.0038 s07102 p03174 NIA H3018F01 Mm.7906 Protein (peptidyl-prolyl cis/trans isomerase) NIMA-interacting 1 Pin1 9 23988
14.2 -2.156 -3.07 0.0038 0.070118 9.42 0.0038 s09645 p10795 NIA H3064C06 Mm.274852 Glycine decarboxylase Gldc 19 104174
8.49 -0.767 -3.07 0.0038 0.070118 9.42 0.0038 s13604 p21232 CNS-CB CW0CG87YH09 Rn.5106 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 Hmgcs1 2 29637
7.95 1.584 3.07 0.00381 0.070142 9.42 0.00381 s19251 p13169 CNS-CB CW0CG92YM06 Mm.34785 Ankyrin repeat and SOCS box-containing protein 7 Asb7 7 117589

11.94 -0.979 -3.07 0.00382 0.070349 9.41 0.00382 s01135 p01002 IMAGE 573722 Mm.181933 Ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 Uqcrfs1 13 66694
7.87 -0.622 -3.07 0.00383 0.070478 9.4 0.00383 s11971 p00272 IMAGE 722535 Mm.41636 Pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 3 Plekha3 2 83435

10.54 0.913 3.07 0.00383 0.07049 9.4 0.00383 s04812 p08833 NIA H3050A01 Mm.46401 Son cell proliferation protein Son 16 20658
8.68 -2.363 -3.07 0.00384 0.07049 9.4 0.00384 s14950 p22982 NIA H3148F05 Mm.290791 NADH dehydrogenase (ubiquinone) Fe-S protein 1 Ndufs1 1 227197

14.47 -1.424 -3.07 0.00384 0.07049 9.4 0.00384 s17690 p19349 NIA H3121E07 Mm.87246 Protocadherin 18 Pcdh18 3 73173
8.17 -0.77 -3.07 0.00384 0.07049 9.4 0.00384 s17756 p15509 CNS-CB CW0CG71YD01 Hs.317304 AT rich interactive domain 2 (ARID, RFX-like) ARID2 12 196528
8.86 -0.784 -3.07 0.00384 0.07049 9.4 0.00384 s24152 p13853 NIA H3083E04 Mm.275710 Tetratricopeptide repeat domain 14 Ttc14 3 67120
9.94 -0.751 -3.06 0.00386 0.070515 9.39 0.00386 s02062 p03537 NIA H3019A11 In multiple clusters NA

15.11 -0.786 -3.06 0.00386 0.070515 9.39 0.00386 s15590 p19674 NIA H3123B12 Mm.2238 Eukaryotic translation initiation factor 3, subunit 10 (theta) Eif3s10 19 13669
9.75 -0.839 -3.06 0.00385 0.070515 9.39 0.00385 s18646 p22940 NIA H3147D12 Mm.181824 Apoptosis inhibitor 5 Api5 2 11800
10.9 -0.955 -3.06 0.00386 0.070515 9.39 0.00386 s23895 p21773 NIA H3138E10 Mm.331583 Aldehyde dehydrogenase 1 family, member B1 Aldh1b1 4 72535

8.3 -0.659 -3.06 0.00387 0.070643 9.38 0.00387 s09967 p11569 NIA H3070A07 Mm.38927 Peptidylprolyl isomerase (cyclophilin)-like 4 Ppil4 10 67418
8.18 -0.697 -3.06 0.00388 0.070819 9.38 0.00388 s19318 p23153 CNS-CB CW0CG65YF18 Mm.30737 F-box protein 28 Fbxo28 1 67948
9.89 -1.139 -3.06 0.00388 0.070864 9.37 0.00388 s20924 p19031 NIA H3119G03 In multiple clusters NA

13.55 -1.422 -3.06 0.00389 0.070908 9.37 0.00389 s15688 p18853 NIA H3117E05 Mm.315909 Heterogeneous nuclear ribonucleoprotein H2 Hnrph2 X;4;3 56258
8.93 -0.956 -3.06 0.00392 0.071312 9.35 0.00392 s03417 p00175 NIA H3002G10 Mm.240871 WD repeat domain 9 Wdr9 16 93871
9.79 -1.123 -3.06 0.00392 0.071312 9.35 0.00392 s11122 p04615 NIA H3025G01 In multiple clusters NA

11.72 -1.026 -3.06 0.00392 0.071312 9.35 0.00392 s22877 p12836 CNS-CB CW0CG54YI03 Rn.10249 Cytochrome b5, outer mitochondrial membrane isoform omb5 19 80773
13.33 -0.682 -3.06 0.00393 0.071364 9.35 0.00393 s02385 p03780 IMAGE 891412 Mm.209568 Sterol carrier protein 2, liver Scp2 4;9 20280
10.99 -0.896 -3.06 0.00393 0.071364 9.35 0.00393 s05899 p03992 NIA H3022H07 Mm.251548 Topoisomerase I binding, arginine/serine-rich Topors 4 106021

8.11 -0.733 -3.06 0.00393 0.071364 9.35 0.00393 s08158 p08269 NIA H3046E02 NA
8.48 -0.877 -3.06 0.00394 0.071431 9.34 0.00394 s08582 p11871 CNS-CB CW0CG85YO11 Mm.334463 RIKEN cDNA 5830454D03 gene 5830454D03Rik 8 109029
8.02 -0.741 -3.06 0.00394 0.071431 9.34 0.00394 s09572 p08741 NIA H3049E01 NA

10.07 -1.301 -3.06 0.00395 0.071485 9.34 0.00395 s10326 p06948 NIA H3037D05 NA
10.55 -0.848 -3.05 0.00398 0.071814 9.32 0.00398 s00810 p10468 IMAGE 1889415 Mm.116761 Carbonic anhydrase 5a, mitochondrial Car5a 8 12352

8.23 -0.778 -3.05 0.00397 0.071814 9.32 0.00397 s01424 p08702 NIA H3048F08 Mm.234832 Immunoglobulin superfamily, member 4A Igsf4a 9 54725
9.86 -1.127 -3.05 0.00398 0.071814 9.32 0.00398 s04443 p04280 NIA H3023H07 NA
8.85 0.801 3.05 0.00397 0.071814 9.32 0.00397 s18248 p17548 NIA H3107D10 In multiple clusters NA
8.26 -0.751 -3.05 0.004 0.07217 9.31 0.004 s00531 p11511 NIA H3069G11 Mm.129136 RIKEN cDNA 2610024G14 gene 2610024G14Rik 5;X 56412

12.55 -1.462 -3.05 0.004 0.072216 9.3 0.004 s17606 p19597 NIA H3123E02 Mm.290251 Cellular nucleic acid binding protein 1 Cnbp1 6 12785
9.82 -0.702 -3.05 0.00401 0.072238 9.3 0.00401 s05936 p12182 NIA H3073F11 Mm.296158 RIKEN cDNA 1300006C19 gene 1300006C19Rik 9 68292

10.74 -0.847 -3.05 0.00402 0.072306 9.3 0.00402 s10621 p07220 NIA H3146C11 Mm.292751 Pleckstrin homology domain containing, family B (evectins) member 2 Plekhb2 1 226971
10.76 -1.247 -3.05 0.00402 0.072306 9.3 0.00402 s18982 p23141 CNS-CB CW0CG61YO20 Mm.281800 Solute carrier family 35 (UDP-glucuronic acid/UDP-N-acetylgalactosamine dual transporter), member D1 Slc35d1 4 242585

9.64 -0.767 -3.05 0.00403 0.072433 9.29 0.00403 s03253 p04001 NIA H3022A09 Mm.27451 EPS8-like 2 Eps8l2 7 98845
9.81 -0.722 -3.05 0.00403 0.072438 9.29 0.00403 s17551 p20365 NIA H3129E02 Mm.34520 RIKEN cDNA 0610037H22 gene 0610037H22Rik 16 66067

10.62 -0.928 -3.05 0.00403 0.072462 9.29 0.00403 s07145 p03688 NIA H3020H05 Mm.181880 KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 2 Kdelr2 5 66913
8.43 -0.688 -3.05 0.00404 0.072487 9.28 0.00404 s03345 p10921 NIA H3065A10 Mm.26540 RIKEN cDNA 4930432O21 gene 4930432O21Rik 17 74670
7.96 -0.653 -3.05 0.00404 0.072535 9.28 0.00404 s21844 p15452 NIA H3095D12 NA
8.19 -0.73 -3.05 0.00405 0.0726 9.28 0.00405 s12384 p06176 NIA H3033H04 NA
9.85 -1.037 -3.05 0.00405 0.0726 9.28 0.00405 s23454 p15932 CNS-CB CW0CG116YL08 Mm.38261 Ubiquitin-conjugating enzyme E2L 6 Ube2l6 2 56791
7.77 1.077 3.04 0.00406 0.072641 9.27 0.00406 s10149 p11067 CNS-CB CW0CG43YF21 Mm.268538 Hypothetical gene supported by AK032676 11 432618
9.68 -1.141 -3.04 0.00406 0.072641 9.27 0.00406 s18584 p17814 CNS-CB CW0CG82YB24 Rn.53248 Similar to Rab18 17 316550
9.24 -0.654 -3.04 0.00408 0.07266 9.26 0.00408 s02145 p02771 NIA H3015C11 Mm.200383 Armadillo repeat containing 1 Armc1 3 74252
10.8 -1.119 -3.04 0.00407 0.07266 9.27 0.00407 s07661 p02176 NIA H3012H08 Mm.29702 DNA segment, Chr 3, University of California at Los Angeles 1 D3Ucla1 3 28146
8.01 -0.717 -3.04 0.00408 0.07266 9.26 0.00408 s09773 p00301 IMAGE 719163 Mm.349348 Similar to LOC223773 protein 7 434120
7.79 -0.835 -3.04 0.00408 0.07266 9.26 0.00408 s11167 p07939 NIA H3043C09 Mm.255723 Muscleblind-like 1 (Drosophila) Mbnl1 3 56758

15.26 -0.684 -3.04 0.00407 0.07266 9.26 0.00407 s17536 p19083 NIA H3119C10 NA
11.15 -1.024 -3.04 0.00409 0.072737 9.26 0.00409 s21198 p13384 IMAGE 1431421 Mm.260084 Eukaryotic translation initiation factor 4A2 Eif4a2 16;15 13682

8.43 -0.894 -3.04 0.00409 0.072826 9.25 0.00409 s16997 p12980 CNS-CB CW0CG72YO18 Mm.122430 RIKEN cDNA 6130401J04 gene 6130401J04Rik 1 66799
9.6 -0.936 -3.04 0.0041 0.072966 9.25 0.0041 s02861 p04050 IMAGE 820668 Mm.3969 Adipocyte, C1Q and collagen domain containing Acdc 16 11450

12.66 -1.265 -3.04 0.00412 0.073117 9.24 0.00412 s02803 p02006 NIA H3011F11 Mm.370205 Splicing factor, arginine/serine-rich 2 (SC-35) Sfrs2 11 20382
14.28 -1.937 -3.04 0.00412 0.073221 9.24 0.00412 s15803 p21921 NIA H3140A05 Mm.31941 F-box and leucine-rich repeat protein 11 Fbxl11 19 225876
11.21 -0.801 -3.04 0.00413 0.073231 9.24 0.00413 s05113 p02199 NIA H3012G11 NA
14.63 -0.95 -3.04 0.00414 0.073321 9.23 0.00414 s22679 p23871 NIA H3155G08 Mm.234247 Dimethylarginine dimethylaminohydrolase 1 Ddah1 3 69219
12.56 1.661 3.04 0.00415 0.073476 9.22 0.00415 s07068 p09830 NIA H3057F05 Mm.158705 RIKEN cDNA 9530020D24 gene 9530020D24Rik 2 227746

8.15 -0.739 -3.04 0.00415 0.073499 9.22 0.00415 s07727 p11388 NIA H3068D08 Mm.269596 FYVE, RhoGEF and PH domain containing 6 Fgd6 10 13998
11.23 -0.976 -3.03 0.00417 0.07366 9.21 0.00417 s03659 p04279 NIA H3023G07 Mm.1815 Cytidine 5'-triphosphate synthase Ctps 4 51797

9.13 -0.972 -3.03 0.00418 0.07366 9.21 0.00418 s07033 p03965 NIA H3022E04 Mm.87155 Protein phosphatase, EF hand calcium-binding domain 2 Ppef2 5 19023
12.11 -1.013 -3.03 0.00418 0.07366 9.21 0.00418 s12477 p02336 NIA H3013H04 Mm.1408 Adrenomedullin Adm 7 11535
10.99 -0.96 -3.04 0.00417 0.07366 9.21 0.00417 s18979 p20577 NIA H3130A05 Mm.243234 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 2 Psmd2 16;9 21762
14.92 -0.904 -3.03 0.00418 0.07366 9.21 0.00418 s20897 p20049 NIA H3126A11 NA
11.13 -1.222 -3.04 0.00417 0.07366 9.21 0.00417 s23135 p17970 CNS-CB CW0CG83YB10 NA

10.5 -0.82 -3.03 0.00419 0.073747 9.2 0.00419 s06334 p04705 NIA H3026A01 Mm.22505 Hydroxysteroid (17-beta) dehydrogenase 12 Hsd17b12 2 56348
10.73 -0.905 -3.03 0.00419 0.073824 9.2 0.00419 s09997 p00057 NIA H3001A08 Mm.3390 Myosin IB Myo1b 1;5 17912
10.83 -1.051 -3.03 0.0042 0.073928 9.2 0.0042 s16338 p24505 NIA H3159A04 NA

8.54 -0.807 -3.03 0.00421 0.073952 9.19 0.00421 s10740 p01590 NIA H3009F07 Mm.223744 Kinesin family member 5B Kif5b 18;2 16573
10.85 -0.843 -3.03 0.00421 0.073959 9.19 0.00421 s01673 p06085 IMAGE 636929 Mm.98200 Cytochrome P450, family 2, subfamily j, polypeptide 6 Cyp2j6 4 13110

8.23 -0.656 -3.03 0.00421 0.073971 9.19 0.00421 s17995 p17049 NIA H3104A08 Mm.8137 Chromodomain helicase DNA binding protein 1 Chd1 17 12648
9.01 -0.993 -3.03 0.00423 0.074072 9.18 0.00423 s03352 p05035 NIA H3027C06 Mm.244705 Transient receptor potential cation channel, subfamily M, member 7 Trpm7 2 58800

14.82 -0.935 -3.03 0.00422 0.074072 9.18 0.00422 s13673 p20204 NIA H3127D06 Mm.38912 RIKEN cDNA 2410129H14 gene 2410129H14Rik 14;18;6 76789
7.51 0.829 3.03 0.00423 0.074072 9.18 0.00423 s24918 p22812 empty NA

12.82 -2.56 -3.03 0.00423 0.074092 9.18 0.00423 s13210 p19455 NIA H3122G08 Mm.12715 RIKEN cDNA 2810411K19 gene 2310016C16Rik 13 69590
10.19 -0.821 -3.03 0.00425 0.074267 9.17 0.00425 s17754 p13717 NIA H3082E11 Mm.28357 Microtubule-associated protein 1 light chain 3 beta Map1lc3b 8;14;5 67443

8.89 -1.123 -3.03 0.00425 0.074267 9.17 0.00425 s19047 p18027 CNS-CB CW0CG101YN21 Rn.97686 CDW92 antigen Cdw92 5 85254
8.64 -0.853 -3.03 0.00425 0.074267 9.17 0.00425 s22347 p14385 NIA H3087A11 Mm.28811 RIKEN cDNA D330037H05 gene D330037H05Rik 15;X 207214
10.2 -0.632 -3.03 0.00427 0.074469 9.16 0.00427 s17982 p17311 NIA H3106G04 Mm.259916 Choline dehydrogenase Chdh 14 218865
7.73 0.553 3.03 0.00428 0.074722 9.15 0.00428 s16526 p17314 NIA H3106B05 Mm.26391 Transcribed locus, strongly similar to NP_663755.1 oocyte specific homeobox 5 [Mus musculus] 7 NA
8.75 -0.687 -3.02 0.00429 0.074821 9.15 0.00429 s22791 p23842 NIA H3155B05 Mm.21173 Transcribed locus, strongly similar to XP_218915.2 similar to RIKEN cDNA 2310015N07 [Rattus norvegicus] 7 NA
8.31 -0.83 -3.02 0.00431 0.07505 9.14 0.00431 s11240 p09993 NIA H3058A02 Mm.281490 BMP2 inducible kinase Bmp2k 5 140780

13.84 -1.262 -3.02 0.00432 0.07507 9.13 0.00432 s07857 p02119 NIA H3012G01 Mm.285849 Pore forming protein-like Pfpl 19 56093
13.89 -0.912 -3.02 0.00432 0.07507 9.13 0.00432 s14822 p20957 NIA H3133E04 Mm.10265 Expressed sequence AW536594 Nmt1 11 18107

8.96 -0.766 -3.02 0.00432 0.07507 9.13 0.00432 s14909 p23490 NIA H3152B09 Mm.259021 Fragile X mental retardation gene 1, autosomal homolog Fxr1h 3 14359
7.28 -0.466 -3.02 0.00432 0.07507 9.13 0.00432 s22566 p22843 empty NA
8.04 0.803 3.02 0.00432 0.07507 9.13 0.00432 s24441 p22024 CNS-CB CW0CG46YM17 Mm.313570 CDNA sequence BC037704 BC037704 19 269087
8.24 -0.846 -3.02 0.00433 0.075104 9.13 0.00433 s11546 p08465 NIA H3047A03 NA
8.44 -0.889 -3.02 0.00434 0.075228 9.12 0.00434 s05909 p00148 NIA H3002D07 Mm.301827 Ribosomal protein S6 kinase polypeptide 1 Rps6ka1 4 20111
9.38 -0.798 -3.02 0.00434 0.075237 9.12 0.00434 s11601 p07195 NIA H3131A12 Mm.1605 Programmed cell death 4 Pdcd4 19 18569
8.88 -0.727 -3.02 0.00435 0.075237 9.12 0.00435 s14790 p17371 NIA H3106C12 Mm.17896 Transcribed locus 6 NA

12.57 -0.967 -3.02 0.00435 0.075327 9.12 0.00435 s05687 p01930 NIA H3011B02 Mm.117541 H2A histone family, member Z H2afz 3 51788
8.54 -0.743 -3.02 0.00436 0.075336 9.11 0.00436 s06090 p11678 CNS-CB CW0CG77YH02 Mm.131443 Serine racemase Srr 11 27364

15.01 -0.925 -3.02 0.00437 0.075336 9.11 0.00437 s13508 p23010 NIA H3148B09 Mm.209349 Zinc finger, A20 domain containing 3 Za20d3 7 65098
8.08 -0.547 -3.02 0.00436 0.075336 9.11 0.00436 s18522 p24468 NIA H3158D11 Mm.29564 Matrix metalloproteinase 2 Mmp2 8 17390

10.49 -1.03 -3.02 0.00437 0.075336 9.11 0.00437 s18671 p20378 NIA H3129B04 Mm.292530 DAZ associated protein 2 Dazap2 15;13 23994
9.17 -1.282 -3.02 0.00437 0.075431 9.1 0.00437 s13816 p22772 CNS-CB CW0CG22YJ08 Mm.4714 RIKEN cDNA D030074K08 gene Yaf2 15 67057

12.14 1.012 3.02 0.0044 0.07571 9.09 0.0044 s02867 p09426 NIA H3054B03 Mm.25414 DNA segment, Chr 7, ERATO Doi 443, expressed D7Ertd443e 7 52315
8.46 0.72 3.02 0.0044 0.07571 9.09 0.0044 s07751 p07806 NIA H3042F04 Mm.71332 DNA segment, Chr 14, ERATO Doi 231, expressed D14Ertd231e 14 210925
8.86 -0.983 -3.02 0.0044 0.07571 9.09 0.0044 s11582 p03099 NIA H3017C04 Mm.28811 RIKEN cDNA D330037H05 gene D330037H05Rik 15;X 207214
8.42 -0.975 -3.02 0.0044 0.07571 9.09 0.0044 s20631 p20297 NIA H3128A06 Mm.184055 RIKEN cDNA 8430411H09 gene 8430411H09Rik 15 71474

10.04 -1.109 -3.01 0.00442 0.075952 9.08 0.00442 s04540 p02752 NIA H3015H08 Mm.130883 Metadherin Mtdh 15 67154
8.13 -0.765 -3.01 0.00443 0.075994 9.08 0.00443 s02160 p02781 NIA H3015E12 Mm.277236 RIKEN cDNA 1700010G06 gene Ddef1 15 13196
9.07 -0.746 -3.01 0.00443 0.075994 9.08 0.00443 s08673 p05954 NIA H3032B01 Mm.220367 Nucleolar protein 5 Nol5 1 55989



10.4 -0.961 -3.01 0.00443 0.075994 9.08 0.00443 s13602 p19440 NIA H3122H06 Mm.28986 Sulfide quinone reductase-like (yeast) Sqrdl 2 59010
8.72 -0.748 -3.01 0.00445 0.076078 9.07 0.00445 s00688 p01785 IMAGE 608397 Mm.3360 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, zeta polypeptide Ywhaz 15;3;2 22631
8.67 -0.901 -3.01 0.00447 0.076078 9.06 0.00447 s06187 p11422 NIA H3068F12 Mm.21295 F-box protein 38 Fbxo38 18 107035

10.49 -0.901 -3.01 0.00448 0.076078 9.05 0.00448 s06635 p11625 CNS-CB CW0CG76YL12 Mm.44207 Synapse associated protein 1 Syap1 X 67043
9.23 -0.861 -3.01 0.00445 0.076078 9.06 0.00445 s07289 p07276 IMAGE 1970390 In multiple clusters NA

14 -1.215 -3.01 0.00448 0.076078 9.05 0.00448 s09228 p01372 NIA H3008D04 Mm.294173 General transcription factor III C 1 Gtf3c1 7 233863
7.97 -0.662 -3.01 0.00446 0.076078 9.06 0.00446 s11905 p03844 NIA H3021D01 Mm.290924 Zinc finger protein 91 Zfp91 19;16 109910

11.06 -0.887 -3.01 0.00446 0.076078 9.06 0.00446 s12693 p20195 NIA H3127C05 In multiple clusters NA
8.23 0.742 3.01 0.00448 0.076078 9.05 0.00448 s14636 p17875 NIA H3110C03 In multiple clusters NA

11.81 -1.498 -3.01 0.00448 0.076078 9.05 0.00448 s15074 p21186 NIA H3134B09 NA
13.24 -0.913 -3.01 0.00447 0.076078 9.05 0.00447 s17161 p22206 NIA H3142F04 NA
10.81 -0.938 -3.01 0.00448 0.076078 9.05 0.00448 s19440 p18815 CNS-CB CW0CG39YH17 NA

9.94 -0.899 -3.01 0.00444 0.076078 9.07 0.00444 s20312 p22654 NIA H3145F12 Mm.274492 RIKEN cDNA 2410002F23 gene 2410002F23Rik 7 66976
9.57 -0.936 -3.01 0.00446 0.076078 9.06 0.00446 s20852 p17495 NIA H3107G03 Mm.241282 Fibroblast growth factor 1 Fgf1 18 14164
8.62 -0.818 -3.01 0.00448 0.076078 9.05 0.00448 s24684 p14096 NIA H3085H10 Mm.28957 Pellino 1 Peli1 11 67245

14.82 -1.371 -3.01 0.00449 0.076254 9.05 0.00449 s24375 p13060 NIA H3079D01 Mm.26216 Transcribed locus 16 NA
8.95 -0.805 -3.01 0.0045 0.07636 9.04 0.0045 s09415 p05409 NIA H3029A05 Mm.22417 Chromosome segregation 1-like (S. cerevisiae) Cse1l 2 110750
9.02 -0.792 -3.01 0.0045 0.07636 9.04 0.0045 s20987 p12895 NIA H3078G04 In multiple clusters NA

13.18 -1.631 -3.01 0.00452 0.076512 9.03 0.00452 s06459 p04451 NIA H3024C05 Mm.236513 Poly(rC) binding protein 2 Pcbp2 15 18521
9.01 -0.832 -3.01 0.00452 0.076561 9.03 0.00452 s10254 p04642 NIA H3025B05 Mm.262330 Serine/threonine kinase 3 (Ste20, yeast homolog) Stk3 15 56274
8.65 -0.805 -3 0.00454 0.076719 9.02 0.00454 s01737 p00453 NIA H3003E09 Mm.292021 RIKEN cDNA 4921532K09 gene 4921532K09Rik 15 67429
8.13 -0.789 -3 0.00455 0.076719 9.01 0.00455 s03333 p00169 NIA H3002A10 Mm.352367 Transcribed locus NA

10.39 -0.627 -3 0.00456 0.076719 9.01 0.00456 s15492 p18910 NIA H3117F12 Mm.211229 RIKEN cDNA 6720464I07 gene Trio 15 223435
8.46 -0.832 -3 0.00455 0.076719 9.02 0.00455 s15880 p15277 NIA H3094E02 Mm.228798 Patched homolog 1 Ptch1 13 19206
9.78 -0.915 -3 0.00454 0.076719 9.02 0.00454 s17301 p22145 NIA H3141A09 Mm.334685 DNA segment, Chr 8, Wayne State University 49, expressed D8Wsu49e 8 71927

10.33 -0.798 -3 0.00456 0.076719 9.01 0.00456 s17325 p18563 NIA H3115C05 Mm.29933 RIKEN cDNA 2410003B16 gene 2410003B16Rik 8 72333
7.95 0.903 3 0.00456 0.076719 9.01 0.00456 s17539 p21647 CNS-CB CW0CG45YC21 Mm.262194 Neutrophil elastase NE 10 50701

10.22 -0.793 -3 0.00456 0.076719 9.01 0.00456 s17678 p20631 NIA H3130G11 Mm.208286 Itchy Itch 2 16396
10.03 -0.785 -3 0.00454 0.076719 9.02 0.00454 s20730 p20815 NIA H3131G10 Mm.27064 C-mir, cellular modulator of immune recognition Mir 6 71779
10.95 -1.045 -3 0.00456 0.076719 9.01 0.00456 s22039 p14375 NIA H3087G09 Mm.104491 Selenoprotein K Selk 14 80795

8.91 -1 -3 0.00457 0.076747 9.01 0.00457 s14058 p13824 CNS-CB CW0CG84YH12 Rn.11095 Casein kinase II beta subunit Csnk2b 20 81650
8.92 -0.882 -3 0.00458 0.07684 9 0.00458 s13275 p14843 NIA H3090C08 Mm.250214 Ornithine decarboxylase antizyme inhibitor Oazin 15 54375

10.19 -0.868 -3 0.00459 0.076999 9 0.00459 s02537 p02756 NIA H3015D09 NA
8.24 -0.889 -3 0.00459 0.076999 9 0.00459 s06826 p07029 NIA H3038E03 Mm.336104 PRKC, apoptosis, WT1, regulator Pawr 10;X 114774
9.39 -0.947 -3 0.00459 0.076999 8.99 0.00459 s15830 p20903 NIA H3132G09 Mm.27082 ATPase, H+ transporting, lysosomal 50/57kDa, V1 subunit H Atp6v1h 1 108664
7.87 -0.619 -3 0.0046 0.077067 8.99 0.0046 s19593 p18811 CNS-CB CW0CG39YF17 Mm.360281 Gene trap ROSA 26, Philippe Soriano Gt(ROSA)26Sor 6 14910

8.9 -0.889 -3 0.00461 0.077084 8.99 0.00461 s04295 p09390 NIA H3053F10 Mm.318790 DNA segment, Chr 4, ERATO Doi 432, expressed D4Ertd432e 4 69743
9.28 -1.009 -3 0.00461 0.077084 8.99 0.00461 s21974 p19235 NIA H3120C05 Mm.285783 RIKEN cDNA 2210409M21 gene 2210409M21Rik 1 70396

9.7 -0.811 -3 0.00462 0.07727 8.98 0.00462 s03340 p06317 NIA H3034E10 Mm.122466 G elongation factor Gfm1 3 28030
8.01 -0.607 -3 0.00464 0.07745 8.97 0.00464 s13045 p22261 NIA H3142E11 Mm.209147 RIKEN cDNA C730024G19 gene C730024G19Rik 6 232566
9.51 0.889 3 0.00464 0.07745 8.97 0.00464 s24309 p16130 NIA H3099B01 NA
7.57 -0.595 -3 0.00464 0.077474 8.97 0.00464 s02883 p11480 NIA H3069H07 Mm.297645 Gene model 92, (NCBI) 18 225518
7.83 -0.718 -2.99 0.00465 0.077534 8.97 0.00465 s06438 p10597 NIA H3062E05 Mm.216017 RIKEN cDNA D330005C11 gene D330005C11Rik 5 319398

8.5 -1.071 -2.99 0.00466 0.077597 8.96 0.00466 s22834 p24356 CNS-CB CW0CG23YE10 Mm.219672 Myotubularin related protein 1 Mtmr1 X 53332
13.04 -0.828 -2.99 0.00467 0.077691 8.96 0.00467 s23796 p21007 NIA H3133G10 NA

8.26 -0.997 -2.99 0.00467 0.077718 8.96 0.00467 s06493 p09327 NIA H3053G02 Mm.297970 RIKEN cDNA A130038L21 gene A130038L21Rik 13 218442
9.9 -0.848 -2.99 0.00468 0.07775 8.95 0.00468 s01725 p02753 NIA H3015A09 Mm.183076 RIKEN cDNA 2510039O18 gene 2510039O18Rik 4 77034

9.59 -0.953 -2.99 0.00468 0.07775 8.95 0.00468 s04705 p00129 NIA H3002A05 Mm.241472 RIKEN cDNA 2610204K14 gene 2610204K14Rik 7;9 67148
8.24 -1.008 -2.99 0.00468 0.07775 8.95 0.00468 s17376 p14211 NIA H3086C01 Mm.11016 Expressed sequence AU015621 AU015621 X 102975
8.55 -1.025 -2.99 0.00469 0.07775 8.95 0.00469 s22494 p20791 NIA H3131G07 Mm.290950 Loss of heterozygosity, 11, chromosomal region 2, gene A homolog (human) Loh11cr2a 9 67776
8.95 -0.861 -2.99 0.00469 0.077793 8.95 0.00469 s20423 p21571 NIA H3137C09 Mm.260577 DNA segment, Chr 1, Brigham & Women's Genetics 1363 expressed D1Bwg1363e 1 74241
7.28 -0.435 -2.99 0.0047 0.07796 8.94 0.0047 s14588 p24791 empty NA

12.37 -0.703 -2.99 0.00471 0.077967 8.94 0.00471 s14394 p13771 CNS-CB CW0CG83YJ20 Hs.12102 Sorting nexin 3 SNX3 6;7 8724
7.67 0.628 2.99 0.00471 0.077967 8.94 0.00471 s17834 p23191 CNS-CB CW0CG20YG12 Mm.337087 Transcribed locus 1 NA

11.94 -0.832 -2.99 0.00471 0.077967 8.94 0.00471 s22590 p19261 NIA H3120E08 Mm.260938 Plakophilin 4 Pkp4 2 227937
8.9 -0.796 -2.99 0.00473 0.078191 8.93 0.00473 s14556 p21205 NIA H3134E11 Mm.272974 G protein-coupled receptor 125 Gpr125 5 70693

10.89 -0.958 -2.99 0.00474 0.07823 8.93 0.00474 s14738 p20703 CNS-CB CW0CG66YJ01 Mm.196592 SAR1a gene homolog 2 (S. cerevisiae) Sara2 11 66397
12.76 1.552 2.99 0.00476 0.078563 8.91 0.00476 s08075 p09035 NIA H3051C02 NA

9.33 0.93 2.99 0.00477 0.078563 8.91 0.00477 s12204 p08470 NIA H3047F03 Mm.220912 Ribosomal protein S6 kinase polypeptide 1 Rps6kc1 1 320119
10.21 -1.097 -2.99 0.00476 0.078563 8.91 0.00476 s25016 p22558 NIA H3144F12 Mm.54126 RIKEN cDNA 1200006O19 gene 1200006O19Rik 12 67452

7.74 -0.617 -2.99 0.00477 0.078571 8.91 0.00477 s09015 p11596 NIA H3070D10 NA
10.37 -0.941 -2.98 0.00477 0.078571 8.91 0.00477 s11552 p01559 NIA H3009G03 Mm.183042 Inositol (myo)-1(or 4)-monophosphatase 1 Impa1 3 55980
12.96 -0.993 -2.98 0.00478 0.078574 8.91 0.00478 s17299 p20353 NIA H3129A01 Mm.250866 RIKEN cDNA E030003E18 gene Aldh1a1 19 11668

10.8 -1.219 -2.98 0.00478 0.078592 8.91 0.00478 s08633 p07234 NIA H3119F01 Mm.30251 Multiple coagulation factor deficiency 2 Mcfd2 17 193813
8.91 -0.917 -2.98 0.00479 0.078731 8.9 0.00479 s16236 p21429 NIA H3136E03 Mm.38816 WD repeat domain 36 Wdr36 18 225348
8.76 0.947 2.98 0.0048 0.07878 8.9 0.0048 s16551 p14504 IMAGE 1226695 Mm.248380 Transforming growth factor, beta 1 Tgfb1 7 21803

14.74 -0.641 -2.98 0.0048 0.078817 8.9 0.0048 s12344 p08728 NIA H3048H11 NA
9.51 -0.771 -2.98 0.00481 0.078848 8.89 0.00481 s19276 p22641 NIA H3145A11 Mm.25335 CDC14 cell division cycle 14 homolog B (S. cerevisiae) Cdc14b 13 218294

10.37 -0.801 -2.98 0.00483 0.07909 8.88 0.00483 s12785 p15081 CNS-CB CW0CG97YC02 Mm.283573 Glutathione reductase 1 Gsr 8 14782
8.46 -0.885 -2.98 0.00483 0.07909 8.88 0.00483 s14184 p14023 NIA H3085G01 In multiple clusters NA

11.01 -1.018 -2.98 0.00485 0.079285 8.87 0.00485 s10610 p10292 IMAGE 537205 Mm.16711 Minichromosome maintenance deficient 2 mitotin (S. cerevisiae) Mcm2 6 17216
8.46 -0.804 -2.98 0.00485 0.079285 8.88 0.00485 s16507 p13218 CNS-CB CW0CG93YH24 NA

10.76 -0.659 -2.98 0.00485 0.079285 8.87 0.00485 s19426 p19323 NIA H3121C04 Mm.261831 Basic leucine zipper and W2 domains 1 Bzw1 1;11;4;13 66882
8.45 -0.666 -2.98 0.00486 0.07935 8.87 0.00486 s14251 p24007 NIA H3156G01 Mm.252421 RIKEN cDNA 4921521J11 gene 4921521J11Rik 8 70885

12.53 -2.025 -2.98 0.00487 0.079442 8.87 0.00487 s21511 p18252 NIA H3113D02 NA
9.45 -1.115 -2.98 0.00487 0.079516 8.86 0.00487 s22129 p20005 NIA H3126E05 Mm.26135 RIKEN cDNA C230066K19 gene Cab39 1 12283

14.07 -1.409 -2.98 0.00489 0.079655 8.86 0.00489 s19007 p20579 NIA H3130C05 Mm.284059 Apolipoprotein B editing complex 3 Apobec3 15 80287
11.37 -1.019 -2.98 0.0049 0.079725 8.85 0.0049 s02501 p07620 IMAGE 963046 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436
14.67 -1.445 -2.98 0.0049 0.079725 8.85 0.0049 s07396 p02928 NIA H3016H06 Mm.233813 3-monooxgenase/tryptophan 5-monooxgenase activation protein, gamma polypeptide Ywhag 5 22628

9.19 -0.828 -2.98 0.0049 0.079725 8.85 0.0049 s17216 p21438 NIA H3136F04 Mm.34109 RIKEN cDNA 2700083B06 gene 2700083B06Rik 7;4 68048
13.18 -1.493 -2.97 0.00493 0.080077 8.84 0.00493 s08013 p03909 NIA H3021E09 Mm.29666 Solute carrier family 25 (mitochondrial carnitine/acylcarnitine translocase), member 20 Slc25a20 9 57279
11.68 -0.722 -2.97 0.00494 0.080192 8.83 0.00494 s17616 p15753 NIA H3097A02 Mm.286830 Leucine aminopeptidase 3 Lap3 5 66988

9.73 1.056 2.97 0.00494 0.080192 8.83 0.00494 s24043 p16663 IMAGE 3498107 Mm.279741 Retinol binding protein 1, cellular Rbp1 9 19659
12.56 1.078 2.97 0.00496 0.080248 8.83 0.00496 s03147 p09121 IMAGE 761149 Mm.1239 Glial fibrillary acidic protein Gfap 11 14580

9.5 -1.025 -2.97 0.00495 0.080248 8.83 0.00495 s04229 p00426 NIA H3003B06 Mm.209294 Adaptor-related protein complex 3, delta 1 subunit Ap3d1 10 11776
10.97 -1.001 -2.97 0.00495 0.080248 8.83 0.00495 s16027 p21931 NIA H3140C06 Mm.360415 Transcribed locus, strongly similar to NP_666330.2 cDNA sequence BC027246 [Mus musculus] NA

9.41 -0.857 -2.97 0.00496 0.080248 8.83 0.00496 s19611 p21602 CNS-CB CW0CG98YD14 Mm.157882 Lactamase, beta Lactb 9 80907
8.96 -0.709 -2.97 0.00496 0.080248 8.83 0.00496 s22581 p23355 NIA H3151C04 Mm.331926 TAF12 RNA polymerase II, TATA box binding protein (TBP)-associated factor Taf12 4 66464
8.61 -1.054 -2.97 0.00497 0.080365 8.82 0.00497 s13784 p19186 CNS-CB CW0CG92YB17 Hs.189075 PTK9 protein tyrosine kinase 9 PTK9 12;17 5756

14.35 -1.01 -2.97 0.00498 0.080426 8.82 0.00498 s14289 p20165 NIA H3127E01 NA
8.12 -0.849 -2.97 0.00498 0.080428 8.82 0.00498 s23692 p15617 NIA H3096A09 Mm.173863 Transcribed locus 4 NA
14.4 -0.977 -2.97 0.00499 0.080465 8.81 0.00499 s06190 p01182 NIA H3007F04 NA

10 -0.805 -2.97 0.00499 0.080465 8.81 0.00499 s09866 p08241 NIA H3045A11 Mm.325827 G1 to S phase transition 1 Gspt1 16 14852
8.66 -1.1 -2.97 0.00499 0.080465 8.81 0.00499 s19778 p21090 CNS-CB CW0CG86YO10 Mm.143877 Microtubule-associated protein, RP/EB family, member 1 Mapre1 2 13589
9.59 -1.125 -2.97 0.00501 0.080656 8.8 0.00501 s05797 p00394 NIA H3003B02 Mm.3390 Myosin IB Myo1b 1;5 17912
7.84 0.583 2.97 0.00502 0.080883 8.8 0.00502 s03296 p05285 IMAGE 658525 Mm.271809 Fas death domain-associated protein Daxx 17 13163

12.12 -1.151 -2.96 0.00503 0.081014 8.79 0.00503 s04836 p05251 NIA H3028C09 Mm.188734 Adenosine kinase Adk 14 11534
8.68 0.717 2.96 0.00505 0.081134 8.79 0.00505 s04268 p10160 NIA H3059H10 Mm.233082 Zinc finger, CCHC domain containing 6 Zcchc6 13 214290

14.75 -0.923 -2.96 0.00505 0.081184 8.78 0.00505 s18496 p13976 NIA H3084H07 Mm.333349 Protein kinase, lysine deficient 1 Prkwnk1 6 232341
8.12 -0.686 -2.96 0.00506 0.081251 8.78 0.00506 s11702 p10523 IMAGE 1263968 Mm.89474 CD80 antigen Cd80 16 12519
9.37 -1.029 -2.96 0.00506 0.081251 8.78 0.00506 s13693 p13038 CNS-CB CW0CG74YD11 Mm.158251 Plasma glutamate carboxypeptidase Pgcp 15 54381
8.69 -0.809 -2.96 0.00508 0.081356 8.77 0.00508 s01186 p08182 NIA H3045F03 NA
8.77 -0.62 -2.96 0.00508 0.081356 8.77 0.00508 s01971 p09169 IMAGE 763596 Mm.34064 Signal transducer and activator of transcription 5B Stat5b 11 20851

11.01 -0.876 -2.96 0.00507 0.081356 8.77 0.00507 s08335 p04181 IMAGE 1264162 Mm.63645 RIKEN cDNA 1300002K09 gene 1300002K09Rik 4 74152
8.8 -0.686 -2.96 0.00508 0.081356 8.77 0.00508 s24243 p20255 NIA H3127G12 NA

7.77 -0.565 -2.96 0.00509 0.081426 8.77 0.00509 s06908 p04989 IMAGE 932379 Mm.2903 DNA primase, p49 subunit Prim1 10 19075
9.95 -0.638 -2.96 0.00509 0.081456 8.76 0.00509 s00770 p12281 NIA H3074A12 NA
8.75 -0.631 -2.96 0.00511 0.081535 8.76 0.00511 s07782 p10620 NIA H3062D08 Mm.224233 DEAH (Asp-Glu-Ala-His) box polypeptide 36 Dhx36 3 72162
8.76 -0.704 -2.96 0.00511 0.081535 8.76 0.00511 s17749 p22165 NIA H3141E11 Mm.17640 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 10 Psmd10 X 53380
8.88 -0.913 -2.96 0.00511 0.081535 8.76 0.00511 s22603 p17981 CNS-CB CW0CG83YE15 Mm.29500 MOB1, Mps One Binder kinase activator-like 1B (yeast) Mobk1b 6 232157
7.88 0.635 2.96 0.00511 0.081535 8.76 0.00511 s22858 p20774 NIA H3131F05 Mm.23385 Testis expressed gene 101 Tex101 7 56746
8.28 -0.624 -2.96 0.00512 0.081663 8.75 0.00512 s17702 p17297 NIA H3106A03 Mm.65021 N-myristoyltransferase 2 Nmt2 2 18108

9.1 -0.802 -2.96 0.00514 0.081936 8.74 0.00514 s05999 p05778 NIA H3031B03 NA
7.91 0.564 2.96 0.00515 0.08205 8.74 0.00515 s05977 p10904 NIA H3065H07 Mm.281744 RIKEN cDNA 4933427D06 gene 4933427D06Rik 6 232217
8.78 -0.687 -2.96 0.00517 0.082227 8.73 0.00517 s17831 p20627 NIA H3130C11 Mm.243950 RIKEN cDNA B230113M03 gene B230113M03Rik 11;7 217342
8.77 -0.904 -2.95 0.00518 0.08232 8.73 0.00518 s00055 p11489 NIA H3069A09 In multiple clusters NA

10.27 -0.668 -2.95 0.00518 0.08232 8.73 0.00518 s14880 p23001 NIA H3148A08 NA
8.78 -0.864 -2.95 0.0052 0.082493 8.72 0.0052 s23210 p22840 CNS-CB CW0CG61YI04 NA

13.27 -1.386 -2.95 0.0052 0.082493 8.72 0.0052 s24465 p18690 NIA H3116B09 Mm.277408 Anaphase promoting complex subunit 1 Anapc1 2 17222
8.35 -0.635 -2.95 0.00522 0.082755 8.71 0.00522 s15385 p23512 NIA H3152H11 Mm.2998 Neural precursor cell expressed, developmentally down-regulated gene 1 Nedd1 10 17997

14.84 -0.927 -2.95 0.00523 0.082914 8.71 0.00523 s22662 p20797 NIA H3131E08 Mm.257437 Cadherin 2 Cdh2 18;4 12558
8.32 -0.856 -2.95 0.00525 0.083054 8.7 0.00525 s05302 p08093 NIA H3044E04 Mm.274466 RIKEN cDNA 5930433N17 gene Parp8 13 52552
9.74 -0.729 -2.95 0.00525 0.083054 8.7 0.00525 s11071 p08967 IMAGE 337866 Mm.288474 Secreted phosphoprotein 1 Spp1 5;15 20750
11.6 -1.368 -2.95 0.00525 0.083054 8.7 0.00525 s24647 p18188 NIA H3112D06 Mm.180338 RIKEN cDNA 2610027L16 gene 2610027L16Rik 14 67842
8.62 -0.843 -2.95 0.00526 0.083082 8.7 0.00526 s09913 p00305 IMAGE 653346 Mm.278726 Mak3 homolog (S. cerevisiae) Mak3 16 72117
8.47 0.716 2.95 0.00527 0.083297 8.69 0.00527 s19754 p24424 NIA H3158H05 Mm.12309 DNA segment, Chr 1, ERATO Doi 622, expressed D1Ertd622e 1;X 52392
8.65 0.681 2.95 0.00528 0.083393 8.68 0.00528 s07777 p06016 NIA H3032H08 Mm.188105 RIKEN cDNA 2010111I01 gene 2300006M17Rik 13 69466
9.61 -0.818 -2.95 0.00529 0.083446 8.68 0.00529 s19728 p14180 CNS-CB CW0CG88YI14 Hs.530000 Chromosome 7 open reading frame 28A C7orf28A 7 51622

10.87 -1.635 -2.95 0.00531 0.083662 8.67 0.00531 s05801 p03978 NIA H3022B06 Mm.123714 TRIO and F-actin binding protein Triobp 15 110253
7.7 -0.551 -2.94 0.00533 0.08397 8.66 0.00533 s00353 p02793 IMAGE 640070 Mm.338792 RIKEN cDNA 2510003E04 gene 2510003E04Rik 10 72320

9.82 -0.773 -2.94 0.00534 0.08397 8.66 0.00534 s10909 p02368 NIA H3013H08 NA
11.35 -1.016 -2.94 0.00533 0.08397 8.66 0.00533 s17554 p23177 CNS-CB CW0CG20YC03 Rn.16736 Insulin induced gene 2 Insig2 13 288985

7.55 -0.484 -2.94 0.00535 0.084225 8.65 0.00535 s01213 p07412 IMAGE 1970798 Mm.16650 Zinc finger protein 62 Zfp62 11 22720
10.14 -0.893 -2.94 0.00536 0.084227 8.65 0.00536 s19008 p21351 NIA H3135G05 Mm.33376 Soc-2 (suppressor of clear) homolog (C. elegans) Shoc2 19;18 56392
13.59 -0.909 -2.94 0.00536 0.084227 8.65 0.00536 s20116 p22646 NIA H3145F11 Mm.209419 RIKEN cDNA D330004O07 gene Hspa9a 18;X 15526
11.51 -0.885 -2.94 0.00538 0.084433 8.64 0.00538 s02606 p01226 NIA H3007B10 Mm.279821 Eukaryotic translation initiation factor 4A1 Eif4a1 11;1;19 13681
11.25 -1.058 -2.94 0.00538 0.084433 8.64 0.00538 s13713 p18924 NIA H3118D02 Mm.182931 Phosphoribosylaminoimidazole carboxylase, phosphoribosylaminoribosylaminoimidazole, succinocarboxamide synthetaPaics 5 67054

9.39 -0.753 -2.94 0.00539 0.084469 8.64 0.00539 s13422 p20964 NIA H3133D05 Mm.6710 Rho-associated coiled-coil forming kinase 1 Rock1 18 19877
8.09 -0.731 -2.94 0.00539 0.084526 8.64 0.00539 s00099 p00741 IMAGE 1379222 Mm.300317 Chondroitin sulfate GalNAcT-2 Galnact2 6 78752

11.31 -1.595 -2.94 0.0054 0.084527 8.64 0.0054 s11904 p02824 IMAGE 1226363 Mm.23596 RIKEN cDNA 2610019I03 gene 2610019I03Rik 15 66570
8.65 -0.789 -2.94 0.00541 0.08458 8.63 0.00541 s16684 p21164 NIA H3134D06 Mm.269657 GrpE-like 2, mitochondrial Grpel2 18;7 17714
8.21 -0.688 -2.94 0.00541 0.08458 8.63 0.00541 s17140 p15548 CNS-CB CW0CG72YE18 Rn.19628 Similar to RIKEN cDNA 3010021M21 8 363065
8.35 -0.587 -2.94 0.00541 0.08458 8.63 0.00541 s24315 p21506 NIA H3137B01 Mm.209071 Huntington disease gene homolog Hdh 5 15194

7.5 -0.626 -2.94 0.00543 0.084793 8.62 0.00543 s00592 p02813 IMAGE 1224855 Mm.41868 RIKEN cDNA 2810405K02 gene 2810405K02Rik 4 66469
10.42 -0.853 -2.94 0.00543 0.084793 8.62 0.00543 s00727 p11519 NIA H3069G12 NA

9.58 -0.987 -2.94 0.00544 0.084815 8.62 0.00544 s04459 p05812 NIA H3031D07 Mm.280013 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 1 4930438O05Rik 1 78795
10.55 -0.943 -2.94 0.00544 0.084815 8.62 0.00544 s09355 p02140 NIA H3012D04 Mm.122366 Heterogeneous nuclear ribonucleoprotein F Hnrpf 6;13 98758

9.88 0.817 2.94 0.00544 0.084832 8.62 0.00544 s00503 p11509 NIA H3069E11 Mm.151948 Myosin ID Myo1d 11 338367
8.86 2.221 2.94 0.00545 0.084847 8.62 0.00545 s19543 p23935 IMAGE 521240 Mm.133330 Eph receptor A1 Epha1 6 13835

10.06 -0.955 -2.93 0.00547 0.085013 8.61 0.00547 s07108 p08550 IMAGE 681465 Mm.30105 Coagulation factor XIII, beta subunit F13b 1 14060
8.91 -1.306 -2.93 0.00547 0.085013 8.61 0.00547 s13837 p16626 CNS-CB CW0CG58YI24 Rn.16393 Solute carrier family 38, member 2 Slc38a2 7 29642
7.86 0.919 2.93 0.00547 0.085013 8.61 0.00547 s16985 p15032 NIA H3092H07 Mm.101876 ATP-binding cassette, sub-family G (WHITE), member 4 Abcg4 9 192663

12.98 -1.257 -2.93 0.00547 0.085015 8.61 0.00547 s09296 p12128 NIA H3073H04 Mm.279228 Ganglioside-induced differentiation-associated-protein 2 Gdap2 3 14547
9.74 -0.967 -2.93 0.00548 0.085104 8.6 0.00548 s05491 p01922 NIA H3011B01 Mm.210018 Pleckstrin homology domain containing, family C (with FERM domain) member 1 Plekhc1 14 218952
13.5 -1.443 -2.93 0.00549 0.085104 8.6 0.00549 s19274 p20849 NIA H3132A03 NA
8.12 -0.632 -2.93 0.00549 0.085172 8.6 0.00549 s16951 p21688 CNS-CB CW0CG45YL17 Rn.17066 Transcribed locus 9 NA
7.79 -0.66 -2.93 0.0055 0.085198 8.6 0.0055 s06999 p11391 NIA H3068G08 NA
8.27 -0.669 -2.93 0.00551 0.085284 8.59 0.00551 s24767 p13076 NIA H3079D03 NA

10.59 -1.068 -2.93 0.00552 0.085453 8.59 0.00552 s01270 p08436 IMAGE 679028 NA
8.65 -0.688 -2.93 0.00553 0.08554 8.58 0.00553 s15547 p18142 NIA H3111F12 Mm.247113 RIKEN cDNA A230103N10 gene A230103N10Rik 11 104625

7.8 -0.667 -2.93 0.00554 0.08554 8.58 0.00554 s15655 p14814 NIA H3090F04 Mm.28934 Carbohydrate sulfotransferase 12 Chst12 5 59031
8.71 -0.758 -2.93 0.00553 0.08554 8.58 0.00553 s17805 p22417 CNS-CB CW0CG21YL23 Mm.251794 Pericentrin 2 Pcnt2 10 18541

15.69 0.879 2.93 0.00555 0.085558 8.58 0.00555 s22493 p20019 NIA H3126C07 NA
8.87 -0.875 -2.93 0.00554 0.085558 8.58 0.00554 s24373 p23302 NIA H3150F09 Mm.158936 5'-nucleotidase, cytosolic III Nt5c3 6 107569

11.26 -1.419 -2.93 0.00555 0.085559 8.58 0.00555 s25026 p19484 NIA H3122D12 Mm.273330 RIKEN cDNA 1700021C14 gene 1700021C14Rik 3 76927
9.87 -0.839 -2.93 0.00556 0.085696 8.57 0.00556 s00746 p03581 NIA H3060E07 In multiple clusters NA
8.44 -0.783 -2.93 0.00557 0.085696 8.57 0.00557 s10313 p07458 IMAGE 959700 Mm.302866 ES cells cDNA, RIKEN full-length enriched library, clone:C330012M03 product:EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) homolog (EIF-4C) [Mus mus    NA
8.05 -0.452 -2.93 0.00556 0.085696 8.57 0.00556 s15507 p20192 NIA H3127H04 Mm.3994 Dual specificity phosphatase 16 Dusp16 6 70686
8.19 -0.679 -2.93 0.00558 0.085756 8.56 0.00558 s02490 p10692 NIA H3063D05 NA

12.26 -0.816 -2.92 0.00561 0.086076 8.55 0.00561 s05624 p08836 NIA H3050D01 Mm.281744 RIKEN cDNA 4933427D06 gene 4933427D06Rik 6 232217
8.29 0.913 2.92 0.00561 0.086076 8.55 0.00561 s05668 p10370 NIA H3061B01 NA

10.86 -1.112 -2.92 0.00561 0.086076 8.55 0.00561 s15407 p18386 IMAGE 1162967 Mm.315081 CDNA, clone:Y1G0113D06, strand:plus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000061661, based on BLAT search 5;2 NA
8.62 -0.836 -2.92 0.00562 0.086076 8.55 0.00562 s15422 p19668 NIA H3123D11 Mm.344074 RIKEN cDNA F830020C16 gene F830020C16Rik 14 219150
8.05 -0.904 -2.92 0.00561 0.086076 8.55 0.00561 s15798 p17317 NIA H3106E05 Mm.272185 RIKEN cDNA F830029L24 gene F830029L24Rik 15;6 223455
8.98 -0.724 -2.92 0.00562 0.086076 8.55 0.00562 s22247 p13101 NIA H3079E06 Mm.305674 Interferon regulatory factor 6 Irf6 1 54139
10.4 -0.836 -2.92 0.00561 0.086076 8.55 0.00561 s24989 p23328 NIA H3150H12 NA

11.13 -1.04 -2.92 0.00563 0.086126 8.54 0.00563 s18811 p20636 NIA H3130D12 Mm.269815 CD164 antigen Cd164 10 53599
13.72 -1.132 -2.92 0.00563 0.086126 8.54 0.00563 s23278 p20792 NIA H3131H07 Mm.331784 Utrophin Utrn 10 22288

9.34 -0.782 -2.92 0.00563 0.086126 8.54 0.00563 s24205 p23327 NIA H3150G12 Mm.294478 COMM domain containing 7 Commd7 2 99311
10.05 0.8 2.92 0.00564 0.086168 8.54 0.00564 s03749 p09407 NIA H3053G12 Mm.238254 Polynucleotide kinase 3'- phosphatase Pnkp 7 59047
10.17 -0.731 -2.92 0.00565 0.086168 8.54 0.00565 s05464 p03225 NIA H3018A08 Mm.328673 Chaperonin subunit 8 (theta) Cct8 16 12469

8.53 -0.822 -2.92 0.00564 0.086168 8.54 0.00564 s11156 p10241 NIA H3060A09 NA
9.58 -1.075 -2.92 0.00565 0.086168 8.54 0.00565 s19758 p15974 NIA H3098F05 Mm.334274 Acyl-Coenzyme A dehydrogenase, short/branched chain Acadsb 7 66885



8.15 -0.674 -2.92 0.00566 0.086201 8.53 0.00566 s24042 p15891 CNS-CB CW0CG116YC22 Mm.322945 Cathepsin C Ctsc 7 13032
9.27 -1.107 -2.92 0.00566 0.086285 8.53 0.00566 s17006 p20920 NIA H3132H11 Mm.22242 Expressed sequence AW112037 AW112037 1 98667
8.48 -0.59 -2.92 0.00567 0.086327 8.53 0.00567 s13028 p19187 CNS-CB CW0CG92YB19 Hs.1540 THO complex 1 THOC1 18 9984

11.12 -0.861 -2.92 0.00568 0.086352 8.53 0.00568 s06765 p02421 NIA H3014E03 Mm.28765 Translocating chain-associating membrane protein 1 Tram1 1 72265
10.79 -0.887 -2.92 0.00569 0.08657 8.52 0.00569 s15729 p18593 NIA H3115A09 Mm.44530 CDNA clone IMAGE:5696782 3 NA
14.25 1.008 2.92 0.0057 0.086584 8.52 0.0057 s10972 p08768 NIA H3049H04 Mm.2180 Heat shock protein 1, beta Hspcb 17 15516

8.94 -0.769 -2.92 0.0057 0.086606 8.51 0.0057 s16057 p23725 NIA H3154E02 Mm.95512 CDNA sequence BC037651 BC037651 17 268933
10.71 -0.819 -2.92 0.00571 0.086648 8.51 0.00571 s25010 p17182 NIA H3105F12 Mm.333157 RIKEN cDNA 2500002L14 gene 2500002L14Rik 6;19;7 66510
10.24 -0.597 -2.92 0.00572 0.086708 8.51 0.00572 s01887 p09417 NIA H3054A02 Mm.310642 PEST-containing nuclear protein Pcnp 16 328694

8.73 -0.675 -2.92 0.00572 0.086729 8.51 0.00572 s01137 p02794 IMAGE 640457 Mm.41555 RAB28, member RAS oncogene family Rab28 5 100972
9.63 -1.054 -2.92 0.00573 0.086772 8.5 0.00573 s00083 p11491 NIA H3069C09 Mm.6710 Rho-associated coiled-coil forming kinase 1 Rock1 18 19877
8.12 -0.937 -2.92 0.00573 0.086772 8.5 0.00573 s14115 p14529 CNS-CB CW0CG94YJ03 Rn.2165 Similar to centaurin, beta 1 10 287443
9.37 -0.916 -2.92 0.00573 0.086772 8.51 0.00573 s22774 p20520 CNS-CB CW0CG120YN11 Hs.238432 Hypothetical protein SP192 SP192 1 60313
8.84 -0.695 -2.91 0.00575 0.086886 8.5 0.00575 s03343 p09129 IMAGE 791086 Mm.142730 RAN binding protein 2 Ranbp2 10 19386
9.75 -0.941 -2.92 0.00575 0.086886 8.5 0.00575 s13926 p20734 CNS-CB CW0CG67YL06 Rn.18715 Similar to angiopoietin-related protein 5 8 298698
9.03 -0.911 -2.91 0.00575 0.086909 8.5 0.00575 s11114 p10499 IMAGE 1888059 Mm.28643 Vesicle-associated membrane protein 2 Vamp2 11 22318
8.78 -0.652 -2.91 0.00576 0.086944 8.49 0.00576 s16351 p23995 IMAGE 515810 Mm.253102 Protein kinase, cAMP dependent regulatory, type II alpha Prkar2a 9 19087
7.39 -0.606 -2.91 0.00578 0.08717 8.49 0.00578 s00095 p09191 IMAGE 437339 Mm.4847 Kruppel-like factor 1 (erythroid) Klf1 8 16596
8.99 -0.855 -2.91 0.00578 0.08717 8.48 0.00578 s19223 p12919 NIA H3078G07 Mm.191894 Hypothetical protein 6430570G24 6430570G24 11 327989
8.78 -0.683 -2.91 0.0058 0.08738 8.48 0.0058 s18100 p22658 NIA H3146B01 Mm.241601 AT rich interactive domain 4A (Rbp1 like) Arid4a 12 238247
7.86 -0.557 -2.91 0.0058 0.08738 8.48 0.0058 s19690 p17252 CNS-CB CW0CG106YB19 Mm.22480 Cyclin D binding myb-like transcription factor 1 Dmtf1 5 23857
9.36 -0.729 -2.91 0.00581 0.08738 8.48 0.00581 s20909 p18519 NIA H3114G11 NA

13.34 1.247 2.91 0.00582 0.087476 8.47 0.00582 s03650 p08373 IMAGE 697745 Mm.338613 Forkhead box O3 Foxo3 10 56484
11.57 -0.806 -2.91 0.00582 0.087486 8.47 0.00582 s21133 p18777 CNS-CB CW0CG38YJ08 Hs.445665 Abhydrolase domain containing 4 ABHD4 14 63874

7.84 -0.621 -2.91 0.00585 0.087683 8.46 0.00585 s03887 p08121 NIA H3044A08 NA
7.62 -0.63 -2.91 0.00585 0.087683 8.46 0.00585 s06282 p08037 IMAGE 891061 Mm.20852 Erythrocyte protein band 4.1-like 1 Epb4.1l1 2 13821

10.35 -0.874 -2.91 0.00584 0.087683 8.46 0.00584 s13073 p22263 NIA H3142G11 Mm.286061 Threonyl-tRNA synthetase Tars 15 110960
15.58 0.64 2.91 0.00584 0.087683 8.46 0.00584 s20189 p12666 CNS-CB CW0CG115YG01 NA
10.77 -0.819 -2.91 0.00584 0.087683 8.46 0.00584 s22802 p20770 NIA H3131B05 Mm.29647 Transmembrane protein 19 Tmem19 10 67226

8.63 -0.988 -2.91 0.00586 0.087726 8.45 0.00586 s01455 p11516 NIA H3069D12 Mm.288924 Ubiquitination factor E4B, UFD2 homolog (S. cerevisiae) Ube4b 4 63958
13.1 1.597 2.91 0.00586 0.087726 8.45 0.00586 s07879 p09027 NIA H3051C01 Mm.227925 Cysteine and glycine-rich protein 2 binding protein Csrp2bp 2 228714
14.4 -1.115 -2.91 0.00587 0.087726 8.45 0.00587 s21865 p22110 NIA H3141F04 Mm.272389 Expressed sequence AL117801 2900010M23Rik 17 67267
8.42 -0.933 -2.91 0.00587 0.087726 8.45 0.00587 s24053 p12819 CNS-CB CW0CG53YN16 Mm.341377 Aryl-hydrocarbon receptor Ahr 12 11622
7.82 0.67 2.91 0.00588 0.087872 8.45 0.00588 s00818 p04584 IMAGE 639770 Mm.218698 Coiled-coil domain containing 9 2610014I16Rik 7 66300
7.93 -0.702 -2.91 0.00588 0.087872 8.45 0.00588 s12374 p10268 NIA H3060D12 Mm.245890 Sprouty protein with EVH-1 domain 1, related sequence Spred1 2 114715
7.95 0.568 2.91 0.00589 0.087877 8.44 0.00589 s15362 p15832 NIA H3097H11 NA
9.76 -0.979 -2.91 0.00589 0.087877 8.44 0.00589 s16703 p13226 CNS-CB CW0CG93YL09 Rn.11854 Heterogeneous nuclear ribonucleoprotein K Hnrpk 17 117282
7.98 -0.6 -2.9 0.0059 0.08799 8.44 0.0059 s08652 p12100 NIA H3073D01 Mm.275742 RIKEN cDNA A330103N21 gene A330103N21Rik 7;3 77773
9.01 -1.022 -2.9 0.00591 0.087994 8.44 0.00591 s15150 p13770 CNS-CB CW0CG83YJ13 Rn.23078 Transcribed locus 13 NA

15.18 -0.66 -2.9 0.00591 0.087994 8.44 0.00591 s17270 p19331 NIA H3121C05 Mm.271674 Integrin beta 4 binding protein Itgb4bp 2 16418
7.73 -0.54 -2.9 0.00591 0.087994 8.44 0.00591 s21589 p12628 CNS-CB CW0CG114YJ12 Mm.371590 Tumor protein D52 Tpd52 3 21985

10.57 -0.833 -2.9 0.00593 0.088233 8.43 0.00593 s01491 p05882 IMAGE 573991 Mm.350789 AT rich interactive domain 3B (Bright like) Arid3b 9 56380
10.17 -0.832 -2.9 0.00594 0.088351 8.42 0.00594 s16334 p20921 NIA H3132A12 Mm.218851 Eukaryotic translation initiation factor 2, subunit 3, structural gene X-linked Eif2s3x X 26905
12.52 -1.384 -2.9 0.00596 0.088582 8.42 0.00596 s24513 p23306 NIA H3150B10 Mm.341972 Expressed sequence AU017263 AU017263 12 104936

8.38 -0.681 -2.9 0.00598 0.088638 8.41 0.00598 s02755 p09170 IMAGE 778348 Mm.327153 Transcribed locus, strongly similar to XP_484199.1 similar to Eukaryotic translation initiation factor 1A (eIF-1A) (eIF-4C) [Mus musculus] NA
9.05 -0.998 -2.9 0.00598 0.088638 8.41 0.00598 s14814 p13789 CNS-CB CW0CG83YP22 NA

8.3 -0.753 -2.9 0.00598 0.088638 8.41 0.00598 s23227 p13110 NIA H3079F07 In multiple clusters NA
11.45 -0.801 -2.9 0.00598 0.088638 8.41 0.00598 s23616 p22531 NIA H3144C09 Mm.213408 Tetratricopeptide repeat domain 3 Ttc3 16 22129
12.58 -1.041 -2.9 0.00601 0.088676 8.4 0.00601 s04567 p01982 NIA H3011F08 Mm.318841 RIKEN cDNA 1300002F13 gene 1300002F13Rik 4 74155

7.96 -0.716 -2.9 0.006 0.088676 8.4 0.006 s07176 p06502 IMAGE 619818 Mm.313594 Membrane protein, palmitoylated 5 (MAGUK p55 subfamily member 5) Mpp5 12 56217
8.47 -1.242 -2.9 0.006 0.088676 8.4 0.006 s11355 p00779 NIA H3005C02 Mm.314378 ADP-ribosylation factor-like 5 Arl5 2 75423
8.13 -0.551 -2.9 0.006 0.088676 8.4 0.006 s13258 p24573 NIA H3159E12 Mm.136791 Supervillin Svil 18 225115
9.58 -0.96 -2.9 0.00601 0.088676 8.4 0.00601 s16209 p22199 NIA H3142G03 Mm.12616 DnaJ (Hsp40) homolog, subfamily C, member 3 Dnajc3 14 19107
9.26 -0.689 -2.9 0.006 0.088676 8.4 0.006 s21015 p13145 NIA H3079A12 Mm.274369 Similar to limkain beta 2 11 432582
9.57 -0.738 -2.9 0.00599 0.088676 8.41 0.00599 s23163 p17972 CNS-CB CW0CG83YB15 NA
8.39 -0.699 -2.9 0.00603 0.088798 8.39 0.00603 s13670 p17392 CNS-CB CW0CG106YO13 Rn.38577 Meningioma expressed antigen 5 (hyaluronidase) Mgea5 1 154968

12.13 -1.062 -2.9 0.00602 0.088798 8.39 0.00602 s20002 p20598 NIA H3130F07 Mm.280069 Non-POU-domain-containing, octamer binding protein Nono X;10 53610
9.6 -0.866 -2.9 0.00603 0.088798 8.39 0.00603 s24294 p15903 CNS-CB CW0CG116YG11 Mm.31486 RAB32, member RAS oncogene family Rab32 10 67844
9.6 -0.882 -2.9 0.00603 0.088831 8.39 0.00603 s14995 p13254 NIA H3080F01 Mm.240076 Zinc finger, DHHC domain containing 7 Zdhhc7 8 102193

8.12 -0.669 -2.9 0.00604 0.088882 8.39 0.00604 s07111 p11362 NIA H3068B05 Mm.121285 RIKEN cDNA 5033405K12 gene 5033405K12Rik 5 75991
8.31 -0.599 -2.9 0.00604 0.088882 8.39 0.00604 s08194 p03405 IMAGE 2123263 Mm.5092 Phospholipase A2, group IB, pancreas, receptor Pla2g1br 2 18779
9.66 -0.658 -2.9 0.00605 0.088882 8.39 0.00605 s23387 p17982 CNS-CB CW0CG83YE22 Mm.287896 Estrogen receptor-binding fragment-associated gene 9 Ebag9 15 55960
9.06 0.798 2.9 0.00606 0.088977 8.38 0.00606 s15967 p18095 NIA H3111G06 Mm.3506 Arginase type II Arg2 12 11847
8.46 -1.069 -2.89 0.00607 0.089062 8.38 0.00607 s20500 p15429 NIA H3095E09 Mm.296349 Gene model 700, (NCBI) 14 277139
8.54 -0.612 -2.89 0.00607 0.089089 8.38 0.00607 s20168 p19314 NIA H3121B03 Mm.103427 RIKEN cDNA A730042J05 gene A730042J05Rik 8 234069
9.11 -1.223 -2.89 0.00608 0.08915 8.37 0.00608 s12633 p16359 CNS-CB CW0CG41YE09 Mm.273671 SAC1 (supressor of actin mutations 1, homolog)-like (S. cerevisiae) Sacm1l 9 83493

13.44 -1.501 -2.89 0.0061 0.089372 8.37 0.0061 s17914 p19359 NIA H3121G08 Mm.139127 Expressed sequence AI316828 Zcwcc1 11 74522
9.43 -0.634 -2.89 0.00611 0.089503 8.36 0.00611 s14824 p22749 NIA H3146E12 Mm.324474 Splicing factor, arginine/serine-rich 2, interacting protein Sfrs2ip 15 72193
9.07 -0.753 -2.89 0.00612 0.089617 8.36 0.00612 s05325 p03739 NIA H3020C12 NA
8.44 -0.701 -2.89 0.00618 0.089788 8.34 0.00618 s00031 p02019 IMAGE 1446049 Mm.253542 Ring finger protein 138 Rnf138 18 56515
8.14 -1.072 -2.89 0.00617 0.089788 8.34 0.00617 s01115 p07920 NIA H3043H06 NA
9.33 -0.619 -2.89 0.00614 0.089788 8.35 0.00614 s07200 p02920 NIA H3016H05 Mm.261027 DNA segment, Chr 19, Brigham & Women's Genetics 1357 expressed D19Bwg1357e 19 52874
8.96 -0.805 -2.89 0.00618 0.089788 8.34 0.00618 s08621 p09819 NIA H3057C04 In multiple clusters NA
7.73 -0.556 -2.89 0.00614 0.089788 8.35 0.00614 s08898 p06736 NIA H3036H02 Mm.275549 Avian musculoaponeurotic fibrosarcoma (v-maf) AS42 oncogene homolog Maf 8 17132
9.97 -0.965 -2.89 0.00617 0.089788 8.34 0.00617 s09371 p04442 NIA H3024B04 Mm.256034 Chaperonin subunit 3 (gamma) Cct3 3;4 12462
8.27 0.836 2.89 0.00616 0.089788 8.35 0.00616 s09902 p03377 IMAGE 1853413 Mm.4186 Phospholipase A2, group IVA (cytosolic, calcium-dependent) Pla2g4a 1 18783
9.93 -0.748 -2.89 0.00615 0.089788 8.35 0.00615 s12917 p20205 NIA H3127E06 Mm.30078 Dendritic cell protein GA17 Ga17 2;1 98221
9.79 -0.74 -2.89 0.00617 0.089788 8.34 0.00617 s13251 p18425 IMAGE 599153 Mm.28366 Insulin degrading enzyme Ide 19 15925

13.92 -1.064 -2.89 0.00618 0.089788 8.34 0.00618 s15537 p22234 NIA H3142B08 NA
9.13 -0.936 -2.89 0.00618 0.089788 8.34 0.00618 s17328 p21127 NIA H3134G01 Mm.41558 FUN14 domain containing 1 Fundc1 X 72018

10.68 -1.264 -2.89 0.00615 0.089788 8.35 0.00615 s21304 p21316 NIA H3135D01 Mm.218473 Tumor differentially expressed 1 Tde1 2 26943
9.57 -0.784 -2.89 0.00616 0.089788 8.34 0.00616 s24231 p21785 NIA H3138A12 Mm.131150 DEK oncogene (DNA binding) Dek 13;X 110052
9.44 -0.793 -2.89 0.0062 0.08997 8.33 0.0062 s09722 p04653 NIA H3025E06 NA

11.81 -0.917 -2.89 0.0062 0.08997 8.33 0.0062 s12752 p22509 NIA H3144E06 Mm.19440 CDNA sequence BC066223 BC066223 X 407786
8.66 -0.84 -2.89 0.00621 0.090016 8.33 0.00621 s01839 p04299 NIA H3023C10 Mm.296150 Purine rich element binding protein B Purb 11 19291
7.61 -0.555 -2.88 0.00622 0.09015 8.32 0.00622 s00387 p08171 NIA H3045C02 Mm.3074 Ubiquitin-conjugating enzyme E2L 3 Ube2l3 10;16;3 22195
9.84 -0.754 -2.89 0.00622 0.09015 8.32 0.00622 s20806 p13399 CNS-CB CW0CG100YG20 Rn.16458 Transcribed locus 17 NA
8.46 -0.654 -2.88 0.00623 0.090165 8.32 0.00623 s21440 p17488 NIA H3107H02 NA
7.91 -0.581 -2.88 0.00625 0.090332 8.31 0.00625 s21553 p18764 CNS-CB CW0CG38YF21 NA

10.24 -0.857 -2.88 0.00624 0.090332 8.32 0.00624 s23009 p18476 NIA H3114D06 Mm.291752 RIKEN cDNA 1110036D12 gene Tm4sf15 10 70423
9.61 -0.813 -2.88 0.00625 0.090381 8.31 0.00625 s12182 p00792 NIA H3005H03 Mm.132802 RAB18, member RAS oncogene family Rab18 18 19330
8.15 -0.976 -2.88 0.00628 0.090414 8.3 0.00628 s01059 p07916 NIA H3043D06 NA
7.95 0.578 2.88 0.00629 0.090414 8.3 0.00629 s03128 p05344 IMAGE 669754 Mm.8180 Dihydropyrimidinase-like 3 Dpysl3 18 22240

14.33 -1.624 -2.88 0.00627 0.090414 8.31 0.00627 s06372 p01633 NIA H3010A01 Mm.297977 Synaptonemal complex protein 3 Sycp3 10 20962
9.07 0.813 2.88 0.00629 0.090414 8.3 0.00629 s06374 p03425 NIA C0106G12 Mm.292001 RIKEN cDNA 2610031L17 gene 2610031L17Rik 2 68879

10.84 -1.101 -2.88 0.0063 0.090414 8.29 0.0063 s07282 p00880 NIA H3006H02 Mm.38193 Zinc finger protein 292 Zfp292 4 30046
8 -0.584 -2.88 0.00628 0.090414 8.3 0.00628 s08924 p05194 NIA H3028B02 Mm.3973 Syntaxin 8 Stx8 11 55943

8.4 -0.642 -2.88 0.0063 0.090414 8.3 0.0063 s10395 p05418 NIA H3029B06 Mm.22511 RIKEN cDNA 2310004I24 gene 2310004I24Rik 11;X 66358
9.44 -0.809 -2.88 0.0063 0.090414 8.3 0.0063 s10994 p03075 NIA H3017C01 Mm.236211 Thyroid hormone receptor associated protein 3 Thrap3 4;7;X 230753

8.7 -0.792 -2.88 0.0063 0.090414 8.3 0.0063 s13669 p16620 CNS-CB CW0CG58YG16 NA
8.75 -0.969 -2.88 0.0063 0.090414 8.3 0.0063 s15710 p13479 NIA H3081G05 Mm.38198 Glycerol-3-phosphate dehydrogenase 1-like Gpd1l 9;10 333433

14.65 -0.834 -2.88 0.00628 0.090414 8.3 0.00628 s18576 p22680 NIA H3146H03 NA
8.25 -0.627 -2.88 0.00627 0.090414 8.31 0.00627 s21088 p15453 NIA H3095E12 Mm.29167 Enhancer of polycomb homolog 2 (Drosophila) Epc2 2 227867

9.6 -0.874 -2.88 0.00627 0.090414 8.31 0.00627 s23666 p17159 NIA H3105G09 Mm.12177 Aryl hydrocarbon receptor nuclear translocator-like Arntl 7 11865
12.56 -0.907 -2.88 0.00631 0.090459 8.29 0.00631 s14500 p21455 NIA H3136G06 Mm.180458 Ribosomal protein L13a Rpl13a 7;11;X 22121

8.82 -0.771 -2.88 0.00632 0.090459 8.29 0.00632 s17377 p14983 NIA H3092G01 Mm.27970 Mitogen activated protein kinase 13 Mapk13 17 26415
8.72 -0.902 -2.88 0.00632 0.090459 8.29 0.00632 s18643 p20128 CNS-CB CW0CG89YG16 NA
8.23 -0.695 -2.88 0.00634 0.090713 8.28 0.00634 s16214 p13751 CNS-CB CW0CG83YG20 Mm.360858 RIKEN cDNA 6030408C04 gene 6030408C04Rik 12 217558
8.16 -0.69 -2.88 0.00637 0.090866 8.27 0.00637 s03956 p06312 NIA H3034H09 Mm.5540 RIKEN cDNA 1810054D07 gene 1810054D07Rik 4 69863
8.81 -0.829 -2.88 0.00637 0.090866 8.27 0.00637 s04493 p11190 NIA H3067F07 Mm.262294 Quaking Qk 17;11 19317

13.81 -0.793 -2.88 0.00636 0.090866 8.28 0.00636 s06624 p01645 NIA H3010E02 Mm.25794 F-box and leucine-rich repeat protein 5 Fbxl5 5 242960
11.25 -0.927 -2.88 0.00636 0.090866 8.28 0.00636 s09050 p04440 NIA H3024H03 NA
14.52 -1.001 -2.88 0.00637 0.090866 8.27 0.00637 s18249 p18320 NIA H3113H10 Mm.256858 Dynein, cytoplasmic, light chain 1 Dnclc1 5;9;19 56455
10.33 -0.654 -2.88 0.00637 0.090866 8.27 0.00637 s19414 p20605 NIA H3130E08 Mm.27259 RIKEN cDNA C030040A22 gene Numa1 7 101706
11.64 -0.739 -2.88 0.00636 0.090866 8.27 0.00636 s21391 p23632 NIA H3153H02 Mm.46233 RAS-like, estrogen-regulated, growth-inhibitor Rerg 6 232441

8.44 -0.858 -2.88 0.00639 0.090966 8.27 0.00639 s10337 p03876 NIA H3021D05 Mm.291707 Cullin 2 Cul2 18 71745
8.75 0.723 2.87 0.00639 0.090981 8.26 0.00639 s01457 p00256 BMAP UI-M-BH4-azm-b-06-0-UI Mm.202331 Peroxisomal acyl-CoA thioesterase 2A Pte2a 12 171281

9.4 -0.597 -2.87 0.00639 0.091002 8.26 0.00639 s17010 p24504 empty NA
11.24 -0.88 -2.87 0.00641 0.091079 8.26 0.00641 s20638 p13641 NIA H3082A02 NA

8.19 -0.775 -2.87 0.00641 0.091079 8.26 0.00641 s23579 p14341 NIA H3087E05 Mm.358656 Chromatin assembly factor 1, subunit A (p150) Chaf1a 17 27221
10.81 -0.706 -2.87 0.00642 0.091256 8.25 0.00642 s21236 p22594 NIA H3145B05 Mm.209300 Phosphate cytidylyltransferase 1, choline, alpha isoform Pcyt1a 16 13026

8.06 -0.547 -2.87 0.00643 0.091296 8.25 0.00643 s04353 p10932 NIA H3065D11 Mm.248755 Crn, crooked neck-like 1 (Drosophila) Crnkl1 2 66877
10.72 -0.786 -2.87 0.00645 0.091394 8.25 0.00645 s06277 p03681 NIA H3020A05 Mm.102761 RIKEN cDNA 2600005C20 gene 2600005C20Rik 17 72462

9.07 -0.955 -2.87 0.00645 0.091394 8.24 0.00645 s16561 p23464 NIA H3152H05 Mm.10288 ATPase, class II, type 9A Atp9a 2 11981
10.3 -1.262 -2.87 0.00645 0.091394 8.24 0.00645 s17135 p23996 CNS-CB CW0CG124YE23 Hs.496684 Lysosomal-associated membrane protein 2 LAMP2 X 3920

9.4 -0.652 -2.87 0.00645 0.091394 8.24 0.00645 s19392 p14199 CNS-CB CW0CG88YM09 Mm.3350 Microtubule-actin crosslinking factor 1 Macf1 4 11426
8.12 -0.624 -2.87 0.00646 0.091442 8.24 0.00646 s01888 p10189 NIA H3060E02 Mm.332387 Transcribed locus, strongly similar to XP_341220.1 protocadherin 7 [Rattus norvegicus] 5 NA
8.73 -0.713 -2.87 0.0065 0.091442 8.23 0.0065 s08912 p06476 IMAGE 618200 Mm.40624 Tripartite motif protein 39 Trim39 17 79263
9.26 -0.889 -2.87 0.00649 0.091442 8.23 0.00649 s10034 p07999 IMAGE 598557 Mm.33896 Hematopoietically expressed homeobox Hhex 19 15242
8.94 -0.755 -2.87 0.00649 0.091442 8.23 0.00649 s11798 p07944 NIA H3043H09 Mm.280230 NAD(P)H:quinone oxidoreductase type 3, polypeptide A2 Nqo3a2 1 72017
8.65 -0.964 -2.87 0.00648 0.091442 8.23 0.00648 s13414 p13796 CNS-CB CW0CG84YA23 Mm.291779 Mitochondrial translation optimization 1 homolog (S. cerevisiae) Mto1 9 68291
8.25 -0.681 -2.87 0.00648 0.091442 8.24 0.00648 s13917 p12794 CNS-CB CW0CG53YD22 Mm.156771 RIKEN cDNA 3732413I11 gene 3732413I11Rik 11 74315

10.16 -0.725 -2.87 0.00649 0.091442 8.23 0.00649 s16248 p19377 NIA H3121A11 Mm.335096 Poliovirus receptor-related 1 Pvrl1 9 58235
7.53 -0.746 -2.87 0.00649 0.091442 8.23 0.00649 s16263 p20659 IGBMC P1phage_Cre  (cre gene for recombinase protein) NA
9.42 -0.748 -2.87 0.00649 0.091442 8.23 0.00649 s20377 p18812 CNS-CB CW0CG39YF24 Hs.475334 KIAA0280 protein KIAA0280 11 23201

10.14 -0.708 -2.87 0.00648 0.091442 8.24 0.00648 s24345 p23300 NIA H3150D09 Mm.222584 Brain glycogen phosphorylase Pygb 2;19 110078
12.56 -0.87 -2.87 0.00649 0.091442 8.23 0.00649 s25071 p21790 NIA H3138F12 Mm.3815 Syndecan 4 Sdc4 2;9 20971

8.81 -0.825 -2.87 0.00651 0.091539 8.23 0.00651 s24012 p14097 NIA H3085A11 Mm.202727 Pre-B-cell colony-enhancing factor 1 Pbef1 12 59027
9.77 -0.633 -2.87 0.00652 0.091627 8.22 0.00652 s22369 p21815 NIA H3139G03 NA
8.09 0.719 2.87 0.00652 0.091651 8.22 0.00652 s11707 p02075 IMAGE 1446217 Mm.342392 Engulfment and cell motility 1, ced-12 homolog (C. elegans) Elmo1 13 140580
9.53 -0.828 -2.87 0.00652 0.091651 8.22 0.00652 s11789 p00004 NIA H3001D01 Mm.156452 RIKEN cDNA 4432404J10 gene 4432404J10Rik 2 66691

11.18 1.509 2.87 0.00653 0.091661 8.22 0.00653 s02629 p09676 NIA H3055D10 NA
10.1 -0.883 -2.87 0.00654 0.091661 8.22 0.00654 s12358 p07966 NIA H3043F12 Mm.1070 Ferrochelatase Fech 18 14151
9.87 -0.908 -2.87 0.00654 0.091661 8.21 0.00654 s16925 p23478 NIA H3152F07 Mm.236878 RIKEN cDNA 9530037G02 gene 2310047I15Rik 11;Y 78887
8.69 -0.868 -2.87 0.00654 0.091661 8.21 0.00654 s18192 p17798 CNS-CB CW0CG79YM12 NA

8.4 -0.69 -2.87 0.00654 0.091661 8.21 0.00654 s21233 p19782 NIA H3125F01 NA
12.5 -0.686 -2.86 0.00656 0.091726 8.21 0.00656 s00521 p02551 IMAGE 1852361 Mm.39090 Glutamate receptor, ionotropic, NMDA2C (epsilon 3) Grin2c 11 14813
7.32 -0.498 -2.87 0.00655 0.091726 8.21 0.00655 s06517 p05993 NIA H3032A06 Mm.277091 Poly(A)-binding protein, cytoplasmic pseudogene Pabpc4 4;11;18 230721
7.76 -0.664 -2.86 0.00656 0.091726 8.21 0.00656 s09989 p06195 NIA H3033C07 Mm.6799 Four and a half LIM domains 2 Fhl2 1 14200

13.97 -1.702 -2.86 0.00657 0.091834 8.2 0.00657 s08404 p03153 NIA H3017A11 Mm.253090 Adaptor protein complex AP-2, alpha 2 subunit Ap2a2 7 11772
7.75 -0.478 -2.86 0.00657 0.091834 8.2 0.00657 s11820 p02818 IMAGE 640599 Mm.294938 RIKEN cDNA 2810013P06 gene 2810013P06Rik 8 67206

11.24 0.879 2.86 0.00659 0.091981 8.2 0.00659 s00908 p10214 NIA H3060F05 NA
8.52 -0.743 -2.86 0.0066 0.092043 8.2 0.0066 s23929 p14615 NIA H3089G03 Mm.273360 RIKEN cDNA 5133401H06 gene 4933405A16Rik 3 74442

13.73 -1.004 -2.86 0.00661 0.092114 8.19 0.00661 s20267 p20348 NIA H3128D12 Mm.297814 NSFL1 (p97) cofactor (p47) Nsfl1c 2;5 386649
10.17 -0.977 -2.86 0.00661 0.092119 8.19 0.00661 s10143 p05691 IMAGE 582061 Mm.153159 Chaperonin subunit 6a (zeta) Cct6a 5 12466

8.71 -0.809 -2.86 0.00662 0.092168 8.19 0.00662 s08405 p03925 NIA H3021E11 Mm.217787 ATPase, H+ transporting, V1 subunit A, isoform 1 Atp6v1a1 16 11964
9.7 -0.846 -2.86 0.00662 0.092192 8.19 0.00662 s04094 p05026 NIA H3027B05 Mm.326055 CDNA, clone:Y2G0134E05, strand:minus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000059660, based on BLAT search 2;9 NA

10.54 -0.952 -2.86 0.00664 0.092397 8.18 0.00664 s07258 p04462 NIA H3024F06 Mm.57726 Serine hydroxymethyl transferase 1 (soluble) Shmt1 11 20425
11.27 -0.836 -2.86 0.00664 0.092397 8.18 0.00664 s21078 p19545 CNS-CB CW0CG24YN01 Mm.325307 RIKEN cDNA 1110032D12 gene 1110032D12Rik 5;9;10;15 56334

8.77 -1.137 -2.86 0.00666 0.092507 8.18 0.00666 s00513 p07665 IMAGE 1195583 Mm.194339 Core-binding factor, runt domain, alpha subunit 2, translocated to, 3 homolog (human) Cbfa2t3h 8 12398
10.83 -0.871 -2.86 0.00666 0.092575 8.17 0.00666 s10258 p08226 NIA H3045B09 NA
10.09 -0.69 -2.86 0.00669 0.092815 8.17 0.00669 s13485 p15330 NIA H3094B09 Mm.185518 CDNA sequence BC014795 BC014795 1 208795

8.45 -0.775 -2.86 0.0067 0.09301 8.16 0.0067 s21225 p12614 CNS-CB CW0CG114YF16 Rn.8286 Membrane protein, palmitoylated 3 (MAGUK p55 subfamily member 3) Dusp3 10 114202
8.75 -0.832 -2.86 0.00671 0.093096 8.16 0.00671 s20199 p21626 CNS-CB CW0CG98YJ05 Rn.42903 Protein phospatase 3, regulatory subunit B, alpha isoform,type 1 Ppp3r1 14 29748
8.61 0.649 2.86 0.00673 0.093116 8.15 0.00673 s02886 p01240 NIA H3007H11 NA
8.31 -0.628 -2.86 0.00672 0.093116 8.15 0.00672 s10467 p07724 NIA H3041D06 Mm.5750 DNA segment, Chr 14, ERATO Doi 209, expressed D14Ertd209e 14 52535
8.18 1.843 2.86 0.00672 0.093116 8.15 0.00672 s12833 p19951 CNS-CB CW0CG37YF17 Mm.253927 Regulator of G-protein signaling 18 Rgs18 1 64214
9.84 -0.774 -2.85 0.00673 0.093175 8.15 0.00673 s17651 p21649 CNS-CB CW0CG45YD08 NA
9.41 -0.998 -2.85 0.00674 0.09323 8.15 0.00674 s12601 p12773 CNS-CB CW0CG115YH19 Hs.503222 RAB6A, member RAS oncogene family RAB6A 11 5870

13.67 -1.168 -2.85 0.00674 0.09323 8.15 0.00674 s15842 p19621 NIA H3123E05 NA
7.79 -0.587 -2.85 0.00675 0.093243 8.14 0.00675 s10748 p08758 NIA H3049F03 Mm.154093 Procollagen, type XXIII, alpha 1 Col23a1 11 237759
9.78 -0.756 -2.85 0.00675 0.093243 8.14 0.00675 s12791 p20457 CNS-CB CW0CG89YP02 Mm.85165 Transcribed locus, moderately similar to XP_488601.1 hypothetical gene supported by AK085773 [Mus musculus] 13 NA

13.75 -1.003 -2.85 0.00677 0.093428 8.14 0.00677 s06559 p05487 NIA H3030G02 Mm.310671 Discoidin, CUB and LCCL domain containing 2 Dcbld2 16 73379
8.17 -0.94 -2.85 0.00678 0.093511 8.14 0.00678 s09563 p00801 NIA H3005A05 Mm.360526 Transcribed locus, weakly similar to XP_218392.2 similar to carcinoembryonic antigen-related cell adhesion molecule 3; Carcinoembryonic antigen gene family (CGM   NA
8.65 0.642 2.85 0.00682 0.093513 8.12 0.00682 s00538 p04855 IMAGE 1137351 Mm.27308 ADP-ribosylation factor 6 Arf6 12 11845

13.53 1.424 2.85 0.00681 0.093513 8.13 0.00681 s03781 p00189 NIA H3002E12 Mm.3488 Aurora kinase B Aurkb 11 20877
9.89 -0.558 -2.85 0.00681 0.093513 8.12 0.00681 s12284 p05140 IMAGE 922250 Mm.2893 Nitric oxide synthase 2, inducible, macrophage Nos2 11 18126

7.9 -0.545 -2.85 0.00681 0.093513 8.13 0.00681 s16848 p17840 CNS-CB CW0CG82YH11 NA
9.72 -0.601 -2.85 0.00679 0.093513 8.13 0.00679 s19312 p17777 CNS-CB CW0CG36YE10 Rn.6114 Similar to tousled-like kinase 1 3 311118

14.86 -0.75 -2.85 0.00681 0.093513 8.13 0.00681 s19682 p22888 NIA H3147H05 Mm.247352 Solute carrier family 6 (neurotransmitter transporter, taurine), member 6 Slc6a6 6 21366
9.48 -0.737 -2.85 0.00679 0.093513 8.13 0.00679 s21462 p24396 NIA H3158D02 Mm.29150 T-complex-associated-testis-expressed 1-like Tcte1l X 67117

10.95 -1.422 -2.85 0.0068 0.093513 8.13 0.0068 s23122 p19504 CNS-CB CW0CG92YI03 Hs.516217 UDP-glucose pyrophosphorylase 2 UGP2 2 7360
15.4 -0.572 -2.85 0.00681 0.093513 8.13 0.00681 s23837 p19977 NIA H3126A02 NA



10.18 -0.768 -2.85 0.00682 0.093513 8.12 0.00682 s24773 p18452 NIA H3114D03 Mm.2433 Mannosidase 2, alpha 1 Man2a1 17 17158
8.77 0.716 2.85 0.00682 0.093514 8.12 0.00682 s09322 p10586 NIA H3062B04 NA
8.41 -0.592 -2.85 0.00683 0.093514 8.12 0.00683 s10652 p10034 NIA H3058B07 In multiple clusters NA
10.4 -0.89 -2.85 0.00683 0.093514 8.12 0.00683 s16990 p19636 NIA H3123D07 Mm.26771 RIKEN cDNA 5430408I23 gene 2410187C16Rik 15 76773
8.58 -0.691 -2.85 0.00684 0.093592 8.12 0.00684 s04221 p06062 IMAGE 651928 Mm.2082 Apolipoprotein D Apod 16 11815

12.48 -0.756 -2.85 0.00684 0.093592 8.12 0.00684 s12129 p03854 NIA H3021F02 Mm.236868 Ribosomal protein S3 Rps3 7;16;X 27050
8.86 -0.925 -2.85 0.00685 0.093604 8.11 0.00685 s21969 p14631 NIA H3089G05 Mm.24125 Procollagen, type IV, alpha 3 (Goodpasture antigen) binding protein Col4a3bp 13 68018

12.94 -1.03 -2.85 0.00686 0.093761 8.11 0.00686 s18533 p22166 NIA H3141F11 Mm.272427 Glutaminyl-tRNA synthetase Qars 9 97541
8.8 0.906 2.85 0.00687 0.093818 8.11 0.00687 s18585 p18834 NIA H3117B03 Mm.292297 Zinc finger protein 110 Zfp110 7 65020

7.59 1.078 2.85 0.00689 0.093969 8.1 0.00689 s00581 p06387 IMAGE 353157 Mm.2966 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 3 Atp5g3 2 228033
8.58 -0.681 -2.85 0.00689 0.093969 8.1 0.00689 s05281 p02707 NIA H3015C03 Mm.289583 Dynein, cytoplasmic, light intermediate polypeptide 2 Dncli2 8 234663
8.58 -0.863 -2.85 0.00689 0.093969 8.1 0.00689 s22503 p16945 NIA H3103A07 Mm.327591 G protein-coupled receptor 34 Gpr34 X 23890
8.89 -0.792 -2.85 0.0069 0.094019 8.1 0.0069 s15694 p24229 NIA H3157E05 Mm.27801 Solute carrier family 30 (zinc transporter), member 4 Slc30a4 2 22785

10.28 -0.772 -2.84 0.00693 0.094066 8.09 0.00693 s00399 p05617 IMAGE 1138046 Mm.370189 Ligand of numb-protein X 1 Lnx1 5 16924
10.27 -0.812 -2.84 0.00693 0.094066 8.09 0.00693 s04245 p02480 NIA H3014H10 Mm.29344 Tumor differentially expressed 2 Tde2 10 56442
11.01 -0.766 -2.84 0.00694 0.094066 8.09 0.00694 s10193 p00034 NIA H3001B05 Mm.28172 Pan hematopoietic expression Phemx 7 27027

8.54 -0.552 -2.84 0.00692 0.094066 8.09 0.00692 s11785 p09224 NIA H3052H01 Mm.320206 Calneuron 1 Caln1 5 140904
10.71 -0.882 -2.84 0.00693 0.094066 8.09 0.00693 s16013 p22191 NIA H3142G02 In multiple clusters NA
10.22 -1.008 -2.84 0.00692 0.094066 8.09 0.00692 s19536 p17787 CNS-CB CW0CG36YG20 Mm.215481 Metastasis suppressor 1 Mtss1 15 211401
14.57 -0.925 -2.84 0.00691 0.094066 8.09 0.00691 s20061 p23414 NIA H3151F11 Mm.28489 WD repeat and SOCS box-containing 2 Wsb2 5;11 59043

9.61 -0.763 -2.84 0.00692 0.094066 8.09 0.00692 s22437 p19767 NIA H3124G11 Mm.28291 RIKEN cDNA 2410005K20 gene 2410005K20Rik 16 66409
7.88 -0.637 -2.84 0.00694 0.094066 8.09 0.00694 s22777 p23332 NIA H3151D01 Mm.138740 CLIP associating protein 1 Clasp1 1 76707

9.3 -0.842 -2.84 0.00696 0.094143 8.08 0.00696 s05984 p05266 NIA H3028B11 Mm.259667 RIKEN cDNA 6030432P03 gene Rbms1 2 56878
9.35 -1.005 -2.84 0.00696 0.094143 8.08 0.00696 s06803 p11383 NIA H3068G07 Mm.34775 Pyruvate dehydrogenase E1 alpha 1 Pdha1 X 18597
8.37 -0.628 -2.84 0.00698 0.094143 8.07 0.00698 s08042 p04429 NIA H3024E02 Mm.28227 MIS12 homolog (yeast) Misc12 11 67139
9.64 -0.769 -2.84 0.00696 0.094143 8.08 0.00696 s08081 p02377 NIA H3013A10 In multiple clusters NA
8.32 -0.781 -2.84 0.00698 0.094143 8.07 0.00698 s14705 p16345 CNS-CB CW0CG40YM20 Rn.7707 Similar to CG4071-PA 10 287873
8.36 -0.691 -2.84 0.00698 0.094143 8.07 0.00698 s16530 p20898 NIA H3132B09 Mm.217269 Gene model 293, (NCBI) 14 239122

11.41 -1.573 -2.84 0.00697 0.094143 8.08 0.00697 s17773 p18583 NIA H3115G07 Mm.272394 Cyclin-dependent kinase inhibitor 3 Cdkn3 14 72391
8.69 -0.712 -2.84 0.00698 0.094143 8.07 0.00698 s19088 p17519 NIA H3107G06 Mm.259223 RNA polymerase II associated protein 1 Rpap1 2 68925

12.56 -0.882 -2.84 0.00696 0.094143 8.08 0.00696 s20330 p13696 NIA H3082H08 Mm.234368 Kelch domain containing 2 Klhdc2 12 69554
9.25 -1.054 -2.84 0.00695 0.094143 8.08 0.00695 s20749 p12877 NIA H3078E02 Mm.173286 Transportin 1 Tnpo1 13;16 238799
8.74 -0.726 -2.84 0.00698 0.094143 8.07 0.00698 s22298 p20783 NIA H3131G06 Mm.240044 Ubiquitin-conjugating enzyme E2I Ube2i 17;2;X 22196
8.42 -1.12 -2.84 0.007 0.094204 8.07 0.007 s04761 p00133 NIA H3002E05 Mm.271944 RAB1, member RAS oncogene family Rab1 11;17 19324
9.37 -0.645 -2.84 0.007 0.094204 8.07 0.007 s07595 p05748 IMAGE 1382740 Mm.22261 Neuroepithelial cell transforming gene 1 Net1 13 56349
8.46 -0.736 -2.84 0.00702 0.094544 8.06 0.00702 s20876 p14161 CNS-CB CW0CG88YE05 Rn.93562 Similar to CCR4 10 287249
7.94 -0.585 -2.84 0.00705 0.094675 8.05 0.00705 s01875 p11469 NIA H3069E06 Mm.370586 Transcribed locus NA

8.6 0.662 2.84 0.00704 0.094675 8.05 0.00704 s02685 p09680 NIA H3055H10 Mm.275266 RIKEN cDNA B430007K19 gene Arhgef12 9 69632
9.92 -0.905 -2.84 0.00705 0.094675 8.05 0.00705 s07215 p04450 NIA H3024B05 Mm.256034 Chaperonin subunit 3 (gamma) Cct3 3;4 12462
7.84 -0.569 -2.84 0.00705 0.094675 8.05 0.00705 s16434 p23229 CNS-CB CW0CG20YP11 NA
8.98 -0.802 -2.84 0.00705 0.094675 8.05 0.00705 s22898 p19494 CNS-CB CW0CG92YF21 NA
8.42 0.624 2.84 0.00706 0.094723 8.05 0.00706 s19523 p18297 NIA H3113A08 Mm.289388 Similar to vacuolar protein sorting 13D 4 433781

10.05 -0.872 -2.84 0.00706 0.094723 8.05 0.00706 s23815 p13069 NIA H3079E02 NA
8.33 0.749 2.84 0.00707 0.09477 8.04 0.00707 s05696 p09870 NIA H3057F10 Mm.89591 Diacylglycerol kinase, eta Dgkh 14 380921
8.33 -0.708 -2.84 0.00708 0.094788 8.04 0.00708 s03740 p01467 IMAGE 576641 Mm.38912 RIKEN cDNA 2410129H14 gene 2410129H14Rik 14;18;6 76789

13.99 -0.984 -2.84 0.00709 0.094788 8.04 0.00709 s12975 p21747 NIA H3138C07 Mm.33716 RIKEN cDNA 6530403G13 gene BC013529 10 215751
8.05 -0.6 -2.84 0.00708 0.094788 8.04 0.00708 s15357 p23510 NIA H3152F11 Mm.249356 RIKEN cDNA 1600012K10 gene 1600012K10Rik 7 67009
9.34 -1.089 -2.84 0.00709 0.094788 8.04 0.00709 s20422 p20551 NIA H3130G01 Mm.195036 RIKEN cDNA 8030451N04 gene Trim33 3 94093

11.99 -0.773 -2.83 0.0071 0.094884 8.04 0.0071 s03447 p02217 IMAGE 722928 Mm.196846 RAD23b homolog (S. cerevisiae) Rad23b 4 19359
13.2 -1.477 -2.83 0.0071 0.094893 8.03 0.0071 s01895 p04303 NIA H3023G10 Mm.274734 NFKB inhibitor interacting Ras-like protein 2 Nkiras2 11 71966
9.09 -0.821 -2.83 0.00713 0.095142 8.03 0.00713 s05587 p00646 NIA H3004F09 Mm.219793 Structure specific recognition protein 1 Ssrp1 2 20833

13.41 1.02 2.83 0.00714 0.095178 8.02 0.00714 s03301 p09889 IMAGE 2225875 Mm.4272 Snail homolog 2 (Drosophila) Snai2 16 20583
8.75 0.742 2.83 0.00713 0.095178 8.02 0.00713 s03566 p08119 NIA H3044G07 Mm.279287 RIKEN cDNA 4930504E06 gene 4930504E06Rik 3 75007

10.61 -0.866 -2.83 0.00714 0.095178 8.02 0.00714 s09245 p03676 NIA H3020D04 Mm.234965 Forkhead box P1 Foxp1 6 108655
9.04 -0.675 -2.83 0.00714 0.095178 8.02 0.00714 s22619 p20283 NIA H3128C04 Mm.100399 MAD homolog 4 (Drosophila) Smad4 18 17128
9.85 -0.968 -2.83 0.00715 0.095235 8.02 0.00715 s00611 p07679 IMAGE 1228023 Mm.297 Actin, beta, cytoplasmic Actb 5 11461
8.17 0.862 2.83 0.00716 0.095305 8.02 0.00716 s00995 p00496 IMAGE 1395394 Mm.338242 Myc target 1 Myct1 10 68632

11.56 -1.102 -2.83 0.00716 0.095305 8.02 0.00716 s20046 p22902 NIA H3147F07 Mm.29820 BCL2/adenovirus E1B 19kDa-interacting protein 3-like Bnip3l 14;1 12177
9.76 -0.863 -2.83 0.00719 0.095373 8.01 0.00719 s05227 p04247 NIA H3023G03 Mm.261831 Basic leucine zipper and W2 domains 1 Bzw1 1;11;4;13 66882
8.99 -0.876 -2.83 0.00719 0.095373 8.01 0.00719 s08749 p11074 IMAGE 1006163 Mm.6710 Rho-associated coiled-coil forming kinase 1 Rock1 18 19877
9.45 -0.818 -2.83 0.00718 0.095373 8.01 0.00718 s12144 p05136 IMAGE 948543 Mm.3272 Receptor (calcitonin) activity modifying protein 1 Ramp1 1 51801
13.4 1.08 2.83 0.00718 0.095373 8.01 0.00718 s12401 p09498 NIA H3054B12 Mm.1025 Nuclear factor, erythroid derived 2, like 2 Nfe2l2 2 18024
9.11 -0.629 -2.83 0.00719 0.095373 8.01 0.00719 s20308 p19070 NIA H3119F08 Mm.2103 Cyclin G1 Ccng1 11 12450
8.11 -0.483 -2.83 0.00718 0.095373 8.01 0.00718 s22553 p23353 NIA H3151A04 Mm.225096 Integrin alpha 6 Itga6 2 16403
10.1 -0.654 -2.83 0.0072 0.0954 8 0.0072 s08837 p02128 NIA H3012H02 Mm.24886 RIKEN cDNA 4833420N02 gene 4833420N02Rik 11 67390
7.97 -0.794 -2.83 0.0072 0.0954 8 0.0072 s16005 p15023 NIA H3092G06 Mm.131555 RIKEN cDNA A630007B06 gene A630007B06Rik 19 213993
8.71 -0.7 -2.83 0.00721 0.095513 8 0.00721 s14792 p19163 CNS-CB CW0CG91YH01 Mm.24431 TAF13 RNA polymerase II, TATA box binding protein (TBP)-associated factor Taf13 3;11 99730

14.67 -0.963 -2.83 0.00722 0.095519 8 0.00722 s07845 p03649 NIA H3020A01 Mm.4024 Transcribed locus, strongly similar to XP_522065.1 similar to Cofilin, non-muscle isoform (Cofilin-1) (18 kDa phosphoprotein) (p18) [Pan troglo19;8 NA
8.17 -0.702 -2.83 0.00723 0.095571 8 0.00723 s10215 p07464 IMAGE 515812 Mm.296181 Heat shock protein 2 Hspa2 12 15512
8.62 0.684 2.83 0.00724 0.095643 7.99 0.00724 s12439 p05408 NIA H3029H04 Mm.218 Meiosis-specific nuclear structural protein 1 Mns1 9 17427

8 -0.648 -2.83 0.00725 0.095745 7.99 0.00725 s02798 p10454 NIA H3061F11 NA
7.88 -0.633 -2.83 0.00725 0.095745 7.99 0.00725 s08197 p06217 NIA H3033A10 Mm.249861 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2 Pfkfb2 1 18640
9.07 0.893 2.83 0.00727 0.095898 7.98 0.00727 s18066 p17032 NIA H3104H05 NA
9.48 -0.84 -2.82 0.00729 0.096098 7.98 0.00729 s22616 p17471 CNS-CB CW0CG34YP02 Rn.18480 Nucleosome assembly protein 1-like 1 Nap1l1 7 89825
7.91 -0.683 -2.82 0.00729 0.096173 7.98 0.00729 s13452 p22758 CNS-CB CW0CG22YH13 Rn.83790 Similar to dJ448K1.1.1 (absent in melanoma 1, isoform 1) 20 309866
8.66 -0.727 -2.82 0.00731 0.0963 7.97 0.00731 s08643 p03912 NIA H3021H09 Mm.150701 Tumor necrosis factor superfamily, member 5-induced protein 1 Tnfsf5ip1 18 107047
8.16 -0.59 -2.82 0.00733 0.096518 7.96 0.00733 s13198 p20985 NIA H3133A08 NA
8.85 -0.932 -2.82 0.00733 0.096518 7.97 0.00733 s17636 p21391 NIA H3135G10 Mm.26704 Stress 70 protein chaperone, microsome-associated, human homolog Stch 16 110920
7.65 0.506 2.82 0.00734 0.096577 7.96 0.00734 s08972 p10064 NIA H3058H10 Mm.71906 O-6-methylguanine-DNA methyltransferase Mgmt 7 17314
8.18 -0.821 -2.82 0.00735 0.096647 7.96 0.00735 s00545 p11251 IMAGE 1003615 Mm.8256 KH domain containing, RNA binding, signal transduction associated 1 Khdrbs1 4;8;X 20218
9.07 -1.028 -2.82 0.00736 0.096665 7.96 0.00736 s00124 p10213 NIA H3060E05 Mm.142843 RIKEN cDNA 5031400M07 gene 5031400M07Rik 9 80517
8.25 -0.83 -2.82 0.00737 0.096773 7.95 0.00737 s23745 p12555 CNS-CB CW0CG108YD22 Mm.307182 RIKEN cDNA 2810428C21 gene 2810428C21Rik X 69942

14.79 -1.108 -2.82 0.00737 0.096819 7.95 0.00737 s07618 p01394 NIA H3008B07 Mm.12677 ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1 Atp5c1 2;X 11949
8.08 -0.562 -2.82 0.00739 0.09699 7.95 0.00739 s23817 p14861 NIA H3090E10 Mm.33695 Transcribed locus 1 NA
8.07 0.682 2.82 0.0074 0.097059 7.94 0.0074 s17775 p20375 NIA H3129G03 Mm.217308 CD3 antigen, zeta polypeptide Cd3z 1 12503
7.78 -0.577 -2.82 0.00741 0.097076 7.94 0.00741 s08534 p07001 NIA H3037A12 NA

10.86 -0.892 -2.82 0.00741 0.097076 7.94 0.00741 s11794 p04360 IMAGE 1281487 Mm.28108 RIKEN cDNA 2310016A09 gene 2310016A09Rik 15 69574
13.62 -0.866 -2.82 0.00741 0.097076 7.94 0.00741 s21430 p20810 NIA H3131B10 NA

7.81 -0.574 -2.82 0.00746 0.097143 7.93 0.00746 s01202 p10484 IMAGE 764425 Mm.4046 Membrane-spanning 4-domains, subfamily A, member 1 Ms4a1 19 12482
8.78 -0.603 -2.82 0.00746 0.097143 7.93 0.00746 s01517 p04092 IMAGE 638343 Mm.371735 Immunoglobulin heavy chain 6 (heavy chain of IgM) Igh-6 12 16019

10.34 1.213 2.82 0.00747 0.097143 7.92 0.00747 s01625 p00197 IMAGE 718873 Mm.1 S100 calcium binding protein A10 (calpactin) S100a10 3 20194
13.29 -0.973 -2.82 0.00746 0.097143 7.93 0.00746 s02146 p03543 NIA H3019G11 Mm.28465 Low-density lipoprotein receptor-related protein 10 Lrp10 14 65107

9.65 0.916 2.82 0.00747 0.097143 7.92 0.00747 s02489 p09672 NIA H3055H09 Mm.308453 DNA segment, Chr 15, ERATO Doi 466, expressed D15Ertd466e 15 52601
9.23 0.801 2.82 0.00747 0.097143 7.92 0.00747 s02588 p09936 IMAGE 389011 Mm.25860 Mitogen activated protein kinase kinase kinase kinase 2 Map4k2 19 26412
9.08 -0.913 -2.82 0.00743 0.097143 7.94 0.00743 s07797 p11132 CNS-CB CW0CG45YA03 Hs.309090 Splicing factor, arginine/serine-rich 7, 35kDa SFRS7 2 6432
8.75 -0.856 -2.82 0.00745 0.097143 7.93 0.00745 s12111 p00778 NIA H3005B02 NA
8.67 -0.655 -2.82 0.00745 0.097143 7.93 0.00745 s12299 p05652 IMAGE 1397688 Mm.260227 P21 (CDKN1A)-activated kinase 1 Pak1 7 18479
8.51 -0.701 -2.82 0.00743 0.097143 7.94 0.00743 s21528 p21326 NIA H3135F02 Mm.265512 SEC8-like 1 (S. cerevisiae) Sec8l1 6 20336

10.63 -0.783 -2.81 0.00747 0.097143 7.92 0.00747 s22127 p18213 NIA H3112E09 Mm.291831 Glycosylphosphatidylinositol specific phospholipase D1 Gpld1 13 14756
8.59 -1.991 -2.82 0.00746 0.097143 7.93 0.00746 s22136 p14119 CNS-CB CW0CG84YI21 Mm.296150 Purine rich element binding protein B Purb 11 19291

9.8 -0.883 -2.82 0.00747 0.097143 7.93 0.00747 s24571 p13068 NIA H3079D02 Mm.52809 RIKEN cDNA 4933412H03 gene 4933412H03Rik 1 69821
10.01 -1.459 -2.82 0.00744 0.097143 7.93 0.00744 s24617 p16394 CNS-CB CW0CG41YN17 Rn.98327 Similar to Ab2-292 2 294912

8.2 0.825 2.81 0.00751 0.097451 7.91 0.00751 s05545 p00134 NIA H3002F05 NA
10.47 0.834 2.81 0.0075 0.097451 7.92 0.0075 s09452 p01317 IMAGE 4196288 Mm.42260 Forkhead box A3 Foxa3 7 15377

9.7 -0.778 -2.81 0.00751 0.097451 7.91 0.00751 s12270 p04630 NIA H3025F03 In multiple clusters NA
8.38 0.864 2.81 0.00752 0.097451 7.91 0.00752 s18341 p12938 NIA H3078B10 Mm.360326 Transcribed locus NA

13.43 -1.332 -2.81 0.00751 0.097451 7.91 0.00751 s18754 p19612 NIA H3123D04 Mm.332432 Fyn-related kinase Frk 10 14302
9.18 -0.722 -2.81 0.00753 0.097573 7.91 0.00753 s19391 p13427 CNS-CB CW0CG100YL09 Mm.321990 RIKEN cDNA C030016K15 gene Lrp6 6 16974

15.24 -0.596 -2.81 0.00754 0.097628 7.91 0.00754 s11335 p07945 NIA H3043A10 Mm.26743 Apolipoprotein A-I Apoa1 9;5 11806
9.67 -0.739 -2.81 0.00755 0.097695 7.9 0.00755 s07090 p04456 NIA H3024H05 Mm.198264 RIKEN cDNA D030017L14 gene Rab14 2 68365

13.46 0.868 2.81 0.0076 0.098236 7.89 0.0076 s01466 p08444 IMAGE 679136 Mm.14173 Orosomucoid 2 Orm2 4 18406
7.99 -0.589 -2.81 0.00759 0.098236 7.89 0.00759 s21712 p22616 NIA H3145H07 Mm.2065 Cytidine 5'-triphosphate synthase 2 Ctps2 X 55936
8.21 0.865 2.81 0.00761 0.098392 7.88 0.00761 s02191 p05595 IMAGE 582156 Mm.217362 Phospholipase C-like 2 Plcl2 17 224860
9.17 -0.836 -2.81 0.00762 0.098399 7.88 0.00762 s11266 p08203 NIA H3045C06 Mm.334144 SWAP complex protein Swap70 7 20947
7.69 -0.52 -2.81 0.00764 0.098613 7.88 0.00764 s05650 p07046 NIA H3038F05 NA

13.32 -1.466 -2.81 0.00765 0.098615 7.87 0.00765 s14125 p23489 NIA H3152A09 Mm.347608 Armadillo repeat containing 5 Armc5 7 233912
15.3 -0.878 -2.81 0.00765 0.098615 7.87 0.00765 s19698 p24420 NIA H3158D05 NA

12.26 -0.801 -2.81 0.00765 0.098615 7.87 0.00765 s20773 p22347 NIA H3143C10 Mm.277233 Ras homolog gene family, member T2 Rhot2 17 214952
8.24 -0.752 -2.81 0.00766 0.098659 7.87 0.00766 s05222 p11925 NIA H3072E03 Mm.42201 Hus1 homolog (S. pombe) Hus1 11 15574

12.72 -0.795 -2.81 0.00766 0.098689 7.87 0.00766 s11613 p05913 IMAGE 573871 Mm.358602 Glutathione transferase zeta 1 (maleylacetoacetate isomerase) Gstz1 12 14874
8.59 -1.027 -2.8 0.00768 0.098857 7.86 0.00768 s01661 p07367 NIA H3039G09 NA
8.14 -0.57 -2.8 0.0077 0.098876 7.86 0.0077 s02378 p10436 NIA H3061D09 NA
9.19 -0.853 -2.8 0.00769 0.098876 7.86 0.00769 s05796 p12426 NIA H3076B06 Mm.35605 Cadherin 1 Cdh1 8 12550
9.23 -0.694 -2.8 0.00769 0.098876 7.86 0.00769 s08207 p02125 NIA H3012E02 Mm.45132 Tumor differentially expressed 2-like Tde2l 4 230779

15.69 1.064 2.8 0.0077 0.098876 7.86 0.0077 s17375 p13191 IMAGE 1431174 Mm.16773 Albumin 1 Alb1 5;1 11657
10 -0.814 -2.8 0.00769 0.098876 7.86 0.00769 s18463 p21652 CNS-CB CW0CG45YD24 Rn.2460 Glutamate cysteine ligase, modifier subunit Gclm 2 29739

8.41 -0.63 -2.8 0.00773 0.099152 7.85 0.00773 s03675 p05811 NIA H3031C07 Mm.259548 RIKEN cDNA 8430406I07 gene 8430406I07Rik 2 74528
11.32 -0.894 -2.8 0.00773 0.099175 7.85 0.00773 s10787 p05434 NIA H3029B08 Mm.286536 RIKEN cDNA 2410043F08 gene 2410043F08Rik 4 74202

8.46 -0.773 -2.8 0.00775 0.099352 7.84 0.00775 s02739 p08140 NIA H3044D10 Mm.103534 Cysteine and histidine-rich domain (CHORD)-containing, zinc-binding protein 1 Chordc1 9 66917
13.65 -1.238 -2.8 0.00775 0.099352 7.84 0.00775 s16907 p20402 NIA H3129B07 NA

8.23 -0.617 -2.8 0.00778 0.099587 7.84 0.00778 s23418 p20796 NIA H3131D08 Mm.221688 Pleckstrin homology domain interacting protein Phip 9 83946
10.6 -0.702 -2.8 0.00779 0.099693 7.83 0.00779 s02477 p11202 NIA H3067B09 Mm.49884 Ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast) Ube2d3 3;X 66105
9.39 1.114 2.8 0.00779 0.099693 7.83 0.00779 s06331 p01893 IMAGE 576940 Mm.153008 RIKEN cDNA A230056J06 gene Agtpbp1 13 67269
8.36 -0.889 -2.8 0.0078 0.099693 7.83 0.0078 s11126 p08199 NIA H3045G05 NA

11.04 -0.934 -2.8 0.00781 0.099835 7.83 0.00781 s19042 p13423 CNS-CB CW0CG100YK13 Mm.301655 Peptidase (mitochondrial processing) beta Pmpcb 5 73078
11.1 -0.841 -2.8 0.00782 0.099891 7.83 0.00782 s03394 p04777 NIA H3026A10 Mm.182053 Ubiquilin 1 Ubqln1 13 56085

12.95 1.021 2.8 0.00784 0.100077 7.82 0.00784 s04964 p06537 NIA H3035A02 In multiple clusters NA
8.38 -0.767 -2.8 0.00786 0.100101 7.82 0.00786 s03501 p00429 NIA H3003E06 NA
9.43 -0.718 -2.8 0.00786 0.100101 7.82 0.00786 s08175 p11343 NIA H3068G02 Mm.180052 Ubiquitin-conjugating enzyme E2D 2 Ube2d2 18;3;2 56550
7.79 -0.544 -2.8 0.00785 0.100101 7.82 0.00785 s10102 p06969 NIA H3037A08 Mm.172634 EST C77488 C77488 14 30874
7.88 -0.61 -2.8 0.00785 0.100101 7.82 0.00785 s22490 p17207 CNS-CB CW0CG60YG16 Mm.30198 LSM1 homolog, U6 small nuclear RNA associated (S. cerevisiae) Lsm1 8 67207

9.4 -1.261 -2.79 0.00787 0.100112 7.81 0.00787 s00585 p09971 IMAGE 477515 Mm.294493 Proprotein convertase subtilisin/kexin type 2 Pcsk2 2 18549
9.89 -0.564 -2.79 0.00788 0.100112 7.81 0.00788 s03556 p12211 NIA H3074C03 In multiple clusters NA
8.27 -0.938 -2.79 0.00788 0.100112 7.81 0.00788 s06719 p11377 NIA H3068A07 Mm.353440 Transcribed locus 17 NA

10.65 -0.811 -2.79 0.00787 0.100112 7.81 0.00787 s06934 p03199 NIA H3018G04 Mm.2824 Ectonucleoside triphosphate diphosphohydrolase 1 Entpd1 19 12495
9.4 -0.607 -2.79 0.00787 0.100112 7.81 0.00787 s21361 p22340 NIA H3143D09 Mm.132336 Peroxisomal membrane protein 3 Pxmp3 3 19302

13.66 -1.089 -2.79 0.00789 0.100222 7.81 0.00789 s01372 p12536 IMAGE 1314557 Mm.27041 Mitogen activated protein kinase kinase kinase 3 Map3k3 11 26406
9.38 -0.771 -2.79 0.0079 0.100239 7.81 0.0079 s10892 p12346 NIA H3075B08 Mm.259671 TNFAIP3 interacting protein 1 Tnip1 11 57783
8.13 -0.736 -2.79 0.00791 0.100356 7.8 0.00791 s02935 p08148 NIA H3044D11 Mm.306720 Complement component 4 binding protein C4bp 1 12269
9.16 -0.835 -2.79 0.00792 0.100356 7.8 0.00792 s07817 p03966 NIA H3022F04 Mm.275121 GLE1 RNA export mediator-like (yeast Gle1l 2 74412
8.78 -0.854 -2.79 0.00792 0.100356 7.8 0.00792 s13819 p13302 NIA H3080F07 NA

15.23 0.711 2.79 0.00792 0.100356 7.8 0.00792 s14591 p14551 IMAGE 986831 Mm.250901 Cytochrome P450, family 4, subfamily a, polypeptide 14 Cyp4a14 4 13119
12.79 -1.494 -2.79 0.00793 0.100464 7.79 0.00793 s15057 p18882 NIA H3117B09 NA

7.53 0.581 2.79 0.00795 0.100598 7.79 0.00795 s03372 p09903 IMAGE 2609575 Mm.260595 16 days neonate cerebellum cDNA, RIKEN full-length enriched library, clone:9630021C19 product:unknown EST, full insert sequence 2 NA
7.82 -0.598 -2.79 0.00795 0.100598 7.79 0.00795 s06069 p06292 NIA H3034D07 Mm.265264 Progressive ankylosis Ank 15 11732

10.97 -0.886 -2.79 0.00798 0.100808 7.78 0.00798 s06178 p03482 NIA H3019B04 Mm.330055 Aldehyde dehydrogenase 9, subfamily A1 Aldh9a1 1 56752
14.43 -0.832 -2.79 0.00797 0.100808 7.78 0.00797 s21652 p19028 NIA H3119D03 Mm.100113 Ribosomal protein 10 Rpl10 X;9;2;12;19 110954
10.73 -0.882 -2.79 0.00799 0.100877 7.78 0.00799 s20523 p23879 NIA H3155G09 Mm.21501 RIKEN cDNA C030041B07 gene Chchd3 6 66075

8.11 -0.832 -2.79 0.00801 0.101013 7.77 0.00801 s04769 p07301 NIA H3039E01 Mm.3973 Syntaxin 8 Stx8 11 55943
8.37 0.647 2.79 0.00801 0.101013 7.77 0.00801 s05008 p08841 NIA H3050A02 NA

11.38 -0.914 -2.79 0.008 0.101013 7.78 0.008 s19062 p19309 NIA H3121E02 In multiple clusters NA
9.55 -1.052 -2.79 0.00801 0.101013 7.77 0.00801 s19587 p13435 CNS-CB CW0CG100YN01 Rn.7282 Similar to expressed sequence AA408877 13 293116
7.27 -0.393 -2.79 0.00803 0.101158 7.77 0.00803 s15624 p25052 empty NA
8.64 0.896 2.78 0.00808 0.101757 7.76 0.00808 s14149 p19907 IMAGE 1445644 Mm.371867 RIKEN cDNA 5033414D05 gene 5033414D05Rik 11 75993
8.14 -0.635 -2.78 0.00811 0.101991 7.75 0.00811 s01162 p12266 NIA H3074B10 Mm.103986 Wdr45 like Wdr45l 11;16 66840
9.45 -0.736 -2.78 0.0081 0.101991 7.75 0.0081 s09796 p08751 NIA H3049G02 Mm.9086 Solute carrier family 16 (monocarboxylic acid transporters), member 1 Slc16a1 3 20501

8.1 -0.663 -2.78 0.00811 0.101991 7.75 0.00811 s16837 p20142 CNS-CB CW0CG99YF23 Rn.20277 Transcribed locus 15 NA
9.16 -0.8 -2.78 0.00812 0.102042 7.74 0.00812 s14134 p19395 NIA H3122C01 Mm.87639 High mobility group box transcription factor 1 Hbp1 12 73389
9.01 -0.763 -2.78 0.00813 0.10209 7.74 0.00813 s23952 p22295 NIA H3143G03 Mm.28500 Methylthioadenosine phosphorylase Mtap 4 66902
8.42 -0.783 -2.78 0.00813 0.102095 7.74 0.00813 s02269 p00473 NIA H3003A12 Mm.19130 ELOVL family member 5, elongation of long chain fatty acids (yeast) Elovl5 9 68801
8.88 -0.714 -2.78 0.00814 0.102126 7.74 0.00814 s11974 p03084 NIA H3017D02 Mm.259751 Chloride channel 3 Clcn3 8 12725
8.19 -0.861 -2.78 0.00815 0.102137 7.74 0.00815 s01550 p08698 NIA H3048B08 Mm.38875 Transient receptor potential cation channel, subfamily M, member 1 Trpm1 7 17364

10.07 -0.876 -2.78 0.00814 0.102137 7.74 0.00814 s03183 p04257 NIA H3023A05 In multiple clusters NA
9.38 -0.824 -2.78 0.00816 0.102178 7.73 0.00816 s14179 p21701 NIA H3138E01 Mm.18072 Calcitonin gene-related peptide-receptor component protein Crcp 5 12909

13.64 -0.7 -2.78 0.00816 0.102178 7.73 0.00816 s14222 p23233 NIA H3150A01 NA
8.33 -0.845 -2.78 0.00816 0.102178 7.73 0.00816 s15714 p17063 NIA H3104G09 Mm.234437 RIKEN cDNA D230019N24 gene Herc4 10 67345
8.39 -0.624 -2.78 0.00817 0.102178 7.73 0.00817 s22527 p13363 CNS-CB CW0CG100YA04 Mm.24842 RIKEN cDNA C430019N01 gene Antxr2 5 71914

12.56 1.289 2.78 0.00818 0.102324 7.73 0.00818 s12527 p09246 NIA H3052F04 Mm.276271 Golgi apparatus protein 1 Glg1 8 20340
8.72 -0.933 -2.78 0.0082 0.102535 7.72 0.0082 s20481 p23367 NIA H3151G05 Mm.277906 Jumonji domain containing 1B Jmjd1b 18 277250
8.59 0.752 2.78 0.00825 0.102835 7.71 0.00825 s00708 p06653 IMAGE 440530 Mm.20914 Ribosomal protein S6 kinase, polypeptide 4 Rps6ka4 19 56613

13.56 -0.702 -2.78 0.00828 0.102835 7.7 0.00828 s01463 p05632 IMAGE 596438 Mm.163 Beta-2 microglobulin B2m 2 12010
14.4 -1.132 -2.78 0.00825 0.102835 7.71 0.00825 s01600 p02759 NIA H3015G09 Mm.21976 RIKEN cDNA 0610031J06 gene 0610031J06Rik 3 56700
9.65 -0.671 -2.78 0.00823 0.102835 7.71 0.00823 s02598 p06862 IMAGE 576284 Mm.181959 Early growth response 1 Egr1 18;7 13653



8.4 -0.704 -2.78 0.00825 0.102835 7.71 0.00825 s07785 p00380 IMAGE 1378698 Mm.23790 RIKEN cDNA B230339E18 gene Hipk2 6 15258
12.14 1.06 2.78 0.00829 0.102835 7.7 0.00829 s07932 p06467 IMAGE 456805 Mm.16497 Transcription factor 21 Tcf21 10 21412

8.44 -0.708 -2.78 0.00827 0.102835 7.71 0.00827 s10091 p09023 IMAGE 764603 Mm.239354 CDC like kinase 4 Clk4 11 12750
8.35 -0.763 -2.78 0.00829 0.102835 7.7 0.00829 s14187 p16835 CNS-CB CW0CG58YM10 Rn.107171 Vps54-like Vps54 14 286932
7.75 0.672 2.78 0.00828 0.102835 7.7 0.00828 s15025 p15048 NIA H3092H09 Mm.173337 Mitogen-activated protein kinase 8 interacting protein 2 Mapk8ip2 15 60597

10.02 -0.791 -2.78 0.00828 0.102835 7.7 0.00828 s15495 p21722 NIA H3138B04 Mm.29954 Rho guanine nucleotide exchange factor (GEF) 17 Arhgef17 7 207212
10.99 -0.79 -2.78 0.00828 0.102835 7.7 0.00828 s16615 p21924 NIA H3140D05 Mm.30145 Ectonucleotide pyrophosphatase/phosphodiesterase 5 Enpp5 17 83965
12.62 -1.238 -2.78 0.00824 0.102835 7.71 0.00824 s21977 p21799 NIA H3139G01 NA

8.12 -0.942 -2.78 0.00827 0.102835 7.71 0.00827 s22046 p20771 NIA H3131C05 Mm.30 RIKEN cDNA 4930422J18 gene 4930422J18Rik 4 74646
7.89 -0.611 -2.77 0.00829 0.102835 7.7 0.00829 s22837 p14886 NIA H3091F01 NA

13.04 -0.88 -2.78 0.00826 0.102835 7.71 0.00826 s23393 p23358 NIA H3151F04 Mm.330116 Outer dense fiber of sperm tails 2 Odf2 2 18286
9.17 -0.817 -2.77 0.0083 0.102906 7.7 0.0083 s11104 p01539 NIA H3009C01 Mm.25504 RIKEN cDNA 5830434P21 gene 5830434P21Rik 2 227723
8.36 -0.674 -2.77 0.0083 0.102942 7.7 0.0083 s22219 p13099 NIA H3079C06 Mm.26216 Transcribed locus 16 NA
8.62 -0.648 -2.77 0.00832 0.102979 7.69 0.00832 s00769 p11261 CNS-CB CW0CG51YD17 Mm.11376 RIKEN cDNA A430109H19 gene Rpl36 17;2;6 54217
8.09 -0.567 -2.77 0.00832 0.102979 7.69 0.00832 s06116 p09888 NIA H3057H12 Mm.320791 Glypican 5 Gpc5 14 103978
8.97 -0.634 -2.77 0.00832 0.102979 7.69 0.00832 s14472 p21453 NIA H3136E06 Mm.312893 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) phosphatase, subunit 1 Ctdp1 18 67655
8.35 -0.651 -2.77 0.00834 0.103197 7.69 0.00834 s20093 p14966 NIA H3091F11 Mm.33376 Soc-2 (suppressor of clear) homolog (C. elegans) Shoc2 19;18 56392

10.72 -0.838 -2.77 0.00835 0.103218 7.68 0.00835 s00440 p05109 IMAGE 1109609 Mm.42944 S-phase kinase-associated protein 1A Skp1a 11;18 21402
10.32 -0.627 -2.77 0.00835 0.103218 7.68 0.00835 s08218 p12105 NIA H3073A02 Mm.58836 Citrate synthase Cs 10;7 12974

8.19 -0.673 -2.77 0.00836 0.103218 7.68 0.00836 s20063 p13172 CNS-CB CW0CG92YM13 Hs.274479 Non-metastatic cells 7, protein expressed in (nucleoside-diphosphate kinase) NME7 1 29922
8.67 -0.743 -2.77 0.00836 0.103257 7.68 0.00836 s00450 p01265 IMAGE 6489803 Mm.1635 Protein inhibitor of activated STAT 3 Pias3 3 229615
8.59 -0.747 -2.77 0.00837 0.103275 7.68 0.00837 s08913 p07248 IMAGE 597911 Mm.175163 CD209b antigen Cd209b 8 69165

10.77 -1.09 -2.77 0.00839 0.103506 7.67 0.00839 s04887 p00899 NIA H3006C05 Mm.296770 RIKEN cDNA 4930470O13 gene 4930470O13Rik 13 74962
8.28 -0.709 -2.77 0.00843 0.103829 7.66 0.00843 s07445 p09836 NIA H3057D06 NA

10.86 -0.682 -2.77 0.00842 0.103829 7.67 0.00842 s08991 p02126 NIA H3012F02 NA
9.26 -0.586 -2.77 0.00843 0.103829 7.66 0.00843 s20920 p15447 NIA H3095G11 NA
8.57 -0.661 -2.77 0.00845 0.103959 7.66 0.00845 s07330 p06768 NIA H3036H06 Mm.52809 RIKEN cDNA 4933412H03 gene 4933412H03Rik 1 69821

11.31 -0.794 -2.77 0.00846 0.10406 7.66 0.00846 s15286 p23248 NIA H3150H02 Mm.33878 SEC24 related gene family, member A (S. cerevisiae) Sec24a 11 77371
9.86 -0.802 -2.77 0.00846 0.104073 7.66 0.00846 s01758 p07111 IMAGE 474247 In multiple clusters NA
9.42 -0.754 -2.77 0.00849 0.10431 7.65 0.00849 s00648 p03065 IMAGE 1227015 Mm.3999 Macrophage expressed gene 1 Mpeg1 19 17476
8.12 -0.516 -2.77 0.0085 0.104389 7.65 0.0085 s04544 p06336 NIA H3034H12 Mm.244705 Transient receptor potential cation channel, subfamily M, member 7 Trpm7 2 58800

9.9 -0.744 -2.77 0.0085 0.104407 7.65 0.0085 s22062 p23073 NIA H3149A05 Mm.257997 Immunoglobulin superfamily, member 3 Igsf3 3 78908
8.87 -0.84 -2.76 0.00851 0.104457 7.64 0.00851 s13217 p12799 CNS-CB CW0CG53YF19 Mm.87238 RIKEN cDNA 2610029I01 gene 2610029I01Rik 4 77032
8.88 -0.689 -2.76 0.00851 0.104457 7.64 0.00851 s22394 p19253 NIA H3120E07 Mm.20144 Serine (or cysteine) proteinase inhibitor, clade B, member 1a Serpinb1a 13 66222
9.87 -1.099 -2.76 0.00854 0.10456 7.63 0.00854 s12905 p22505 NIA H3144A06 Mm.268521 Insulin-like growth factor 1 Igf1 10 16000
11.9 -0.971 -2.76 0.00854 0.10456 7.64 0.00854 s13685 p18922 NIA H3118B02 NA
8.92 -0.732 -2.76 0.00854 0.10456 7.64 0.00854 s16659 p24228 NIA H3157D05 Mm.222934 IQ calmodulin-binding motif containing 1 Iqcb1 16 320299

9 -0.762 -2.76 0.00854 0.10456 7.64 0.00854 s17412 p21381 NIA H3135E09 Mm.8256 KH domain containing, RNA binding, signal transduction associated 1 Khdrbs1 4;8;X 20218
13.2 -1.045 -2.76 0.00854 0.10456 7.64 0.00854 s19014 p13421 CNS-CB CW0CG100YK09 Mm.653 Histocompatibility 2, complement component factor B H2-Bf 17 14962
9.75 -0.877 -2.76 0.00856 0.104613 7.63 0.00856 s18365 p22160 NIA H3141H10 Mm.21904 Rab6 interacting protein 1 Rab6ip1 7 19347
7.39 -0.519 -2.76 0.00855 0.104613 7.63 0.00855 s21014 p24159 empty NA
8.31 -0.641 -2.76 0.00857 0.10475 7.63 0.00857 s12464 p02846 IMAGE 1225363 Mm.290905 RIKEN cDNA 1200016B10 gene 1200016B10Rik 1 66875
7.98 -0.781 -2.76 0.00859 0.104892 7.62 0.00859 s05503 p00392 NIA H3003H01 Mm.288206 Adenylate cyclase 7 Adcy7 8 11513
8.17 -0.751 -2.76 0.00859 0.104892 7.62 0.00859 s24460 p14086 NIA H3085F09 Mm.323554 Expressed sequence AA960558 AA960558 7 101476
9.96 -0.68 -2.76 0.0086 0.104921 7.62 0.0086 s11624 p02841 IMAGE 640153 Mm.292082 Absent in melanoma 1 Aim1 10 11630
8.81 -0.934 -2.76 0.00861 0.105028 7.62 0.00861 s23309 p23606 CNS-CB CW0CG104YN13 Rn.11542 Transcribed locus 7 NA
8.24 -0.672 -2.76 0.00862 0.105098 7.62 0.00862 s16694 p17072 NIA H3104H10 Mm.174044 RIKEN cDNA 2700050L05 gene 2700050L05Rik 7 214764
8.69 -0.681 -2.76 0.00863 0.10516 7.61 0.00863 s22547 p17977 IMAGE 3498685 Mm.130832 Caspase recruitment domain family, member 14 Card14 11 170720

10.86 -0.728 -2.76 0.00867 0.105448 7.6 0.00867 s01767 p01993 NIA H3011A10 Mm.24627 Midasin homolog (yeast) Mdn1 4 100019
8.62 -0.88 -2.76 0.00868 0.105448 7.6 0.00868 s13417 p16360 CNS-CB CW0CG41YE17 Rn.19220 Transcribed locus 2 NA
8.09 0.59 2.76 0.00867 0.105448 7.6 0.00867 s13439 p24038 NIA H3156F05 Mm.337820 Tensin-like SH2 domain containing 1 Tens1 11 319939
8.05 -0.559 -2.76 0.00866 0.105448 7.61 0.00866 s16364 p22715 NIA H3146C08 Mm.4933 Minichromosome maintenance deficient 6 (MIS5 homolog, S. pombe) (S. cerevisiae) Mcm6 1 17219

14.68 -0.773 -2.76 0.00868 0.105448 7.6 0.00868 s21971 p16423 IMAGE 2102077 Mm.4215 Catalase Cat 2 12359
8.85 -0.562 -2.76 0.00867 0.105448 7.6 0.00867 s23199 p13108 NIA H3079D07 Mm.293811 RB1-inducible coiled-coil 1 Rb1cc1 1 12421

10.01 -1.019 -2.76 0.00868 0.105456 7.6 0.00868 s10953 p03902 NIA H3021F08 Mm.289900 Chaperonin subunit 7 (eta) Cct7 6;X;19 12468
7.85 0.763 2.76 0.0087 0.105569 7.6 0.0087 s11437 p10773 NIA H3064E03 Mm.3596 COP9 (constitutive photomorphogenic) homolog, subunit 2 (Arabidopsis thaliana) Cops2 2 12848
8.62 -0.686 -2.76 0.0087 0.105569 7.6 0.0087 s23091 p16938 NIA H3103B06 Mm.17815 Solute carrier family 9 (sodium/hydrogen exchanger), isoform 6 Slc9a6 X 236794

11.03 -0.922 -2.76 0.00872 0.1056 7.59 0.00872 s05714 p00912 NIA H3006H06 Mm.329243 Calmodulin 2 Calm2 17;6;X 12314
10.71 -1.157 -2.76 0.00872 0.1056 7.59 0.00872 s09189 p03926 NIA H3021F11 Mm.25794 F-box and leucine-rich repeat protein 5 Fbxl5 5 242960
10.12 -0.907 -2.75 0.00873 0.1056 7.59 0.00873 s14173 p16325 CNS-CB CW0CG33YD08 Rn.88640 Scaffold attachment factor B Safb Un 64196
15.25 0.611 2.76 0.00872 0.1056 7.59 0.00872 s15010 p13766 CNS-CB CW0CG83YI23 NA

9.53 -0.666 -2.76 0.00872 0.1056 7.59 0.00872 s18281 p22154 NIA H3141B10 Mm.351921 11 days embryo gonad cDNA, RIKEN full-length enriched library, clone:7030407I18 product:unknown EST, full insert sequence 11 NA
7.69 -0.678 -2.75 0.00873 0.105628 7.59 0.00873 s01554 p12282 NIA H3074B12 Mm.52021 RIKEN cDNA A830018L16 gene A830018L16Rik 1 320492
9.62 -0.819 -2.75 0.00874 0.105628 7.59 0.00874 s04325 p10930 NIA H3065B11 NA

11 -1.631 -2.75 0.00875 0.105684 7.58 0.00875 s10125 p02367 NIA H3013G08 Mm.288974 Actin related protein 2/3 complex, subunit 5 Arpc5 1 67771
13.76 -1.053 -2.75 0.00876 0.105727 7.58 0.00876 s06219 p02204 NIA H3012D12 Mm.249695 Protein phosphatase 1B, magnesium dependent, beta isoform Ppm1b 17;1 19043
11.39 -0.985 -2.75 0.00876 0.105727 7.58 0.00876 s14161 p18625 NIA H3116A01 Mm.27366 DNA segment, Chr 7, Brigham & Women's Genetics 0611 expressed D7Bwg0611e 7 52857
10.52 -0.763 -2.75 0.00876 0.105727 7.58 0.00876 s21991 p21539 NIA H3137C05 Mm.198264 RIKEN cDNA D030017L14 gene Rab14 2 68365
13.32 -1.31 -2.75 0.00877 0.105774 7.58 0.00877 s06755 p05495 NIA H3030G03 Mm.2863 Intergral membrane protein 1 Itm1 9 16430
10.02 -1.008 -2.75 0.00881 0.106091 7.57 0.00881 s09850 p06709 IMAGE 621373 Mm.262000 Protein tyrosine phosphatase 4a1 Ptp4a1 1;19;2;6;10;11;3 19243
12.66 -1.183 -2.75 0.00881 0.106091 7.57 0.00881 s18953 p22119 NIA H3141G05 NA
13.26 -1.286 -2.75 0.0088 0.106091 7.57 0.0088 s19093 p22123 NIA H3141C06 NA

8.25 -0.666 -2.75 0.00882 0.106139 7.57 0.00882 s12924 p14319 NIA H3087G02 Mm.245500 RIKEN cDNA B130005I07 gene B130005I07Rik 9 320615
8.23 0.677 2.75 0.00882 0.106139 7.57 0.00882 s15544 p15578 NIA H3096B04 Mm.5181 Ring finger protein (C3HC4 type) 19 Rnf19 15 30945

10.22 -0.982 -2.75 0.00883 0.106139 7.56 0.00883 s16557 p19880 CNS-CB CW0CG25YP03 Mm.28943 RIKEN cDNA 1300014I06 gene 1300014I06Rik 13 66895
10.76 -0.98 -2.75 0.00883 0.106139 7.56 0.00883 s21806 p19294 NIA H3120F12 Mm.249479 Dynein, cytoplasmic, intermediate chain 2 Dncic2 2 13427
10.17 -0.795 -2.75 0.00884 0.106246 7.56 0.00884 s25085 p22300 NIA H3143D04 NA

14.2 1.049 2.75 0.00886 0.106424 7.56 0.00886 s02625 p06092 IMAGE 608627 Mm.40393 Signal peptide, CUB domain, EGF-like 1 Scube1 15 64706
10.23 0.966 2.75 0.00887 0.106429 7.56 0.00887 s15802 p20901 NIA H3132E09 Mm.278578 Suppressor of variegation 4-20 homolog 1 (Drosophila) Suv420h1 19 225888

9.81 -0.731 -2.75 0.00888 0.106482 7.55 0.00888 s09247 p05468 NIA H3029D12 Mm.237103 RIKEN cDNA 2610507B11 gene 2610507B11Rik 11;5 72503
8.04 -0.683 -2.75 0.00888 0.106482 7.55 0.00888 s12925 p15339 NIA H3094C10 NA
9.15 -0.775 -2.75 0.00888 0.106482 7.55 0.00888 s24038 p24341 CNS-CB CW0CG23YB18 Rn.49972 Similar to fetal Alzheimer antigen isoform 2; bromodomain and PHD domain transcription factor; nucleosome remodeling factor, large subun      10 303617

11.61 -1.504 -2.75 0.00891 0.106769 7.54 0.00891 s12865 p23785 NIA H3154A10 Mm.274159 Hypothetical protein 6720430O15 6720430O15 2 241556
10.74 -0.754 -2.74 0.00896 0.107063 7.53 0.00896 s11859 p00518 IMAGE 643834 Mm.261140 Interferon inducible GTPase 1 Iigp1 18 60440

8.22 -0.642 -2.75 0.00894 0.107063 7.54 0.00894 s15650 p23262 NIA H3150F04 Mm.356705 RIKEN cDNA 2310075M15 gene 2310075M15Rik 12 69675
12.12 -1.257 -2.74 0.00895 0.107063 7.53 0.00895 s15756 p17575 NIA H3108G01 Mm.318250 Epidermal growth factor receptor pathway substrate 15 Eps15 4 13858
10.82 -0.897 -2.74 0.00896 0.107063 7.53 0.00896 s17635 p20619 NIA H3130C10 Mm.52111 Ethanolamine kinase 2 Etnk2 1 214253
14.77 -1.204 -2.74 0.00896 0.107063 7.53 0.00896 s24846 p20760 NIA H3131H03 Mm.370278 Oxysterol binding protein-like 9 Osbpl9 4 100273

9.72 -1.052 -2.74 0.00896 0.107082 7.53 0.00896 s11823 p05382 NIA H3029F01 Mm.28209 PERP, TP53 apoptosis effector Perp 10 64058
8.98 -0.691 -2.74 0.00898 0.107116 7.53 0.00898 s02208 p08669 NIA H3048E04 Mm.272548 Ethanolamine kinase 1 Etnk1 6 75320
11.2 -0.682 -2.74 0.00898 0.107116 7.53 0.00898 s05954 p03224 NIA H3018H07 Mm.27358 RIKEN cDNA A030010B05 gene A030010B05Rik 10 78428

10.38 -0.757 -2.74 0.00898 0.107116 7.53 0.00898 s12988 p21237 CNS-CB CW0CG87YI21 Mm.3519 Glycoprotein 5 (platelet) Gp5 16 14729
7.94 0.618 2.74 0.00899 0.107116 7.53 0.00899 s13064 p14323 NIA H3087C03 Mm.64790 Potassium large conductance calcium-activated channel, subfamily M, beta member 2 Kcnmb2 3 72413
8.85 -0.815 -2.74 0.00899 0.107116 7.53 0.00899 s21676 p15446 NIA H3095F11 Mm.285076 Dihydrolipoamide S-acetyltransferase (E2 component of pyruvate dehydrogenase complex) Dlat 9 235339
9.18 -0.845 -2.74 0.009 0.10721 7.52 0.009 s18950 p19555 CNS-CB CW0CG24YO17 Mm.261818 Ring finger protein 167 Rnf167 11 70510

10.41 -0.856 -2.74 0.00901 0.107319 7.52 0.00901 s22421 p18483 NIA H3114C07 Mm.289584 B lymphoma Mo-MLV insertion region 1 Bmi1 2 12151
8.8 -0.985 -2.74 0.00904 0.107629 7.51 0.00904 s16697 p19884 CNS-CB CW0CG25YP21 Rn.24871 Phosphatidylinositol binding clathrin assembly protein Picalm 1 89816

8.78 -1.02 -2.74 0.00905 0.107695 7.51 0.00905 s03346 p11693 CNS-CB CW0CG77YK10 Rn.11361 Zinc finger protein 265 Zfp265 2 58821
8.01 -0.975 -2.74 0.00907 0.107811 7.51 0.00907 s21526 p19534 IMAGE 475269 Mm.24262 RIKEN cDNA C730048E16 gene C730048E16Rik 15 223690

10.71 -0.917 -2.74 0.00908 0.107964 7.5 0.00908 s08826 p04430 NIA H3024F02 Mm.20948 Transcobalamin 2 Tcn2 11;15 21452
8.72 -0.73 -2.74 0.00909 0.107968 7.5 0.00909 s05299 p05529 NIA H3030A08 Mm.180734 Replication protein A1 Rpa1 11 68275
9.79 -0.986 -2.74 0.00911 0.108171 7.5 0.00911 s15474 p16088 CNS-CB CW0CG32YE22 Rn.11096 D123 gene product D123 17 116656

9.3 -0.711 -2.74 0.00911 0.108171 7.5 0.00911 s17542 p24459 NIA H3158C10 Mm.136418 RIKEN cDNA D030002E05 gene 1700081L11Rik 11 76719
7.94 -0.483 -2.74 0.00914 0.108331 7.49 0.00914 s05962 p10392 NIA H3061H03 NA

14.37 1.58 2.74 0.00914 0.108331 7.49 0.00914 s12037 p09484 NIA H3054D10 NA
7.55 -0.554 -2.74 0.00915 0.108331 7.49 0.00915 s13448 p19174 IMAGE 1243815 Mm.44213 RIKEN cDNA 1810073E21 gene 1810073E21Rik 7 67091
9.82 -0.795 -2.74 0.00914 0.108331 7.49 0.00914 s21970 p15651 CNS-CB CW0CG72YG14 Hs.467084 Eukaryotic translation initiation factor 4 gamma, 3 EIF4G3 1 8672
8.74 -0.893 -2.74 0.00915 0.108388 7.49 0.00915 s13451 p21986 CNS-CB CW0CG45YN04 Rn.1348 Reticulon 4 Rtn4 14 83765
7.39 0.521 2.73 0.00919 0.108627 7.48 0.00919 s01320 p03064 IGBMC Spotting_buffer NA
7.86 -0.589 -2.73 0.00918 0.108627 7.48 0.00918 s04009 p03752 IMAGE 2225395 Mm.358842 RIKEN cDNA 6820416H06 gene 6820416H06Rik 13 212569
8.29 -0.713 -2.73 0.00919 0.108627 7.48 0.00919 s08017 p07493 NIA H3040E01 Mm.87611 RIKEN cDNA A930035D04 gene Cul1 6 26965

8.7 -0.761 -2.73 0.00921 0.108781 7.47 0.00921 s19031 p16495 CNS-CB CW0CG57YN24 Mm.124373 RNA binding motif protein 16 Rbm16 17;12 106583
10.53 -0.802 -2.73 0.00921 0.108781 7.47 0.00921 s21697 p22104 NIA H3141H03 Mm.2238 Eukaryotic translation initiation factor 3, subunit 10 (theta) Eif3s10 19 13669

8.77 -0.649 -2.73 0.00922 0.108798 7.47 0.00922 s13309 p20221 NIA H3127E08 NA
8.53 -0.787 -2.73 0.00922 0.108836 7.47 0.00922 s21828 p13920 NIA H3083H12 Mm.245715 Synaptosomal-associated protein 23 Snap23 2 20619

10.12 -0.735 -2.73 0.00923 0.108874 7.47 0.00923 s01032 p08686 NIA H3048F06 Mm.340911 RIKEN cDNA 2610019A05 gene 2610019A05Rik 11 72149
8.24 -0.685 -2.73 0.00924 0.108925 7.47 0.00924 s15049 p23748 NIA H3154D05 Mm.29253 Exosome component 8 Exosc8 3 69639
7.94 0.563 2.73 0.00927 0.109165 7.46 0.00927 s17764 p22677 NIA H3146E03 Mm.286202 Dystrobrevin, beta Dtnb 12 13528

10.92 -0.92 -2.73 0.00926 0.109165 7.46 0.00926 s23545 p21767 NIA H3138G09 Mm.3196 Alpha glucosidase 2 alpha neutral subunit Ganab 19 14376
8.36 0.709 2.73 0.00927 0.109189 7.46 0.00927 s00048 p05093 IMAGE 1177873 Mm.277403 Signal transducer and activator of transcription 5A Stat5a 11 20850
9.62 2.245 2.73 0.00929 0.109258 7.46 0.00929 s18465 p23444 NIA H3152D03 Mm.250641 RIKEN cDNA C330002I19 gene C330002I19Rik 12 77480

13.03 -1.018 -2.73 0.00929 0.109258 7.46 0.00929 s23603 p23811 NIA H3155C01 Mm.32012 RIKEN cDNA 1600023N17 gene 5730507H05Rik 5 54392
8.31 -0.715 -2.73 0.0093 0.109292 7.45 0.0093 s00885 p02534 IMAGE 1330073 Mm.328360 RIKEN cDNA 2610528E23 gene 4631422O05Rik 16 78749

9.5 -0.657 -2.73 0.0093 0.109299 7.45 0.0093 s23472 p19008 NIA H3118H12 Mm.143768 F-box only protein 3 Fbxo3 2 57443
8.27 -0.737 -2.73 0.00931 0.109384 7.45 0.00931 s09212 p12376 NIA H3075H11 Mm.259969 RIKEN cDNA 1110030H10 gene 1110030H10Rik 13 80289

11.37 -0.712 -2.73 0.00935 0.109732 7.44 0.00935 s00951 p11746 NIA H3071B05 Mm.240490 RIKEN cDNA 1200009K13 gene 1200009K13Rik 6 66870
9.65 -0.856 -2.73 0.00936 0.109732 7.44 0.00936 s04419 p07862 NIA H3042F11 Mm.34766 RIKEN cDNA 1700105P06 gene 1700105P06Rik 19 68229

12.32 -0.853 -2.73 0.00935 0.109732 7.44 0.00935 s18743 p21914 NIA H3140B04 Mm.182746 Myotrophin Mtpn 6;X 14489
10.67 -1.029 -2.73 0.00937 0.109819 7.44 0.00937 s20448 p19009 NIA H3119A01 Mm.218676 Transcribed locus, moderately similar to NP_079655.1 cytochrome c oxidase subunit VIIb [Mus musculus] 3 NA

7.86 -0.599 -2.73 0.00937 0.109831 7.44 0.00937 s03290 p11943 NIA H3072G05 Mm.318042 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 2 (Hu antigen B) Elavl2 4 15569
13.34 -0.965 -2.73 0.00939 0.10988 7.43 0.00939 s02013 p09681 NIA H3055A11 Mm.24576 RIKEN cDNA B230106I24 gene B230106I24Rik 3 320024

8.43 -0.561 -2.73 0.00939 0.10988 7.43 0.00939 s03567 p09139 IMAGE 806359 In multiple clusters NA
10.74 0.551 2.73 0.0094 0.1099 7.43 0.0094 s02307 p09435 NIA H3054C04 NA

9.26 -0.7 -2.73 0.00939 0.1099 7.43 0.00939 s24791 p21528 NIA H3137H03 Mm.16711 Minichromosome maintenance deficient 2 mitotin (S. cerevisiae) Mcm2 6 17216
13.48 -1.172 -2.73 0.0094 0.109903 7.43 0.0094 s03783 p01981 NIA H3011E08 NA

9.44 -0.729 -2.72 0.00944 0.110196 7.42 0.00944 s02176 p05083 NIA H3027C12 Mm.1761 CDC-like kinase 1 Clk1 1 12747
8.79 -0.704 -2.72 0.00944 0.110196 7.42 0.00944 s04894 p07047 NIA H3038G05 Mm.289082 WD repeat domain 26 Wdr26 1 226757
8.74 -0.785 -2.72 0.00943 0.110196 7.42 0.00943 s23196 p22578 NIA H3145B03 Mm.140619 EGL nine homolog 1 (C. elegans) Egln1 8 112405

7.9 -0.505 -2.72 0.00944 0.110199 7.42 0.00944 s07275 p07536 NIA H3040H06 Mm.293591 Phosphatidylserine synthase 2 Ptdss2 7 27388
8.4 -0.684 -2.72 0.00946 0.110332 7.42 0.00946 s15020 p22726 NIA H3146F09 Mm.260866 RIKEN cDNA 5730411O18 gene 5730411O18Rik 11 279766

10.44 -0.616 -2.72 0.00947 0.11038 7.42 0.00947 s07992 p10055 NIA H3058G09 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436
12.21 -1.073 -2.72 0.00948 0.110424 7.41 0.00948 s04581 p02492 NIA H3014D12 Mm.40802 RNA binding motif protein 28 Rbm28 6 68272

9.45 -0.631 -2.72 0.00949 0.11058 7.41 0.00949 s00644 p12285 NIA H3074E12 Mm.16974 Ubiquitin specific protease 47 Usp47 7 74996
8.88 -0.596 -2.72 0.0095 0.110653 7.41 0.0095 s18856 p22375 CNS-CB CW0CG47YN17 Hs.546244 Chromodomain helicase DNA binding protein 2 CHD2 15 1106
9.63 -0.737 -2.72 0.00951 0.110667 7.41 0.00951 s14442 p19659 NIA H3123C10 Mm.86584 Pecanex homolog (Drosophila) Pcnx 12 54604

14.96 -0.918 -2.72 0.00951 0.110667 7.4 0.00951 s19603 p14434 NIA H3088B05 Mm.310 RIKEN cDNA 4432412D15 gene Rnf103 6 22644
8.11 -0.756 -2.72 0.00953 0.110803 7.4 0.00953 s09459 p07713 NIA H3041A05 NA
8.42 1.367 2.72 0.00954 0.110853 7.4 0.00954 s24739 p13074 NIA H3079B03 NA
7.66 0.671 2.72 0.00957 0.111146 7.39 0.00957 s02783 p09172 IMAGE 764085 Mm.3275 Mitogen activated protein kinase kinase kinase 8 Map3k8 18 26410
9.29 -0.651 -2.72 0.00959 0.111373 7.39 0.00959 s09241 p00092 NIA H3001D12 Mm.296254 RIKEN cDNA A830080D01 gene A830080D01Rik X 382252

11.88 -0.95 -2.72 0.0096 0.111376 7.39 0.0096 s01616 p05061 NIA H3027E09 Mm.70666 Enolase 1, alpha non-neuron Eno1 4;2;18 13806
12.15 -0.99 -2.72 0.0096 0.111376 7.39 0.0096 s23067 p20272 NIA H3128H02 Mm.268483 Tafazzin Taz X 66826

8.8 -0.622 -2.72 0.00962 0.111453 7.38 0.00962 s22617 p18491 NIA H3114C08 Mm.218857 Erythroid associated factor Eraf 170812
10.73 -0.78 -2.72 0.00962 0.111453 7.38 0.00962 s24296 p17695 NIA H3109G04 Mm.28131 Der1-like domain family, member 2 Derl2 11 116891

9.91 -0.758 -2.72 0.00965 0.111734 7.37 0.00965 s03342 p08109 NIA H3044E06 Mm.830 Proteasome (prosome, macropain) 28 subunit, alpha Psme1 14 19186
13.07 -1.723 -2.72 0.00965 0.111734 7.37 0.00965 s03670 p01207 NIA H3007G07 Mm.24594 Solute carrier family 25 (mitochondrial deoxynucleotide carrier), member 19 Slc25a19 11 67283

8.61 -1.038 -2.71 0.00967 0.111939 7.37 0.00967 s20442 p13633 NIA H3082A01 Mm.132208 Importin 11 Ipo11 13 76582
8.9 -1.194 -2.71 0.00968 0.11197 7.37 0.00968 s12728 p14311 NIA H3087G01 Mm.16794 Nuclear receptor subfamily 5, group A, member 2 Nr5a2 1 26424

11.55 -0.725 -2.71 0.00968 0.11197 7.37 0.00968 s19642 p24168 CNS-CB CW0CG119YE21 Mm.335570 Aquaporin 9 Aqp9 9 64008
15.58 -0.4 -2.71 0.0097 0.112045 7.36 0.0097 s12509 p06170 NIA H3033B04 NA

8.46 -0.645 -2.71 0.0097 0.112057 7.36 0.0097 s00171 p02277 IMAGE 573096 Mm.278467 Sarcosine dehydrogenase Sardh 2;14 192166
8.91 -0.793 -2.71 0.00971 0.112115 7.36 0.00971 s22833 p23336 NIA H3151H01 Mm.27389 Vacuolar protein sorting 41 (yeast) Vps41 13 218035
8.98 -0.636 -2.71 0.00972 0.112146 7.36 0.00972 s01804 p09935 IMAGE 2609728 Mm.3093 Serine (or cysteine) proteinase inhibitor, clade E, member 2 Serpine2 1 20720
7.93 -0.619 -2.71 0.00972 0.112146 7.36 0.00972 s12278 p11798 NIA H3071F11 NA

10.24 -0.683 -2.71 0.00973 0.112189 7.36 0.00973 s18545 p20114 CNS-CB CW0CG98YO21 Rn.15621 Similar to RIKEN cDNA A930015D22 3 311358
9.7 -0.751 -2.71 0.00975 0.112211 7.35 0.00975 s18196 p21382 NIA H3135F09 Mm.331142 RIKEN cDNA 2010002H18 gene 2010002H18Rik 1 381314

9.05 -0.772 -2.71 0.00975 0.112211 7.35 0.00975 s20981 p19801 NIA H3125A04 Mm.302275 FSHD region gene 1 Frg1 8 14300
9.13 -0.778 -2.71 0.00975 0.112211 7.35 0.00975 s24474 p13826 NIA H3083B01 Mm.288924 Ubiquitination factor E4B, UFD2 homolog (S. cerevisiae) Ube4b 4 63958
9.05 -0.702 -2.71 0.00975 0.112211 7.35 0.00975 s24851 p13330 NIA H3080B11 Mm.316473 Programmed cell death 10 Pdcd10 3 56426
9.59 -0.875 -2.71 0.00976 0.112218 7.35 0.00976 s16311 p13241 CNS-CB CW0CG93YP11 Mm.153372 BRCA1 associated protein Brap 5 72399
8.87 -0.926 -2.71 0.00977 0.112379 7.35 0.00977 s17229 p20158 CNS-CB CW0CG99YI23 Rn.10663 Zinc finger protein 386 (Kruppel-like) Znf386 6 25165
11.1 -0.806 -2.71 0.00978 0.112421 7.35 0.00978 s04118 p00942 NIA H3006F10 Mm.3596 COP9 (constitutive photomorphogenic) homolog, subunit 2 (Arabidopsis thaliana) Cops2 2 12848
9.53 -0.568 -2.71 0.00979 0.112481 7.34 0.00979 s17801 p18833 NIA H3117A03 Mm.180063 RIKEN cDNA 0610038F07 gene 0610038F07Rik 19 66072
9.28 -0.711 -2.71 0.0098 0.112481 7.34 0.0098 s19437 p16251 NIA H3100C04 Mm.222328 Importin 7 Ipo7 7 233726

9.9 -0.776 -2.71 0.00981 0.112595 7.34 0.00981 s15860 p22945 NIA H3148A01 Mm.234266 RIKEN cDNA 4833414L08 gene Sdc2 15 15529
9.34 -0.667 -2.71 0.00983 0.112758 7.34 0.00983 s25031 p23840 NIA H3155H04 Mm.234801 Expressed sequence AI314180 AI314180 4 230249
8.09 -0.597 -2.71 0.00985 0.11283 7.33 0.00985 s08209 p03917 NIA H3021E10 Mm.302083 Nuclear factor of activated T-cells 5 Nfat5 8 54446

11.65 0.84 2.71 0.00984 0.11283 7.33 0.00984 s20430 p15685 IMAGE 1328240 Mm.5305 Guanine nucleotide binding protein, beta 2, related sequence 1 Gnb2-rs1 11;9;15 14694
7.81 -0.787 -2.71 0.00985 0.11283 7.33 0.00985 s22867 p16680 CNS-CB CW0CG78YN03 Mm.2068 Neutrophil cytosolic factor 4 Ncf4 15 17972

12.66 -1.751 -2.71 0.00986 0.112865 7.33 0.00986 s17569 p23689 NIA H3153A10 Mm.275446 Dr1 associated protein 1 (negative cofactor 2 alpha) Drap1 19 66556
8.5 -0.962 -2.71 0.00987 0.11298 7.33 0.00987 s17031 p18358 IMAGE 832902 Mm.213010 CDNA sequence BC051227 BC051227 8 234384

8.41 -0.636 -2.71 0.00988 0.112999 7.32 0.00988 s23047 p14634 NIA H3089B06 Mm.121918 DDHD domain containing 1 Ddhd1 14 114874
8.47 0.636 2.71 0.00989 0.113087 7.32 0.00989 s06393 p07521 NIA H3040A05 Mm.227202 WW domain containing transcription regulator 1 Wwtr1 3 97064



11.16 -0.749 -2.71 0.00989 0.113087 7.32 0.00989 s22618 p19263 NIA H3120G08 NA
9.6 -0.853 -2.71 0.0099 0.113106 7.32 0.0099 s04219 p04270 NIA H3023F06 Mm.296789 Ectonucleoside triphosphate diphosphohydrolase 7 Entpd7 19 93685

9.49 -0.696 -2.71 0.0099 0.113106 7.32 0.0099 s22308 p17709 NIA H3109E06 Mm.252776 Protein kinase C, nu Prkcn 17 75292
14.47 1.258 2.71 0.00991 0.113128 7.32 0.00991 s08635 p09026 NIA H3051B01 Mm.295608 LOC433471 2 433471

8.77 -0.632 -2.7 0.00992 0.113176 7.32 0.00992 s21611 p20306 NIA H3128B07 NA
7.85 -0.65 -2.7 0.00996 0.11352 7.31 0.00996 s07962 p08261 NIA H3046E01 Mm.279865 SPFH domain family, member 1 Spfh1 19 226144
8.28 -0.794 -2.7 0.00996 0.11352 7.31 0.00996 s12720 p19425 NIA H3122A05 Mm.88694 Kinesin family member 3A Kif3a 11 16568

13.65 -1.093 -2.7 0.01002 0.114102 7.3 0.01002 s18718 p24476 NIA H3158D12 Mm.265985 Stromal interaction molecule 2 Stim2 5 116873
8.21 -0.739 -2.7 0.01002 0.114102 7.29 0.01002 s22193 p14889 NIA H3091A02 Mm.40343 Syntaxin 1B2 Stx1b1 7 79361

9.1 -0.752 -2.7 0.01004 0.114299 7.29 0.01004 s02646 p11980 NIA H3072D10 Mm.196598 RIKEN cDNA G430041M01 gene G430041M01Rik 6 101214
9.17 -0.738 -2.7 0.01006 0.114432 7.29 0.01006 s15228 p21452 NIA H3136D06 Mm.196533 Scotin gene Scotin 9 66940

12.46 -0.778 -2.7 0.01006 0.114439 7.29 0.01006 s16031 p13481 NIA H3081A06 Mm.262021 Ribosomal protein L6 Rpl6 5;1;19;10 19988
9.07 -0.647 -2.7 0.01007 0.114507 7.28 0.01007 s01242 p08434 IMAGE 720766 Mm.277886 Inhibitor of kappaB kinase beta Ikbkb 8 16150

12.58 -1.607 -2.7 0.01009 0.114527 7.28 0.01009 s04792 p02947 NIA H3016C09 Mm.258589 Mitogen activated protein kinase kinase kinase 7 Map3k7 4 26409
9.98 -0.763 -2.7 0.01009 0.114527 7.28 0.01009 s10808 p12092 CNS-CB CW0CG76YJ13 Mm.371667 Ubiquitin-conjugating enzyme E2N Ube2n 10 93765
9.02 -1.051 -2.7 0.01009 0.114527 7.28 0.01009 s21615 p23890 NIA H3155B11 Mm.23095 RIKEN cDNA 2310051F07 gene Chrac1 15;19 93696
9.04 -0.846 -2.7 0.0101 0.114641 7.28 0.0101 s05927 p04242 NIA H3023B03 Mm.34609 Placenta-specific 8 Plac8 5 231507
8.96 -0.631 -2.7 0.01013 0.114889 7.27 0.01013 s21668 p21330 NIA H3135B03 Mm.268105 RIKEN cDNA C230081A13 gene C230081A13Rik 9 244895
9.26 -0.628 -2.7 0.01015 0.115025 7.27 0.01015 s17008 p22712 NIA H3146H07 Mm.284306 Tubulin, gamma complex associated protein 5 Tubgcp5 7 233276
7.28 -0.376 -2.7 0.01016 0.115063 7.27 0.01016 s12836 p22763 empty NA
8.95 -0.681 -2.7 0.01016 0.115063 7.27 0.01016 s23851 p20239 NIA H3127G10 Mm.41903 RIKEN cDNA 1200014J11 gene 1200014J11Rik 11 66874
9.96 -0.635 -2.69 0.01017 0.115191 7.26 0.01017 s05689 p03722 NIA H3020B10 Mm.260545 Synaptotagmin binding, cytoplasmic RNA interacting protein Syncrip 9;19 56403
8.99 -0.828 -2.69 0.01019 0.115299 7.26 0.01019 s05149 p09617 NIA H3055A03 Mm.28188 Glucosidase 1 Gcs1 6 57377
9.72 -0.752 -2.69 0.01019 0.115308 7.26 0.01019 s14213 p15045 NIA H3092E09 Mm.181959 Early growth response 1 Egr1 18;7 13653

10.62 -0.791 -2.69 0.0102 0.115375 7.26 0.0102 s15667 p13532 NIA H3081D12 NA
8.04 -0.679 -2.69 0.01021 0.115404 7.25 0.01021 s01759 p08131 NIA H3044C09 Mm.781 Gene trap ROSA 26 antisense, Philippe Soriano Gt(ROSA)26asSor 6 14911
12.5 -0.627 -2.69 0.01025 0.115744 7.25 0.01025 s15855 p18341 LION LIONp462F1073 Mm.300095 UDP glycosyltransferase 1 family, polypeptide A6 Ugt1a6 1 94284
8.27 -0.601 -2.69 0.01026 0.115791 7.25 0.01026 s04509 p00186 NIA H3002B12 NA
9.23 -0.719 -2.69 0.01028 0.116026 7.24 0.01028 s02005 p02513 IMAGE 1281646 Mm.46932 Solute carrier family 17 (anion/sugar transporter), member 5 Slc17a5 9 235504
9.43 -0.647 -2.69 0.01029 0.116071 7.24 0.01029 s05107 p09105 NIA H3051A11 Mm.253061 Ankyrin repeat and SOCS box-containing protein 13 Asb13 13 142688

10.33 -0.84 -2.69 0.01029 0.116071 7.24 0.01029 s22706 p23101 NIA H3149E08 Mm.280231 Annexin A7 Anxa7 14 11750
9.44 -0.699 -2.69 0.01031 0.116178 7.23 0.01031 s22599 p14397 NIA H3087E12 Mm.60544 RIKEN cDNA 4930502C15 gene 4930502C15Rik 6 320733
9.44 -0.718 -2.69 0.01031 0.116178 7.23 0.01031 s24119 p21529 NIA H3137A04 Mm.109329 RIKEN cDNA 1200020A08 gene 1200020A08Rik 17 56724
8.16 -0.664 -2.69 0.01033 0.116354 7.23 0.01033 s07507 p01910 IMAGE 606475 Mm.689 Activin A receptor, type 1 Acvr1 2 11477
7.86 0.693 2.69 0.01034 0.116404 7.23 0.01034 s06447 p05733 IMAGE 1400683 NA
8.05 -0.684 -2.69 0.01036 0.116514 7.22 0.01036 s02640 p06604 NIA H3035D10 NA
7.81 -0.54 -2.69 0.01036 0.116514 7.22 0.01036 s04690 p12218 NIA H3074B04 Mm.356580 RIKEN cDNA 9130023F12 gene 9130023F12Rik 11 216549
9.93 -0.936 -2.69 0.01038 0.116723 7.22 0.01038 s24547 p16650 CNS-CB CW0CG78YE15 Rn.2891 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 1 Psmd1 9 83806
8.07 -0.717 -2.69 0.01042 0.117054 7.21 0.01042 s03691 p08113 NIA H3044A07 NA

11.04 -0.744 -2.68 0.01044 0.117167 7.21 0.01044 s02063 p04309 NIA H3023E11 Mm.10406 Succinate dehydrogenase complex, subunit D, integral membrane protein Sdhd 9 66925
12.44 -1.585 -2.68 0.01045 0.117167 7.21 0.01045 s04636 p01724 NIA H3010D12 Mm.275847 Ubiquitin specific protease 19 Usp19 9 71472

8.04 -0.831 -2.68 0.01044 0.117167 7.21 0.01044 s16200 p14259 NIA H3086C07 Mm.172222 RIKEN cDNA 1110034N17 gene Ostf1 19 20409
10.11 -0.719 -2.68 0.01044 0.117167 7.21 0.01044 s22412 p22577 NIA H3145A03 Mm.30039 Protein kinase, cAMP dependent regulatory, type I, alpha Prkar1a 11 19084

9.33 -0.68 -2.68 0.01046 0.117202 7.2 0.01046 s15424 p21460 NIA H3136D07 Mm.28854 RIKEN cDNA 1110001D15 gene 1110001D15Rik 9 68553
8.77 -0.901 -2.68 0.01046 0.117202 7.2 0.01046 s20539 p13377 CNS-CB CW0CG100YC13 Rn.7652 Microtubule-associated protein, RP/EB family, member 1 Mapre1 3 114764
8.14 -0.593 -2.68 0.01046 0.117202 7.2 0.01046 s22949 p14640 NIA H3089H06 Mm.178524 Ubiquitin specific protease 32 Usp32 11 237898
9.25 -0.939 -2.68 0.01047 0.117215 7.2 0.01047 s06958 p11899 CNS-CB CW0CG86YE11 Hs.300624 TAR DNA binding protein TARDBP 1;13 23435

10.57 -0.656 -2.68 0.0105 0.117465 7.2 0.0105 s02520 p12486 CNS-CB CW0CG107YE16 Mm.292530 DAZ associated protein 2 Dazap2 15;13 23994
8.91 -0.67 -2.68 0.01054 0.117597 7.19 0.01054 s04036 p02982 IMAGE 1225728 Mm.182094 Transcription elongation factor A (SII)-like 8 Tceal8 X 66684
8.26 -0.954 -2.68 0.01053 0.117597 7.19 0.01053 s04549 p10940 NIA H3065D12 Mm.8924 RIKEN cDNA A130034M23 gene A130034M23Rik 16 320759

13.64 -1.411 -2.68 0.01053 0.117597 7.19 0.01053 s05350 p01177 NIA H3007A04 Mm.28050 CD2 antigen (cytoplasmic tail) binding protein 2 Cd2bp2 7;1 70233
9.42 -0.661 -2.68 0.01054 0.117597 7.19 0.01054 s10798 p03132 NIA H3017D08 Mm.27695 Eukaryotic translation initiation factor 3, subunit 1 alpha Eif3s1 2 78655

13.09 -0.754 -2.68 0.01053 0.117597 7.19 0.01053 s15187 p21712 NIA H3138H02 Mm.10125 Carnitine deficiency-associated gene expressed in ventricle 1 Cdv1 5 12589
8.1 -0.78 -2.68 0.01052 0.117597 7.19 0.01052 s16093 p18359 CNS-CB CW0CG102YI21 Hs.157606 Carbon catabolite repression 4 protein KIAA1194 5 57472

8.05 0.503 2.68 0.01055 0.117601 7.19 0.01055 s03065 p11226 NIA H3067B12 NA
10.02 -0.713 -2.68 0.01054 0.117601 7.19 0.01054 s12307 p00786 NIA H3005B03 Mm.210155 RIKEN cDNA 9130221J17 gene Txnrd1 10 50493

8.59 -0.819 -2.68 0.01056 0.117633 7.18 0.01056 s08554 p11869 CNS-CB CW0CG85YN10 Rn.19628 Similar to RIKEN cDNA 3010021M21 8 363065
8.6 -0.715 -2.68 0.01056 0.117633 7.18 0.01056 s13197 p19965 CNS-CB CW0CG23YO11 Hs.309090 Splicing factor, arginine/serine-rich 7, 35kDa SFRS7 2 6432

7.85 -0.53 -2.68 0.01056 0.117634 7.18 0.01056 s03134 p10720 NIA H3063H08 Mm.50107 RIKEN cDNA 4930474G06 gene 4930474G06Rik 18 320624
7.92 -0.644 -2.68 0.01058 0.117777 7.18 0.01058 s23032 p14122 CNS-CB CW0CG84YJ18 Rn.834 Transcribed locus 18 NA

14.21 -1.696 -2.68 0.01061 0.118017 7.17 0.01061 s11524 p01557 NIA H3009E03 Mm.277812 Villin 2 Vil2 17 22350
9.58 -0.732 -2.68 0.01061 0.118017 7.17 0.01061 s17266 p15747 NIA H3097C01 Mm.286680 Werner helicase interacting protein 1 Wrnip1 13 78903

11.61 -0.905 -2.68 0.01064 0.118151 7.17 0.01064 s08883 p05454 NIA H3029F10 Mm.10530 Acetyl-Coenzyme A dehydrogenase, medium chain Acadm 3 11364
8.53 -0.579 -2.68 0.01063 0.118151 7.17 0.01063 s14743 p13273 NIA H3080A04 Mm.328945 A kinase (PRKA) anchor protein 8 Akap8 17 56399

11.74 -0.849 -2.68 0.01064 0.118151 7.17 0.01064 s18047 p12936 NIA H3078H09 Mm.26207 Gulonolactone (L-) oxidase Gulo 14 268756
14.85 -0.616 -2.68 0.01065 0.118248 7.16 0.01065 s15244 p22736 NIA H3146H10 NA

8.48 -0.58 -2.68 0.01067 0.118342 7.16 0.01067 s16152 p21175 NIA H3134G07 Mm.3406 Transcription factor E2a Tcfe2a 10 21423
14.39 -1.168 -2.68 0.01067 0.118342 7.16 0.01067 s18195 p20610 NIA H3130B09 NA

8.41 -0.67 -2.68 0.01067 0.118342 7.16 0.01067 s24552 p21006 NIA H3133F10 Mm.253065 Nuclear receptor subfamily 2, group C, member 2 Nr2c2 6 22026
8.47 -0.679 -2.68 0.01068 0.118351 7.16 0.01068 s07667 p07552 NIA H3040H08 NA
8.16 -0.766 -2.67 0.01071 0.11839 7.15 0.01071 s06690 p10355 IMAGE 540545 Mm.29966 Polypyrimidine tract binding protein 2 Ptbp2 3 56195

10.08 -0.672 -2.67 0.0107 0.11839 7.16 0.0107 s08052 p01355 NIA H3008C02 Mm.267692 Thioredoxin-like 2 Txnl2 7;4 30926
9.81 -0.709 -2.67 0.0107 0.11839 7.16 0.0107 s08949 p02384 NIA H3013H10 Mm.36511 Mitochondrial ribosomal protein L32 Mrpl32 13 75398

15.31 -0.862 -2.67 0.0107 0.11839 7.15 0.0107 s13047 p24053 NIA H3156E07 NA
12.55 -0.819 -2.67 0.0107 0.11839 7.16 0.0107 s18729 p22174 NIA H3141F12 Mm.3126 Four and a half LIM domains 1 Fhl1 X 14199
12.68 -0.804 -2.67 0.01071 0.11839 7.15 0.01071 s21501 p22096 NIA H3141H02 Mm.260943 Eukaryotic translation initiation factor 5B Eif5b 1 226982

9.56 -0.586 -2.67 0.01072 0.118428 7.15 0.01072 s20703 p21833 NIA H3139A06 Mm.40132 Claudin 12 Cldn12 5 64945
7.77 -0.77 -2.67 0.01072 0.118428 7.15 0.01072 s24402 p24324 CNS-CB CW0CG22YO07 Mm.28449 RIKEN cDNA B230219D22 gene B230219D22Rik 13 78521

10.86 -0.614 -2.67 0.01073 0.118486 7.15 0.01073 s07353 p02414 NIA H3014F02 Mm.31816 RIKEN cDNA D030015G18 gene D030015G18Rik 4 230793
8.78 -0.799 -2.67 0.01074 0.118492 7.15 0.01074 s15685 p16289 NIA H3100A09 Mm.259969 RIKEN cDNA 1110030H10 gene 1110030H10Rik 13 80289

9.2 -0.818 -2.67 0.01078 0.118742 7.14 0.01078 s07223 p11618 CNS-CB CW0CG76YK18 Rn.96020 Transcribed locus 20 NA
8.3 -0.624 -2.67 0.01078 0.118742 7.14 0.01078 s09182 p10582 NIA H3062F03 Mm.28257 Transcribed locus 14 NA

8.03 -0.608 -2.67 0.01077 0.118742 7.14 0.01077 s14040 p22782 CNS-CB CW0CG22YN08 Hs.499264 Rho GTPase activating protein 12 ARHGAP12 10 94134
8.78 -0.82 -2.67 0.01079 0.118794 7.14 0.01079 s10365 p03878 NIA H3021F05 Mm.312059 Karyopherin (importin) alpha 2 Kpna2 17;11 16647

12.82 -0.77 -2.67 0.0108 0.118839 7.13 0.0108 s08053 p02127 NIA H3012G02 Mm.340955 SMAD specific E3 ubiquitin protein ligase 2 Smurf2 11 66313
9.91 -0.804 -2.67 0.0108 0.118839 7.14 0.0108 s10419 p01836 IMAGE 608788 Mm.240627 SRY-box containing gene 4 Sox4 13 20677
7.78 -0.542 -2.67 0.0108 0.118839 7.14 0.0108 s12119 p07946 NIA H3043B10 NA
8.67 -0.661 -2.67 0.01082 0.11898 7.13 0.01082 s08533 p05981 NIA H3032E04 Mm.223744 Kinesin family member 5B Kif5b 18;2 16573
9.25 -0.645 -2.67 0.01083 0.119043 7.13 0.01083 s24368 p18946 NIA H3118B05 Mm.3022 RIKEN cDNA 2810453L12 gene 2810453L12Rik 3 72776

12.57 -1.1 -2.67 0.01085 0.119079 7.13 0.01085 s03251 p02209 IMAGE 722910 Mm.3597 Trophinin Tro X 56191
12.04 -1.733 -2.67 0.01084 0.119079 7.13 0.01084 s10141 p03899 NIA H3021C08 Mm.294821 RIKEN cDNA 0610042I15 gene 0610042I15Rik 11 56418

8.19 -0.928 -2.67 0.01085 0.119079 7.13 0.01085 s18888 p13927 NIA H3084G01 Mm.291120 Fraser syndrome 1 homolog (human) Fras1 5 231470
9.98 -0.751 -2.67 0.0109 0.119462 7.12 0.0109 s04157 p10924 NIA H3065D10 Mm.333868 RAS-related protein-1a Rap1a 3;7 109905

14.07 -1.099 -2.67 0.01089 0.119462 7.12 0.01089 s10070 p03135 NIA H3017G08 Mm.275831 Aldolase 1, A isoform Aldoa 7 11674
10.46 -0.595 -2.67 0.0109 0.119462 7.12 0.0109 s14494 p16079 CNS-CB CW0CG32YD08 Mm.18705 Vacuolar protein sorting 4b (yeast) Vps4b 1;14 20479

9.88 -0.719 -2.67 0.01092 0.119581 7.11 0.01092 s11190 p03083 NIA H3017C02 Mm.152466 RIKEN cDNA 4930548G07 gene 4930548G07Rik 14 75339
13.48 -1.416 -2.67 0.01093 0.119658 7.11 0.01093 s22589 p18489 NIA H3114A08 Mm.262037 Eukaryotic translation initiation factor 1A Eif1a 18 13664
12.78 -0.722 -2.67 0.01095 0.119876 7.11 0.01095 s09468 p02849 IMAGE 1499042 In multiple clusters NA
12.19 -1.673 -2.67 0.01096 0.119876 7.11 0.01096 s24160 p21021 NIA H3133E12 Mm.30062 Deoxynucleotidyltransferase, terminal, interacting protein 1 Dnttip1 2;4 76233
10.34 -0.587 -2.67 0.01096 0.11988 7.1 0.01096 s19615 p12904 NIA H3078H05 Mm.27218 Mortality factor 4 like 2 Morf4l2 X;19;3;1 56397

8.04 -0.627 -2.66 0.01098 0.11998 7.1 0.01098 s21721 p18770 CNS-CB CW0CG38YG22 Rn.12539 LOC361197 17 361197
11.96 1.319 2.66 0.011 0.120199 7.1 0.011 s07123 p09062 NIA H3051F05 Mm.139695 Epsin 2 Epn2 11 13855
10.12 -0.854 -2.66 0.01101 0.120228 7.09 0.01101 s01027 p04330 IMAGE 1243927 Mm.198803 UDP-glucose ceramide glucosyltransferase Ugcg 4 22234
10.25 -0.77 -2.66 0.01101 0.120228 7.1 0.01101 s01684 p03013 IMAGE 1264328 Mm.38244 Nipsnap homolog 3A (C. elegans) Nipsnap3a 4 66536
10.27 -0.687 -2.66 0.01102 0.120228 7.09 0.01102 s13986 p24570 NIA H3159B12 NA

8.87 -1.246 -2.66 0.01103 0.120287 7.09 0.01103 s20243 p23930 CNS-CB CW0CG105YH18 Rn.6290 Ornithine decarboxylase antizyme inhibitor Oazin 7 58961
8.44 -0.794 -2.66 0.01106 0.120456 7.09 0.01106 s17734 p20883 NIA H3132C07 Mm.30264 Checkpoint with forkhead and ring finger domains Chfr 5 231600

14.96 -1.412 -2.66 0.01105 0.120456 7.09 0.01105 s21475 p23886 NIA H3155F10 NA
15.16 -0.448 -2.66 0.01105 0.120456 7.09 0.01105 s24273 p22297 NIA H3143A04 NA

7.77 -0.714 -2.66 0.01107 0.120561 7.08 0.01107 s03316 p10401 NIA H3061A05 Mm.103262 Zinc finger and BTB domain containing 10 Zbtb10 3 229055
9.41 -0.559 -2.66 0.01109 0.120667 7.08 0.01109 s09313 p02398 NIA H3013F12 Mm.329629 Sorting nexin 15 Snx15 19 69024
9.39 -0.676 -2.66 0.0111 0.120752 7.08 0.0111 s09252 p09824 NIA H3057H04 Mm.46746 DnaJ (Hsp40) homolog, subfamily B, member 4 Dnajb4 3 67035

9 -0.624 -2.66 0.01113 0.121023 7.07 0.01113 s04874 p01409 NIA H3008A09 Mm.687 Ras homolog gene family, member B Rhob 12 11852
9.13 -0.783 -2.66 0.01115 0.121243 7.07 0.01115 s00686 p12027 CNS-CB CW0CG75YK12 Rn.1574 Palmitoyl-protein thioesterase Ppt 5 29411

10.37 -0.885 -2.66 0.01116 0.121272 7.07 0.01116 s21500 p21324 NIA H3135D02 Mm.486 Lysosomal membrane glycoprotein 2 Lamp2 X 16784
9.04 -0.668 -2.66 0.01118 0.121384 7.06 0.01118 s09008 p05200 NIA H3028H02 Mm.200714 Bardet-Biedl syndrome 4 homolog (human) Bbs4 9 102774

14.99 -0.814 -2.66 0.01119 0.121447 7.06 0.01119 s22786 p19238 NIA H3120F05 Mm.298274 Rap guanine nucleotide exchange factor (GEF) 1 Rapgef1 2 107746
8.23 -0.471 -2.66 0.01121 0.121617 7.06 0.01121 s22569 p12603 CNS-CB CW0CG114YD16 Mm.268307 RIKEN cDNA 1110059G10 gene 1110059G10Rik 9 66202
8.43 0.839 2.66 0.01125 0.121871 7.05 0.01125 s00859 p04324 IMAGE 792569 Mm.3825 Interleukin 7 Il7 3 16196
8.41 -0.678 -2.66 0.01124 0.121871 7.05 0.01124 s08751 p00584 NIA H3004H01 In multiple clusters NA
8.55 -0.616 -2.66 0.01124 0.121871 7.05 0.01124 s11725 p06169 NIA H3033A04 Mm.356653 Gametogenetin binding protein 2 Ggnbp2 11 217039

10.58 -0.836 -2.65 0.01126 0.122014 7.05 0.01126 s11066 p04611 NIA H3025C01 Mm.245522 DNA segment, Chr 5, Wayne State University 152, expressed Ankrd17 5 81702
9.34 -0.717 -2.65 0.01129 0.122214 7.04 0.01129 s12197 p02322 NIA H3013B03 Mm.25527 RIKEN cDNA 4930455C13 gene Hbs1l 10 56422
9.84 -0.718 -2.65 0.01133 0.122614 7.03 0.01133 s19232 p21107 CNS-CB CW0CG87YC16 Mm.232636 RIKEN cDNA 9130022K13 gene 9130022K13Rik 15 75761
9.37 -0.669 -2.65 0.01134 0.122655 7.03 0.01134 s08755 p04168 IMAGE 642592 Mm.208601 Talin 1 Tln1 4 21894
7.88 -0.595 -2.65 0.01134 0.122655 7.03 0.01134 s09862 p04657 NIA H3025A07 NA
8.77 2.845 2.65 0.01135 0.122719 7.03 0.01135 s22122 p13857 NIA H3083A05 Mm.320466 Similar to 60S ribosomal protein L18a 5 384254
8.56 -0.61 -2.65 0.01139 0.123083 7.02 0.01139 s09062 p03158 NIA H3017F11 Mm.258985 DNA segment, Chr 16, Brigham & Women's Genetics 1543 expressed D16Bwg1543e 16;4 52910

10.04 -0.893 -2.65 0.0114 0.123083 7.02 0.0114 s16445 p20157 CNS-CB CW0CG99YI20 NA
9.27 -0.668 -2.65 0.01141 0.123191 7.02 0.01141 s21698 p23124 NIA H3149D11 Mm.281356 Tumor necrosis factor receptor superfamily, member 19 Tnfrsf19 14 29820
9.29 -0.609 -2.65 0.01143 0.123268 7.02 0.01143 s03328 p08871 NIA H3050G05 Mm.4676 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 2 Slc7a2 8 11988
9.73 -0.767 -2.65 0.01143 0.123268 7.02 0.01143 s07105 p05986 NIA H3032B05 Mm.289992 Eukaryotic translation initiation factor 3, subunit 6 Eif3s6 15;18;11 16341
8.58 -0.786 -2.65 0.01143 0.123268 7.02 0.01143 s07371 p05738 IMAGE 581932 Mm.4428 Protein-kinase, interferon-inducible double stranded RNA dependent inhibitor, repressor of (P58 repressor) Prkrir 7 72981

8.9 -0.753 -2.65 0.01145 0.123367 7.01 0.01145 s11333 p06153 NIA H3033A02 NA
8.54 -0.747 -2.65 0.01146 0.123439 7.01 0.01146 s11627 p05405 NIA H3029E04 Mm.60975 Expressed sequence AI449023 AI449023 17 106589

8.1 0.655 2.65 0.01149 0.123725 7 0.01149 s14201 p16327 CNS-CB CW0CG33YD22 Mm.268003 RIKEN cDNA D630014A15 gene D330013E07Rik 8 319525
12.49 -1.574 -2.65 0.0115 0.123734 7 0.0115 s20509 p23617 NIA H3153A01 Mm.60648 Tudor domain containing 9 Tdrd9 12 74691
10.07 -0.708 -2.65 0.01151 0.12385 7 0.01151 s08722 p11844 CNS-CB CW0CG85YG20 Mm.31752 CD47 antigen (Rh-related antigen, integrin-associated signal transducer) Cd47 16 16423
12.64 -1.226 -2.65 0.01152 0.123879 7 0.01152 s14627 p21969 NIA H3140A11 NA

7.76 -0.507 -2.65 0.01154 0.123989 7 0.01154 s05498 p08070 NIA H3044F01 Mm.220972 Testis expressed gene 27 Tex27 17;13 21769
10.47 -0.94 -2.64 0.01154 0.123989 7 0.01154 s11202 p00783 NIA H3005G02 Mm.2863 Intergral membrane protein 1 Itm1 9 16430

8.46 -0.687 -2.64 0.01154 0.123989 7 0.01154 s24132 p21019 NIA H3133C12 Mm.296441 RIKEN cDNA E430012M05 gene E430012M05Rik 15 321003
7.7 0.563 2.64 0.01156 0.124093 6.99 0.01156 s09108 p06484 IMAGE 618307 Mm.284248 Chemokine (C-C motif) ligand 5 Ccl5 11 20304

10.03 -0.539 -2.64 0.01157 0.124094 6.99 0.01157 s02380 p12228 NIA H3074D05 Mm.29114 Glyceronephosphate O-acyltransferase Gnpat 8 14712
10.27 -0.734 -2.64 0.01157 0.124094 6.99 0.01157 s12570 p23011 NIA H3148C09 Mm.250569 EST AA792894 AA792894 6 57896

9.27 -0.561 -2.64 0.01158 0.12413 6.99 0.01158 s00942 p03558 NIA H3074H11 Mm.155839 Activating signal cointegrator 1 complex subunit 1 Ascc1 10 69090
8.61 -0.914 -2.64 0.01158 0.12413 6.99 0.01158 s20456 p13895 NIA H3083G09 Mm.24765 Ring finger protein 20 Rnf20 4 109331
8.32 0.852 2.64 0.01162 0.124423 6.98 0.01162 s07359 p07790 NIA H3042F02 NA
9.17 -0.763 -2.64 0.01163 0.124432 6.98 0.01163 s05544 p12166 NIA H3073F09 Mm.27123 ATPase family, AAA domain containing 1 Atad1 19 67979
8.66 -0.662 -2.64 0.01163 0.124432 6.98 0.01163 s13869 p20212 NIA H3127D07 Mm.184021 Protein tyrosine phosphatase, receptor type, D Ptprd 4;5 19266
7.95 0.717 2.64 0.01163 0.124432 6.98 0.01163 s20180 p17784 CNS-CB CW0CG36YG10 Mm.44827 Carbohydrate (N-acetylglucosamino) sulfotransferase 7 Chst7 X 60322

10.02 -0.659 -2.64 0.01165 0.124519 6.98 0.01165 s15109 p14800 NIA H3090H02 Mm.49884 Ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast) Ube2d3 3;X 66105
9.27 -0.763 -2.64 0.01165 0.124519 6.98 0.01165 s17468 p21131 NIA H3134C02 In multiple clusters NA
8.16 -0.819 -2.64 0.01166 0.124525 6.97 0.01166 s09586 p08481 NIA H3047A05 Mm.333471 Phosphatidylinositol 3-kinase, C2 domain containing, gamma polypeptide Pik3c2g 6 18705
8.54 -0.651 -2.64 0.01166 0.124525 6.97 0.01166 s11200 p12043 CNS-CB CW0CG75YO24 Mm.25263 RIKEN cDNA 2700029M09 gene 2700029M09Rik 8 72612
8.54 -0.583 -2.64 0.01168 0.12465 6.97 0.01168 s04110 p07080 NIA H3038H09 Mm.314338 Activin receptor IIA Acvr2 2 11480
9.92 -0.674 -2.64 0.01168 0.124654 6.97 0.01168 s12916 p19433 NIA H3122A06 Mm.246803 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5 Smarca5 8;4 93762
8.32 -0.56 -2.64 0.01169 0.12466 6.97 0.01169 s05235 p11415 NIA H3068G11 Mm.334012 Embryonic ectoderm development Eed 7 13626

11.23 -0.651 -2.64 0.0117 0.124769 6.97 0.0117 s22156 p18733 CNS-CB CW0CG118YB23 NA
12 -0.672 -2.64 0.01173 0.125066 6.96 0.01173 s20756 p19273 NIA H3120A10 Mm.2966 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 3 Atp5g3 2 228033

8.18 -0.746 -2.64 0.01175 0.125122 6.96 0.01175 s16657 p22436 CNS-CB CW0CG22YA04 Rn.98476 Double-stranded RNA-binding protein p74 Strbp 3 84476
11.26 -0.717 -2.64 0.01178 0.125455 6.95 0.01178 s06402 p03427 IMAGE 2123534 In multiple clusters NA
12.33 -0.894 -2.64 0.01179 0.125518 6.95 0.01179 s07210 p11880 CNS-CB CW0CG86YB01 Mm.13787 Ceruloplasmin Cp 3 12870
12.88 -0.947 -2.64 0.01181 0.12562 6.95 0.01181 s17598 p24463 NIA H3158G10 NA

8.6 -0.79 -2.63 0.01185 0.126018 6.94 0.01185 s23113 p23598 IMAGE 516208 Mm.108054 DNA segment, Chr 1, Pasteur Institute 1 D1Pas1 1 110957
13.83 0.888 2.63 0.01188 0.12633 6.93 0.01188 s00681 p07423 IMAGE 482984 Mm.178973 Apolipoprotein C-III Apoc3 9 11814

14.7 -1.044 -2.63 0.01189 0.126347 6.93 0.01189 s16783 p21930 NIA H3140B06 Mm.3074 Ubiquitin-conjugating enzyme E2L 3 Ube2l3 10;16;3 22195
7.85 -0.533 -2.63 0.01192 0.126591 6.93 0.01192 s08452 p08539 NIA H3047C12 Mm.317049 RIKEN cDNA 5730508B09 gene 5730508B09Rik 3 70617
7.82 -0.659 -2.63 0.01194 0.126716 6.92 0.01194 s07080 p08548 IMAGE 679216 Mm.99 Ribonucleotide reductase M2 Rrm2 12 20135
8.54 -0.535 -2.63 0.01194 0.126716 6.92 0.01194 s21074 p15961 NIA H3098A04 Mm.169673 RIKEN cDNA C530049I24 gene AI642036 11;13 216705

14.23 -0.948 -2.63 0.01195 0.126788 6.92 0.01195 s22561 p18239 NIA H3112G12 NA
8.19 -0.627 -2.63 0.01196 0.126869 6.92 0.01196 s09776 p03113 NIA H3017A06 Mm.370183 RIKEN cDNA 5730507A11 gene Nr6a1 2 14536
8.08 -0.786 -2.63 0.012 0.127174 6.91 0.012 s04310 p10672 NIA H3063H02 Mm.235074 DNA segment, Chr 8, ERATO Doi 594, expressed D8Ertd594e 8 52357

14.01 -1.219 -2.63 0.01201 0.127234 6.91 0.01201 s23233 p18486 NIA H3114F07 Mm.30496 RIKEN cDNA 1200007D18 gene 1200007D18Rik 17 67458
8.02 -0.714 -2.63 0.01203 0.127432 6.91 0.01203 s16116 p14005 NIA H3084E11 NA
8.24 0.809 2.63 0.01205 0.127547 6.9 0.01205 s14527 p20183 NIA H3127G03 Mm.248478 SAM domain and HD domain, 1 Samhd1 2 56045
9.34 -0.677 -2.63 0.01205 0.127547 6.9 0.01205 s15531 p16858 IMAGE 4038271 Mm.259333 Phosphatidylinositol 3-kinase, regulatory subunit, polypeptide 1 (p85 alpha) Pik3r1 13 18708
9.66 -0.83 -2.63 0.01207 0.127622 6.9 0.01207 s04723 p03975 NIA H3022G05 Mm.212763 RIKEN cDNA 2210412K09 gene 2210412K09Rik 4 76959

14.02 -1.796 -2.63 0.01207 0.127626 6.9 0.01207 s20400 p13891 NIA H3083C09 Mm.12286 Arachidonate 12-lipoxygenase Alox12 11 11684
11.65 -0.633 -2.63 0.01209 0.127744 6.9 0.01209 s00721 p06143 IMAGE 1450517 Mm.22505 Hydroxysteroid (17-beta) dehydrogenase 12 Hsd17b12 2 56348
15.45 0.681 2.63 0.0121 0.127744 6.9 0.0121 s15082 p16072 IMAGE 1886195 Mm.7457 Alanine-glyoxylate aminotransferase Agxt 1 11611

8.46 -0.964 -2.63 0.01209 0.127744 6.9 0.01209 s23664 p15367 NIA H3095G01 Mm.289936 Phosphoserine aminotransferase 1 Psat1 19 107272
12.65 -0.99 -2.63 0.01211 0.127795 6.9 0.01211 s06052 p03218 NIA H3018B07 Mm.314056 Tripartite motif protein 27 Trim27 13 19720



13.11 0.84 2.62 0.01219 0.128055 6.88 0.01219 s02305 p07643 IMAGE 602662 Mm.1752 SRY-box containing gene 5 Sox5 6 20678
9.46 -0.827 -2.62 0.01218 0.128055 6.88 0.01218 s03320 p01703 NIA H3010G09 Mm.123110 Spectrin beta 2 Spnb2 11 20742

12.83 -0.944 -2.62 0.01217 0.128055 6.89 0.01217 s03811 p01983 NIA H3011G08 Mm.23468 Similar to melanoma antigen, family A, 10; melanoma-associated antigen 10; MAGE-10 antigen X 434784
7.7 0.599 2.62 0.01219 0.128055 6.88 0.01219 s05446 p11935 NIA H3072G04 Mm.117809 RIKEN cDNA 5730421E18 gene 5730421E18Rik 2 66632

12.73 -0.868 -2.62 0.01217 0.128055 6.88 0.01217 s15553 p23518 NIA H3152F12 Mm.27372 Upstream regulatory element binding protein 1e Ureb1 X 59026
13.82 -0.742 -2.62 0.01218 0.128055 6.88 0.01218 s18221 p18820 NIA H3117D01 Mm.27839 DNA segment, Chr 19, ERATO Doi 721, expressed D19Ertd721e 19 225896

9.84 -0.64 -2.62 0.01217 0.128055 6.88 0.01217 s18915 p13157 CNS-CB CW0CG74YM12 Mm.36785 RIKEN cDNA 2010009L17 gene 2010009L17Rik 13;14 66549
9.43 -0.788 -2.62 0.01217 0.128055 6.88 0.01217 s18951 p20327 NIA H3128G09 Mm.272629 Ubiquitin specific protease 8 Usp8 2 84092
8.05 -0.639 -2.62 0.01219 0.128055 6.88 0.01219 s19284 p17527 NIA H3107G07 Mm.261122 Pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2 Plekha2 8 83436

8.3 -0.543 -2.62 0.01219 0.128055 6.88 0.01219 s19550 p17279 CNS-CB CW0CG106YK12 Mm.37274 RIKEN cDNA 2610002M06 gene 2610002M06Rik X 67028
7.79 0.689 2.62 0.01216 0.128055 6.89 0.01216 s22873 p22056 CNS-CB CW0CG47YG22 Mm.244426 High mobility group nucleosomal binding domain 3 Hmgn3 9 94353
8.73 -0.912 -2.62 0.01222 0.128106 6.87 0.01222 s00051 p07905 NIA H3043A05 Mm.87312 Glia maturation factor, beta Gmfb 14 63985
9.45 -0.733 -2.62 0.01221 0.128106 6.88 0.01221 s02563 p00464 NIA H3003H10 Mm.253564 Actinin, alpha 1 Actn1 12;3 109711

10.94 -0.911 -2.62 0.0122 0.128106 6.88 0.0122 s16904 p17590 NIA H3108F03 Mm.329866 CDNA sequence BC034834 BC034834 19 226143
9.8 -0.821 -2.62 0.01223 0.128106 6.87 0.01223 s17027 p14774 CNS-CB CW0CG96YO17 NA

8.08 -0.589 -2.62 0.01223 0.128106 6.87 0.01223 s18431 p18066 NIA H3111B03 NA
9.04 -0.66 -2.62 0.01222 0.128106 6.88 0.01222 s19881 p12656 CNS-CB CW0CG115YC09 NA

9.4 -0.71 -2.62 0.01223 0.128106 6.87 0.01223 s19884 p15468 CNS-CB CW0CG123YE13 Hs.371914 Bleomycin hydrolase BLMH 17 642
9.48 -0.76 -2.62 0.01223 0.128106 6.87 0.01223 s24499 p24068 NIA H3156D09 Mm.30038 Erythrocyte protein band 4.1 Epb4.1 4 269587

8.1 -0.63 -2.62 0.01226 0.128148 6.87 0.01226 s00826 p11752 NIA H3071H05 Mm.328944 Similar to Pyridoxal (pyridoxine, vitamin B6) kinase 17 435518
9.39 0.805 2.62 0.01227 0.128148 6.87 0.01227 s02159 p02009 NIA H3011A12 Mm.36726 Ladinin Lad1 1 16763

9.3 -0.892 -2.62 0.01225 0.128148 6.87 0.01225 s02913 p00470 NIA H3003F11 Mm.249311 Myosin IE Myo1e 9 71602
14.74 -0.832 -2.62 0.01225 0.128148 6.87 0.01225 s05918 p08088 NIA H3044H03 NA

8.97 -0.738 -2.62 0.01227 0.128148 6.87 0.01227 s18854 p20583 NIA H3130G05 Mm.2185 Budding uninhibited by benzimidazoles 1 homolog (S. cerevisiae) Bub1 2 12235
9.54 -0.569 -2.62 0.01227 0.128148 6.87 0.01227 s24209 p14877 NIA H3090E12 Mm.4480 Retinoblastoma binding protein 6 Rbbp6 7 19647
7.84 -0.542 -2.62 0.01229 0.128202 6.86 0.01229 s02575 p11216 NIA H3067H10 NA
9.22 -0.654 -2.62 0.01229 0.128202 6.86 0.01229 s02706 p03534 NIA H3019F10 NA

11.05 -0.618 -2.62 0.01228 0.128202 6.86 0.01228 s08435 p05465 NIA H3029A12 Mm.296338 Similar to proteasome alpha7/C8 subunit Psma3 12;6;16 19167
9.35 -0.706 -2.62 0.01229 0.128202 6.86 0.01229 s17415 p24193 NIA H3157A01 NA

10.11 -0.764 -2.62 0.01232 0.128346 6.86 0.01232 s19120 p21353 NIA H3135A06 Mm.262039 Capping protein (actin filament) muscle Z-line, alpha 2 Capza2 6 12343
8.34 -0.602 -2.62 0.01232 0.128346 6.86 0.01232 s19176 p21357 NIA H3135E06 Mm.29709 Origin recognition complex, subunit 6-like (S. cerevisiae) Orc6l 8 56452
8.45 -0.674 -2.62 0.01232 0.128346 6.86 0.01232 s23400 p17472 CNS-CB CW0CG34YP08 Rn.22342 Similar to mKIAA1046 protein 19 307774
8.52 -0.621 -2.62 0.01234 0.128476 6.86 0.01234 s10411 p07472 IMAGE 976407 Mm.223744 Kinesin family member 5B Kif5b 18;2 16573

13.34 -0.825 -2.62 0.01235 0.128524 6.85 0.01235 s02243 p02015 NIA H3011G12 Mm.280083 Ribosomal protein L4 Rpl4 9;11;1 67891
8.59 -0.592 -2.62 0.01236 0.128538 6.85 0.01236 s10151 p00825 NIA H3005A08 Mm.301204 E74-like factor 1 Elf1 14 13709

14.38 -0.865 -2.62 0.01237 0.128589 6.85 0.01237 s08629 p03650 NIA H3020B01 Mm.27308 ADP-ribosylation factor 6 Arf6 12 11845
10.04 -0.958 -2.62 0.01239 0.128723 6.85 0.01239 s06553 p00111 NIA H3002G02 Mm.218434 RIKEN cDNA 1810034M08 gene 1810034M08Rik 6 69786
15.42 -0.546 -2.62 0.01239 0.128723 6.85 0.01239 s13271 p24063 NIA H3156G08 NA

9.25 -0.791 -2.62 0.01241 0.128782 6.84 0.01241 s02115 p00977 IMAGE 1362313 Mm.331719 Beta-amyloid binding protein precursor Bbp 4;15 94043
7.92 -0.669 -2.62 0.01241 0.128782 6.84 0.01241 s03317 p11173 NIA H3067E05 NA
8.79 -0.648 -2.62 0.01242 0.128782 6.84 0.01242 s11654 p04635 NIA H3025C04 Mm.28376 Ral GEF with PH domain and SH3 binding motif 2 Ralgps2 1 78255
8.34 -0.518 -2.62 0.01242 0.128782 6.84 0.01242 s18385 p15242 NIA H3093B10 Mm.34606 HIV-1 Rev binding protein 2 Hrb2 10 52705

10.93 -0.876 -2.62 0.01244 0.128921 6.84 0.01244 s10528 p12332 NIA H3075D06 Mm.291743 Dodecenoyl-Coenzyme A delta isomerase (3,2 trans-enoyl-Coenyme A isomerase) Dci 17 13177
8.46 -0.579 -2.61 0.01245 0.129018 6.84 0.01245 s11655 p05407 NIA H3029G04 Mm.279985 Gem (nuclear organelle) associated protein 6 Gemin6 17;6 67242
10.6 -0.787 -2.61 0.01246 0.129018 6.84 0.01246 s21124 p22623 NIA H3145G08 Mm.290692 Transketolase Tkt 14 21881

7.7 -0.552 -2.61 0.01247 0.129051 6.83 0.01247 s02071 p11477 NIA H3069E07 NA
9.28 -1.002 -2.61 0.01247 0.129051 6.83 0.01247 s09581 p03877 NIA H3021E05 In multiple clusters NA
7.93 -0.681 -2.61 0.01247 0.129052 6.83 0.01247 s02664 p03022 IMAGE 1265276 Mm.272472 Histone aminotransferase 1 Hat1 2 107435
13.6 -1.017 -2.61 0.01256 0.129677 6.82 0.01256 s07271 p03952 NIA H3022H02 Mm.327368 Similar to Eno1 protein 4;2;18;3 433182
9.16 -0.891 -2.61 0.01256 0.129677 6.82 0.01256 s07950 p10561 NIA H3062A01 Mm.272221 CDC28 protein kinase 1b Cks1b 2 54124
8.15 -0.67 -2.61 0.01256 0.129677 6.82 0.01256 s11378 p07957 NIA H3043E11 Mm.34199 RIKEN cDNA 3300001M20 gene 3300001M20Rik 2 66926
8.84 -0.589 -2.61 0.01257 0.129677 6.82 0.01257 s16628 p21414 NIA H3136F01 Mm.277977 Syntaxin 16 Stx16 2 228960

13.55 -1.153 -2.61 0.01255 0.129677 6.82 0.01255 s17354 p19585 NIA H3123A01 Mm.196110 Hemoglobin alpha, adult chain 1 Hba-a1 11;4;17 15122
10.28 -0.73 -2.61 0.01254 0.129677 6.82 0.01254 s19147 p20335 NIA H3128G10 In multiple clusters NA

8.78 -0.681 -2.61 0.01258 0.129758 6.81 0.01258 s04228 p12458 NIA H3076B10 Mm.22252 TBC1 domain family, member 15 Tbc1d15 10 66687
9.59 -0.703 -2.61 0.01258 0.129758 6.81 0.01258 s24242 p19483 NIA H3122C12 In multiple clusters NA
9.84 -0.714 -2.61 0.0126 0.129799 6.81 0.0126 s01812 p05069 NIA H3027E10 Mm.27389 Vacuolar protein sorting 41 (yeast) Vps41 13 218035
8.92 -0.549 -2.61 0.0126 0.129799 6.81 0.0126 s06102 p10396 NIA H3061D04 Mm.784 Neighbor of Brca1 gene 1 Nbr1 11 17966

7.9 0.515 2.61 0.0126 0.129799 6.81 0.0126 s18458 p17048 NIA H3104H07 Mm.156432 Dedicator of cytokinesis 9 Dock9 14 105445
7.61 0.635 2.61 0.01266 0.130032 6.8 0.01266 s04188 p01456 IMAGE 582162 Mm.251075 CDNA sequence BC030440 BC030440 10 210035

10.81 -0.907 -2.61 0.01265 0.130032 6.8 0.01265 s07454 p04470 NIA H3024F07 Mm.41502 Fumarate hydratase 1 Fh1 1 14194
10.31 -0.972 -2.61 0.01264 0.130032 6.81 0.01264 s10705 p07474 IMAGE 493400 Mm.2159 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP3 Bnip3 7 12176

9.74 0.818 2.61 0.01265 0.130032 6.8 0.01265 s10758 p04914 IMAGE 1177655 Mm.200196 Interleukin 15 receptor, alpha chain Il15ra 2 16169
10.49 -0.597 -2.61 0.01264 0.130032 6.81 0.01264 s20633 p22089 NIA H3141A02 Mm.291762 RIKEN cDNA 2700089E24 gene 2700089E24Rik 6 381820

9.96 -0.562 -2.61 0.01265 0.130032 6.8 0.01265 s22650 p23097 NIA H3149A08 In multiple clusters NA
8.49 -0.544 -2.61 0.01267 0.130152 6.8 0.01267 s21268 p14146 IMAGE 567853 Mm.152699 MAD homolog 2 (Drosophila) Smad2 18 17126
8.01 0.763 2.61 0.01268 0.130152 6.8 0.01268 s23982 p24337 CNS-CB CW0CG23YA23 Mm.251356 Parvin, gamma Parvg 15 64099
9.57 -0.687 -2.61 0.01269 0.130205 6.8 0.01269 s17188 p21436 NIA H3136D04 Mm.156432 Dedicator of cytokinesis 9 Dock9 14 105445

11.84 -0.808 -2.61 0.01269 0.130205 6.8 0.01269 s17429 p23685 NIA H3153E09 Mm.29182 Transaldolase 1 Taldo1 7 21351
8.52 -0.591 -2.61 0.01273 0.130474 6.79 0.01273 s02320 p08925 NIA H3050E12 NA
9.08 -0.702 -2.6 0.01276 0.130692 6.78 0.01276 s01715 p05827 NIA H3031C09 Mm.27063 Thyroid hormone receptor interactor 6 Trip6 5 22051
9.43 -0.753 -2.6 0.01276 0.130692 6.79 0.01276 s07478 p00888 NIA H3006H03 Mm.159552 Angiomotin-like 1 Amotl1 9 75723
8.95 0.671 2.6 0.01276 0.130692 6.79 0.01276 s24169 p16157 NIA H3099E04 Mm.18889 Park2 co-regulated Pacrg 17 69310
7.39 0.412 2.6 0.01277 0.130692 6.78 0.01277 s24724 p24596 empty NA
8.45 0.797 2.6 0.01278 0.13074 6.78 0.01278 s19538 p19579 CNS-CB CW0CG25YL03 NA
8.44 -0.69 -2.6 0.01279 0.130762 6.78 0.01279 s10755 p02102 IMAGE 573112 Mm.100940 Catechol-O-methyltransferase Comt 16 12846
9.15 -0.743 -2.6 0.01281 0.130888 6.78 0.01281 s00180 p10465 IMAGE 1885695 Mm.18213 Transforming growth factor, beta 2 Tgfb2 1 21808

8.6 -0.715 -2.6 0.01281 0.130888 6.78 0.01281 s07989 p07491 NIA H3040C01 Mm.358878 Myeloid/lymphoid or mixed-lineage leukemia 3 Mll3 5 231051
7.87 -0.556 -2.6 0.01285 0.131271 6.77 0.01285 s02348 p08927 NIA H3050G12 NA

10.02 -0.609 -2.6 0.01286 0.131271 6.77 0.01286 s13606 p23024 NIA H3148H10 Mm.294783 BCL2-associated transcription factor 1 Bclaf1 10 72567
8.87 -0.857 -2.6 0.0129 0.131424 6.76 0.0129 s05153 p00149 NIA H3002E07 Mm.41933 Pitrilysin metalloprotease 1 Pitrm1 13 69617
8.65 -1.401 -2.6 0.01289 0.131424 6.76 0.01289 s07055 p11643 CNS-CB CW0CG76YO23 Rn.4099 Developmentally regulated protein TPO1 Tpo1 2 170907
8.45 -0.889 -2.6 0.01291 0.131424 6.76 0.01291 s15130 p20688 CNS-CB CW0CG66YD03 Rn.4099 Developmentally regulated protein TPO1 Tpo1 2 170907
8.91 0.783 2.6 0.01291 0.131424 6.76 0.01291 s15447 p17106 NIA H3105B03 Mm.218533 Ribosomal protein L7-like 1 Rpl7l1 17 66229
9.14 -0.72 -2.6 0.01288 0.131424 6.77 0.01288 s17373 p23681 NIA H3153A09 Mm.177520 RIKEN cDNA 4933425L03 gene 4933425L03Rik 12 71169

9.5 -0.829 -2.6 0.0129 0.131424 6.76 0.0129 s19508 p17785 IMAGE 890983 Mm.280594 Death effector domain-containing DNA binding protein 2 Dedd2 7 67379
10.48 -0.84 -2.6 0.0129 0.131424 6.76 0.0129 s21992 p22311 NIA H3143G05 Mm.22565 RIKEN cDNA 9130011J15 gene 9130011J15Rik 8 66818
12.87 -1.1 -2.6 0.01294 0.131684 6.76 0.01294 s14666 p19669 NIA H3123E11 Mm.276367 Epidermal growth factor-containing fibulin-like extracellular matrix protein 2 Efemp2 19 58859
11.35 -0.806 -2.6 0.01294 0.131696 6.76 0.01294 s23375 p20282 NIA H3128B04 Mm.4067 Liver-specific bHLH-Zip transcription factor Lisch7 7 54135

9.85 -0.782 -2.6 0.01296 0.131768 6.75 0.01296 s06924 p06521 IMAGE 598512 Mm.293599 Armadillo repeat gene deleted in velo-cardio-facial syndrome Arvcf 16 11877
8.76 -0.686 -2.6 0.01296 0.131768 6.75 0.01296 s12651 p20453 CNS-CB CW0CG99YJ19 Mm.34641 Autocrine motility factor receptor Amfr 8 23802

9.3 -0.678 -2.6 0.01297 0.131768 6.75 0.01297 s25087 p24092 NIA H3156D12 Mm.285993 Calmodulin 1 Calm1 12;1 12313
14.32 -0.968 -2.6 0.01298 0.131809 6.75 0.01298 s15496 p22494 NIA H3144F04 Mm.263355 EST AI197291 Prdm5 6 70779
11.48 -0.794 -2.6 0.01299 0.131845 6.75 0.01299 s09555 p05667 IMAGE 1383735 Mm.185453 RIKEN cDNA 1700012D14 gene Eif4g2 7;5;16 13690

8.17 0.921 2.6 0.013 0.131933 6.75 0.013 s08091 p11337 NIA H3068A02 Mm.80609 Suppressor of hairy wing homolog 2 (Drosophila) Suhw2 10 64453
12.06 -1.026 -2.6 0.01301 0.131933 6.74 0.01301 s14414 p19657 NIA H3123A10 Mm.263639 Signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 Stam2 2 56324

8.06 0.654 2.6 0.01301 0.131933 6.75 0.01301 s18644 p21148 NIA H3134D04 Mm.196605 Hexokinase 1 Hk1 10 15275
10.13 -0.704 -2.6 0.01303 0.132048 6.74 0.01303 s11928 p12294 NIA H3075F01 Mm.38951 Succinate-Coenzyme A ligase, ADP-forming, beta subunit Sucla2 14 20916
11.14 0.968 2.6 0.01305 0.132112 6.74 0.01305 s12613 p23525 IMAGE 475264 Mm.256858 Dynein, cytoplasmic, light chain 1 Dnclc1 5;9;19 56455

9.54 -0.595 -2.6 0.01304 0.132112 6.74 0.01304 s22215 p21549 NIA H3137E06 Mm.120151 CDNA sequence BC043098 BC043098 1 214469
10.21 -0.952 -2.6 0.01304 0.132112 6.74 0.01304 s22578 p20543 IGBMC Mouse_mSHP (small heterodimer partner) Mm.346759 Nuclear receptor subfamily 0, group B, member 2 Nr0b2 4 23957
10.29 -0.994 -2.59 0.01312 0.132151 6.73 0.01312 s01214 p08184 NIA H3045H03 Mm.28999 RIKEN cDNA 0610033H09 gene 0610033H09Rik 4 66077

8.17 -0.792 -2.59 0.01308 0.132151 6.73 0.01308 s01704 p08899 NIA H3050C09 NA
8.64 0.734 2.59 0.01311 0.132151 6.73 0.01311 s02097 p09687 NIA H3055G11 NA
7.79 -0.453 -2.59 0.01309 0.132151 6.73 0.01309 s05586 p11908 NIA H3072D01 NA

9.1 -0.894 -2.59 0.01311 0.132151 6.73 0.01311 s05601 p00386 NIA H3003B01 Mm.273418 Melanoma associated antigen (mutated) 1 Mum1 10 68114
9.11 -0.737 -2.59 0.0131 0.132151 6.73 0.0131 s08107 p00587 NIA H3004C02 NA
8.77 -0.604 -2.6 0.01307 0.132151 6.73 0.01307 s08704 p08520 NIA H3047H09 NA
7.86 -0.6 -2.59 0.0131 0.132151 6.73 0.0131 s11216 p01293 IMAGE 635117 Mm.86772 Junction-mediating and regulatory protein Jmy 13 57748
8.25 -0.637 -2.6 0.01307 0.132151 6.74 0.01307 s13224 p19195 CNS-CB CW0CG92YD16 Mm.18466 RIKEN cDNA 1110002N22 gene 1110002N22Rik 11 68550
9.63 -0.713 -2.59 0.01311 0.132151 6.73 0.01311 s15080 p14280 NIA H3086H09 Mm.22261 Neuroepithelial cell transforming gene 1 Net1 13 56349
9.47 -1.071 -2.59 0.01311 0.132151 6.73 0.01311 s15891 p12975 CNS-CB CW0CG57YD05 Mm.276618 ATPase, H+ transporting, V1 subunit C, isoform 1 Atp6v1c1 15 66335
10.6 -0.77 -2.6 0.01307 0.132151 6.73 0.01307 s21798 p24160 CNS-CB CW0CG119YC18 Mm.38244 Nipsnap homolog 3A (C. elegans) Nipsnap3a 4 66536

10.33 -0.828 -2.59 0.01315 0.132404 6.72 0.01315 s00221 p09455 NIA H3054G06 Mm.132788 RIKEN cDNA A430081F14 gene Mef2a 7 17258
12.31 -0.918 -2.59 0.01315 0.132404 6.72 0.01315 s06440 p12389 NIA H3076E01 Mm.37562 Polymerase (DNA-directed), delta 3, accessory subunit Pold3 7 67967

9.45 -0.558 -2.59 0.01318 0.132461 6.72 0.01318 s02268 p12505 CNS-CB CW0CG107YH18 Mm.30300 CEA-related cell adhesion molecule 10 Ceacam10 7 26366
13.75 0.738 2.59 0.01319 0.132461 6.72 0.01319 s03119 p09438 NIA H3054F04 Mm.210134 Ribosomal protein S6 kinase, polypeptide 1 Rps6kb1 11 72508

8.5 -0.675 -2.59 0.01319 0.132461 6.72 0.01319 s04181 p07342 NIA H3039F06 NA
10.86 -0.973 -2.59 0.01319 0.132461 6.72 0.01319 s10586 p00822 NIA H3005F07 NA

7.7 -0.477 -2.59 0.01318 0.132461 6.72 0.01318 s17090 p20672 CNS-CB CW0CG121YP03 Mm.1500 Minichromosome maintenance deficient 4 homolog (S. cerevisiae) Mcm4 16 17217
8.77 -0.681 -2.59 0.01318 0.132461 6.72 0.01318 s17755 p14737 CNS-CB CW0CG96YG14 Mm.41933 Pitrilysin metalloprotease 1 Pitrm1 13 69617

10.47 0.741 2.59 0.01317 0.132461 6.72 0.01317 s21258 p17220 CNS-CB CW0CG105YK12 Rn.8075 Glioma tumor suppressor candidate region gene 2 LOC292624 1 292624
12.33 1.329 2.59 0.01325 0.132897 6.71 0.01325 s08439 p09049 NIA H3051A04 Mm.10137 Interleukin 16 Il16 7 16170

8.26 -0.634 -2.59 0.01326 0.132897 6.7 0.01326 s09531 p09249 NIA H3052A05 Mm.30496 RIKEN cDNA 1200007D18 gene 1200007D18Rik 17 67458
7.68 0.613 2.59 0.01326 0.132897 6.7 0.01326 s12034 p06672 IMAGE 633283 Mm.29755 Inner centromere protein Incenp 19 16319
8.55 -0.577 -2.59 0.01326 0.132897 6.71 0.01326 s12835 p21743 NIA H3138G06 Mm.286885 CDNA sequence BC037112 BC037112 5 231128

10.54 -0.582 -2.59 0.01324 0.132897 6.71 0.01324 s19038 p22891 NIA H3147C06 Mm.5134 Glutamate receptor, ionotropic, kainate 1 Grik1 16 14805
11.7 -0.851 -2.59 0.01327 0.132928 6.7 0.01327 s24648 p18960 NIA H3118H06 Mm.34871 Inhibitor of DNA binding 2 Idb2 12;16 15902
8.42 -0.633 -2.59 0.01329 0.13302 6.7 0.01329 s10935 p00826 NIA H3005B08 NA
8.54 -0.723 -2.59 0.01329 0.13302 6.7 0.01329 s16654 p19624 NIA H3123H05 Mm.287450 Transformation related protein 53 binding protein 2 Trp53bp2 1 209456
7.77 0.592 2.59 0.01333 0.133076 6.69 0.01333 s00092 p06627 IMAGE 458123 Mm.29407 Von Hippel-Lindau syndrome homolog Vhlh 6 22346

10.51 1.025 2.59 0.01331 0.133076 6.7 0.01331 s02437 p00200 IMAGE 722134 Mm.330510 Serum amyloid P-component Apcs 1 20219
8.53 -0.693 -2.59 0.01333 0.133076 6.69 0.01333 s09559 p09251 NIA H3052C05 Mm.185144 O-sialoglycoprotein endopeptidase-like 1 Osgepl1 1 72085

10.67 -0.687 -2.59 0.0133 0.133076 6.7 0.0133 s10389 p00042 NIA H3001B06 Mm.276096 RIKEN cDNA 9330177P20 gene 9330177P20Rik 4 100177
9.41 -0.792 -2.59 0.01333 0.133076 6.69 0.01333 s19154 p13679 NIA H3082G06 Mm.316536 ADP-ribosylation factor interacting protein 1 Arfip1 3 99889

13.63 -1.197 -2.59 0.01332 0.133076 6.7 0.01332 s20407 p20039 NIA H3126G09 Mm.196110 Hemoglobin alpha, adult chain 1 Hba-a1 11;4;17 15122
8.24 -0.677 -2.59 0.01334 0.133094 6.69 0.01334 s10146 p08255 NIA H3045G12 Mm.25059 Jumonji, AT rich interactive domain 2 Jarid2 13 16468
9.01 -0.762 -2.59 0.01334 0.133094 6.69 0.01334 s19546 p13695 NIA H3082G08 Mm.60590 Myosin X Myo10 15 17909
8.81 -0.786 -2.59 0.01338 0.133231 6.69 0.01338 s03821 p10943 NIA H3065G12 Mm.253156 Erythrocyte protein band 4.1-like 5 Epb4.1l5 1 226352
8.23 -0.745 -2.59 0.01339 0.133231 6.69 0.01339 s06959 p00637 NIA H3004E08 NA
8.96 -0.741 -2.59 0.01337 0.133231 6.69 0.01337 s16207 p20407 NIA H3129G07 Mm.301039 Nuclear receptor coactivator 1 Ncoa1 12;17 17977
9.91 -0.939 -2.59 0.01337 0.133231 6.69 0.01337 s18780 p17822 CNS-CB CW0CG82YD18 Mm.347964 Fumarylacetoacetate hydrolase domain containing 1 Fahd1 17 68636

11.22 -0.772 -2.59 0.01338 0.133231 6.69 0.01338 s23709 p18691 NIA H3116C09 Mm.357762 Protocadherin 7 Pcdh7 5 54216
13.21 -1.166 -2.59 0.01337 0.133231 6.69 0.01337 s23967 p23825 NIA H3155A03 Mm.25157 RIKEN cDNA 2410001C21 gene 2410001C21Rik 2 66404

8.32 -1.338 -2.59 0.0134 0.133311 6.68 0.0134 s22024 p13863 NIA H3083G05 Mm.155172 DNA segment, Chr 8, ERATO Doi 620, expressed D8Ertd620e 8 52423
8.97 -0.757 -2.58 0.01341 0.13332 6.68 0.01341 s13842 p20982 NIA H3133F07 Mm.229287 RIKEN cDNA B130017I01 gene B130017I01Rik 3 214137
8.35 -0.607 -2.58 0.01341 0.13332 6.68 0.01341 s24279 p14621 NIA H3089E04 In multiple clusters NA

12.56 -0.687 -2.58 0.01343 0.133386 6.68 0.01343 s11637 p02331 NIA H3013C04 Mm.40828 Sequestosome 1 Sqstm1 11 18412
9.11 -0.81 -2.58 0.01343 0.133386 6.68 0.01343 s20534 p20807 NIA H3131G09 Mm.259653 RAS p21 protein activator 1 Rasa1 13 218397
9.07 -0.63 -2.58 0.01347 0.133753 6.67 0.01347 s24730 p16920 NIA H3103H03 Mm.102752 Core 1 UDP-galactose:N-acetylgalactosamine-alpha-R beta 1,3-galactosyltransferase C1galt1 6 94192
8.66 -0.683 -2.58 0.01348 0.133787 6.67 0.01348 s19315 p20341 NIA H3128E11 Mm.41496 Candidate tumor suppressor OVCA2 Ovca2 11 246257

10.09 -0.626 -2.58 0.01349 0.133829 6.67 0.01349 s04819 p02177 NIA H3012A09 Mm.3941 Eukaryotic translation initiation factor 4E Eif4e 3;X 13684
9.06 -0.718 -2.58 0.01351 0.133934 6.67 0.01351 s12171 p03864 NIA H3021H03 Mm.905 Ras suppressor protein 1 Rsu1 2 20163
9.48 -0.602 -2.58 0.01351 0.133934 6.67 0.01351 s20715 p20303 NIA H3128G06 Mm.262056 Expressed sequence AW050020 AW050020 11 268420
7.28 -0.377 -2.58 0.01352 0.133981 6.66 0.01352 s13104 p25077 empty NA

11.64 1.156 2.58 0.01353 0.134033 6.66 0.01353 s09055 p09044 NIA H3051D03 Mm.246398 TCDD-inducible poly(ADP-ribose) polymerase Tiparp 3 99929
8.72 -0.838 -2.58 0.01357 0.134306 6.66 0.01357 s09553 p03875 NIA H3021C05 Mm.275554 RIKEN cDNA 1100001D10 gene 1100001D10Rik 5 68420
9.72 -0.97 -2.58 0.01357 0.134313 6.66 0.01357 s10145 p07483 IMAGE 598246 Mm.325827 G1 to S phase transition 1 Gspt1 16 14852

10.96 -0.908 -2.58 0.01364 0.134773 6.65 0.01364 s03674 p04791 NIA H3026G11 Mm.182912 Growth hormone inducible transmembrane protein Ghitm 14 66092
8.42 1.292 2.58 0.01364 0.134773 6.65 0.01364 s14341 p16331 IMAGE 2192692 Mm.155520 Endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor 7 Edg7 3 65086
7.84 -0.562 -2.58 0.01363 0.134773 6.65 0.01363 s17643 p14481 NIA H3088A11 Mm.19073 RIKEN cDNA 9430080K19 gene 9430080K19Rik 1 68120
8.15 -0.597 -2.58 0.01363 0.134773 6.65 0.01363 s18803 p13468 NIA H3081D04 Mm.33285 Basic leucine zipper nuclear factor 1 Blzf1 1 66352
9.52 0.728 2.58 0.01364 0.134773 6.65 0.01364 s24758 p17170 NIA H3105B11 Mm.334532 RIKEN cDNA 4930555F03 gene 4930555F03Rik 8 75359
8.72 -0.85 -2.58 0.01365 0.134779 6.64 0.01365 s18925 p22117 NIA H3141E05 Mm.34720 RIKEN cDNA C030027K23 gene C030027K23Rik 14 77419

11.22 -0.754 -2.58 0.01368 0.135027 6.64 0.01368 s21079 p20317 NIA H3128E08 Mm.157216 Expressed sequence C78541 C78541 15 97961
9.31 -0.688 -2.58 0.0137 0.135139 6.64 0.0137 s01982 p06867 IMAGE 573868 Mm.74596 RAB10, member RAS oncogene family Rab10 12;4 19325

10.56 -0.737 -2.58 0.01371 0.135201 6.64 0.01371 s14459 p21963 NIA H3140C10 Mm.149438 Mitochondrial tumor suppressor 1 Mtus1 8 102103
7.76 0.671 2.58 0.01374 0.135421 6.63 0.01374 s24859 p20498 CNS-CB CW0CG120YI05 Mm.106343 Zinc finger protein, subfamily 1A, 2 (Helios) A730095J18Rik 1 319462
8.57 -0.651 -2.57 0.01383 0.135532 6.62 0.01383 s00045 p02529 IMAGE 1281964 Mm.3789 Plexin A1 Plxna1 6 18844

10.26 -0.723 -2.57 0.01383 0.135532 6.62 0.01383 s02607 p01998 NIA H3011F10 Mm.3074 Ubiquitin-conjugating enzyme E2L 3 Ube2l3 10;16;3 22195
9.65 -0.668 -2.57 0.01379 0.135532 6.62 0.01379 s03893 p00445 NIA H3003E08 Mm.9563 RIKEN cDNA D930043N17 gene 1500031M22Rik 13 66254

9 0.777 2.57 0.01377 0.135532 6.63 0.01377 s05193 p10903 NIA H3065G07 NA
9.15 0.707 2.57 0.01378 0.135532 6.62 0.01378 s06788 p10101 NIA H3059E03 NA
8.52 -0.725 -2.57 0.0138 0.135532 6.62 0.0138 s06808 p02935 NIA H3016G07 Mm.59167 RIKEN cDNA 5033403D15 gene Mllt4 17 17356
7.77 -0.596 -2.57 0.01383 0.135532 6.62 0.01383 s06814 p08311 NIA H3046G07 Mm.29854 Histone deacetylase 6 Hdac6 X 15185
9.45 -0.948 -2.57 0.01384 0.135532 6.62 0.01384 s08543 p02137 NIA H3012A04 Mm.2824 Ectonucleoside triphosphate diphosphohydrolase 1 Entpd1 19 12495
8.16 0.65 2.57 0.01384 0.135532 6.62 0.01384 s10219 p11048 CNS-CB CW0CG42YO01 Mm.10486 Similar to Endothelial cells scavenger receptor precursor (Acetyl LDL receptor) (Scavenger receptor class F member 1) Scarf1 11 380713

8.5 -0.77 -2.57 0.01379 0.135532 6.62 0.01379 s13934 p15868 CNS-CB CW0CG116YA07 Rn.8622 Pumilio homolog 2 (Drosophila) Pum2 6 298874
7.38 0.415 2.57 0.01381 0.135532 6.62 0.01381 s19250 p24183 empty NA
9.09 -0.616 -2.57 0.01383 0.135532 6.62 0.01383 s19286 p19319 NIA H3121G03 Mm.226295 RIKEN cDNA 1810074P20 gene 1810074P20Rik 4 67490
8.01 -0.55 -2.57 0.01383 0.135532 6.62 0.01383 s20134 p13688 NIA H3082H07 Mm.173187 Transcribed locus 11 NA
9.74 0.729 2.57 0.01378 0.135532 6.63 0.01378 s20544 p17733 NIA H3109E09 Mm.196288 RIKEN cDNA 4931407K02 gene 4931407K02Rik 15 77627

10.07 -0.676 -2.57 0.01377 0.135532 6.63 0.01377 s20890 p13653 NIA H3082E03 Mm.240434 Programmed cell death 8 Pdcd8 X 26926



10.94 -0.845 -2.57 0.01382 0.135532 6.62 0.01382 s23347 p20032 NIA H3126H08 NA
10.38 -0.657 -2.57 0.01377 0.135532 6.63 0.01377 s24961 p23326 NIA H3150F12 Mm.150686 BRCA2 and CDKN1A interacting protein Bccip 7 66165
10.88 -0.856 -2.57 0.01385 0.135535 6.61 0.01385 s00254 p01257 IMAGE 3585399 Mm.236017 Carboxyl ester lipase Cel 2 12613
12.09 -0.806 -2.57 0.01386 0.135535 6.61 0.01386 s21570 p20566 NIA H3130F03 Mm.19187 Prothymosin alpha Ptma 1;3;14;8;18 19231

7.72 -0.591 -2.57 0.01386 0.135535 6.61 0.01386 s21727 p24146 CNS-CB CW0CG118YP04 Rn.23425 Similar to pleckstrin homology, Sec7 and coiled-coil domains, binding protein 3 311047
14.33 -1.001 -2.57 0.01386 0.135535 6.61 0.01386 s23026 p20780 NIA H3131D06 Mm.73091 Ankyrin repeat, SAM and basic leucine zipper domain containing 1 Asz1 6 74068
11.68 1.021 2.57 0.01388 0.135679 6.61 0.01388 s03796 p01471 IMAGE 4195968 Mm.1593 Lecithin cholesterol acyltransferase Lcat 8 16816

9.16 -0.646 -2.57 0.01392 0.135902 6.6 0.01392 s04096 p06818 IMAGE 619185 Mm.181824 Apoptosis inhibitor 5 Api5 2 11800
9.89 -0.61 -2.57 0.01393 0.135902 6.6 0.01393 s06990 p03451 NIA H3027D08 Mm.258051 Nucleoporin like 1 Nupl1 14;10 71844
8.04 -0.495 -2.57 0.01392 0.135902 6.6 0.01392 s10095 p00573 IMAGE 643515 Mm.321452 Germ cell-less homolog (Drosophila) Gcl 6 23885

11.17 -0.841 -2.57 0.01392 0.135902 6.6 0.01392 s20433 p18497 NIA H3114A09 Mm.28853 Pituitary tumor-transforming 1 interacting protein Pttg1ip 10 108705
7.44 0.494 2.57 0.01393 0.135902 6.6 0.01393 s24663 p20490 CNS-CB CW0CG90YF24 Rn.98391 Similar to hypothetical protein FLJ35681 1 308990
8.82 -0.596 -2.57 0.01397 0.13608 6.6 0.01397 s03028 p03036 IMAGE 1263800 Mm.235542 TAF4A RNA polymerase II, TATA box binding protein (TBP)-associated factor Taf4a 2 228980
8.62 -0.648 -2.57 0.01397 0.13608 6.6 0.01397 s11000 p08451 NIA H3047C01 Mm.330870 RIKEN cDNA 1600027N09 gene 1600027N09Rik 2 73247
8.08 -0.614 -2.57 0.01396 0.13608 6.6 0.01396 s11396 p12051 IMAGE 1107244 NA
8.81 -0.501 -2.57 0.01396 0.13608 6.6 0.01396 s14813 p13017 CNS-CB CW0CG73YM04 Mm.22453 Mannan-binding lectin serine protease 2 Masp2 4 17175
7.56 -0.436 -2.57 0.01399 0.136185 6.59 0.01399 s10847 p09022 IMAGE 820137 Mm.290897 CD6 antigen Cd6 19 12511
7.74 -0.513 -2.57 0.01399 0.136187 6.59 0.01399 s13176 p14077 NIA H3085E08 Mm.10996 Hypothetical gene supported by AK048221 17 433065
9.23 -0.717 -2.57 0.01402 0.136211 6.59 0.01402 s09196 p10322 IMAGE 536420 Mm.18517 RAS p21 protein activator 3 Rasa3 8 19414
8.87 -0.633 -2.57 0.01402 0.136211 6.59 0.01402 s12185 p03604 IMAGE 2192252 In multiple clusters NA

10.18 -0.704 -2.57 0.01402 0.136211 6.59 0.01402 s13481 p23780 NIA H3154D09 Mm.288602 RIKEN cDNA D230014I24 gene Jarid1a 6 214899
8.72 -0.608 -2.57 0.01402 0.136211 6.59 0.01402 s15550 p20954 NIA H3133B04 Mm.252156 Transcription factor 20 Tcf20 15 21411
9.06 -0.758 -2.57 0.01401 0.136211 6.59 0.01401 s23654 p19459 NIA H3122C09 Mm.354445 RIKEN cDNA 5730530J16 gene 5730530J16Rik 3 70642
7.98 -0.563 -2.57 0.01406 0.136281 6.58 0.01406 s02002 p11735 NIA H3071G03 Mm.39496 Zinc finger protein, multitype 2 Zfpm2 15 22762
8.61 -0.622 -2.57 0.01407 0.136281 6.58 0.01407 s09721 p03881 NIA H3021A06 Mm.61682 RIKEN cDNA 2610528A17 gene 2610528A17Rik 5 72542
9.07 -0.815 -2.56 0.0141 0.136281 6.58 0.0141 s11131 p00769 NIA H3005A01 Mm.240619 Coiled-coil domain containing 2 Ccdc2 4;10 67694
9.23 -0.748 -2.57 0.01405 0.136281 6.58 0.01405 s12493 p03868 NIA H3021D04 Mm.342115 RIKEN cDNA 2310040A13 gene 2310040A13Rik 12 69641

13.98 -1.09 -2.56 0.01409 0.136281 6.58 0.01409 s16142 p24497 NIA H3159A03 NA
8.52 -0.56 -2.57 0.01408 0.136281 6.58 0.01408 s17897 p16285 NIA H3100E08 Mm.291037 Preimplantation protein 3 Prei3 1 19070

11.31 -0.878 -2.56 0.0141 0.136281 6.58 0.0141 s18698 p19360 NIA H3121H08 NA
10.84 -0.762 -2.56 0.01411 0.136281 6.58 0.01411 s18966 p20839 NIA H3132G01 NA
10.98 0.898 2.56 0.0141 0.136281 6.58 0.0141 s19019 p18025 CNS-CB CW0CG101YN09 Mm.328807 Leucyl/cystinyl aminopeptidase Lnpep 17 240028

9.23 -0.747 -2.57 0.01406 0.136281 6.58 0.01406 s19415 p21625 CNS-CB CW0CG98YJ02 Rn.98549 Transcribed locus 18 NA
8.25 -0.521 -2.56 0.01409 0.136281 6.58 0.01409 s19517 p12921 NIA H3078A08 Mm.139830 RIKEN cDNA 2700059D21 gene 2700059D21Rik 4 67185

10.23 -0.771 -2.57 0.01405 0.136281 6.58 0.01405 s20471 p14407 NIA H3088G01 NA
8.17 -0.659 -2.56 0.01409 0.136281 6.58 0.01409 s22153 p16169 NIA H3099A06 Mm.130260 RIKEN cDNA 5730419I09 gene 5730419I09Rik 6 74741
9.63 0.777 2.57 0.01407 0.136281 6.58 0.01407 s22796 p15394 NIA H3095B05 Mm.220821 Stabilin 1 Stab1 14 192187

13.44 -1.32 -2.56 0.01413 0.136463 6.57 0.01413 s19651 p20322 NIA H3128B09 Mm.18845 Superkiller viralicidic activity 2-like (S. cerevisiae ) Skiv2l 17 108077
11.28 -0.959 -2.56 0.01414 0.136481 6.57 0.01414 s18156 p22662 NIA H3146F01 Mm.757 Ras homolog gene family, member A Rhoa 9 11848

9.66 -0.675 -2.56 0.01415 0.136524 6.57 0.01415 s14195 p24003 NIA H3156C01 Mm.360460 Transcribed locus, moderately similar to NP_795929.1 RIKEN cDNA 8030475D13 gene [Mus musculus] NA
9.14 -0.681 -2.56 0.01416 0.136628 6.57 0.01416 s15804 p22693 NIA H3146E05 Mm.29536 RIKEN cDNA 4933435A13 gene 4933435A13Rik 11 74467
8.61 -0.741 -2.56 0.01417 0.136649 6.57 0.01417 s19186 p17513 NIA H3107A06 Mm.85101 Transcribed locus X NA
7.86 -0.689 -2.56 0.01419 0.136735 6.56 0.01419 s20019 p23672 NIA H3153H07 Mm.239904 Similar to a disintegrin-like and metalloprotease (reprolysin type) with thrombospondin type 1 motif, 17 preproprotein 7 233332
8.89 0.704 2.56 0.01419 0.136743 6.56 0.01419 s06006 p11926 NIA H3072F03 Mm.183110 Thymidine kinase 2, mitochondrial Tk2 8 57813
8.63 -0.594 -2.56 0.01421 0.136899 6.56 0.01421 s18257 p12684 NIA H3077D02 Mm.291447 RIKEN cDNA 4122401K19 gene 4122401K19Rik 19 74333
8.22 -0.458 -2.56 0.01422 0.136922 6.56 0.01422 s03047 p07902 NIA H3043F04 NA
8.76 -0.583 -2.56 0.01423 0.136948 6.56 0.01423 s09574 p10533 IMAGE 1025265 Mm.124328 RIKEN cDNA D130067C23 gene Sp3 2 20687
8.23 0.571 2.56 0.01426 0.137169 6.55 0.01426 s07167 p11366 NIA H3068F05 NA
8.04 -0.521 -2.56 0.01427 0.137169 6.55 0.01427 s15063 p24258 NIA H3157B09 In multiple clusters NA

13.75 -1.08 -2.56 0.01427 0.137169 6.55 0.01427 s24514 p24078 NIA H3156F10 Mm.6743 Nuclear factor, erythroid derived 2,-like 1 Nfe2l1 11;16 18023
9.4 -0.673 -2.56 0.01428 0.137199 6.55 0.01428 s20117 p23666 NIA H3153B07 Mm.242646 Ubiquitin specific protease 9, X chromosome Usp9x X 22284

8.31 -0.75 -2.56 0.01428 0.137199 6.55 0.01428 s20242 p22910 NIA H3147F08 Mm.294783 BCL2-associated transcription factor 1 Bclaf1 10 72567
13.93 0.963 2.56 0.01429 0.13722 6.55 0.01429 s04001 p09636 NIA H3055D05 Mm.205421 Fibronectin type III domain containing 3 Fndc3 14;6 319448

8.13 -0.493 -2.56 0.01431 0.137296 6.55 0.01431 s05515 p11144 NIA H3067H01 Mm.44153 Oxysterol binding protein-like 3 Osbpl3 6 71720
10.78 -0.757 -2.56 0.01433 0.137381 6.54 0.01433 s20155 p20594 NIA H3130B07 Mm.331491 Heterogeneous nuclear ribonucleoprotein A3 Hnrpa3 2 229279

10.2 -0.765 -2.56 0.01432 0.137381 6.55 0.01432 s21320 p22600 NIA H3145H05 Mm.196330 DNA segment, Chr 17, ERATO Doi 288, expressed D17Ertd288e 17 80880
10.17 -0.682 -2.56 0.01435 0.137488 6.54 0.01435 s09790 p03375 IMAGE 640728 Mm.295284 Erythrocyte protein band 7.2 Epb7.2 2 13830

8.91 -0.632 -2.56 0.01435 0.137488 6.54 0.01435 s14779 p20443 NIA H3129C12 Mm.341243 Pumilio 2 (Drosophila) Pum2 12 80913
9.17 -0.636 -2.56 0.01435 0.137488 6.54 0.01435 s21823 p21598 NIA H3137F12 Mm.287329 Zinc finger, CW-type with coiled-coil domain 3 Zcwcc3 16 338467
8.17 -0.739 -2.56 0.01437 0.137557 6.54 0.01437 s00667 p07931 NIA H3043C08 NA

11.99 -1.247 -2.56 0.01438 0.137627 6.54 0.01438 s06274 p00869 NIA H3006E01 NA
7.96 -0.6 -2.56 0.01439 0.137627 6.54 0.01439 s06566 p11883 CNS-CB CW0CG86YB09 Rn.37673 Similar to mKIAA1256 protein Un 313934

8.4 -0.574 -2.56 0.01439 0.137627 6.53 0.01439 s18086 p22918 NIA H3147F09 Mm.88364 RIKEN cDNA D130072O21 gene D130072O21Rik 8 102143
9.43 -0.884 -2.56 0.01439 0.137627 6.53 0.01439 s24480 p19202 NIA H3120B01 Mm.260158 Coronin, actin binding protein 1C Coro1c 5 23790
8.08 -0.585 -2.56 0.01441 0.137722 6.53 0.01441 s24233 p23577 CNS-CB CW0CG104YD17 Rn.76252 Transcribed locus 2 NA
14.1 -1.114 -2.56 0.01442 0.137761 6.53 0.01442 s08137 p02381 NIA H3013E10 Mm.277870 Sorting nexin 3 Snx3 10 54198
8.14 -0.752 -2.55 0.01445 0.137847 6.53 0.01445 s11085 p09477 NIA H3054E09 Mm.31317 Expressed sequence C88045 C88045 8 97485

12.45 -0.759 -2.55 0.01444 0.137847 6.53 0.01444 s13634 p23274 NIA H3150B06 Mm.274180 Pyrroline-5-carboxylate reductase family, member 2 Pycr2 1 69051
11.11 -0.757 -2.56 0.01443 0.137847 6.53 0.01443 s13742 p19444 NIA H3122D07 Mm.209419 RIKEN cDNA D330004O07 gene Hspa9a 18;X 15526

9.91 -1.237 -2.55 0.01448 0.138115 6.52 0.01448 s02466 p01222 NIA H3007F09 Mm.315118 CDNA sequence BC010304 BC010304 13;11 218236
10.69 -0.551 -2.55 0.01448 0.138115 6.52 0.01448 s19737 p22120 NIA H3141H05 NA

7.83 -0.486 -2.55 0.01449 0.138161 6.52 0.01449 s10626 p11576 NIA H3070H07 NA
10.8 -1.046 -2.55 0.01451 0.138218 6.52 0.01451 s05526 p08072 NIA H3044H01 Mm.287443 Mitochondrial ribosomal protein S18A Mrps18a 17 68565
9.98 -0.62 -2.55 0.01452 0.138276 6.52 0.01452 s12821 p22251 NIA H3142C10 Mm.1100 Inhibin alpha Inha 1 16322

10.96 -1.629 -2.55 0.01452 0.138276 6.52 0.01452 s14612 p21457 NIA H3136A07 Mm.277792 Procollagen, type I, alpha 2 Col1a2 6 12843
9.36 -0.512 -2.55 0.01454 0.138338 6.51 0.01454 s02384 p02760 NIA H3015H09 Mm.220843 Expressed sequence AW550801 AW550801 11 104662
7.91 -0.543 -2.55 0.01454 0.138338 6.51 0.01454 s04676 p12478 NIA H3076F12 Mm.196208 Regulator of G-protein signaling 12 Rgs12 5 71729
9.51 0.962 2.55 0.01455 0.138338 6.51 0.01455 s06284 p09829 NIA H3057E05 Mm.4420 Protein tyrosine phosphatase, non-receptor type 21 Ptpn21 12 24000

8.2 -0.839 -2.55 0.01455 0.138338 6.51 0.01455 s06641 p03949 NIA H3022E02 Mm.246869 RIKEN cDNA 8430423A01 gene 8430423A01Rik 1;10 98415
7.98 -0.564 -2.55 0.01457 0.138411 6.51 0.01457 s04037 p04002 NIA H3022B09 Mm.29389 Tensin like C1 domain-containing phosphatase Tenc1 15 209039

12.15 -1.04 -2.55 0.01457 0.138411 6.51 0.01457 s15953 p18603 NIA H3115C10 Mm.248081 RIKEN cDNA 2700019D07 gene 2700019D07Rik 10 72580
8.36 -0.64 -2.55 0.01458 0.138411 6.51 0.01458 s19969 p16494 IMAGE 3471137 Mm.319684 DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 26 Ddx26 14 18130
7.83 -0.708 -2.55 0.01459 0.138464 6.51 0.01459 s02966 p10460 NIA H3061D12 NA

10.36 -0.956 -2.55 0.01459 0.138464 6.51 0.01459 s04707 p01921 NIA H3011A01 Mm.268710 Acyl-Coenzyme A thioesterase 2, mitochondrial Acate2 X;15 56360
11.52 -1.078 -2.55 0.01461 0.138596 6.5 0.01461 s09890 p04659 NIA H3025C07 NA

8.35 0.619 2.55 0.01463 0.138663 6.5 0.01463 s07572 p10102 NIA H3059F03 Mm.247566 Myeloid ecotropic viral integration site-related gene 1 Mrg1 2 17536
8.26 -0.531 -2.55 0.01465 0.138663 6.5 0.01465 s14050 p19708 NIA H3124D04 Mm.88829 Caspase 9 Casp9 4 12371
9.14 -0.748 -2.55 0.01465 0.138663 6.5 0.01465 s19101 p16239 NIA H3100G02 Mm.17742 Transcribed locus NA
7.97 -0.849 -2.55 0.01465 0.138663 6.5 0.01465 s21990 p20519 CNS-CB CW0CG90YN06 Rn.46714 NADPH oxidase 1 Nox1 114243
8.06 -0.644 -2.55 0.01464 0.138663 6.5 0.01464 s22555 p12863 CNS-CB CW0CG56YB23 NA

14.81 -0.839 -2.55 0.01465 0.138663 6.5 0.01465 s23417 p19776 NIA H3124H12 Mm.273538 Tubulin, beta 5 Tubb5 17 22154
7.77 -0.511 -2.55 0.01466 0.138667 6.5 0.01466 s22920 p14120 CNS-CB CW0CG84YJ12 Rn.7482 Transcribed locus 2 NA
7.76 -0.718 -2.55 0.01468 0.138767 6.49 0.01468 s16326 p13753 IMAGE 444023 Mm.4875 Hypothetical protein A930024N18 Dll1 17 13388

10.49 -0.801 -2.55 0.01468 0.138767 6.49 0.01468 s24675 p18190 NIA H3112F06 Mm.247788 Chaperonin subunit 2 (beta) Cct2 10 12461
8.37 0.664 2.55 0.01472 0.1391 6.49 0.01472 s06077 p00154 NIA H3002B08 NA
7.56 0.496 2.55 0.01475 0.13911 6.48 0.01475 s01433 p03838 IMAGE 1023674 Mm.39905 Copine V Cpne5 17 240058
8.12 -0.737 -2.55 0.01475 0.13911 6.48 0.01475 s02390 p08136 NIA H3044H09 Mm.214959 Expressed sequence BB128963 BB128963 7 233315
9.63 -0.657 -2.55 0.01473 0.13911 6.49 0.01473 s03653 p11185 NIA H3067A07 Mm.29194 Potassium channel modulatory factor 1 Kcmf1 6 74287
7.74 -0.6 -2.55 0.01475 0.13911 6.48 0.01475 s08228 p08783 NIA H3049G06 NA
8.04 -0.654 -2.55 0.01475 0.13911 6.48 0.01475 s08606 p08537 NIA H3047A12 In multiple clusters NA

8.3 -0.621 -2.55 0.01475 0.13911 6.48 0.01475 s13120 p14327 NIA H3087G03 Mm.306018 RIKEN cDNA A530082C11 gene A530082C11Rik 4 320541
8.35 -1.007 -2.55 0.01479 0.139405 6.48 0.01479 s19073 p16237 NIA H3100E02 Mm.227198 Rho GTPase activating protein 9 Arhgap9 10 216445
7.53 0.503 2.54 0.01482 0.139531 6.47 0.01482 s16504 p22440 CNS-CB CW0CG22YB01 Rn.49205 Transcribed locus 20 NA
9.37 -0.531 -2.54 0.01482 0.139531 6.47 0.01482 s16506 p24232 NIA H3157H05 Mm.291874 Gene model 111, (NCBI) Gm111 2 227656
8.77 -0.64 -2.54 0.01482 0.139531 6.47 0.01482 s17074 p19388 NIA H3121D12 Mm.25856 Similar to General transcription factor 3C polypeptide 3 (Transcription factor IIIC-gamma subunit) (TF3C-gamma) (TFIIIC 102 kDa subunit) (TF 1 227109
8.34 -0.664 -2.54 0.01485 0.139666 6.47 0.01485 s01022 p11760 NIA H3071H06 NA

10.02 -0.982 -2.54 0.01484 0.139666 6.47 0.01484 s07874 p04423 NIA H3024G01 Mm.5048 Minichromosome maintenance deficient 5, cell division cycle 46 (S. cerevisiae) Mcm5 8 17218
13.86 -1.111 -2.54 0.01486 0.139699 6.47 0.01486 s04021 p02470 NIA H3014F09 Mm.3676 RIKEN cDNA 2310061A22 gene 2310061A22Rik 6 66964

7.94 -0.499 -2.54 0.01487 0.139729 6.47 0.01487 s25059 p24090 NIA H3156B12 Mm.247210 Fukuyama type congenital muscular dystrophy homolog (human) Fcmd 4 246179
14.92 0.635 2.54 0.0149 0.139985 6.46 0.0149 s08196 p05197 NIA H3028E02 Mm.1541 Syntrophin, acidic 1 Snta1 2 20648

9.43 -0.652 -2.54 0.01492 0.140114 6.46 0.01492 s17721 p22163 NIA H3141C11 Mm.4944 Interleukin 3 receptor, alpha chain Il3ra 14 16188
9.75 -0.624 -2.54 0.01497 0.140593 6.45 0.01497 s02035 p04307 NIA H3023C11 Mm.196371 Cell division cycle and apoptosis regulator 1 Ccar1 10 67500

11.03 -0.976 -2.54 0.015 0.140799 6.45 0.015 s21950 p23136 NIA H3149H12 Mm.3868 YY1 transcription factor Yy1 12 22632
10.98 -0.686 -2.54 0.01505 0.140851 6.44 0.01505 s02383 p01988 NIA H3011D09 In multiple clusters NA

8.29 0.543 2.54 0.01502 0.140851 6.45 0.01502 s02853 p09686 NIA H3055F11 Mm.349782 Transcribed locus 8 NA
8.76 -0.61 -2.54 0.01502 0.140851 6.45 0.01502 s03529 p00177 NIA H3002A11 Mm.138321 G patch domain containing 2 Gpatc2 1 67769
8.38 0.736 2.54 0.01504 0.140851 6.44 0.01504 s08988 p12366 NIA H3075F10 NA
8.29 -0.674 -2.54 0.01502 0.140851 6.45 0.01502 s10534 p04656 NIA H3025H06 NA

9.3 -0.635 -2.54 0.01506 0.140851 6.44 0.01506 s11991 p05388 NIA H3029D02 Mm.329277 Ubiquitin specific protease 14 Usp14 18 59025
14.99 -0.81 -2.54 0.01505 0.140851 6.44 0.01505 s19621 p18280 NIA H3113H05 Mm.249110 Small nuclear ribonucleoprotein E Snrpe 1;2 20643
11.26 -0.837 -2.54 0.01503 0.140851 6.44 0.01503 s23489 p22330 NIA H3143B08 Mm.260256 Eukaryotic translation initiation factor 4, gamma 1 Eif4g1 16 208643

8.94 -0.827 -2.54 0.01505 0.140851 6.44 0.01505 s23531 p21505 NIA H3137A01 Mm.126976 Tousled-like kinase 2 (Arabidopsis) Tlk2 11 24086
9.93 -0.708 -2.54 0.01509 0.141105 6.44 0.01509 s16030 p24495 NIA H3159G02 Mm.292510 RAS-related C3 botulinum substrate 1 Rac1 5;8;15;6;14 19353

14.18 -0.758 -2.54 0.01515 0.14116 6.43 0.01515 s06236 p05278 NIA H3028F12 Mm.17436 Tripartite motif protein 37 Trim37 11 68729
9.91 -0.873 -2.54 0.01515 0.14116 6.43 0.01515 s08740 p02886 NIA H3016F01 Mm.272206 MAP kinase-activated protein kinase 5 Mapkapk5 5 17165
9.24 -0.724 -2.54 0.0151 0.14116 6.44 0.0151 s15971 p21679 CNS-CB CW0CG45YJ23 Mm.28528 RWD domain containing 1 Rwdd1 10;4 66521

11.46 -1.02 -2.54 0.01511 0.14116 6.43 0.01511 s16281 p23481 NIA H3152A08 In multiple clusters NA
10.72 -1.111 -2.54 0.01514 0.14116 6.43 0.01514 s16491 p23720 NIA H3154H01 Mm.284505 Splicing factor, arginine/serine-rich 14 Sfrs14 8 234373

8.76 -0.67 -2.54 0.01514 0.14116 6.43 0.01514 s18714 p20892 NIA H3132D08 Mm.10281 Kelch-like 5 (Drosophila) Klhl5 5 71778
9.53 -0.71 -2.54 0.01514 0.14116 6.43 0.01514 s22544 p15165 CNS-CB CW0CG123YB16 Mm.36575 Archease Arch 4;5 67106
8.97 -0.625 -2.54 0.01514 0.14116 6.43 0.01514 s23878 p19469 NIA H3122E10 Mm.246440 SM-11044 binding protein Smbp 19;13;2 107358
8.95 -0.59 -2.54 0.01515 0.14116 6.43 0.01515 s24221 p12825 CNS-CB CW0CG54YA13 NA

15.18 -0.619 -2.54 0.01514 0.14116 6.43 0.01514 s24760 p18962 NIA H3118B07 Mm.196595 Group specific component Gc 5 14473
13.73 0.892 2.54 0.01516 0.141221 6.43 0.01516 s08485 p00093 NIA H3001E12 NA

7.79 -0.6 -2.53 0.01524 0.141849 6.42 0.01524 s08086 p06733 NIA H3036E02 NA
7.91 -0.632 -2.53 0.01525 0.141908 6.42 0.01525 s08812 p05192 NIA H3028H01 Mm.17031 POU domain, class 5, transcription factor 1 Pou5f1 17;1 18999
9.84 -0.767 -2.53 0.01528 0.141924 6.41 0.01528 s05138 p11671 CNS-CB CW0CG77YF14 Mm.294457 RIKEN cDNA 2310047H23 gene 2310047H23Rik 13 69672
7.85 -0.597 -2.53 0.01527 0.141924 6.41 0.01527 s05935 p11410 NIA H3068B11 NA
7.68 -0.575 -2.53 0.01526 0.141924 6.41 0.01526 s07056 p12415 NIA H3076G04 Mm.313930 RIKEN cDNA 2900092N22 gene 2900092N22Rik 2 73107

9.7 0.724 2.53 0.01526 0.141924 6.41 0.01526 s24589 p16144 NIA H3099H02 Mm.24621 Transcription factor CP2-like 1 Tcfcp2l1 1 81879
8.05 -0.602 -2.53 0.01528 0.141924 6.41 0.01528 s24803 p20246 NIA H3127F11 Mm.213406 RIKEN cDNA A230065J02 gene A230065J02Rik 14 319568

11.59 -1.052 -2.53 0.0153 0.142018 6.41 0.0153 s15564 p21216 NIA H3134H12 NA
8.3 -0.56 -2.53 0.0153 0.142018 6.41 0.0153 s23164 p18744 CNS-CB CW0CG118YF17 Rn.12115 Transcribed locus 3 NA

10.47 -0.63 -2.53 0.01532 0.142066 6.41 0.01532 s10320 p01572 NIA H3009D05 Mm.359946 Transcribed locus, strongly similar to NP_032521.1 lectin, galactose binding, soluble 1 [Mus musculus] NA
8.94 -0.893 -2.53 0.01531 0.142066 6.41 0.01531 s23886 p13833 NIA H3083A02 NA
9.17 -0.618 -2.53 0.01534 0.142178 6.4 0.01534 s02095 p07895 NIA H3043G03 Mm.24765 Ring finger protein 20 Rnf20 4 109331
7.85 -0.54 -2.53 0.01539 0.142557 6.4 0.01539 s05767 p11404 NIA H3068D10 Mm.41044 Solute carrier family 4 (anion exchanger), member 4 Slc4a4 5 54403
9.38 -0.763 -2.53 0.0154 0.142557 6.4 0.0154 s08267 p05459 NIA H3029C11 Mm.3118 ARP1 actin-related protein 1 homolog A (yeast) Actr1a 19 54130
7.65 -0.504 -2.53 0.01538 0.142557 6.4 0.01538 s09063 p04178 IMAGE 1243540 Mm.306038 CDNA sequence BC005471 BC005471 9 235050
7.92 -0.484 -2.53 0.01541 0.142557 6.39 0.01541 s09072 p12118 NIA H3073F03 Mm.95244 NACHT, leucine rich repeat and PYD containing 4B Nalp4b 7 210045
8.94 -0.665 -2.53 0.0154 0.142557 6.39 0.0154 s16680 p17580 NIA H3108D02 Mm.87271 Cytochrome P450, family 2, subfamily j, polypeptide 9 Cyp2j9 4 74519
8.35 -0.807 -2.53 0.01541 0.142557 6.39 0.01541 s19729 p14952 NIA H3091H09 Mm.250265 Aryl hydrocarbon receptor nuclear translocator Arnt 3 11863
8.67 -0.65 -2.53 0.01543 0.142679 6.39 0.01543 s02224 p10201 NIA H3060A04 Mm.180734 Replication protein A1 Rpa1 11 68275
7.81 -0.4 -2.53 0.01545 0.142731 6.39 0.01545 s08491 p05469 NIA H3029E12 Mm.31374 Hypothetical protein E130101M22 Acac 11;12 107476

11.72 -0.784 -2.53 0.01545 0.142731 6.39 0.01545 s11578 p11549 NIA H3070E04 Mm.38951 Succinate-Coenzyme A ligase, ADP-forming, beta subunit Sucla2 14 20916
11.45 -0.838 -2.53 0.01545 0.142731 6.39 0.01545 s21693 p18520 NIA H3114H11 Mm.29490 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 2 Ctdsp2 10 52468

9.56 -0.89 -2.53 0.01546 0.142784 6.39 0.01546 s11877 p03842 NIA H3021B01 Mm.40796 Apical protein, Xenopus laevis-like Apxl X 110380
11.81 -0.753 -2.53 0.01548 0.142822 6.38 0.01548 s12607 p18149 NIA H3112E01 Mm.249110 Small nuclear ribonucleoprotein E Snrpe 1;2 20643
11.31 -1.321 -2.53 0.01547 0.142822 6.39 0.01547 s18166 p19588 NIA H3123D01 Mm.275150 Tnf receptor-associated factor 7 Traf7 17 224619
10.66 -0.846 -2.53 0.0155 0.143009 6.38 0.0155 s22945 p23338 NIA H3151B02 Mm.29744 Solute carrier family 29 (nucleoside transporters), member 1 Slc29a1 17 63959

7.52 -0.9 -2.53 0.01552 0.143102 6.38 0.01552 s14728 p24795 empty NA
8.18 -0.71 -2.52 0.01556 0.143374 6.37 0.01556 s18426 p13462 NIA H3081F03 Mm.254438 Similar to bromodomain containing protein 1; BR140-like gene Brd1 15 223770

14.56 -0.943 -2.52 0.01561 0.143787 6.37 0.01561 s16226 p24503 NIA H3159G03 Mm.124316 Tissue factor pathway inhibitor Tfpi 2 21788
12.57 -0.743 -2.52 0.01561 0.143787 6.37 0.01561 s19066 p22893 NIA H3147E06 Mm.2180 Heat shock protein 1, beta Hspcb 17 15516

8 -0.623 -2.52 0.01565 0.143852 6.36 0.01565 s13506 p21218 CNS-CB CW0CG87YE18 Mm.371617 RIKEN cDNA 2310008M20 gene 2310008M20Rik 3 66361
8.01 -0.761 -2.52 0.01564 0.143852 6.36 0.01564 s15154 p17354 NIA H3106B10 Mm.290563 Centromere autoantigen A Cenpa 5 12615
7.95 -0.648 -2.52 0.01563 0.143852 6.36 0.01563 s15782 p16033 CNS-CB CW0CG116YM06 Rn.8003 Transcribed locus 16 NA
8.86 0.593 2.52 0.01564 0.143852 6.36 0.01564 s16079 p18097 NIA H3111A07 Mm.262059 Chromobox homolog 5 (Drosophila HP1a) Cbx5 15 12419
9.71 -0.59 -2.52 0.01563 0.143852 6.36 0.01563 s16347 p20411 NIA H3129C08 Mm.21175 Expressed sequence AW552001 AW552001 7 83485
8.14 -0.7 -2.52 0.01568 0.144003 6.36 0.01568 s07018 p03453 NIA H3058D08 Mm.218233 Myosin heavy chain 10, non-muscle Myh10 11 77579
8.68 0.788 2.52 0.01567 0.144003 6.36 0.01567 s18498 p15768 NIA H3097H03 Mm.1650 Extracellular proteinase inhibitor Expi 11 14038

9.7 -0.613 -2.52 0.0157 0.144143 6.36 0.0157 s11458 p04627 NIA H3025C03 NA
13.82 -1.426 -2.52 0.0157 0.144143 6.36 0.0157 s20801 p21847 NIA H3139G07 Mm.275452 H2-K region expressed gene 6 H2-Ke6 17 14979
10.37 -0.654 -2.52 0.01574 0.144351 6.35 0.01574 s11963 p05386 NIA H3029B02 In multiple clusters NA
14.97 -0.642 -2.52 0.01573 0.144351 6.35 0.01573 s15242 p20944 NIA H3133H02 NA

8.47 -0.902 -2.52 0.01579 0.144742 6.34 0.01579 s04103 p00932 NIA H3006D09 Mm.23044 RIKEN cDNA 9630050M13 gene 9630050M13Rik 2 269233
9.86 -0.638 -2.52 0.0158 0.144843 6.34 0.0158 s19119 p20333 NIA H3128E10 Mm.16974 Ubiquitin specific protease 47 Usp47 7 74996

8.6 -1.207 -2.52 0.01583 0.145048 6.34 0.01583 s02465 p00450 NIA H3003B09 Mm.205421 Fibronectin type III domain containing 3 Fndc3 14;6 319448
12.25 -0.89 -2.52 0.01589 0.145536 6.33 0.01589 s14665 p18897 NIA H3117A11 Mm.42247 RNA binding motif, single stranded interacting protein 2 Rbms2 10 56516

8.95 -0.821 -2.52 0.0159 0.145562 6.33 0.0159 s01977 p02263 IMAGE 835384 Mm.17031 POU domain, class 5, transcription factor 1 Pou5f1 17;1 18999
8.49 -0.662 -2.52 0.0159 0.145562 6.33 0.0159 s11246 p03087 NIA H3017G02 Mm.290407 Nucleosome assembly protein 1-like 1 Nap1l1 10;1;3 53605
9.44 -0.691 -2.52 0.01591 0.145573 6.33 0.01591 s05096 p12431 NIA H3076G06 Mm.293120 Signal transducer and activator of transcription 2 Stat2 10 20847
9.78 -0.817 -2.52 0.01592 0.145608 6.33 0.01592 s03542 p11701 CNS-CB CW0CG77YO01 Mm.21961 ATPase, H+ transporting, lysosomal accessory protein 1 Atp6ap1 X 54411



15.27 -0.518 -2.51 0.01596 0.145629 6.32 0.01596 s00380 p01775 IMAGE 607588 Mm.282900 PDZ and LIM domain 3 Pdlim3 8 53318
9.22 0.811 2.51 0.01595 0.145629 6.32 0.01595 s03180 p01445 IMAGE 4504659 Mm.22633 Diacylglycerol O-acyltransferase 1 Dgat1 15 13350

9.1 -0.697 -2.52 0.01593 0.145629 6.33 0.01593 s07671 p11136 CNS-CB CW0CG45YA17 Mm.33957 Membrane-spanning 4-domains, subfamily A, member 4B Ms4a4b 19 60361
10.49 -0.708 -2.51 0.01595 0.145629 6.32 0.01595 s11404 p06167 NIA H3033G03 Mm.12758 FK506 binding protein 4 Fkbp4 6 14228

9.38 -0.623 -2.51 0.01593 0.145629 6.33 0.01593 s13964 p17662 NIA H3108F12 Mm.7286 C-terminal binding protein 1 Ctbp1 5 13016
8.79 -0.742 -2.51 0.01597 0.145629 6.32 0.01597 s14129 p14791 NIA H3090G01 Mm.76694 RIKEN cDNA 1110067D22 gene 1110067D22Rik 11 216551

13.13 -0.813 -2.51 0.01597 0.145629 6.32 0.01597 s14714 p24285 NIA H3157E12 Mm.289463 Transcribed locus, strongly similar to XP_485110.1 similar to RIKEN cDNA 3300002I08 [Mus musculus] 2 NA
10.26 -0.673 -2.51 0.01596 0.145629 6.32 0.01596 s18305 p18572 NIA H3115D06 Mm.271765 Arrestin domain containing 3 Arrdc3 13 105171

8.52 -0.934 -2.51 0.016 0.145632 6.32 0.016 s04770 p08321 NIA H3046A09 Mm.3894 FK506 binding protein 10 Fkbp10 11 14230
11.66 -0.736 -2.51 0.016 0.145632 6.32 0.016 s05197 p02453 NIA H3014E07 Mm.27800 RIKEN cDNA 1810029G24 gene 1810029G24Rik 18 66286

9.38 -0.818 -2.51 0.01602 0.145632 6.31 0.01602 s08183 p05707 IMAGE 582096 Mm.261270 Interferon activated gene 203 Ifi203 1 15950
8.58 0.787 2.51 0.01602 0.145632 6.31 0.01602 s09718 p01069 IMAGE 2631680 NA
8.23 -0.691 -2.51 0.01603 0.145632 6.31 0.01603 s11339 p11529 NIA H3070A02 Mm.275839 Janus kinase 2 Jak2 19 16452
7.68 -0.433 -2.51 0.01598 0.145632 6.32 0.01598 s12179 p11032 NIA H3066H11 Mm.272226 MutS homolog 4 (E. coli) Msh4 3 55993
8.92 -0.943 -2.51 0.016 0.145632 6.32 0.016 s15975 p13229 CNS-CB CW0CG93YL20 Mm.277705 WD repeat domain 33 Wdr33 18 74320
9.15 -0.82 -2.51 0.016 0.145632 6.32 0.016 s16220 p19127 CNS-CB CW0CG40YC22 Mm.19893 Glutamine fructose-6-phosphate transaminase 1 Gfpt1 6 14583

15.07 -0.539 -2.51 0.01599 0.145632 6.32 0.01599 s20560 p19265 NIA H3120A09 NA
7.99 -0.599 -2.51 0.01601 0.145632 6.31 0.01601 s25035 p14620 NIA H3089D04 Mm.45506 Naked cuticle 2 homolog (Drosophila) Nkd2 13 72293
7.35 0.419 2.51 0.01605 0.145771 6.31 0.01605 s19488 p24703 empty NA
9.06 -0.855 -2.51 0.01607 0.14592 6.31 0.01607 s20165 p16502 CNS-CB CW0CG58YA04 NA
8.52 -0.669 -2.51 0.01608 0.14593 6.31 0.01608 s16002 p24493 NIA H3159E02 Mm.25300 MARVEL (membrane-associating) domain containing 2 Marveld2 13 218518
7.95 -0.654 -2.51 0.01609 0.145974 6.31 0.01609 s04719 p00391 NIA H3003G01 Mm.227598 Protein kinase C binding protein 1 Prkcbp1 2 228880
9.65 -0.817 -2.51 0.01609 0.145974 6.3 0.01609 s08027 p04419 NIA H3024C01 Mm.258530 Ubiquitin-like 1 (sentrin) activating enzyme E1A Uble1a 7 56459
9.15 -0.577 -2.51 0.01611 0.146042 6.3 0.01611 s19355 p18291 NIA H3113C07 Mm.291824 Transmembrane protein 32 Tmem32 X 236792
7.94 -0.543 -2.51 0.01612 0.146072 6.3 0.01612 s14940 p14022 NIA H3085F01 Mm.35764 RIKEN cDNA 1110003E08 gene 1110003E08Rik 5 68473
7.97 0.548 2.51 0.01612 0.146072 6.3 0.01612 s19718 p17254 CNS-CB CW0CG106YC22 Mm.27109 RIKEN cDNA 2810004A10 gene 2810004A10Rik 14 69933

10.08 -0.792 -2.51 0.01615 0.146241 6.3 0.01615 s09743 p11311 CNS-CB CW0CG52YL11 Rn.90191 Janus kinase 1 Jak1 5 84598
12.02 -1.031 -2.51 0.01616 0.146267 6.3 0.01616 s11168 p08711 NIA H3048G09 Mm.3227 Inter-alpha trypsin inhibitor, heavy chain 1 Itih1 14 16424
11.67 -0.822 -2.51 0.01616 0.146267 6.3 0.01616 s12629 p12775 CNS-CB CW0CG115YI01 NA

8.28 -0.732 -2.51 0.01617 0.146267 6.3 0.01617 s17092 p22464 CNS-CB CW0CG22YG12 Rn.14503 Unknown mRNA sequence 11 NA
12.4 -0.896 -2.51 0.01618 0.146343 6.29 0.01618 s07789 p03964 NIA H3022D04 Mm.271178 ADP-ribosylation factor-like 10C Arl10c 6 67166

13.68 -0.556 -2.51 0.0162 0.146499 6.29 0.0162 s21287 p18242 NIA H3113B01 Mm.208924 Sex comb on midleg homolog 1 Scmh1 4 29871
9.45 -0.647 -2.51 0.01621 0.14652 6.29 0.01621 s05099 p01937 NIA H3011A03 Mm.258431 Protein-L-isoaspartate (D-aspartate) O-methyltransferase 1 Pcmt1 10;3 18537
8.23 0.648 2.51 0.01623 0.146527 6.29 0.01623 s02113 p11219 NIA H3067C11 Mm.39874 Low density lipoprotein-related protein 12 Lrp12 15 239393

10.42 -0.618 -2.51 0.01623 0.146527 6.29 0.01623 s08392 p05205 NIA H3028E03 Mm.273765 RIKEN cDNA 9030221M09 gene 9030221M09Rik 5;Y 320951
9.62 -0.804 -2.51 0.01622 0.146527 6.29 0.01622 s11668 p05145 IMAGE 907551 Mm.196581 Mitogen activated protein kinase 1 Mapk1 16 26413
8.66 1.987 2.51 0.01624 0.146598 6.29 0.01624 s06839 p05749 IMAGE 1383198 Mm.260084 Eukaryotic translation initiation factor 4A2 Eif4a2 16;15 13682
7.98 -0.518 -2.51 0.01629 0.146998 6.28 0.01629 s05124 p12179 NIA H3073C11 Mm.113877 Glycine receptor, alpha 2 subunit Glra2 X 237213

11.26 -0.615 -2.51 0.01633 0.147044 6.28 0.01633 s01148 p12526 CNS-CB CW0CG107YN13 Hs.465224 Asparaginyl-tRNA synthetase NARS 18 4677
8.73 -0.637 -2.5 0.01633 0.147044 6.27 0.01633 s04041 p07586 IMAGE 598302 Mm.3868 YY1 transcription factor Yy1 12 22632
9.63 -0.732 -2.51 0.01631 0.147044 6.28 0.01631 s04845 p00387 NIA H3003C01 Mm.325307 RIKEN cDNA 1110032D12 gene 1110032D12Rik 5;9;10;15 56334
8.13 -0.56 -2.5 0.01633 0.147044 6.27 0.01633 s11664 p01561 NIA H3009A04 Mm.219429 Serine (or cysteine) proteinase inhibitor, clade B, member 9c Serpinb9c 13 20707

12.95 -0.819 -2.51 0.01632 0.147044 6.28 0.01632 s15638 p24544 empty NA
9.72 -0.709 -2.51 0.01631 0.147044 6.28 0.01631 s15739 p14501 CNS-CB CW0CG89YA06 Hs.434888 Ring finger protein 44 RNF44 5 22838
8.47 0.604 2.5 0.01635 0.147084 6.27 0.01635 s02462 p10690 NIA H3063B05 NA

7.9 0.529 2.5 0.01641 0.147328 6.26 0.01641 s00484 p06643 IMAGE 368526 Mm.808 Mago-nashi homolog, proliferation-associated (Drosophila) Magoh 4 17149
8.72 -0.75 -2.5 0.01641 0.147328 6.27 0.01641 s01647 p07875 NIA H3043C01 Mm.8924 RIKEN cDNA A130034M23 gene A130034M23Rik 16 320759
9.59 -0.66 -2.5 0.01642 0.147328 6.26 0.01642 s02527 p05830 NIA H3031F09 Mm.294783 BCL2-associated transcription factor 1 Bclaf1 10 72567
9.91 -0.609 -2.5 0.01641 0.147328 6.27 0.01641 s08233 p00081 NIA H3001A11 Mm.341742 Gephyrin Gphn 12 268566
9.44 -0.791 -2.5 0.01641 0.147328 6.26 0.01641 s09622 p03115 NIA H3017C06 Mm.293628 Protein phosphatase 1, regulatory (inhibitor) subunit 15b Ppp1r15b 1 108954
8.05 -0.522 -2.5 0.01639 0.147328 6.27 0.01639 s09981 p11061 IMAGE 1023585 Mm.360634 Transcribed locus NA
8.25 -0.626 -2.5 0.01638 0.147328 6.27 0.01638 s11692 p01563 NIA H3009C04 NA
9.37 -0.803 -2.5 0.01642 0.147328 6.26 0.01642 s18251 p20112 CNS-CB CW0CG89YD23 Mm.311549 ATPase, H+ transporting, V1 subunit D Atp6v1d 12 73834
8.61 -0.746 -2.5 0.01643 0.147357 6.26 0.01643 s01581 p10945 NIA H3066A01 Mm.117896 Pericentriolar material 1 Pcm1 8 18536
9.99 -0.81 -2.5 0.01643 0.147357 6.26 0.01643 s19381 p16501 CNS-CB CW0CG58YA02 Rn.1880 Similar to Proline synthetase associated 16 306544
9.86 -0.669 -2.5 0.01644 0.147392 6.26 0.01644 s18490 p20882 NIA H3132B07 Mm.142655 Jumonji, AT rich interactive domain 1C (Rbp2 like) Jarid1c X 20591
9.47 -0.817 -2.5 0.01646 0.147464 6.26 0.01646 s21598 p20568 NIA H3130H03 Mm.357521 Flavoprotein oxidoreductase MICAL3 Mical3 6 194401

14.47 -0.993 -2.5 0.01649 0.147626 6.25 0.01649 s18689 p23454 NIA H3152F04 Mm.22699 Selenoprotein P, plasma, 1 Sepp1 15 20363
8.45 -0.549 -2.5 0.01649 0.147626 6.26 0.01649 s24421 p16386 IMAGE 407886 Mm.219001 Peroxisomal acyl-CoA thioesterase 2B Pte2b 12 171282

8.7 0.48 2.5 0.01654 0.147937 6.25 0.01654 s00023 p07655 IMAGE 598518 Mm.35687 Caspase 7 Casp7 19;4 12369
7.84 -0.52 -2.5 0.01654 0.147937 6.25 0.01654 s10969 p06204 NIA H3033D08 NA

12.33 -0.804 -2.5 0.01654 0.147937 6.25 0.01654 s12719 p18405 IMAGE 1925177 Mm.324550 RIKEN cDNA 1300002A08 gene 1300002A08Rik 8 66887
9.11 -0.565 -2.5 0.01658 0.148251 6.24 0.01658 s07592 p02936 NIA H3016H07 Mm.12932 Bloom syndrome homolog (human) Blm 7 12144
8.16 0.752 2.5 0.01659 0.148289 6.24 0.01659 s19157 p16491 IMAGE 3501093 Mm.46493 Endothelial differentiation, sphingolipid G-protein-coupled receptor, 5 Edg5 9 14739
9.62 -0.857 -2.5 0.0166 0.148347 6.24 0.0166 s01166 p03568 IMAGE 2136264 NA
8.33 -0.599 -2.5 0.01666 0.148793 6.23 0.01666 s01077 p10992 NIA H3066H06 NA

10.12 -0.574 -2.5 0.0167 0.148986 6.23 0.0167 s00336 p12523 CNS-CB CW0CG107YN06 Mm.274346 Protein tyrosine kinase 9-like (A6-related protein) Ptk9l 9 23999
8.83 -0.705 -2.5 0.01671 0.148986 6.23 0.01671 s06760 p10099 NIA H3059C03 NA
8.45 -0.993 -2.5 0.01669 0.148986 6.23 0.01669 s10068 p01343 IMAGE 581856 Mm.28963 RIKEN cDNA 1810020E01 gene 1810020E01Rik 7 66271
7.33 -0.369 -2.5 0.0167 0.148986 6.23 0.0167 s22201 p22057 empty NA
8.37 -0.766 -2.5 0.01673 0.149111 6.23 0.01673 s00135 p07911 NIA H3043G05 In multiple clusters NA
7.67 -0.703 -2.49 0.01675 0.149199 6.22 0.01675 s01248 p01528 IGBMC Spotting_buffer NA

10.82 -0.954 -2.49 0.01675 0.149199 6.22 0.01675 s06053 p03990 NIA H3022F07 Mm.240839 Tropomyosin 3, gamma Tpm3 3;14 59069
8.81 -0.602 -2.49 0.01675 0.149199 6.22 0.01675 s12910 p14057 NIA H3085A06 Mm.186103 Similar to Transcription initiation factor IIE, alpha subunit (TFIIE-alpha) (General transcription factor IIE 56 kDa subunit) 2 241635
8.01 0.625 2.49 0.01677 0.149308 6.22 0.01677 s02064 p05329 IMAGE 643831 Mm.8012 Spi-B transcription factor (Spi-1/PU.1 related) Spib 7 272382
7.98 -0.644 -2.49 0.01678 0.149308 6.22 0.01678 s11770 p07942 NIA H3043F09 Mm.285723 Cell division cycle associated 3 Cdca3 6 14793

11.96 -0.657 -2.49 0.01679 0.149385 6.22 0.01679 s12789 p18665 NIA H3116A06 Mm.27769 Proline-rich nuclear receptor coactivator 1 Pnrc1 4 108767
7.91 -0.685 -2.49 0.01684 0.149678 6.21 0.01684 s02389 p07364 NIA H3039D09 NA
7.99 -0.494 -2.49 0.01684 0.149678 6.21 0.01684 s07442 p07024 NIA H3038H02 Mm.132634 RIKEN cDNA B930013M22 gene B930013M22Rik 13 320250
9.49 -0.571 -2.49 0.01685 0.14971 6.21 0.01685 s19649 p18530 NIA H3115B01 Mm.45028 RIKEN cDNA 2610002J23 gene 2610002J23Rik 11 69886
8.55 -0.633 -2.49 0.01686 0.149745 6.21 0.01686 s12314 p06934 NIA H3037F03 Mm.26135 RIKEN cDNA C230066K19 gene Cab39 1 12283

11.23 -0.773 -2.49 0.01687 0.149803 6.21 0.01687 s06920 p02937 NIA H3016A08 Mm.28853 Pituitary tumor-transforming 1 interacting protein Pttg1ip 10 108705
9.07 -0.75 -2.49 0.01688 0.149816 6.21 0.01688 s14200 p15555 NIA H3096C01 Mm.286680 Werner helicase interacting protein 1 Wrnip1 13 78903

10.89 -0.796 -2.49 0.01688 0.149816 6.21 0.01688 s25012 p18974 NIA H3118F08 Mm.1025 Nuclear factor, erythroid derived 2, like 2 Nfe2l2 2 18024
10.28 -0.664 -2.49 0.01689 0.149816 6.21 0.01689 s25058 p23070 NIA H3149F04 Mm.181661 SET domain, bifurcated 1 Setdb1 3 84505

9.48 -0.731 -2.49 0.0169 0.149833 6.2 0.0169 s18174 p13704 NIA H3082H09 Mm.260576 Cyclin-dependent kinase 8 Cdk8 5 264064
9.29 0.905 2.49 0.0169 0.149855 6.2 0.0169 s06312 p09831 NIA H3057G05 NA

12.42 0.773 2.49 0.01691 0.149862 6.2 0.01691 s09676 p01327 IMAGE 4485789 Mm.381 Adipose differentiation related protein Adfp 4 11520
10.98 -1.056 -2.49 0.01695 0.150171 6.2 0.01695 s11366 p10511 IMAGE 1922096 Mm.259884 Methylmalonyl-Coenzyme A mutase Mut 17 17850
13.48 -1.04 -2.49 0.01697 0.150192 6.2 0.01697 s05112 p01427 NIA H3008C11 Mm.268668 Maternal embryonic leucine zipper kinase Melk 4 17279

8.39 -0.521 -2.49 0.01697 0.150192 6.2 0.01697 s08346 p01109 IMAGE 634723 Mm.130752 Ash1 (absent, small, or homeotic)-like (Drosophila) Ash1l 3 192195
13.37 -1.087 -2.49 0.01696 0.150192 6.2 0.01696 s23081 p20012 NIA H3126D06 Mm.17917 EF hand domain containing 2 Efhd2 4 27984

7.57 -0.442 -2.49 0.01698 0.150201 6.19 0.01698 s24870 p17426 CNS-CB CW0CG33YL09 Mm.310284 RIKEN cDNA 1110015M06 gene 1110015M06Rik 12 68511
11.82 -0.863 -2.49 0.017 0.150356 6.19 0.017 s00414 p06899 IMAGE 367895 Mm.172897 Mitogen activated protein kinase kinase kinase 12 Map3k12 15 26404

8.55 -0.595 -2.49 0.01701 0.150406 6.19 0.01701 s24216 p21273 CNS-CB CW0CG97YL04 Mm.181485 Non-catalytic region of tyrosine kinase adaptor protein 1 Nck1 9 17973
10.22 -0.627 -2.49 0.01703 0.1505 6.19 0.01703 s23869 p23563 CNS-CB CW0CG103YP03 Rn.4328 Transporter protein; system N1 Na+ and H+-coupled glutamine transporter Hnrpu 13 117280
11.24 -0.685 -2.49 0.01706 0.150546 6.19 0.01706 s02988 p05086 NIA H3027F12 Mm.296985 Chaperonin subunit 4 (delta) Cct4 11;1 12464

8.78 -0.676 -2.49 0.01706 0.150546 6.18 0.01706 s03631 p04277 NIA H3023E07 Mm.275281 NMDA receptor-regulated gene 1 Narg1 3 74838
13.62 -1.733 -2.49 0.01706 0.150546 6.19 0.01706 s05115 p03991 NIA H3022G07 Mm.43831 Lectin, galactose binding, soluble 1 Lgals1 15 16852
11.15 -0.67 -2.49 0.01706 0.150546 6.18 0.01706 s14892 p21471 NIA H3136G08 NA

9.13 -0.681 -2.49 0.01707 0.150546 6.18 0.01707 s24561 p16142 NIA H3099F02 NA
10.79 -0.709 -2.49 0.01708 0.150622 6.18 0.01708 s11694 p03355 IMAGE 639063 Mm.259315 4-aminobutyrate aminotransferase Abat 16 268860
10.07 -0.781 -2.48 0.01715 0.151168 6.17 0.01715 s07497 p06002 NIA H3032B07 Mm.187470 Expressed sequence AL024069 AL024069 1 98496
12.26 -0.624 -2.48 0.01718 0.151393 6.17 0.01718 s08251 p03927 NIA H3021G11 Mm.1971 Calreticulin Calr 8 12317

9.09 -0.775 -2.48 0.0172 0.15155 6.17 0.0172 s07938 p11843 CNS-CB CW0CG85YG14 NA
8.13 -0.567 -2.48 0.01721 0.151558 6.17 0.01721 s13479 p21988 CNS-CB CW0CG45YO03 Rn.23228 Transcribed locus 10 NA
8.87 -0.618 -2.48 0.01722 0.151618 6.17 0.01722 s17830 p19607 NIA H3123G03 Mm.69919 RIKEN cDNA 2310012P17 gene 2310012P17Rik 5 69623
8.47 -0.656 -2.48 0.01723 0.151623 6.16 0.01723 s11660 p10011 NIA H3058C04 Mm.205937 RNA binding motif protein 18 Rbm18 2 67889

12.56 -0.888 -2.48 0.01724 0.151623 6.16 0.01724 s14418 p23241 NIA H3150A02 NA
9.8 -0.653 -2.48 0.01726 0.15172 6.16 0.01726 s15910 p17071 NIA H3104G10 Mm.191949 Calcium/calmodulin-dependent protein kinase ID Camk1d 2 227541

10.02 -0.948 -2.48 0.01725 0.15172 6.16 0.01725 s19495 p18047 CNS-CB CW0CG102YD06 Rn.24481 Transcribed locus 3 NA
14.09 -0.814 -2.48 0.01728 0.151816 6.16 0.01728 s14278 p23237 NIA H3150E01 Mm.124685 Biogenesis of lysosome-related organelles complex-1, subunit 2 Bloc1s2 19;2 73689

9.99 -0.783 -2.48 0.0173 0.151819 6.16 0.0173 s00774 p03583 NIA H3088B08 Mm.251174 F-box only protein 8 Fbxo8 8 50753
8.14 -0.56 -2.48 0.0173 0.151819 6.16 0.0173 s02836 p06612 NIA H3035D11 Mm.223504 Wiskott-Aldrich syndrome protein interacting protein Waspip 2 215280

11.76 -0.864 -2.48 0.01729 0.151819 6.16 0.01729 s04757 p09601 NIA H3055A01 Mm.30221 Insulin induced gene 1 Insig1 5 231070
11.41 -0.963 -2.48 0.0173 0.151819 6.16 0.0173 s23351 p23616 CNS-CB CW0CG105YB18 Mm.352429 H3 histone, family 3A H3f3a 13;1;16;2;X;9 15078

9.7 -0.739 -2.48 0.01731 0.151837 6.16 0.01731 s00996 p01516 IMAGE 1225083 Mm.28331 Zinc finger, MYND domain containing 10 Zmynd10 9 114602
9.17 -0.681 -2.48 0.01732 0.151837 6.15 0.01732 s12668 p22757 CNS-CB CW0CG22YH11 Mm.152987 Exportin 7 Xpo7 14 65246
9.03 -0.699 -2.48 0.01732 0.151837 6.15 0.01732 s24895 p14362 NIA H3087B08 Mm.152286 Transcribed locus, weakly similar to XP_486589.1 similar to putative nuclear protein [Mus musculus] NA

15.28 -0.6 -2.48 0.01734 0.151979 6.15 0.01734 s15618 p19676 NIA H3123D12 NA
8.38 0.532 2.48 0.01736 0.152043 6.15 0.01736 s19857 p16238 NIA H3100F02 NA
7.85 -0.526 -2.48 0.01738 0.15221 6.15 0.01738 s03022 p10464 NIA H3061H12 Mm.312871 Hypothetical protein C130092E12 Setbp1 18 240427

11.23 -0.702 -2.48 0.0174 0.152286 6.14 0.0174 s00968 p01768 IMAGE 1226702 Mm.319581 Cytoplasmic tyrosine kinase, Dscr28C related (Drosophila) Tec 5 21682
7.96 -0.682 -2.48 0.0174 0.152286 6.14 0.0174 s07951 p11333 NIA H3068E01 NA
8.16 -0.677 -2.48 0.01743 0.152323 6.14 0.01743 s00202 p04589 IMAGE 583941 Mm.236300 RIKEN cDNA 2310028N02 gene 2310028N02Rik 1 66950
9.62 0.764 2.48 0.01743 0.152323 6.14 0.01743 s03993 p02468 NIA H3014D09 Mm.280069 Non-POU-domain-containing, octamer binding protein Nono X;10 53610

10.59 -0.832 -2.48 0.01742 0.152323 6.14 0.01742 s22816 p21032 CNS-CB CW0CG68YB22 Mm.22216 Delta sleep inducing peptide, immunoreactor Dsip1 X;1 14605
11.8 -0.767 -2.48 0.01742 0.152323 6.14 0.01742 s23482 p15934 CNS-CB CW0CG116YL14 Mm.31259 Amine oxidase, flavin containing 1 Aof1 13 218214
9.82 -0.59 -2.48 0.01746 0.152561 6.14 0.01746 s19016 p15213 NIA H3093E06 Mm.343452 Expressed sequence AU016916 AU016916 6 105268

14.19 -0.828 -2.48 0.01747 0.152591 6.14 0.01747 s02314 p03549 NIA H3019E12 Mm.182042 Transcribed locus, strongly similar to NP_062256.1 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit d [Rattus norvegicus] 11;15 NA
11.02 -0.523 -2.48 0.01748 0.152619 6.13 0.01748 s14427 p18377 LION LIONp462H08412 Mm.9925 Isocitrate dehydrogenase 1 (NADP+), soluble Idh1 1 15926
10.99 -0.74 -2.48 0.01753 0.152913 6.13 0.01753 s02055 p09175 IMAGE 437033 Mm.263396 Integrin beta 1 (fibronectin receptor beta) Itgb1 8 16412
10.12 0.604 2.48 0.01753 0.152913 6.13 0.01753 s02110 p08407 IMAGE 693202 Mm.3077 Nuclear receptor subfamily 1, group I, member 3 Nr1i3 1 12355

9.25 -0.666 -2.48 0.01755 0.153013 6.13 0.01755 s07014 p11903 CNS-CB CW0CG86YF01 Mm.274579 RIKEN cDNA 4930429H24 gene 4930429H24Rik 16 75785
8.22 -0.518 -2.48 0.01755 0.153019 6.13 0.01755 s11848 p02820 IMAGE 641684 NA
7.77 -0.522 -2.47 0.01757 0.153143 6.12 0.01757 s09814 p11573 NIA H3070E07 NA

11.64 -0.613 -2.47 0.01762 0.153498 6.12 0.01762 s08687 p05446 NIA H3029F09 Mm.29045 ATPase, H+ transporting, V1 subunit E isoform 1 Atp6v1e1 6 11973
11.96 0.698 2.47 0.01764 0.153597 6.12 0.01764 s03063 p09434 NIA H3054B04 Mm.31220 RIKEN cDNA B930012P20 gene Rapgef2 3 76089

8.54 -0.826 -2.47 0.01764 0.153597 6.12 0.01764 s12702 p16101 CNS-CB CW0CG32YI13 Mm.97986 Interferon inducible GTPase 1 Iigs1 7 74558
9.77 -0.632 -2.47 0.01766 0.153598 6.11 0.01766 s05284 p05271 NIA H3028G11 Mm.286285 PHD finger protein 17 Phf17 3 269424
9.29 -0.663 -2.47 0.01766 0.153598 6.11 0.01766 s09900 p01585 NIA H3009A07 Mm.87077 RIKEN cDNA D130020L05 gene 1110034C04Rik 12 68734
9.22 -0.93 -2.47 0.01765 0.153598 6.12 0.01765 s23971 p14357 NIA H3087E07 In multiple clusters NA
8.61 -0.921 -2.47 0.01767 0.153603 6.11 0.01767 s07518 p11890 CNS-CB CW0CG86YD10 Mm.41555 RAB28, member RAS oncogene family Rab28 5 100972
9.66 -0.842 -2.47 0.01769 0.153705 6.11 0.01769 s10084 p02875 IMAGE 641577 Mm.25585 Mitochondrial ribosomal protein S18C Mrps18c 5 68735

12.07 0.893 2.47 0.01769 0.153705 6.11 0.01769 s20502 p17221 CNS-CB CW0CG105YK22 Mm.3645 Myosin Va Myo5a 9 17918
14.03 -0.63 -2.47 0.01773 0.153767 6.11 0.01773 s03829 p06077 IMAGE 635292 Mm.332844 Cytochrome P450, family 3, subfamily a, polypeptide 11 Cyp3a11 5 13112

9.16 -0.642 -2.47 0.01773 0.153767 6.11 0.01773 s09824 p08499 NIA H3047C07 NA
8.32 -0.508 -2.47 0.01772 0.153767 6.11 0.01772 s10561 p03886 NIA H3021F06 Mm.80584 Ligase IV, DNA, ATP-dependent Lig4 8 319583
8.55 -0.528 -2.47 0.01773 0.153767 6.11 0.01773 s14312 p15309 NIA H3094E06 NA

10.06 -0.604 -2.47 0.01772 0.153767 6.11 0.01772 s18364 p21388 NIA H3135D10 Mm.246827 Expressed sequence AL117728 AL117728 10 404591
12.19 -0.801 -2.47 0.01776 0.153925 6.1 0.01776 s01541 p00510 IMAGE 1380126 Mm.299 Indolethylamine N-methyltransferase Inmt 6 21743
11.83 -0.677 -2.47 0.01776 0.153925 6.1 0.01776 s06753 p03703 NIA H3020G07 NA

7.3 -0.356 -2.47 0.01777 0.153925 6.1 0.01777 s22960 p24620 empty NA
8.18 -0.659 -2.47 0.01778 0.153944 6.1 0.01778 s23105 p16430 CNS-CB CW0CG42YF19 Mm.296565 RIKEN cDNA 1700009P13 gene 1700009P13Rik 10 215814
7.98 -0.629 -2.47 0.0178 0.153974 6.1 0.0178 s06286 p11621 CNS-CB CW0CG76YL07 Rn.45577 Similar to CG31759-PA 16 306231
9.32 -0.663 -2.47 0.01781 0.153974 6.1 0.01781 s06443 p02149 NIA H3012E05 Mm.24356 RIKEN cDNA 4930511P09 gene 9130427A09Rik 18 107022

10.02 -0.901 -2.47 0.01781 0.153974 6.1 0.01781 s07658 p11646 CNS-CB CW0CG76YP13 Hs.470477 Protein tyrosine phosphatase type IVA, member 2 PTP4A2 1 8073
8.52 0.855 2.47 0.01781 0.153974 6.1 0.01781 s20654 p15695 IMAGE 1247589 Mm.31915 Caveolin 2 Cav2 6 12390

7.3 -0.439 -2.47 0.01779 0.153974 6.1 0.01779 s22481 p22071 empty NA
11.38 -0.849 -2.47 0.01789 0.154006 6.09 0.01789 s00177 p07653 IMAGE 1224820 Mm.354730 Similar to protein-serine/threonine kinase 2 229005

8.18 -0.546 -2.47 0.01784 0.154006 6.09 0.01784 s01456 p12288 NIA H3074H12 NA
9.77 -0.785 -2.47 0.01786 0.154006 6.09 0.01786 s05367 p04251 NIA H3023C04 In multiple clusters NA
8.49 -0.616 -2.47 0.01782 0.154006 6.1 0.01782 s06734 p11889 IMAGE 1106401 Mm.20866 Nibrin Nbn 4 27354
7.96 -0.622 -2.47 0.01788 0.154006 6.09 0.01788 s07876 p06215 NIA H3033G09 Mm.4489 Potassium voltage-gated channel, subfamily H (eag-related), member 1 Kcnh1 1 16510
8.01 -0.643 -2.47 0.01783 0.154006 6.1 0.01783 s11003 p11015 NIA H3066G09 Mm.173604 Transcribed locus 13 NA
8.54 -0.639 -2.47 0.01786 0.154006 6.09 0.01786 s12637 p19943 CNS-CB CW0CG37YD19 Mm.259026 RIKEN cDNA 2700078E11 gene 2700078E11Rik 19;9 78832
8.65 0.75 2.47 0.01786 0.154006 6.09 0.01786 s14552 p17621 NIA H3108E07 Mm.258262 RIKEN cDNA 2310046K01 gene 2310046K01Rik 2 69698

12.27 0.96 2.47 0.01789 0.154006 6.09 0.01789 s14916 p17604 NIA H3108D05 Mm.23973 RIKEN cDNA 4933409N07 gene 4933409N07Rik 8 71069
9.76 -0.762 -2.47 0.01789 0.154006 6.09 0.01789 s15964 p15531 CNS-CB CW0CG71YO02 Mm.195916 Diaphanous homolog 1 (Drosophila) Diap1 18 13367
8.08 -0.623 -2.47 0.01789 0.154006 6.09 0.01789 s20821 p14929 NIA H3091A07 NA
8.53 -0.675 -2.47 0.01787 0.154006 6.09 0.01787 s21039 p21597 NIA H3137E12 Mm.266875 Periplakin Ppl 16 19041

10.35 -0.582 -2.47 0.01785 0.154006 6.09 0.01785 s24301 p22299 NIA H3143C04 Mm.275973 RIKEN cDNA 9330161A08 gene Siat4c 9 20443
11.17 -0.755 -2.47 0.01794 0.154387 6.08 0.01794 s03692 p08885 NIA H3050E07 NA

9.33 -0.93 -2.47 0.01797 0.154461 6.08 0.01797 s00626 p08191 NIA H3045G04 NA
8.4 -0.733 -2.47 0.01797 0.154461 6.08 0.01797 s03482 p08367 IMAGE 723176 Mm.39330 Transcribed locus, strongly similar to NP_035150.3 osmotic stress protein [Mus musculus] 3 NA

8.07 -0.534 -2.47 0.01799 0.154612 6.08 0.01799 s15586 p16090 CNS-CB CW0CG32YF17 Mm.65393 Adult male hippocampus cDNA, RIKEN full-length enriched library, clone:C630020O05 product:unknown EST, full insert sequence 18 NA
11.62 -0.82 -2.46 0.018 0.154652 6.08 0.018 s22676 p21307 CNS-CB CW0CG98YB16 Mm.261676 Histone 1, H2bg Hist1h2bc 13;9 68024
11.06 0.981 2.46 0.01802 0.154773 6.07 0.01802 s18878 p17249 CNS-CB CW0CG106YB07 Mm.19944 Necdin-like 2 Ndnl2 7 66647

8.64 -0.598 -2.46 0.01803 0.154813 6.07 0.01803 s02786 p11736 NIA H3071H03 Mm.141592 RIKEN cDNA 2610002D18 gene 2610002D18Rik 4 69885
8.41 -0.656 -2.46 0.0181 0.155333 6.06 0.0181 s13569 p15082 CNS-CB CW0CG97YC06 Mm.38436 Tetratricopeptide repeat domain 13 Ttc13 8 234875

11.26 -0.761 -2.46 0.0181 0.155333 6.06 0.0181 s19145 p18543 NIA H3115G02 In multiple clusters NA
15.39 0.868 2.46 0.01813 0.155433 6.06 0.01813 s06268 p08864 NIA H3050H04 NA

9.1 -0.507 -2.46 0.01813 0.155433 6.06 0.01813 s07158 p03426 IMAGE 2182914 Mm.10516 Prolactin receptor Prlr 15 19116



10.13 -0.585 -2.46 0.01813 0.155433 6.06 0.01813 s14431 p21961 NIA H3140A10 Mm.280755 RIKEN cDNA 4930509E16 gene 4930509E16Rik 9 75115
11.76 -0.645 -2.46 0.01814 0.155436 6.06 0.01814 s20745 p22345 NIA H3143A10 NA

9 -0.6 -2.46 0.01815 0.155436 6.06 0.01815 s24649 p19980 NIA H3126D02 Mm.99793 RIKEN cDNA 1110007C24 gene 1110007C24Rik 4 66146
9.97 -0.529 -2.46 0.01816 0.155515 6.06 0.01816 s02676 p01740 IMAGE 1225122 Mm.264036 NAD(P)H dehydrogenase, quinone 2 Nqo2 13 18105
8.41 -0.659 -2.46 0.01819 0.155713 6.05 0.01819 s08088 p08525 NIA H3047E10 Mm.45744 Expressed sequence C80587 C80587 3 229504
8.45 -0.615 -2.46 0.0182 0.155713 6.05 0.0182 s10324 p05156 IMAGE 930368 Mm.29187 LIM domain only 4 Lmo4 3;2 16911

14.44 1.155 2.46 0.01823 0.155923 6.05 0.01823 s07997 p02625 IMAGE 402354 Mm.35009 G protein-coupled receptor 27 Gpr27 6 14761
8.44 -0.621 -2.46 0.01823 0.155923 6.05 0.01823 s22653 p12857 CNS-CB CW0CG55YM08 Mm.44068 RIKEN cDNA 3830406C13 gene 3830406C13Rik 14 218734
8.51 -0.865 -2.46 0.01827 0.156148 6.05 0.01827 s19060 p17517 NIA H3107E06 Mm.28369 F-box protein 15 Fbxo15 18 50764

11.36 -0.699 -2.46 0.01828 0.156188 6.04 0.01828 s00822 p08168 NIA H3045H01 Mm.305108 RIKEN cDNA 0610039N19 gene 0610039N19Rik 6 67442
10.87 -0.726 -2.46 0.0183 0.156268 6.04 0.0183 s22170 p19243 NIA H3120C06 Mm.273785 RIKEN cDNA 1110063G11 gene 1110063G11Rik 1 68875

13.5 -0.995 -2.46 0.0183 0.156268 6.04 0.0183 s24820 p22550 NIA H3144F11 Mm.215034 Matrin 3 Matr3 18 17184
9.53 -0.857 -2.46 0.01832 0.156327 6.04 0.01832 s03868 p03007 IMAGE 1281993 Mm.280029 Hairy and enhancer of split 6 (Drosophila) Hes6 1 55927
8.15 0.563 2.46 0.01832 0.156327 6.04 0.01832 s12746 p17133 NIA H3105E06 Mm.17875 Mitochondrial folate transporter/carrier Mftc 15 69906

10.15 -0.601 -2.46 0.01833 0.156378 6.04 0.01833 s06820 p01653 NIA H3010E03 Mm.311696 Mannose-6-phosphate receptor binding protein 1 M6prbp1 17 66905
7.96 -0.611 -2.46 0.01834 0.156436 6.04 0.01834 s18076 p13958 NIA H3084F05 Mm.160061 Fanconi anemia, complementation group D2 Fancd2 6 211651

11.56 -0.713 -2.46 0.01835 0.156436 6.04 0.01835 s23084 p22576 NIA H3145H02 Mm.26017 Translocation protein 1 Tloc1 3 69276
14.44 -0.795 -2.46 0.01838 0.156621 6.03 0.01838 s18575 p21908 NIA H3140D03 Mm.214973 Scaffold attachment factor B2 Safb2 17 224902
14.05 -1.08 -2.46 0.01839 0.156656 6.03 0.01839 s21889 p18528 NIA H3114H12 Mm.249555 Procollagen, type III, alpha 1 Col3a1 1 12825
12.56 -0.792 -2.46 0.0184 0.15672 6.03 0.0184 s16447 p21949 NIA H3140E08 Mm.10600 Glutamate dehydrogenase 1 Glud1 14;8;7 14661

15.3 -0.577 -2.46 0.01843 0.156893 6.03 0.01843 s20460 p17479 NIA H3107G01 NA
8.51 -0.577 -2.45 0.01846 0.157134 6.02 0.01846 s02666 p04814 IMAGE 1134494 Mm.279400 G protein-coupled receptor kinase 5 Gprk5 19 14773

8.1 -0.601 -2.45 0.01849 0.1573 6.02 0.01849 s23302 p17458 CNS-CB CW0CG34YJ09 Rn.30788 Transcribed locus 6 NA
8.52 -0.843 -2.45 0.01851 0.157412 6.02 0.01851 s18889 p14947 NIA H3091C09 Mm.206919 Male sterility domain containing 2 Mlstd2 7 67420

8.6 0.567 2.45 0.01852 0.157423 6.02 0.01852 s02126 p10709 NIA H3063E07 NA
9.08 0.625 2.45 0.01853 0.157456 6.02 0.01853 s21635 p16724 NIA H3102D03 Mm.29201 Glucan (1,4-alpha-), branching enzyme 1 Gbe1 16 74185
9.67 -0.742 -2.45 0.01855 0.15759 6.01 0.01855 s06503 p05483 NIA H3030C02 Mm.247473 Syndecan binding protein Sdcbp 4 53378
7.93 0.959 2.45 0.01856 0.15759 6.01 0.01856 s09414 p04389 IMAGE 2647999 NA

10.18 -0.556 -2.45 0.0186 0.157867 6.01 0.0186 s05774 p04748 NIA H3026D06 Mm.332314 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide Ywhah 5;3;7 22629
12.04 -0.794 -2.45 0.0186 0.157867 6.01 0.0186 s16024 p19119 CNS-CB CW0CG39YP03 Rn.2334 Similar to Ubiquinol-cytochrome C reductase complex core protein 2, mitochondrial precursor (Complex III subunit II) MGC94368 1 293448

9.56 -0.722 -2.45 0.01864 0.158121 6 0.01864 s17960 p22685 NIA H3146E04 Mm.335449 RIKEN cDNA 2610028H07 gene 2610028H07Rik 9 69232
8.37 -0.707 -2.45 0.01865 0.158187 6 0.01865 s14094 p21242 CNS-CB CW0CG87YM05 Mm.101829 Transcribed locus 11 NA

10.24 -0.735 -2.45 0.01868 0.158299 6 0.01868 s12896 p14317 NIA H3087E02 Mm.24397 Nudix (nucleoside diphosphate linked moiety X)-type motif 4 Nudt4 10;16 71207
9.28 -0.905 -2.45 0.01868 0.158299 6 0.01868 s22074 p20773 NIA H3131E05 Mm.350347 Kelch-like 2, Mayven (Drosophila) Klhl2 8 77113
8.11 -0.561 -2.45 0.01869 0.158351 6 0.01869 s08410 p08529 NIA H3047A11 Mm.295780 Expressed sequence C80406 C80406 X 97603
7.76 -0.429 -2.45 0.01873 0.158653 5.99 0.01873 s10681 p10808 NIA H3064H07 Mm.291831 Glycosylphosphatidylinositol specific phospholipase D1 Gpld1 13 14756

10.81 -0.594 -2.45 0.01874 0.158706 5.99 0.01874 s20657 p18507 NIA H3114C10 Mm.7046 Protective protein for beta-galactosidase Ppgb 2 19025
9.1 0.651 2.45 0.01876 0.158762 5.99 0.01876 s00748 p05373 IMAGE 583663 Mm.323562 H6 homeo box 3 Hmx3 7 15373

10.02 -0.67 -2.45 0.01877 0.158827 5.99 0.01877 s21637 p18516 NIA H3114D11 Mm.272183 B-cell translocation gene 1, anti-proliferative Btg1 10;X;3 12226
8.47 -0.635 -2.45 0.0188 0.159024 5.99 0.0188 s07021 p06265 NIA H3034A04 Mm.257149 Metal response element binding transcription factor 2 Mtf2 5 17765

9.3 -0.838 -2.45 0.01881 0.159058 5.99 0.01881 s17329 p22147 NIA H3141C09 Mm.370210 Spermatid perinuclear RNA binding protein Strbp 2 20744
10.43 -0.684 -2.45 0.01883 0.159208 5.98 0.01883 s03881 p02745 NIA H3015A08 Mm.21002 Solute carrier family 2 (facilitated glucose transporter), member 1 Slc2a1 4 20525

8.94 -0.785 -2.45 0.01884 0.159209 5.98 0.01884 s23211 p23860 NIA H3155D07 Mm.257925 Homeodomain interacting protein kinase 3 Hipk3 2 15259
7.93 0.474 2.45 0.01885 0.159267 5.98 0.01885 s09071 p11346 NIA H3068B03 Mm.351320 RIKEN cDNA 4930527J03 gene 4930527J03Rik 1 75164
8.26 -0.525 -2.44 0.01893 0.159783 5.97 0.01893 s01218 p11768 NIA H3071H07 NA
9.26 -0.669 -2.44 0.01892 0.159783 5.97 0.01892 s11039 p05381 NIA H3029E01 Mm.286069 Secretory carrier membrane protein 2 Scamp2 9 24044

10.27 -0.552 -2.44 0.01896 0.16002 5.97 0.01896 s11626 p04633 NIA H3025A04 Mm.204831 RIKEN cDNA 1110007M04 gene 1110007M04Rik 4 68493
8.16 -0.542 -2.44 0.01904 0.160216 5.96 0.01904 s03284 p06567 NIA H3035G05 Mm.30072 Cytochrome c oxidase subunit VIIa polypeptide 2-like Cox7a2l 17 20463

12.42 -0.78 -2.44 0.01903 0.160216 5.96 0.01903 s06541 p02411 NIA H3014C02 Mm.247762 Transcribed locus, strongly similar to NP_001395.1 eukaryotic translation elongation factor 1 gamma [Homo sapiens] 19 NA
11.48 -0.825 -2.44 0.01905 0.160216 5.96 0.01905 s07704 p02938 NIA H3016B08 Mm.38055 Esterase D/formylglutathione hydrolase Esd 14 13885

8.98 0.549 2.44 0.01904 0.160216 5.96 0.01904 s08522 p08283 NIA H3046C04 Mm.172817 Transcribed locus, strongly similar to NP_001001306.1 hypothetical protein D030034H08 [Mus musculus] NA
8.16 -0.567 -2.44 0.01899 0.160216 5.97 0.01899 s14001 p12800 CNS-CB CW0CG53YH08 Mm.28544 RIKEN cDNA 1600012H06 gene 1600012H06Rik 17 67912

8.2 -0.536 -2.44 0.01902 0.160216 5.96 0.01902 s15275 p13516 NIA H3081D10 Mm.264984 Solute carrier family 35, member A5 Slc35a5 16 74102
8.06 0.571 2.44 0.01901 0.160216 5.96 0.01901 s17862 p22939 NIA H3147C12 Mm.243679 Gene model 836, (NCBI) 5 330190
7.98 -0.517 -2.44 0.01906 0.160216 5.96 0.01906 s18525 p14998 NIA H3092F03 Mm.5356 B7 homlog 3 B7h3 9 102657
8.16 -0.655 -2.44 0.01901 0.160216 5.96 0.01901 s18562 p23188 CNS-CB CW0CG20YF01 Mm.39287 RIKEN cDNA 6330564D18 gene 6330564D18Rik 1 109045

9.6 -0.613 -2.44 0.01901 0.160216 5.96 0.01901 s19368 p17781 CNS-CB CW0CG36YF22 Rn.73705 Similar to ELAV (embryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R) 12 363854
10.19 -0.723 -2.44 0.01905 0.160216 5.96 0.01905 s21137 p22361 NIA H3143A12 Mm.286457 Blocked early in transport 1 homolog (S. cerevisiae) Bet1 6 12068

8.26 -0.6 -2.44 0.01908 0.160316 5.96 0.01908 s04671 p08122 NIA H3044B08 Mm.259876 Cleavage stimulation factor, 3' pre-RNA, subunit 3 Cstf3 2 228410
11.87 -1.767 -2.44 0.01908 0.160316 5.96 0.01908 s08237 p03665 NIA H3020A03 Mm.341677 Protein kinase C, eta Prkch 12 18755

9.68 -0.602 -2.44 0.01909 0.160337 5.96 0.01909 s02367 p00456 NIA H3003H09 NA
10.28 -0.702 -2.44 0.0191 0.160382 5.95 0.0191 s14962 p20930 NIA H3133B01 NA

8.07 -0.621 -2.44 0.01911 0.160388 5.95 0.01911 s00369 p04077 IMAGE 639188 Mm.336087 High mobility group box 3 Hmgb3 X;1;9;10;14;4;13;6 15354
9.73 -0.994 -2.44 0.01913 0.160437 5.95 0.01913 s10499 p11310 CNS-CB CW0CG52YL05 Rn.53248 Similar to Rab18 17 316550
8.21 0.574 2.44 0.01912 0.160437 5.95 0.01912 s19631 p14436 NIA H3088D05 Mm.336625 Dystonin Dst 1 13518
7.76 -0.523 -2.44 0.01915 0.160499 5.95 0.01915 s06042 p07062 NIA H3038F07 Mm.272264 Syntaxin 3 Stx3 19;7 20908
8.87 -0.722 -2.44 0.01916 0.160499 5.95 0.01916 s11067 p05383 NIA H3029G01 Mm.31539 CDNA sequence BC030335 BC030335 7 233805

14.84 -0.756 -2.44 0.01916 0.160499 5.95 0.01916 s16517 p22178 NIA H3142B01 NA
7.78 0.548 2.44 0.01914 0.160499 5.95 0.01914 s17184 p17852 IMAGE 3999557 Mm.4869 Reticuloendotheliosis oncogene Rel 11 19696
8.15 -0.578 -2.44 0.01917 0.160508 5.95 0.01917 s01231 p11506 NIA H3069B11 Mm.354103 Transcribed locus 2 NA
8.81 -0.748 -2.44 0.01917 0.160508 5.95 0.01917 s10527 p11312 IMAGE 1054220 Mm.207360 Growth arrest specific 2 Gas2 7 14453
9.19 -0.611 -2.44 0.01919 0.160547 5.95 0.01919 s10632 p04918 IMAGE 572817 Mm.46179 RIKEN cDNA 0710001B24 gene 0710001B24Rik 1 67446
9.56 -0.693 -2.44 0.01919 0.160547 5.95 0.01919 s16826 p23214 CNS-CB CW0CG20YM03 NA
9.58 -0.709 -2.44 0.0192 0.16059 5.94 0.0192 s03374 p11695 CNS-CB CW0CG77YK13 Mm.10651 GTP cyclohydrolase 1 Gch1 14 14528

7.8 -0.526 -2.44 0.01922 0.160658 5.94 0.01922 s06199 p09370 NIA H3053B08 Mm.7760 RIKEN cDNA A930013N22 gene Arl6 16 56297
12.63 -0.812 -2.44 0.01925 0.160835 5.94 0.01925 s08054 p03147 NIA H3017C10 Mm.2442 Calcium binding protein, intestinal Cai 6 12304

8.01 0.444 2.44 0.01925 0.160835 5.94 0.01925 s21050 p19295 NIA H3120G12 Mm.23973 RIKEN cDNA 4933409N07 gene 4933409N07Rik 8 71069
11.2 -0.707 -2.44 0.01927 0.160847 5.94 0.01927 s05550 p04738 NIA H3026B05 Mm.265610 Polypyrimidine tract binding protein 1 Ptbp1 10 19205

12.31 -0.832 -2.44 0.01927 0.160847 5.94 0.01927 s23055 p21802 NIA H3139B02 Mm.21974 C-src tyrosine kinase Csk 9 12988
10.07 -0.592 -2.44 0.01929 0.160915 5.93 0.01929 s04488 p06834 IMAGE 619291 Mm.245395 Phosphatase and tensin homolog Pten 19;1 19211

9.41 -0.718 -2.44 0.0193 0.160915 5.93 0.0193 s07171 p02146 NIA H3012B05 Mm.221688 Pleckstrin homology domain interacting protein Phip 9 83946
9.13 -0.617 -2.44 0.0193 0.160915 5.93 0.0193 s09258 p03166 NIA H3017F12 Mm.192580 Reticulon 4 Rtn4 11;6 68585
7.96 -0.537 -2.44 0.0193 0.160915 5.93 0.0193 s19555 p21883 NIA H3139C12 NA
8.16 -0.64 -2.44 0.01931 0.160975 5.93 0.01931 s01538 p10750 NIA H3063F12 Mm.210795 Transcribed locus 11 NA

12.32 -0.772 -2.44 0.01933 0.161073 5.93 0.01933 s02091 p04311 NIA H3023G11 NA
8.04 0.702 2.44 0.01934 0.161099 5.93 0.01934 s23590 p24321 CNS-CB CW0CG22YN22 Mm.282641 CDNA sequence BC004636 BC004636 2 228019

13.66 0.959 2.43 0.01936 0.161191 5.93 0.01936 s16188 p15541 IMAGE 1277224 Mm.2258 Secretoglobin, family 1A, member 1 (uteroglobin) Scgb1a1 19 22287
9.71 -0.696 -2.43 0.01938 0.161232 5.93 0.01938 s13728 p18934 NIA H3118F03 Mm.21772 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 2 Smarcd2 11 83796

12.25 -0.844 -2.43 0.01937 0.161232 5.93 0.01937 s17973 p22175 NIA H3141G12 Mm.32074 RIKEN cDNA A230052G05 gene Kcnn1 8 84036
8.39 0.566 2.43 0.01939 0.1613 5.92 0.01939 s13635 p24046 NIA H3156F06 Mm.256765 Ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast) Nfkb1 3 18033

8.4 -0.705 -2.43 0.01941 0.161377 5.92 0.01941 s01774 p08141 NIA H3044E10 Mm.186778 Solute carrier family 16 (monocarboxylic acid transporters), member 10 Slc16a10 10 72472
8.18 -0.614 -2.43 0.01942 0.16146 5.92 0.01942 s02445 p07368 NIA H3039H09 NA
9.88 -0.883 -2.43 0.01944 0.161514 5.92 0.01944 s16773 p12970 CNS-CB CW0CG57YA21 Mm.18556 Solute carrier family 39 (zinc transporter), member 7 Slc39a7 17 14977
8.67 -0.622 -2.43 0.01947 0.161624 5.92 0.01947 s01146 p10734 NIA H3063F10 NA

8.2 0.632 2.43 0.01947 0.161624 5.92 0.01947 s08540 p12377 NIA H3075A12 Mm.12743 Testis specific gene A2 Tsga2 17 22092
8.16 -0.535 -2.43 0.01946 0.161624 5.92 0.01946 s19995 p14450 NIA H3088B07 Mm.29122 RIKEN cDNA 0610012D09 gene 0610012D09Rik 7 59052
8.73 -0.72 -2.43 0.01949 0.161674 5.91 0.01949 s01092 p12522 CNS-CB CW0CG107YM21 Mm.227443 Sestrin 3 Sesn3 9 75747

10.87 -0.773 -2.43 0.01949 0.161674 5.91 0.01949 s17692 p21141 NIA H3134E03 Mm.188669 RIKEN cDNA 2600009E05 gene 2600009E05Rik 2 77006
11.36 -0.827 -2.43 0.01949 0.161674 5.91 0.01949 s18799 p21918 NIA H3140F04 Mm.265347 Annexin A6 Anxa6 11 11749

8.9 -0.507 -2.43 0.01951 0.161678 5.91 0.01951 s07683 p09084 NIA H3051D08 Mm.340943 Endoplasmic reticulum (ER) to nucleus signalling 1 Ern1 11 78943
7.92 -0.547 -2.43 0.01952 0.161678 5.91 0.01952 s07794 p08320 NIA H3046H08 Mm.28013 Opioid growth factor receptor-like 1 Ogfrl1 1;17 70155
8.47 0.753 2.43 0.01951 0.161678 5.91 0.01951 s10175 p09277 NIA H3052E08 Mm.5002 RIKEN cDNA 9130213B05 gene 9130213B05Rik 5 231440
9.34 -0.698 -2.43 0.01951 0.161678 5.91 0.01951 s17790 p20887 NIA H3132G07 In multiple clusters NA

7.4 -0.617 -2.43 0.01954 0.16182 5.91 0.01954 s21168 p24927 empty NA
8.29 -0.435 -2.43 0.01957 0.161906 5.91 0.01957 s02363 p09154 IMAGE 793854 Mm.1011 Nuclear receptor coactivator 3 Ncoa3 2 17979
10.8 -0.669 -2.43 0.01957 0.161906 5.91 0.01957 s11182 p07949 NIA H3043E10 Mm.240490 RIKEN cDNA 1200009K13 gene 1200009K13Rik 6 66870
9.25 -0.836 -2.43 0.01956 0.161906 5.91 0.01956 s18886 p24417 NIA H3158A05 Mm.63456 BTB (POZ) domain containing 7 Btbd7 12 238386

10.07 -0.669 -2.43 0.0196 0.161983 5.9 0.0196 s02399 p04290 NIA H3023B09 Mm.6118 Sorting nexin 17 Snx17 5 266781
9.64 -0.733 -2.43 0.01959 0.161983 5.9 0.01959 s21782 p22876 NIA H3147D04 Mm.246803 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5 Smarca5 8;4 93762
8.94 -0.665 -2.43 0.01962 0.162001 5.9 0.01962 s04794 p04739 NIA H3026C05 Mm.34511 Expressed sequence AI451006 AI451006 15 105847

10.08 -0.873 -2.43 0.01963 0.162001 5.9 0.01963 s09171 p00850 NIA H3005B11 Mm.312685 Expressed sequence AA408650 AA408650 18 106846
11.06 -0.951 -2.43 0.01963 0.162001 5.9 0.01963 s11093 p03841 NIA H3021A01 Mm.32912 Proteasome (prosome, macropain) subunit, beta type 1 Psmb1 17 19170

9.88 -0.858 -2.43 0.01962 0.162001 5.9 0.01962 s15437 p20180 NIA H3127D03 Mm.2608 Biglycan Bgn X 12111
7.33 -0.412 -2.43 0.01963 0.162001 5.9 0.01963 s20720 p24907 empty NA
10.7 -0.843 -2.43 0.01968 0.1622 5.89 0.01968 s07831 p04476 NIA H3024D08 In multiple clusters NA
7.83 -0.573 -2.43 0.01969 0.1622 5.89 0.01969 s11809 p05890 IMAGE 1382750 Mm.6645 Thymoma viral proto-oncogene 1 Akt1 12 11651
7.85 -0.505 -2.43 0.01968 0.1622 5.89 0.01968 s13820 p14322 NIA H3087B03 NA
9.91 -0.837 -2.43 0.01969 0.1622 5.89 0.01969 s14498 p19663 NIA H3123G10 Mm.196933 Mannoside acetylglucosaminyltransferase 1 Mgat1 11 17308
7.83 -0.493 -2.43 0.01967 0.1622 5.9 0.01967 s16865 p19890 CNS-CB CW0CG29YD24 NA

15.26 0.493 2.43 0.0197 0.162221 5.89 0.0197 s04547 p09148 IMAGE 809305 Mm.688 Bcl2-associated athanogene 1 Bag1 4 12017
9.44 0.919 2.43 0.01973 0.16243 5.89 0.01973 s15401 p13010 IMAGE 1431124 In multiple clusters NA
9.24 -0.687 -2.43 0.01975 0.162597 5.89 0.01975 s05311 p03999 NIA H3022G08 Mm.348782 RIKEN cDNA D630050G16 gene D630050G16Rik 5 399574
7.88 -0.521 -2.43 0.01978 0.162721 5.88 0.01978 s18446 p19348 NIA H3121D07 Mm.247203 Protocadherin gamma subfamily C, 3 Pcdhga12 18 93724
8.07 0.572 2.42 0.01983 0.162936 5.88 0.01983 s04387 p04276 NIA H3023D07 Mm.132172 RIKEN cDNA D630041K24 gene D630041K24Rik 12 320244

10.42 -0.594 -2.42 0.01983 0.162936 5.88 0.01983 s05755 p00652 NIA H3004D10 Mm.2238 Eukaryotic translation initiation factor 3, subunit 10 (theta) Eif3s10 19 13669
14.12 -0.875 -2.42 0.01983 0.162936 5.88 0.01983 s11121 p03843 NIA H3021C01 Mm.341677 Protein kinase C, eta Prkch 12 18755

9.26 -0.552 -2.42 0.01983 0.162936 5.88 0.01983 s14862 p19677 NIA H3123E12 Mm.291029 RIKEN cDNA 2610528A15 gene 2610528A15Rik 13 72198
7.75 -0.532 -2.43 0.01981 0.162936 5.88 0.01981 s16634 p13986 NIA H3084B09 Mm.34580 TANK-binding kinase 1 Tbk1 10 56480
9.51 -0.806 -2.42 0.0199 0.163419 5.87 0.0199 s13155 p20223 NIA H3127G08 Mm.296918 Acetoacetyl-CoA synthetase Aacs 5 78894
8.45 -0.588 -2.42 0.01991 0.163476 5.87 0.01991 s12257 p05910 IMAGE 1399065 NA
8.03 -0.557 -2.42 0.01992 0.163503 5.87 0.01992 s11949 p06148 NIA H3033D01 Mm.31761 Synovial sarcoma translocation, Chromosome 18 Ss18 18;2 268996
8.46 -0.617 -2.42 0.01994 0.163613 5.87 0.01994 s03766 p11711 CNS-CB CW0CG78YA21 Mm.38816 WD repeat domain 36 Wdr36 18 225348

12.95 -0.886 -2.42 0.01997 0.16375 5.87 0.01997 s05912 p02712 NIA H3015H03 NA
8.53 -0.583 -2.42 0.01999 0.163893 5.86 0.01999 s12542 p10528 IMAGE 1282527 Mm.100832 Zinc finger and BTB domain containing 33 Zbtb33 X 56805
8.13 -0.686 -2.42 0.02 0.163917 5.86 0.02 s01451 p07932 NIA H3043D08 Mm.318680 Transcribed locus, weakly similar to XP_486732.1 similar to Aa2-245 [Mus musculus] 4 NA

13.86 -1.011 -2.42 0.02001 0.163974 5.86 0.02001 s09677 p02347 NIA H3013C06 Mm.29815 Methionine adenosyltransferase II, alpha Mat2a 6;5 232087
9.27 -0.654 -2.42 0.02005 0.164188 5.86 0.02005 s05451 p04505 NIA H3024A12 Mm.30927 RIKEN cDNA 3300001P08 gene 3300001P08Rik 11 67684

10.97 -0.547 -2.42 0.02007 0.164303 5.86 0.02007 s22240 p18987 NIA H3118C10 Mm.272548 Ethanolamine kinase 1 Etnk1 6 75320
8.07 -0.497 -2.42 0.02008 0.164331 5.85 0.02008 s15285 p22476 NIA H3144D02 Mm.291120 Fraser syndrome 1 homolog (human) Fras1 5 231470
9.94 -0.611 -2.42 0.02009 0.164389 5.85 0.02009 s08599 p02141 NIA H3012E04 Mm.2238 Eukaryotic translation initiation factor 3, subunit 10 (theta) Eif3s10 19 13669

10.14 0.822 2.42 0.0201 0.164389 5.85 0.0201 s18871 p23905 CNS-CB CW0CG105YB21 Mm.30743 Expressed sequence AI661384 AI661384 18 106930
9.31 -0.797 -2.42 0.02012 0.164563 5.85 0.02012 s00751 p08185 NIA H3045A04 Mm.334107 Similar to FLJ42986 protein 1 226990

10.94 -0.552 -2.42 0.02016 0.16481 5.85 0.02016 s02580 p02768 NIA H3015H10 Mm.290447 RIKEN cDNA 8030474H12 gene Arih2 9;17 23807
8.1 -0.547 -2.42 0.02019 0.164956 5.84 0.02019 s03472 p12459 NIA H3076C10 NA

9.15 -0.667 -2.42 0.02021 0.165087 5.84 0.02021 s05145 p06033 NIA H3032A11 Mm.1323 U2 small nuclear ribonucleoprotein B Snrpb2 2 20639
8.25 -0.611 -2.42 0.02021 0.165087 5.84 0.02021 s12812 p14063 NIA H3085G06 In multiple clusters NA
7.41 -0.883 -2.42 0.02024 0.16527 5.84 0.02024 s24048 p21267 empty NA

11.54 -0.766 -2.42 0.02026 0.16535 5.84 0.02026 s19061 p18537 NIA H3115A02 Mm.119936 Attractin Atrn 2 11990
8.57 -0.616 -2.42 0.02027 0.165369 5.83 0.02027 s03192 p12197 NIA H3074E01 Mm.329016 RIKEN cDNA E330038N15 gene E330038N15Rik 1 240776

8.5 -0.781 -2.42 0.02028 0.165369 5.83 0.02028 s03910 p03519 NIA H3019G08 Mm.44223 COMM domain containing 8 Commd8 5 27784
10.41 -0.629 -2.41 0.02031 0.165369 5.83 0.02031 s03923 p01954 NIA H3011B05 NA
11.66 0.661 2.41 0.0203 0.165369 5.83 0.0203 s08305 p02387 NIA H3013C11 Mm.32019 T-complex protein 1 Tcp1 17 21454

7.87 -0.585 -2.41 0.02032 0.165369 5.83 0.02032 s12168 p01300 IMAGE 634704 Mm.75467 Calcitonin receptor-like Calcrl 2 54598
8.76 -0.718 -2.42 0.02028 0.165369 5.83 0.02028 s17687 p16785 NIA H3102A11 Mm.22252 TBC1 domain family, member 15 Tbc1d15 10 66687
8.35 0.688 2.41 0.0203 0.165369 5.83 0.0203 s18515 p18072 NIA H3111H03 Mm.31274 Nuclear factor I/A Nfia 4 18027
7.86 0.45 2.42 0.02029 0.165369 5.83 0.02029 s20205 p14720 CNS-CB CW0CG96YC11 Mm.42044 Inducible T-cell co-stimulator Icos 1 54167
8.38 -0.529 -2.41 0.02039 0.165862 5.82 0.02039 s03189 p09633 NIA H3055A05 Mm.264984 Solute carrier family 35, member A5 Slc35a5 16 74102
9.74 -0.626 -2.41 0.02039 0.165862 5.82 0.02039 s21072 p14169 CNS-CB CW0CG88YG12 Mm.305237 RIKEN cDNA 2010309E21 gene 2010309E21Rik 8 66488
9.72 -0.642 -2.41 0.0204 0.165862 5.82 0.0204 s22453 p22069 CNS-CB CW0CG47YJ08 Rn.12593 Similar to GMP synthase [glutamine-hydrolyzing] (Glutamine amidotransferase) (GMP synthetase) 2 295088

11.62 0.797 2.41 0.02041 0.165945 5.82 0.02041 s18989 p16485 IMAGE 3465785 Mm.29945 Endothelial differentiation-related factor 1 Edf1 2 59022
10.02 -0.468 -2.41 0.02044 0.166141 5.82 0.02044 s19397 p18803 IMAGE 1329569 Mm.20913 Splicing factor, arginine/serine-rich 16 (suppressor-of-white-apricot homolog, Drosophila) Sfrs16 7 53609

7.7 -0.508 -2.41 0.02046 0.166222 5.82 0.02046 s06536 p10089 NIA H3059A02 NA
8.16 -0.74 -2.41 0.02047 0.166233 5.82 0.02047 s00425 p03827 IMAGE 2519939 Mm.286622 Peroxisomal biogenesis factor 13 Pex13 11 72129
8.94 -0.562 -2.41 0.02048 0.166297 5.81 0.02048 s22409 p19765 NIA H3124E11 Mm.213298 RIKEN cDNA 9030624J02 gene 9030624J02Rik 7 71517
8.88 -0.792 -2.41 0.02049 0.166346 5.81 0.02049 s03082 p01248 NIA H3007H12 Mm.3110 Kinectin 1 Ktn1 14 16709

10.27 -0.836 -2.41 0.02052 0.16647 5.81 0.02052 s01432 p03066 IMAGE 1243942 Mm.20801 HIV-1 tat interactive protein 2, homolog (human) Htatip2 7 53415
8.74 -0.618 -2.41 0.02052 0.16647 5.81 0.02052 s12211 p01814 IMAGE 605742 Mm.905 Ras suppressor protein 1 Rsu1 2 20163

10.28 -0.841 -2.41 0.02053 0.166506 5.81 0.02053 s05127 p01939 NIA H3011C03 Mm.30849 Prenylcysteine oxidase 1 Pcyox1 6 66881
10.73 -0.886 -2.41 0.02054 0.166535 5.81 0.02054 s14852 p22751 NIA H3146G12 Mm.335922 Similar to phosphatidylserine decarboxylase MGC65558 Y 236604
10.93 -0.714 -2.41 0.02055 0.166544 5.81 0.02055 s20644 p19017 NIA H3119A02 Mm.274787 Pogo transposable element with ZNF domain Pogz 3 229584

9.79 -0.709 -2.41 0.02058 0.166625 5.8 0.02058 s04502 p07096 NIA H3038H11 NA
9.54 -0.89 -2.41 0.02057 0.166625 5.8 0.02057 s05721 p07308 NIA H3039D02 Mm.29192 Asparaginyl-tRNA synthetase Nars 18 70223
9.25 -0.747 -2.41 0.02058 0.166625 5.8 0.02058 s07286 p04464 NIA H3024H06 In multiple clusters NA
8.39 -0.692 -2.41 0.02059 0.166625 5.8 0.02059 s17571 p13199 CNS-CB CW0CG93YD04 Mm.35413 Ring finger protein 134 Rnf134 19 71041

8.1 -0.549 -2.41 0.0206 0.166625 5.8 0.0206 s18428 p15254 NIA H3093F11 Mm.201455 Secretory carrier membrane protein 1 Scamp1 13 107767
8.06 -0.532 -2.41 0.02065 0.166964 5.8 0.02065 s09315 p04190 IMAGE 776530 Mm.314721 Frizzled-related protein Frzb 2 20378
7.92 -0.47 -2.41 0.02064 0.166964 5.8 0.02064 s16736 p17584 NIA H3108H02 Mm.286495 SH3-domain kinase binding protein 1 Sh3kbp1 X 58194
9.77 -0.643 -2.41 0.02066 0.166988 5.8 0.02066 s11201 p00011 NIA H3001C02 Mm.28661 RIKEN cDNA 5730509C05 gene 5730509C05Rik 11 68524
8.82 -0.696 -2.41 0.02075 0.167609 5.79 0.02075 s16202 p16051 CNS-CB CW0CG30YE20 NA
7.37 -0.41 -2.41 0.02075 0.167609 5.79 0.02075 s24290 p24601 empty NA
8.68 0.608 2.41 0.02077 0.167678 5.79 0.02077 s00192 p08935 IMAGE 337072 Mm.149720 Leukemia inhibitory factor receptor Lifr 15 16880
9.12 -0.649 -2.41 0.02077 0.167678 5.79 0.02077 s17928 p19099 NIA H3119C12 Mm.1775 Hematological and neurological expressed sequence 1 Hn1 11 15374
9.16 -0.622 -2.4 0.02079 0.167786 5.78 0.02079 s23784 p22537 NIA H3144A10 Mm.219245 Short coiled-coil protein Scoc 8;17;3 56367



10.34 -0.631 -2.4 0.0208 0.167794 5.78 0.0208 s24952 p15386 NIA H3095B04 NA
7.92 0.464 2.4 0.02081 0.167812 5.78 0.02081 s15557 p15068 NIA H3092D12 Mm.229107 RIKEN cDNA C530043G21 gene C530043G21Rik 1 215015

13.49 -0.607 -2.4 0.02083 0.167892 5.78 0.02083 s04593 p00192 NIA H3002H12 NA
7.98 -0.526 -2.4 0.02083 0.167892 5.78 0.02083 s24543 p13066 NIA H3079B02 Mm.272213 Transcribed locus, weakly similar to NP_032534.1 loricrin [Mus musculus] 12 NA
9.71 -0.858 -2.4 0.02086 0.167953 5.78 0.02086 s02991 p07898 NIA H3043B04 Mm.22584 Serine/threonine kinase receptor associated protein Strap 6 20901
9.87 -0.742 -2.4 0.02086 0.167953 5.78 0.02086 s21695 p20312 NIA H3128H07 Mm.371601 DNA segment, Chr 17, ERATO Doi 441, expressed D17Ertd441e 17 52009
7.97 0.492 2.4 0.02086 0.167953 5.78 0.02086 s21915 p16986 NIA H3103B12 NA
8.06 -0.6 -2.4 0.02087 0.167975 5.78 0.02087 s02914 p01490 IMAGE 576405 Mm.28520 Sloan-Kettering viral oncogene homolog Ski 4 20481
8.71 -0.755 -2.4 0.02088 0.167975 5.78 0.02088 s23245 p16434 CNS-CB CW0CG42YG12 Mm.41780 Guanine nucleotide binding protein (G protein), gamma 10 Gng10 4 14700
8.56 -0.515 -2.4 0.02089 0.168042 5.77 0.02089 s13991 p16892 CNS-CB CW0CG60YB24 Mm.220312 Expressed sequence AI836376 AI836376 Y;5 100737
9.47 -0.641 -2.4 0.02091 0.168069 5.77 0.02091 s13230 p24571 NIA H3159C12 Mm.276271 Golgi apparatus protein 1 Glg1 8 20340
7.97 -0.503 -2.4 0.02091 0.168069 5.77 0.02091 s22289 p12843 CNS-CB CW0CG54YN19 Mm.211963 RIKEN cDNA D330038K10 gene D330038K10Rik 19 271564
8.36 -0.602 -2.4 0.02092 0.168088 5.77 0.02092 s15349 p16342 CNS-CB CW0CG40YM06 Mm.321990 RIKEN cDNA C030016K15 gene Lrp6 6 16974

11.35 0.703 2.4 0.02095 0.168255 5.77 0.02095 s03705 p07605 IMAGE 963926 Mm.333723 Zinc finger protein 36 Zfp36 7 22695
12.8 -1.365 -2.4 0.02095 0.168255 5.77 0.02095 s21177 p19778 NIA H3125B01 Mm.20943 FK506 binding protein 9 Fkbp9 6 27055
7.61 -0.47 -2.4 0.02097 0.168342 5.77 0.02097 s13905 p15348 NIA H3094D11 Mm.254610 Odd Oz/ten-m homolog 4 (Drosophila) Odz4 7 23966

11.21 0.776 2.4 0.02098 0.168342 5.77 0.02098 s14158 p15813 NIA H3097E09 NA
8.76 -0.596 -2.4 0.02098 0.168342 5.77 0.02098 s16480 p13988 NIA H3084D09 Mm.260722 RIKEN cDNA D330024H06 gene D330024H06Rik 19 107351
12.4 -1.613 -2.4 0.02099 0.16837 5.76 0.02099 s05394 p03481 NIA H3019A04 Mm.274370 RIKEN cDNA 1300007L22 gene 1300007L22Rik 11 71774
8.17 -0.618 -2.4 0.021 0.168388 5.76 0.021 s02585 p07372 NIA H3039D10 Mm.290338 Protein kinase, X-linked Prkx X 19108
8.28 -0.725 -2.4 0.02101 0.168388 5.76 0.02101 s08105 p10829 NIA H3064E10 Mm.359642 Similar to hypothetical protein FLJ10986 4 435793
8.64 -0.615 -2.4 0.02101 0.168388 5.76 0.02101 s11427 p01813 IMAGE 576761 Mm.17949 Mitochondrial ribosomal protein S22 Mrps22 9 64655

7.7 -0.488 -2.4 0.02103 0.16843 5.76 0.02103 s15052 p14278 NIA H3086F09 Mm.27538 T-cell leukemia/lymphoma 1B, 1 Tcl1b1 12 27379
12.76 -0.779 -2.4 0.02118 0.168587 5.75 0.02118 s00629 p11003 NIA H3066C08 NA

8.04 0.509 2.4 0.02111 0.168587 5.75 0.02111 s02293 p09695 NIA H3055G12 Mm.24816 Coagulation factor II (thrombin) receptor F2r 13 14062
13.79 -0.67 -2.4 0.02116 0.168587 5.75 0.02116 s03488 p01709 NIA H3010E10 Mm.359784 RIKEN cDNA 7030407E18 gene 7030407E18Rik 11 399600

9.54 -0.666 -2.4 0.02117 0.168587 5.75 0.02117 s06316 p01381 NIA H3008E05 Mm.246304 Synaptophysin-like protein Sypl 12 19027
9.52 -0.891 -2.4 0.02113 0.168587 5.75 0.02113 s06419 p05731 IMAGE 582141 Mm.276826 Cofilin 2, muscle Cfl2 12 12632
9.47 -0.645 -2.4 0.02107 0.168587 5.76 0.02107 s06992 p05243 NIA H3028C08 Mm.218381 Hermansky-Pudlak syndrome 1 homolog (human) Hps1 19 192236

12.89 -0.937 -2.4 0.02108 0.168587 5.76 0.02108 s07985 p03907 NIA H3021C09 Mm.84073 Bcl2-associated athanogene 3 Bag3 7 29810
9.66 -0.631 -2.4 0.02117 0.168587 5.75 0.02117 s08266 p04439 NIA H3024G03 In multiple clusters NA

15.62 -0.365 -2.4 0.02107 0.168587 5.76 0.02107 s09861 p03637 IMAGE 389112 Mm.34650 Paralemmin Palm 10 18483
8.14 -0.6 -2.4 0.02106 0.168587 5.76 0.02106 s10118 p08253 NIA H3045E12 Mm.74596 RAB10, member RAS oncogene family Rab10 12;4 19325

11.78 -0.797 -2.4 0.02115 0.168587 5.75 0.02115 s12708 p21477 NIA H3136E09 Mm.6710 Rho-associated coiled-coil forming kinase 1 Rock1 18 19877
11.77 -0.696 -2.4 0.0211 0.168587 5.75 0.0211 s13368 p22504 NIA H3144H05 Mm.20108 Aldehyde oxidase 3 Aox3 1 71724

8.22 0.552 2.4 0.02115 0.168587 5.75 0.02115 s13852 p17908 NIA H3110D07 NA
9.34 -0.736 -2.4 0.02109 0.168587 5.75 0.02109 s13938 p19452 NIA H3122D08 Mm.21500 Mindbomb homolog 1 (Drosophila) Mib1 18 225164
9.15 -0.729 -2.4 0.02116 0.168587 5.75 0.02116 s17219 p24250 NIA H3157B08 Mm.245446 RIKEN cDNA 1810043M20 gene 1810043M20Rik 1;7 226562
8.21 -0.742 -2.4 0.02118 0.168587 5.75 0.02118 s17390 p13703 NIA H3082G09 Mm.25862 Transcribed locus 17 NA
9.05 -0.669 -2.4 0.02115 0.168587 5.75 0.02115 s18609 p15252 NIA H3093D11 Mm.296876 Gene model 1, (NCBI) 10 210582
10.8 0.764 2.4 0.02109 0.168587 5.76 0.02109 s20473 p16199 NIA H3099G09 Mm.28623 Calmodulin-like 4 Calml4 9 75600

10.59 -0.643 -2.4 0.02114 0.168587 5.75 0.02114 s20706 p24397 NIA H3158E02 Mm.22379 RIKEN cDNA 5730555F13 gene 5730555F13Rik 9 66660
12.47 -0.872 -2.4 0.02116 0.168587 5.75 0.02116 s22541 p12601 CNS-CB CW0CG114YD10 Mm.125770 RIKEN cDNA A930027G11 gene Gnas 2;6 14683

9.15 -0.595 -2.4 0.02119 0.168631 5.75 0.02119 s20171 p21878 NIA H3139F11 Mm.364980 RIKEN cDNA C530014P21 gene 6430537K16Rik 17 320480
13.18 0.906 2.4 0.02123 0.168687 5.74 0.02123 s07179 p09314 NIA H3053B01 NA

9.62 0.616 2.4 0.02121 0.168687 5.74 0.02121 s14748 p17629 NIA H3108E08 Mm.347681 CDNA sequence BC038167 BC038167 9 270150
8.47 -0.579 -2.4 0.02122 0.168687 5.74 0.02122 s19344 p21363 NIA H3135C07 Mm.298274 Rap guanine nucleotide exchange factor (GEF) 1 Rapgef1 2 107746

13.96 -0.715 -2.4 0.02123 0.168687 5.74 0.02123 s23279 p21812 NIA H3139D03 Mm.291784 Similar to alpha-tubulin 15;9;18;2;11 434390
9.91 0.917 2.4 0.02122 0.168687 5.74 0.02122 s23717 p12553 CNS-CB CW0CG108YD08 Mm.1175 Jun proto-oncogene related gene d1 Jund1 8 16478
8.44 -0.885 -2.4 0.02125 0.168749 5.74 0.02125 s09979 p09269 NIA H3052E07 Mm.288345 Transcribed locus 6 NA
8.35 -0.737 -2.4 0.02126 0.16879 5.74 0.02126 s11001 p09223 NIA H3052G01 Mm.18706 Transformed mouse 3T3 cell double minute 4 Mdm4 1 17248
7.81 -0.435 -2.4 0.02127 0.16879 5.74 0.02127 s21535 p14670 NIA H3089F10 Mm.332024 Similar to Oogenesin 2 MGC91195 4 381569
8.69 -0.537 -2.39 0.02136 0.169484 5.73 0.02136 s02705 p02762 NIA H3015B10 Mm.371672 Glucuronidase, beta Gusb 5 110006
8.27 -0.572 -2.39 0.0214 0.169719 5.73 0.0214 s00762 p05113 IMAGE 1153797 NA
9.06 -0.507 -2.39 0.0214 0.169719 5.73 0.0214 s21201 p16196 NIA H3099D09 Mm.19073 RIKEN cDNA 9430080K19 gene 9430080K19Rik 1 68120
8.99 -0.745 -2.39 0.02145 0.170017 5.72 0.02145 s04648 p12476 NIA H3076D12 Mm.253156 Erythrocyte protein band 4.1-like 5 Epb4.1l5 1 226352

11.57 -0.657 -2.39 0.02148 0.170186 5.72 0.02148 s02791 p04306 NIA H3023B11 In multiple clusters NA
8.65 0.516 2.39 0.02148 0.170186 5.72 0.02148 s15529 p15066 NIA H3092B12 NA
8.65 -0.583 -2.39 0.02152 0.170342 5.71 0.02152 s05542 p10374 NIA H3061F01 Mm.247389 RIKEN cDNA 4930562C15 gene 4930562C15Rik 16 78809
8.08 -0.48 -2.39 0.02151 0.170342 5.71 0.02151 s07700 p12158 NIA H3073F08 Mm.338439 L(3)mbt-like 3 (Drosophila) L3mbtl3 10 237339
9.88 -0.706 -2.39 0.02153 0.170373 5.71 0.02153 s22495 p21811 NIA H3139C03 Mm.210676 CD9 antigen Cd9 6 12527
7.36 -0.394 -2.39 0.02155 0.170475 5.71 0.02155 s25046 p24352 empty NA
9.49 0.701 2.39 0.02157 0.170489 5.71 0.02157 s01172 p08944 IMAGE 348426 Mm.4543 Distal-less homeobox 1 Dlx1 2 13390

9.2 -0.72 -2.39 0.02157 0.170489 5.71 0.02157 s06179 p04254 NIA H3023F04 Mm.249310 RIKEN cDNA 5430432P15 gene 5430432P15Rik 19 74493
8.13 -0.777 -2.39 0.02158 0.170489 5.71 0.02158 s07903 p05445 NIA H3029E09 NA

8.5 -0.64 -2.39 0.02157 0.170489 5.71 0.02157 s18768 p19104 NIA H3119H12 Mm.262067 RIKEN cDNA 9930017A07 gene 9930017A07Rik 11 217169
8.19 -0.52 -2.39 0.0216 0.170493 5.71 0.0216 s03741 p02239 IMAGE 573435 Mm.158827 RIKEN cDNA 2410003P15 gene 2410003P15Rik 2 56046
9.12 -0.781 -2.39 0.02158 0.170493 5.71 0.02158 s11327 p00777 NIA H3005A02 Mm.79198 RIKEN cDNA 4933437F05 gene 4933437F05Rik 12 71275
9.04 -0.515 -2.39 0.0216 0.170493 5.71 0.0216 s11849 p03592 IMAGE 2182326 Mm.348905 Similar to BAF57 11 434683
8.52 -0.578 -2.39 0.02162 0.170638 5.7 0.02162 s20561 p20037 NIA H3126E09 NA

11.05 -1.25 -2.39 0.02164 0.170735 5.7 0.02164 s16418 p20927 NIA H3132G12 Mm.236443 Fatty acid synthase Fasn 11 14104
9.98 -0.651 -2.39 0.02169 0.170783 5.7 0.02169 s02834 p04820 IMAGE 583586 Mm.301655 Peptidase (mitochondrial processing) beta Pmpcb 5 73078

10.37 -1.031 -2.39 0.0217 0.170783 5.7 0.0217 s03199 p05541 NIA H3030E09 Mm.103534 Cysteine and histidine-rich domain (CHORD)-containing, zinc-binding protein 1 Chordc1 9 66917
10.05 -0.686 -2.39 0.02167 0.170783 5.7 0.02167 s05298 p04509 NIA H3024E12 Mm.28632 Solute carrier family 16 (monocarboxylic acid transporters), member 3 Slc16a3 11 80879

8.86 -0.669 -2.39 0.02166 0.170783 5.7 0.02166 s17514 p24457 NIA H3158A10 Mm.212066 Abl-interactor 2 Abi2 1 329165
9.07 -0.616 -2.39 0.0217 0.170783 5.7 0.0217 s19596 p21375 NIA H3135G08 Mm.328014 Similar to CHCHD4 protein X 385493

10.93 -0.668 -2.39 0.02168 0.170783 5.7 0.02168 s21267 p13126 NIA H3079F09 Mm.260557 CDNA sequence BC057552 BC057552 8 212123
11.57 -0.707 -2.39 0.02169 0.170783 5.7 0.02169 s21417 p22090 NIA H3141B02 Mm.196150 Spermatogenesis associated 11 Spata11 17 66400
11.03 -0.677 -2.39 0.02169 0.170783 5.7 0.02169 s23007 p16684 CNS-CB CW0CG78YO10 Mm.153159 Chaperonin subunit 6a (zeta) Cct6a 5 12466

7.95 -0.512 -2.39 0.02171 0.170832 5.7 0.02171 s01955 p08139 NIA H3044C10 Mm.320979 Thiamin pyrophosphokinase Tpk1 6 29807
8.38 -0.563 -2.39 0.02173 0.170877 5.7 0.02173 s12537 p06172 NIA H3033D04 Mm.272548 Ethanolamine kinase 1 Etnk1 6 75320
9.28 -0.675 -2.39 0.02174 0.170934 5.69 0.02174 s08070 p04431 NIA H3024G02 Mm.287178 Phosphoribosyl pyrophosphate synthetase 1 Prps1 X;12 19139
9.67 -0.69 -2.38 0.0218 0.17133 5.69 0.0218 s23054 p20782 NIA H3131F06 Mm.3250 Developmentally regulated GTP binding protein 1 Drg1 11 13494
9.74 -0.781 -2.38 0.02181 0.17133 5.69 0.02181 s23696 p19201 NIA H3120A01 Mm.271756 General transcription factor IIB Gtf2b 3 229906
9.01 0.582 2.38 0.02182 0.171352 5.69 0.02182 s01531 p04602 IMAGE 582831 Mm.131606 RIKEN cDNA 2510009E07 gene 2510009E07Rik 16 72190

11.42 -0.749 -2.38 0.02182 0.171352 5.69 0.02182 s03335 p01961 NIA H3011A06 Mm.28897 Pyrophosphatase Pyp 10 67895
11.84 -0.79 -2.38 0.02186 0.171582 5.68 0.02186 s20238 p19326 NIA H3121F04 NA

7.59 -0.539 -2.38 0.0219 0.171844 5.68 0.0219 s03329 p09891 IMAGE 2301058 In multiple clusters NA
8.28 -0.54 -2.38 0.02193 0.17191 5.68 0.02193 s00601 p11001 NIA H3066A08 NA
9.75 -0.77 -2.38 0.02191 0.17191 5.68 0.02191 s08458 p00863 NIA H3005G12 Mm.28173 Methionine-tRNA synthetase Mars 10 216443
8.55 -0.525 -2.38 0.02193 0.17191 5.68 0.02193 s10177 p11069 CNS-CB CW0CG43YG23 Mm.190758 Solute carrier family 35 (UDP-N-acetylglucosamine (UDP-GlcNAc) transporter), member 3 Slc35a3 3 229782
9.62 -0.649 -2.38 0.02193 0.17191 5.68 0.02193 s13145 p23545 IMAGE 475328 Mm.242324 Septin 2 2-Sep 1 18000
8.08 -0.437 -2.38 0.02195 0.171927 5.67 0.02195 s02541 p06340 IMAGE 619832 Mm.33921 Lecithin-retinol acyltransferase (phosphatidylcholine-retinol-O-acyltransferase) Lrat 3 79235
9.58 -0.743 -2.38 0.02195 0.171927 5.67 0.02195 s16808 p19120 CNS-CB CW0CG39YP08 Mm.274601 Mitochondrial ribosomal protein S5 Mrps5 2 77721

9.6 -0.721 -2.38 0.022 0.172204 5.67 0.022 s18815 p24220 NIA H3157D04 Mm.246990 Reticulon 3 Rtn3 19 20168
8.18 -0.556 -2.38 0.022 0.172204 5.67 0.022 s23235 p20278 NIA H3128F03 In multiple clusters NA
9.23 -0.766 -2.38 0.02206 0.172653 5.66 0.02206 s20333 p16508 CNS-CB CW0CG58YB15 Rn.42903 Protein phospatase 3, regulatory subunit B, alpha isoform,type 1 Ppp3r1 14 29748

10.64 -0.683 -2.38 0.0221 0.172914 5.66 0.0221 s05964 p12184 NIA H3073H11 Mm.371560 Farnesyl diphosphate farnesyl transferase 1 Fdft1 14 14137
10.51 -0.571 -2.38 0.02213 0.17293 5.66 0.02213 s04441 p02488 NIA H3014H11 Mm.323442 Chromobox homolog 7 Cbx7 15 52609

8.46 0.62 2.38 0.02212 0.17293 5.66 0.02212 s09617 p10793 NIA H3064A06 NA
8.63 -0.7 -2.38 0.02212 0.17293 5.66 0.02212 s15291 p14546 CNS-CB CW0CG94YN23 Mm.34338 RIKEN cDNA 2310007F21 gene 2310007F21Rik 9 66939
8.34 -0.699 -2.38 0.02216 0.173171 5.66 0.02216 s04901 p00137 NIA H3002A06 Mm.36726 Ladinin Lad1 1 16763
8.77 -0.743 -2.38 0.02218 0.173228 5.65 0.02218 s23222 p20788 NIA H3131D07 Mm.154312 Mitofusin 2 Mfn2 4 170731
8.54 0.624 2.38 0.02226 0.173816 5.65 0.02226 s00065 p07397 IMAGE 1971620 Mm.288186 Alkaline phosphatase 2, liver Akp2 4 11647

10.32 0.902 2.38 0.02228 0.173823 5.65 0.02228 s07347 p09072 NIA H3051H06 In multiple clusters NA
7.51 -0.507 -2.38 0.02229 0.173823 5.64 0.02229 s10218 p10276 IMAGE 478504 In multiple clusters NA
8.63 -0.634 -2.38 0.02229 0.173823 5.64 0.02229 s17621 p20109 CNS-CB CW0CG89YD20 Mm.143877 Microtubule-associated protein, RP/EB family, member 1 Mapre1 2 13589
8.28 -0.572 -2.38 0.02227 0.173823 5.65 0.02227 s18282 p22926 NIA H3147F10 Mm.331392 Mitogen-activated protein kinase kinase 1 interacting protein 1 Map2k1ip1 3;12;7 56692

11.06 -0.877 -2.37 0.02233 0.174062 5.64 0.02233 s12325 p03862 NIA H3021F03 Mm.213292 Translocase of outer mitochondrial membrane 70 homolog A (yeast) Tomm70a 16 28185
8.72 -0.474 -2.37 0.02233 0.174062 5.64 0.02233 s14947 p20418 NIA H3129B09 Mm.274232 Swi/SNF related matrix associated, actin dependent regulator of chromatin, subfamily a-like 1 Smarcal1 1 54380

15.33 0.898 2.37 0.02236 0.174175 5.64 0.02236 s02185 p00219 IMAGE 717982 Mm.237772 Major urinary protein 1 Mup1 4;8 17840
9.71 -0.513 -2.37 0.02242 0.174654 5.63 0.02242 s02372 p05060 NIA H3027D09 Mm.2769 MARCKS-like protein Mlp 4;X 17357
8.48 -0.563 -2.37 0.02244 0.174722 5.63 0.02244 s03927 p05538 NIA H3030B09 Mm.21108 Monoamine oxidase A Maoa X 17161
8.83 -0.871 -2.37 0.02245 0.174722 5.63 0.02245 s22850 p13606 CNS-CB CW0CG112YN09 Mm.41464 RIKEN cDNA 2310003C23 gene 2310003C23Rik 2 76425
9.83 -0.666 -2.37 0.02246 0.174774 5.63 0.02246 s08461 p03675 NIA H3020C04 Mm.202747 Exportin 4 Xpo4 14 57258
10.3 -0.573 -2.37 0.02248 0.174879 5.63 0.02248 s01947 p00971 IMAGE 2648297 Mm.2271 Chemokine (C-C motif) ligand 9 Ccl9 11 20308
9.84 0.562 2.37 0.0225 0.175005 5.62 0.0225 s03099 p04570 IMAGE 582671 Mm.88790 RIKEN cDNA 1500010G04 gene 1500010G04Rik 6 68965
8.29 -0.609 -2.37 0.02252 0.175075 5.62 0.02252 s03875 p09403 NIA H3053C12 NA
9.64 -0.761 -2.37 0.02257 0.175414 5.62 0.02257 s02616 p10186 NIA H3060B02 Mm.370278 Oxysterol binding protein-like 9 Osbpl9 4 100273
9.29 -0.697 -2.37 0.02262 0.175673 5.61 0.02262 s00839 p11490 NIA H3069B09 Mm.279195 Isocitrate dehydrogenase 3 (NAD+) alpha Idh3a 9 67834

11.77 -0.775 -2.37 0.02261 0.175673 5.62 0.02261 s08612 p01631 NIA H3009G12 Mm.228903 Ring finger protein 14 Rnf14 18 56736
11.98 0.995 2.37 0.02263 0.175694 5.61 0.02263 s17070 p15804 NIA H3097D08 NA
11.04 -0.55 -2.37 0.02263 0.175694 5.61 0.02263 s17901 p19869 NIA H3125E12 Mm.24201 Nuclear prelamin A recognition factor-like Narfl 17 67563

9.86 -0.71 -2.37 0.02264 0.175695 5.61 0.02264 s18964 p19047 NIA H3119G05 Mm.35828 WD repeat domain 18 Wdr18 10;4 216156
7.89 -0.578 -2.37 0.02266 0.175707 5.61 0.02266 s00657 p11005 NIA H3066E08 NA
8.81 -0.667 -2.37 0.02266 0.175707 5.61 0.02266 s05041 p00395 NIA H3003C02 Mm.29482 RIKEN cDNA 1110019C08 gene 1110019C08Rik 16 224250
9.41 -0.695 -2.37 0.02266 0.175707 5.61 0.02266 s15038 p13768 CNS-CB CW0CG83YJ05 Mm.281287 RIKEN cDNA 2610024A01 gene 2610024A01Rik 1 72160

7.9 -0.477 -2.37 0.02268 0.175749 5.61 0.02268 s10196 p02598 IMAGE 1365249 Mm.260157 RAB3D, member RAS oncogene family Rab3d 9 19340
10.23 -0.622 -2.37 0.02273 0.176119 5.6 0.02273 s03756 p02751 NIA H3015G08 Mm.21002 Solute carrier family 2 (facilitated glucose transporter), member 1 Slc2a1 4 20525
14.45 -0.963 -2.37 0.02274 0.176119 5.6 0.02274 s20342 p24448 NIA H3158H08 Mm.25632 RIKEN cDNA 1810073G14 gene 1810073G14Rik 11 67726

8.12 -0.601 -2.37 0.02276 0.176147 5.6 0.02276 s04758 p10373 NIA H3061E01 Mm.353036 Expressed sequence AU021880 AU021880 16 106334
9.13 -0.758 -2.37 0.02275 0.176147 5.6 0.02275 s08023 p00835 NIA H3005C09 Mm.44184 Expressed sequence AI325464 AI325464 1 98314
9.62 -0.764 -2.37 0.0228 0.176456 5.6 0.0228 s24743 p16658 CNS-CB CW0CG78YG24 Rn.29774 Matrin 3 Matr3 18 29150
8.09 -0.586 -2.37 0.02283 0.176624 5.6 0.02283 s00606 p03323 IMAGE 638974 Mm.250358 Peptidyl arginine deiminase, type IV Padi4 4 18602
7.88 -0.55 -2.37 0.02284 0.176624 5.6 0.02284 s16414 p17343 NIA H3106G08 Mm.17807 Immunoglobulin-like domain containing receptor 1 Ildr1 16 106347
8.63 -0.619 -2.37 0.02286 0.17673 5.59 0.02286 s03252 p02981 IMAGE 1225090 Mm.239583 RIKEN cDNA D630048P19 gene D630048P19Rik 7 403187
8.44 0.858 2.36 0.02287 0.176733 5.59 0.02287 s04008 p02980 IMAGE 642159 Mm.28171 Potassium channel tetramerisation domain containing 5 Kctd5 17 69259
8.08 0.653 2.36 0.02288 0.176752 5.59 0.02288 s15124 p15312 NIA H3094H06 Mm.267006 Bcl2-interacting killer-like Biklk 15 12124
7.86 -0.549 -2.36 0.02288 0.176752 5.59 0.02288 s23300 p15666 IMAGE 1510858 Mm.1550 Signal transducer and activator of transcription 4 Stat4 1 20849
9.39 -0.732 -2.36 0.0229 0.176805 5.59 0.0229 s16590 p24486 NIA H3159F01 NA
8.47 -0.533 -2.36 0.02294 0.177013 5.59 0.02294 s09278 p08282 NIA H3046B04 Mm.37203 Chorionic somatomammotropin hormone 2 Csh2 13 18776

13.57 -0.64 -2.36 0.02294 0.177013 5.59 0.02294 s22468 p22581 NIA H3145E03 Mm.280311 Mki67 (FHA domain) interacting nucleolar phosphoprotein Mki67ip 1 67949
9.61 -0.533 -2.36 0.02296 0.177167 5.58 0.02296 s23827 p23821 NIA H3155E02 Mm.196208 Regulator of G-protein signaling 12 Rgs12 5 71729
9.01 0.624 2.36 0.02298 0.177194 5.58 0.02298 s18236 p18830 NIA H3117F02 Mm.40678 Phosphodiesterase 1A, calmodulin-dependent Pde1a 2 18573

12.47 -0.901 -2.36 0.02301 0.17738 5.58 0.02301 s10368 p06690 IMAGE 619049 Mm.270186 Retinoblastoma binding protein 7 Rbbp7 X 245688
7.78 0.501 2.36 0.02302 0.177428 5.58 0.02302 s22979 p16682 CNS-CB CW0CG78YN07 Mm.244917 B-cell leukemia/lymphoma 2 related protein A1b Bcl2a1b 9 12045

14.63 0.916 2.36 0.02304 0.177533 5.58 0.02304 s04211 p09136 IMAGE 832203 Mm.182440 Apolipoprotein C-I Apoc1 7 11812
8.06 -0.582 -2.36 0.02306 0.177603 5.58 0.02306 s08315 p11347 NIA H3068C03 Mm.297723 Similar to hypothetical protein MGC42415 11 327963
8.07 -0.535 -2.36 0.02311 0.177865 5.57 0.02311 s19840 p13934 NIA H3084F02 Mm.168854 DNA segment, Chr 5, Wayne State University 178, expressed D5Wsu178e 5 28042

8 -0.488 -2.36 0.0231 0.177865 5.57 0.0231 s23384 p15418 NIA H3095B08 NA
9.58 0.621 2.36 0.02317 0.178222 5.57 0.02317 s08853 p03660 NIA H3020D02 Mm.269061 RIKEN cDNA 9130404D08 gene 9130404D08Rik 8 74549
7.79 -0.574 -2.36 0.02317 0.178222 5.57 0.02317 s15263 p14798 NIA H3090F02 Mm.204834 RIKEN cDNA E130014H10 gene Slc1a3 15 20512

14.13 -1.138 -2.36 0.02316 0.178222 5.57 0.02316 s24353 p18434 NIA H3114B01 Mm.246412 RIKEN cDNA 1700020I14 gene 1700020I14Rik 2 66602
8.77 0.713 2.36 0.0232 0.178413 5.56 0.0232 s04184 p10154 NIA H3059B10 Mm.331740 Transcribed locus, moderately similar to XP_486216.1 hypothetical protein D930036J05 [Mus musculus] 10 NA
7.59 -0.491 -2.36 0.02329 0.178911 5.56 0.02329 s00761 p04093 IMAGE 639259 Mm.94371 Dystrobrevin alpha Dtna 18 13527
9.46 -0.62 -2.36 0.02331 0.178911 5.55 0.02331 s02267 p11485 NIA H3069E08 NA

9.4 -0.941 -2.36 0.02332 0.178911 5.55 0.02332 s02728 p10442 NIA H3061B10 Mm.28474 RIKEN cDNA 1110007A06 gene 1110007A06Rik 6 68477
9.27 -0.597 -2.36 0.02331 0.178911 5.55 0.02331 s13063 p13303 NIA H3080G07 NA
7.61 -0.469 -2.36 0.0233 0.178911 5.55 0.0233 s15195 p16846 CNS-CB CW0CG58YO23 Mm.28804 RIKEN cDNA 0610039P13 gene 0610039P13Rik 5 74096
7.63 -0.419 -2.36 0.02331 0.178911 5.55 0.02331 s19055 p13161 CNS-CB CW0CG74YN17 Rn.30004 CUG triplet repeat,RNA-binding protein 2 Cugbp2 17 29428
9.05 -0.594 -2.36 0.02332 0.178911 5.55 0.02332 s20081 p16248 NIA H3100H03 Mm.277864 RIKEN cDNA 3110001A13 gene 3110001A13Rik 2 66540
9.48 -0.711 -2.36 0.02336 0.179158 5.55 0.02336 s22492 p18999 NIA H3118G11 Mm.138073 RIKEN cDNA C130068N17 gene C130068N17Rik 2 277396
8.07 0.54 2.36 0.02341 0.179273 5.55 0.02341 s03986 p08354 IMAGE 876114 Mm.347478 Proviral integration site 2 Pim2 X 18715

8.6 -0.704 -2.35 0.02341 0.179273 5.55 0.02341 s04882 p08577 IMAGE 671158 Mm.8256 KH domain containing, RNA binding, signal transduction associated 1 Khdrbs1 4;8;X 20218
10.02 -0.635 -2.36 0.02339 0.179273 5.55 0.02339 s17828 p17815 CNS-CB CW0CG82YC05 Mm.310434 RIKEN cDNA A930007B11 gene AI413631 16 381045
12.36 -0.932 -2.35 0.02341 0.179273 5.55 0.02341 s18894 p19303 NIA H3121G01 NA

7.68 -0.474 -2.36 0.02341 0.179273 5.55 0.02341 s20183 p20596 NIA H3130D07 NA
9.98 -0.525 -2.35 0.02343 0.17937 5.54 0.02343 s11273 p02317 NIA H3013E02 Mm.28057 RIKEN cDNA 1110064N10 gene 1110064N10Rik 15 67832
8.82 -0.749 -2.35 0.02344 0.179397 5.54 0.02344 s17579 p20367 NIA H3129G02 Mm.240336 Serine palmitoyltransferase, long chain base subunit 1 Sptlc1 13 268656
9.91 -1.247 -2.35 0.02346 0.179495 5.54 0.02346 s11496 p01555 NIA H3009C03 Mm.41964 Transglutaminase 1, K polypeptide Tgm1 14 21816
8.79 -0.636 -2.35 0.0235 0.179737 5.54 0.0235 s10809 p00060 NIA H3001D08 NA

10.22 -0.807 -2.35 0.02352 0.179826 5.54 0.02352 s01901 p09679 NIA H3055G10 Mm.284162 WD repeat domain 13 Wdr13 X 73447
8.22 -0.507 -2.35 0.02357 0.180187 5.53 0.02357 s20144 p22648 NIA H3145H11 Mm.220417 Ribosomal protein S6 kinase, polypeptide 5 Rps6ka5 12 73086
9.12 -0.649 -2.35 0.02358 0.180197 5.53 0.02358 s19039 p23663 NIA H3153G06 Mm.242865 PAP associated domain containing 4 D130076G13Rik 13;5 105185

13.42 -1.04 -2.35 0.0236 0.180266 5.53 0.0236 s05282 p03479 NIA H3019G03 Mm.28689 Transforming growth factor beta regulated gene 1 Tbrg1 9 21376
8.44 -0.666 -2.35 0.02363 0.180493 5.53 0.02363 s18924 p21345 NIA H3135A05 Mm.336584 RIKEN cDNA 9230105E05 gene 9230105E05Rik 10 320626

12.62 -0.889 -2.35 0.02366 0.180623 5.52 0.02366 s15760 p21159 NIA H3134G05 Mm.280083 Ribosomal protein L4 Rpl4 9;11;1 67891
9.77 -0.737 -2.35 0.02368 0.180764 5.52 0.02368 s02480 p01732 IMAGE 1225096 Mm.215481 Metastasis suppressor 1 Mtss1 15 211401
9.94 -0.732 -2.35 0.0237 0.180799 5.52 0.0237 s15778 p24483 NIA H3159C01 Mm.29429 Mid1 interacting protein 1 (gastrulation specific G12-like (zebrafish)) Mid1ip1 X 68041

11.33 -0.786 -2.35 0.0237 0.180799 5.52 0.0237 s17776 p21395 NIA H3135C11 Mm.291192 Open reading frame 18 ORF18 4 56374
7.87 -0.483 -2.35 0.02372 0.180875 5.52 0.02372 s15352 p19154 CNS-CB CW0CG91YE24 Mm.29044 RIKEN cDNA 5033406L14 gene 5033406L14Rik 14 75965

10.93 -0.561 -2.35 0.02375 0.180966 5.52 0.02375 s08985 p09802 NIA H3057B02 NA
8.56 -0.81 -2.35 0.02375 0.180966 5.52 0.02375 s12942 p17141 NIA H3105E07 Mm.355293 Transcribed locus 12 NA



10.71 -0.736 -2.35 0.02375 0.180966 5.52 0.02375 s20928 p22615 NIA H3145G07 Mm.290692 Transketolase Tkt 14 21881
10.58 -0.657 -2.35 0.02376 0.180996 5.52 0.02376 s20340 p22656 NIA H3145H12 Mm.271814 RIKEN cDNA 5730405M06 gene Ncor1 11;X 20185

8.76 -0.686 -2.35 0.02381 0.181001 5.51 0.02381 s01503 p04352 IMAGE 1281479 Mm.194225 RIKEN cDNA 1110020A09 gene 1110020A09Rik 1 70397
8.78 -0.796 -2.35 0.02381 0.181001 5.51 0.02381 s04146 p00944 NIA H3006H10 Mm.3552 Circadian locomoter output cycles kaput Clock 5 12753
9.54 -0.744 -2.35 0.02381 0.181001 5.51 0.02381 s07578 p03444 NIA H3041E12 Mm.28015 PDZ domain containing 1 Pdzk1 3 59020
8.12 -0.567 -2.35 0.02382 0.181001 5.51 0.02382 s09518 p10529 IMAGE 1262432 Mm.281011 STE20-like kinase (yeast) Slk 19 20874
8.39 -0.587 -2.35 0.02377 0.181001 5.52 0.02377 s10310 p04646 NIA H3025F05 Mm.260601 Kelch-like 9 (Drosophila) Klhl9 4 242521
9.22 -0.579 -2.35 0.02378 0.181001 5.51 0.02378 s22422 p19255 NIA H3120G07 Mm.359712 CDNA sequence BC028801 BC028801 408054

10.81 -0.741 -2.35 0.0238 0.181001 5.51 0.0238 s23737 p18191 NIA H3112G06 Mm.153272 RIKEN cDNA D430022A14 gene Tgfb1i4 14;13 21807
8.43 -0.723 -2.35 0.02384 0.181164 5.51 0.02384 s06889 p00123 NIA H3002C04 Mm.7087 Rabaptin, RAB GTPase binding effector protein 1 Rabep1 11 54189
8.83 -0.651 -2.35 0.02386 0.181226 5.51 0.02386 s17427 p21893 NIA H3140E01 NA
9.93 -0.843 -2.35 0.02387 0.181226 5.51 0.02387 s20372 p14208 CNS-CB CW0CG88YO19 Rn.36797 Similar to E3 ligase for inhibin receptor 6 362736
9.65 -0.713 -2.35 0.02393 0.18162 5.5 0.02393 s18712 p19100 NIA H3119D12 Mm.259470 Oxysterol binding protein-like 1A Osbpl1a 18 64291
8.39 -0.576 -2.35 0.02395 0.18171 5.5 0.02395 s07859 p03911 NIA H3021G09 Mm.216321 Arginine-tRNA-protein transferase 1 Ate1 7 11907

10.56 -0.567 -2.35 0.02396 0.181796 5.5 0.02396 s07911 p00579 NIA H3004C01 Mm.148007 AKT1 substrate 1 (proline-rich) Akt1s1 7 67605
9.4 -0.566 -2.34 0.02398 0.181883 5.5 0.02398 s18021 p15259 NIA H3093C12 Mm.289082 WD repeat domain 26 Wdr26 1 226757

8.57 -0.523 -2.34 0.02401 0.181963 5.49 0.02401 s10259 p08998 IMAGE 748373 Mm.171615 RIKEN cDNA E430034C17 gene Tcf12 9 21406
11.49 -0.607 -2.34 0.02401 0.181963 5.5 0.02401 s20690 p23113 NIA H3149A10 Mm.323800 RIKEN cDNA 7530414M10 gene 7530414M10Rik 15 320374

9.24 0.724 2.34 0.02401 0.181963 5.5 0.02401 s21449 p12624 CNS-CB CW0CG114YI04 Mm.42967 Mitogen-activated protein kinase kinase kinase kinase 6 Map4k6 11;13 50932
8.37 -0.629 -2.34 0.02405 0.182031 5.49 0.02405 s09972 p03121 NIA H3017A07 Mm.46044 A kinase (PRKA) anchor protein (yotiao) 9 Akap9 5 100986

11.69 -0.72 -2.34 0.02404 0.182031 5.49 0.02404 s19259 p20337 NIA H3128A11 Mm.262345 Procollagen C-proteinase enhancer protein Pcolce 5 18542
10.44 -0.569 -2.34 0.02403 0.182031 5.49 0.02403 s20578 p23111 NIA H3149G09 NA

9.12 2.165 2.34 0.02409 0.18224 5.49 0.02409 s02420 p10178 NIA H3060B01 Mm.1323 U2 small nuclear ribonucleoprotein B Snrpb2 2 20639
8.38 -0.677 -2.34 0.02409 0.18224 5.49 0.02409 s19512 p21369 NIA H3135A08 Mm.308467 Activin A receptor, type 1B Acvr1b 15 11479

11.39 -0.671 -2.34 0.02409 0.18224 5.49 0.02409 s19720 p19046 NIA H3119F05 Mm.34441 RIKEN cDNA C230067J06 gene Mid1 X 17318
8.84 -0.684 -2.34 0.02411 0.182245 5.49 0.02411 s04639 p04288 NIA H3023H08 NA
7.93 -0.687 -2.34 0.02411 0.182245 5.49 0.02411 s11485 p03857 NIA H3021A03 Mm.23928 RIKEN cDNA 5832424M12 gene 5832424M12Rik 13 218503
8.45 -0.682 -2.34 0.02412 0.182282 5.49 0.02412 s03361 p00171 NIA H3002C10 Mm.343986 Fetal Alzheimer antigen Falz 11 207165

11.44 -1.002 -2.34 0.02418 0.182572 5.48 0.02418 s12594 p19429 NIA H3122E05 Mm.10661 Solute carrier family 2 (facilitated glucose transporter), member 4 Slc2a4 11 20528
14.45 -0.617 -2.34 0.02417 0.182572 5.48 0.02417 s21809 p22106 NIA H3141B04 NA

8.06 -0.569 -2.34 0.02421 0.182735 5.48 0.02421 s01959 p11723 NIA H3071C02 NA
10.45 -0.796 -2.34 0.0242 0.182735 5.48 0.0242 s06044 p08854 NIA H3050F03 Mm.258923 Nucleobindin 1 Nucb1 7;Y 18220

8.77 -0.66 -2.34 0.02424 0.182904 5.48 0.02424 s07143 p01896 IMAGE 577716 Mm.35749 Nei endonuclease VIII-like 1 (E. coli) Neil1 9 72774
9.63 -0.641 -2.34 0.02425 0.182904 5.48 0.02425 s15954 p19375 NIA H3121G10 Mm.197518 Lysosomal-associated protein transmembrane 4B Laptm4b 15 114128
9.56 -0.613 -2.34 0.02427 0.182954 5.47 0.02427 s22244 p22571 NIA H3145C02 NA
9.68 -0.585 -2.34 0.02427 0.182954 5.47 0.02427 s25053 p18714 NIA H3116B12 Mm.196269 RIKEN cDNA 4930518F22 gene Golga7 8;X 57437
7.67 1.064 2.34 0.02429 0.18299 5.47 0.02429 s00302 p07145 IGBMC Mouse_genomic_DNA NA
9.52 -0.872 -2.34 0.02432 0.18299 5.47 0.02432 s10591 p05426 NIA H3029B07 Mm.28291 RIKEN cDNA 2410005K20 gene 2410005K20Rik 16 66409
8.37 -0.538 -2.34 0.02431 0.18299 5.47 0.02431 s12411 p05406 NIA H3029F04 Mm.24069 Feminization 1 homolog b (C. elegans) Fem1b 9 14155
11.3 -0.595 -2.34 0.02429 0.18299 5.47 0.02429 s12807 p21741 NIA H3138E06 Mm.285453 Lethal giant larvae homolog Llglh 11 16897
8.42 -0.619 -2.34 0.02432 0.18299 5.47 0.02432 s23201 p14900 NIA H3091D03 NA

8.9 -0.596 -2.34 0.0243 0.18299 5.47 0.0243 s23423 p13118 NIA H3079F08 Mm.214514 Proline arginine-rich end leucine-rich repeat Prelp 1 116847
10.07 -1.081 -2.34 0.02434 0.183122 5.47 0.02434 s07957 p03905 NIA H3021A09 Mm.289516 G protein beta subunit-like Gbl 17 56716

8.83 -0.682 -2.34 0.02437 0.18318 5.47 0.02437 s06259 p00924 NIA H3006D08 Mm.289707 Fascin homolog 1, actin bundling protein (Strongylocentrotus) purpuratus) Fscn1 5 14086
10.59 -0.718 -2.34 0.02436 0.18318 5.47 0.02436 s19954 p15982 NIA H3098F06 Mm.259626 Protein phosphatase 2, regulatory subunit B (B56), epsilon isoform Ppp2r5e 12 26932

9.25 -0.591 -2.34 0.02441 0.183364 5.46 0.02441 s03703 p05813 NIA H3031E07 Mm.251638 Melanocyte proliferating gene 1 Myg1 15 60315
7.83 -0.675 -2.34 0.0244 0.183364 5.46 0.0244 s04738 p04487 NIA H3024G09 Mm.193728 RIKEN cDNA 1700109G14 gene 1700109G14Rik 14 67355
8.38 0.681 2.34 0.02441 0.183364 5.46 0.02441 s08423 p08019 IMAGE 697385 Mm.33897 Expressed sequence AI450827 AI450827 8 102083
8.32 -0.612 -2.34 0.02442 0.183364 5.46 0.02442 s11424 p12053 CNS-CB CW0CG76YA06 Mm.347899 Large tumor suppressor 2 Lats2 14 50523
8.23 0.581 2.34 0.02443 0.183395 5.46 0.02443 s20249 p16254 NIA H3100F04 Mm.200587 RIKEN cDNA 1700036D21 gene 1700036D21Rik 9 73336

11.75 -0.882 -2.34 0.02445 0.183475 5.46 0.02445 s11815 p11266 CNS-CB CW0CG51YG05 Mm.27183 Phenylalkylamine Ca2+ antagonist (emopamil) binding protein Ebp X 13595
7.65 -0.514 -2.34 0.0245 0.183833 5.45 0.0245 s00811 p11240 CNS-CB CW0CG50YD21 NA
8.76 -0.62 -2.34 0.02453 0.183961 5.45 0.02453 s17428 p22913 NIA H3147A09 Mm.370340 RIKEN cDNA 4930402E16 gene 4930402E16Rik 8 319518
8.44 -0.63 -2.33 0.02455 0.184009 5.45 0.02455 s11430 p04625 NIA H3025A03 Mm.291059 Origin recognition complex, subunit 4-like (S. cerevisiae) Orc4l 2 26428
8.57 -0.539 -2.33 0.02454 0.184009 5.45 0.02454 s17187 p20416 NIA H3129H08 Mm.370182 Fyn proto-oncogene Fyn 10 14360

15.04 0.627 2.33 0.02456 0.184016 5.45 0.02456 s07894 p10309 IMAGE 537250 In multiple clusters NA
7.38 -0.41 -2.33 0.02457 0.184047 5.45 0.02457 s16520 p24742 empty NA

10.57 -0.711 -2.33 0.02458 0.184078 5.45 0.02458 s19848 p21102 CNS-CB CW0CG87YB06 Rn.98804 Similar to KIAA0731 protein 10 303158
8.38 0.67 2.33 0.0246 0.184204 5.45 0.0246 s03207 p00675 IMAGE 2647828 Mm.260177 Phospholipase D2 Pld2 11 18806
9.07 -0.726 -2.33 0.02462 0.184298 5.45 0.02462 s00493 p02549 IMAGE 1745668 Mm.140948 Renal tumor antigen Rage 12 26448
8.99 -0.85 -2.33 0.02468 0.184553 5.44 0.02468 s10178 p12089 CNS-CB CW0CG76YI16 Rn.90070 Nuclear receptor subfamily 3, group C, member 1 Nr3c1 18 24413
7.81 -0.538 -2.33 0.02469 0.184553 5.44 0.02469 s10381 p06180 NIA H3033D05 NA

11.03 -0.584 -2.33 0.02469 0.184553 5.44 0.02469 s19173 p18793 CNS-CB CW0CG38YN20 Mm.197536 Osteoclast inhibitory lectin Ocil 6 93694
12.01 -0.781 -2.33 0.02468 0.184553 5.44 0.02468 s19174 p19565 CNS-CB CW0CG25YD01 Mm.29151 Homocysteine-inducible, endoplasmic reticulum stress-inducible, ubiquitin-like domain member 1 Herpud1 8;2 64209

7.64 0.453 2.33 0.02469 0.184553 5.44 0.02469 s22346 p13365 IMAGE 1432824 Mm.45570 Acid phosphatase 2, lysosomal Acp2 2 11432
8.16 -0.6 -2.33 0.02476 0.184936 5.43 0.02476 s17200 p19136 CNS-CB CW0CG40YI16 Mm.38816 WD repeat domain 36 Wdr36 18 225348
8.06 -0.557 -2.33 0.02476 0.184936 5.43 0.02476 s20831 p23889 NIA H3155A11 Mm.5159 Amyloid beta (A4) precursor protein-binding, family B, member 2 Apbb2 5 11787

8.3 -0.567 -2.33 0.02477 0.184954 5.43 0.02477 s20133 p12916 NIA H3078D07 Mm.12246 Immediate early response 5 Ier5 1 15939
13.14 0.576 2.33 0.02479 0.18501 5.43 0.02479 s02012 p08661 NIA H3048E03 Mm.327564 Gene model 594, (NCBI) X;7 236667

7.88 -0.526 -2.33 0.02479 0.18501 5.43 0.02479 s18370 p13712 NIA H3082H10 Mm.258841 RIKEN cDNA 4921540A03 gene 1700021P22Rik 7 75538
8.58 -0.662 -2.33 0.02481 0.185054 5.43 0.02481 s05828 p02960 NIA H3016H10 Mm.4618 RIKEN cDNA 1110003E12 gene Sp1 15 20683
7.94 -0.523 -2.33 0.02481 0.185054 5.43 0.02481 s11514 p04631 NIA H3025G03 Mm.86833 MARVEL (membrane-associating) domain containing 3 Marveld3 8 73608
8.52 -0.666 -2.33 0.02483 0.185132 5.43 0.02483 s11345 p03853 NIA H3021E02 Mm.29364 Leucine rich repeat containing 16 Lrrc16 13 68732
9.06 -0.564 -2.33 0.02485 0.185165 5.43 0.02485 s04235 p05802 NIA H3031B06 Mm.99776 X-prolyl aminopeptidase (aminopeptidase P) 1, soluble Xpnpep1 19 170750
9.16 -0.831 -2.33 0.02485 0.185165 5.43 0.02485 s14325 p14799 NIA H3090G02 Mm.277713 DNA segment, Chr 3, MJeffers 1 D3Jfr1 3;14 229663
9.41 0.775 2.33 0.02487 0.185266 5.43 0.02487 s05413 p07577 NIA H3040A12 Mm.269474 CCCTC-binding factor Ctcf 8 13018

9.2 -0.593 -2.33 0.02489 0.185301 5.42 0.02489 s02401 p06082 IMAGE 540534 Mm.281885 Solute carrier family 35 (CMP-sialic acid transporter), member 1 Slc35a1 4 24060
8.17 -0.637 -2.33 0.02491 0.185301 5.42 0.02491 s02771 p11224 NIA H3067H11 Mm.211030 CDNA sequence BC037432 BC037432 6 194388
14.7 1.079 2.33 0.02489 0.185301 5.42 0.02489 s10371 p09254 NIA H3052F05 NA

11.03 -0.923 -2.33 0.0249 0.185301 5.42 0.0249 s20395 p21569 NIA H3137A09 Mm.1845 Pyruvate carboxylase Pcx 19 18563
11.81 -0.701 -2.33 0.02495 0.185569 5.42 0.02495 s01547 p05886 IMAGE 574813 Mm.291222 Modulator of apoptosis 1 Moap1 12 64113

7.79 -0.635 -2.33 0.02496 0.185569 5.42 0.02496 s06461 p06243 NIA H3034C01 NA
7.96 -0.601 -2.33 0.02501 0.185915 5.41 0.02501 s01243 p09206 IMAGE 427057 NA
7.71 0.431 2.33 0.02504 0.185916 5.41 0.02504 s07747 p04222 IMAGE 1264953 Mm.272948 Phosphoseryl-tRNA kinase Pstk 7 214580

8.6 0.602 2.33 0.02503 0.185916 5.41 0.02503 s15047 p21956 NIA H3140D09 Mm.29719 Elongation protein 3 homolog (S. cerevisiae) Elp3 14 74195
7.38 -0.452 -2.33 0.02502 0.185916 5.41 0.02502 s21336 p24902 empty NA
9.02 -0.584 -2.33 0.02504 0.185916 5.41 0.02504 s24448 p15368 NIA H3095H01 Mm.288602 RIKEN cDNA D230014I24 gene Jarid1a 6 214899

14.83 0.827 2.33 0.02509 0.186 5.41 0.02509 s03637 p09653 NIA H3055E07 Mm.244393 TRAF family member-associated Nf-kappa B activator Tank 2 21353
11.19 0.681 2.33 0.02508 0.186 5.41 0.02508 s05596 p08834 NIA H3050B01 Mm.168965 Nuclear receptor-binding SET-domain protein 1 Nsd1 13 18193

7.73 0.598 2.33 0.02509 0.186 5.41 0.02509 s09326 p01118 IMAGE 635234 Mm.1927 Sushi-repeat-containing protein Srpx X 51795
9.11 -0.542 -2.33 0.02506 0.186 5.41 0.02506 s13532 p18926 NIA H3118F02 Mm.335391 Receptor-like tyrosine kinase Ryk 9 20187
9.83 -0.528 -2.33 0.02509 0.186 5.41 0.02509 s23127 p24108 IMAGE 524277 Mm.19306 Calpain 2 Capn2 1 12334
8.84 -0.664 -2.33 0.02511 0.186115 5.41 0.02511 s10286 p08228 NIA H3045D09 Mm.181278 Vacuolar protein sorting 24 (yeast) Vps24 6;1 66700

10.66 -0.701 -2.32 0.02512 0.186115 5.41 0.02512 s15631 p18396 CNS-CB CW0CG117YG13 Hs.529957 SEC63-like (S. cerevisiae) SEC63 6 11231
14.17 -0.818 -2.32 0.02514 0.186231 5.4 0.02514 s03405 p02475 NIA H3014C10 Mm.2180 Heat shock protein 1, beta Hspcb 17 15516

8.36 -0.477 -2.32 0.02515 0.186259 5.4 0.02515 s22929 p22308 NIA H3143D05 Mm.116968 RIKEN cDNA 4930562C03 gene 4930562C03Rik 9 67667
8.03 -0.589 -2.32 0.02517 0.186362 5.4 0.02517 s03841 p04025 NIA H3022A12 Mm.6458 Timeless homolog (Drosophila) Timeless 10 21853

10.02 -0.689 -2.32 0.0252 0.186505 5.4 0.0252 s04936 p06287 NIA H3034G06 Mm.255044 Pantothenate kinase 3 Pank3 11 211347
7.78 0.589 2.32 0.02522 0.186611 5.4 0.02522 s04193 p06060 IMAGE 602526 Mm.29189 Adenylate kinase 1 Ak1 2 11636
9.12 -0.589 -2.32 0.02524 0.186704 5.4 0.02524 s22930 p23080 NIA H3149H05 Mm.242646 Ubiquitin specific protease 9, X chromosome Usp9x X 22284
7.87 0.642 2.32 0.02539 0.18722 5.38 0.02539 s00119 p05857 IMAGE 1396860 Mm.31505 Chemokine (C-C motif) ligand 24 Ccl24 5 56221
9.43 -0.48 -2.32 0.02539 0.18722 5.38 0.02539 s02596 p05070 NIA H3027F10 Mm.3990 Suppressor of K+ transport defect 3 Skd3 7 20480
7.99 -0.562 -2.32 0.02534 0.18722 5.39 0.02534 s06816 p10103 NIA H3059G03 Mm.28683 Transferrin receptor Tfrc 16 22042
7.57 -0.404 -2.32 0.02539 0.18722 5.38 0.02539 s10307 p02082 IMAGE 1445853 Mm.153688 Eosinophil-associated, ribonuclease A family, member 11 Ear11 14 93726
7.55 0.475 2.32 0.02536 0.18722 5.39 0.02536 s12295 p02068 IMAGE 368564 Mm.135195 Paired-like homeodomain transcription factor 1 Pitx1 13 18740

8.2 -0.515 -2.32 0.0254 0.18722 5.38 0.0254 s13021 p12791 CNS-CB CW0CG53YD13 Rn.32366 Transcribed locus 11 NA
8.98 0.585 2.32 0.02536 0.18722 5.39 0.02536 s18711 p18080 NIA H3111H04 Mm.245210 Leucine-rich repeats and immunoglobulin-like domains 1 Lrig1 6 16206
8.25 -0.679 -2.32 0.02533 0.18722 5.39 0.02533 s19691 p18024 CNS-CB CW0CG101YN07 Rn.24482 Similar to KIAA0648 protein 14 305343
9.99 -0.669 -2.32 0.02539 0.18722 5.38 0.02539 s20082 p17268 CNS-CB CW0CG106YG18 Mm.153372 BRCA1 associated protein Brap 5 72399
13.3 -0.893 -2.32 0.02538 0.18722 5.39 0.02538 s22131 p21797 NIA H3139E01 In multiple clusters NA

12.95 -1.176 -2.32 0.02535 0.18722 5.39 0.02535 s22521 p20021 NIA H3126E07 Mm.27954 RIKEN cDNA C330006A16 gene C330006A16Rik 2 109299
9.88 -0.619 -2.32 0.02541 0.187265 5.38 0.02541 s11038 p04609 NIA H3025A01 Mm.351270 Interferon alpha responsive gene Ifrg15 1 64164
8.02 -0.571 -2.32 0.02546 0.187316 5.38 0.02546 s01748 p10433 NIA H3061A09 NA
8.62 -0.566 -2.32 0.02544 0.187316 5.38 0.02544 s03408 p05039 NIA H3027G06 Mm.227598 Protein kinase C binding protein 1 Prkcbp1 2 228880
9.24 -0.57 -2.32 0.02545 0.187316 5.38 0.02545 s09736 p05163 IMAGE 1194984 Mm.335391 Receptor-like tyrosine kinase Ryk 9 20187
8.87 -0.673 -2.32 0.02545 0.187316 5.38 0.02545 s12465 p03866 NIA H3021B04 Mm.246304 Synaptophysin-like protein Sypl 12 19027

13.85 -0.92 -2.32 0.02544 0.187316 5.38 0.02544 s15946 p24489 NIA H3159A02 NA
10.75 -0.715 -2.32 0.02546 0.187316 5.38 0.02546 s22994 p17194 CNS-CB CW0CG60YE05 Rn.3562 Unr protein Unr 2 117180

8.11 -0.538 -2.32 0.0255 0.187522 5.38 0.0255 s02028 p10193 NIA H3060A03 NA
8.57 -0.708 -2.32 0.02551 0.187558 5.38 0.02551 s07161 p05990 NIA H3032F05 NA

10.45 -0.67 -2.32 0.02552 0.187596 5.37 0.02552 s22489 p16435 CNS-CB CW0CG42YH15 Hs.368255 KIAA0368 KIAA0368 9 23392
7.95 -0.507 -2.32 0.02555 0.187612 5.37 0.02555 s04351 p09140 IMAGE 808955 Mm.258908 Friend leukemia integration 1 Fli1 9 14247
8.18 -0.562 -2.32 0.02555 0.187612 5.37 0.02555 s09994 p10551 IMAGE 1002723 Mm.245513 Braf transforming gene Braf 6;10 109880

10.54 0.876 2.32 0.02555 0.187612 5.37 0.02555 s13150 p15867 CNS-CB CW0CG115YP12 Mm.276383 Abhydrolase domain containing 8 Abhd8 8 64296
9.41 -0.628 -2.32 0.02554 0.187612 5.37 0.02554 s24398 p20740 NIA H3131D01 Mm.313351 RIKEN cDNA 9930021J03 gene 9930021J03Rik 19 240613

8.1 -0.572 -2.32 0.02558 0.187721 5.37 0.02558 s16498 p17064 NIA H3104H09 NA
12.35 0.672 2.32 0.02559 0.187786 5.37 0.02559 s04768 p06529 NIA H3035A01 Mm.255332 Tumor necrosis factor, alpha-induced protein 2 Tnfaip2 12 21928
13.76 -0.735 -2.32 0.0256 0.187829 5.37 0.0256 s06520 p08557 IMAGE 680139 Mm.20764 Cytochrome P450, family 2, subfamily c, polypeptide 29 Cyp2c29 19 13095

8 -0.477 -2.32 0.02563 0.187945 5.37 0.02563 s06984 p10109 NIA H3059E04 Mm.255974 Adult male corpora quadrigemina cDNA, RIKEN full-length enriched library, clone:B230110I22 product:unknown EST, full insert sequence 17 NA
13.03 -0.753 -2.32 0.02564 0.187989 5.36 0.02564 s00178 p08673 NIA H3048A05 Mm.277464 Isoprenylcysteine carboxyl methyltransferase Icmt 4 57295

8.95 -0.484 -2.32 0.02566 0.188095 5.36 0.02566 s04890 p03463 NIA H3019G01 NA
12.95 1.154 2.32 0.02567 0.188123 5.36 0.02567 s06283 p09057 NIA H3051A05 Mm.250508 RIKEN cDNA 8430432M10 gene 8430432M10Rik 9 66812

8.43 0.69 2.32 0.0257 0.188193 5.36 0.0257 s13444 p15590 NIA H3096F05 NA
8.4 -0.59 -2.32 0.0257 0.188193 5.36 0.0257 s13835 p14834 NIA H3090B07 Mm.295212 Similar to hypothetical protein MGC26996; chromosome 6 open reading frame 172 AI853829 10 103311

10.95 -0.935 -2.31 0.0258 0.188886 5.35 0.0258 s04849 p03971 NIA H3022C05 Mm.29890 Serine hydroxymethyl transferase 2 (mitochondrial) Shmt2 10 108037
7.57 0.469 2.31 0.02581 0.188903 5.35 0.02581 s20108 p15478 IMAGE 423114 Mm.253067 Myelin transcription factor 1-like Myt1l 12 17933
8.38 -0.585 -2.31 0.02582 0.188941 5.35 0.02582 s19114 p15977 NIA H3098A06 NA
9.73 -0.628 -2.31 0.02584 0.188977 5.35 0.02584 s09845 p02353 NIA H3013A07 Mm.137966 RIKEN cDNA 2410195B05 gene 2410195B05Rik 5;16;17 67956
8.49 -0.487 -2.31 0.02584 0.188977 5.35 0.02584 s21773 p14688 NIA H3089H12 Mm.330538 Solute carrier family 24, member 5 Slc24a5 2;3 317750
8.77 -0.725 -2.31 0.02586 0.189012 5.35 0.02586 s08028 p05191 NIA H3028G01 In multiple clusters NA
8.48 -0.587 -2.31 0.02586 0.189012 5.35 0.02586 s24530 p13328 NIA H3080H10 Mm.240024 RNA guanylyltransferase and 5'-phosphatase Rngtt 4 24018

15.54 -0.5 -2.31 0.02589 0.189107 5.35 0.02589 s11980 p08460 NIA H3047D02 Mm.16773 Albumin 1 Alb1 5;1 11657
7.7 -0.56 -2.31 0.02589 0.189107 5.35 0.02589 s15574 p17372 NIA H3106D12 Mm.333357 Cat eye syndrome chromosome region, candidate 2 homolog (human) Cecr2 6;X 330409

10.16 -0.838 -2.31 0.0259 0.189107 5.34 0.0259 s20585 p16201 NIA H3099A10 NA
11.33 -0.672 -2.31 0.02591 0.189127 5.34 0.02591 s21261 p19784 NIA H3125H01 Mm.268903 Eukaryotic translation initiation factor 4 gamma, 3 Eif4g3 4;16 230861

9.26 -0.637 -2.31 0.02592 0.189139 5.34 0.02592 s10605 p05688 IMAGE 583525 Mm.180157 RIKEN cDNA 5830458K16 gene 5830458K16Rik 16 67775
8.69 -0.569 -2.31 0.02593 0.189194 5.34 0.02593 s06468 p12391 NIA H3076G01 In multiple clusters NA

12.71 -0.74 -2.31 0.02595 0.189239 5.34 0.02595 s18870 p22885 NIA H3147E05 Mm.2180 Heat shock protein 1, beta Hspcb 17 15516
8.2 -0.691 -2.31 0.02602 0.18948 5.34 0.02602 s03165 p00163 NIA H3002C09 NA

13.46 -1.46 -2.31 0.026 0.18948 5.34 0.026 s04710 p04485 NIA H3024E09 NA
8.43 -0.583 -2.31 0.02601 0.18948 5.34 0.02601 s06769 p06005 NIA H3032E07 Mm.6358 Transcribed locus, moderately similar to NP_113570.1 synaptotagmin-like 1 [Mus musculus] 8 NA
8.89 -0.652 -2.31 0.02603 0.18948 5.34 0.02603 s21680 p19030 NIA H3119F03 Mm.246667 RIKEN cDNA C920016K16 gene BC057593 17 240067
7.61 0.438 2.31 0.02599 0.18948 5.34 0.02599 s21738 p21074 CNS-CB CW0CG86YK12 Mm.27252 RIKEN cDNA 2010001M09 gene 2010001M09Rik 18 69816
8.69 -0.563 -2.31 0.02603 0.18948 5.34 0.02603 s24709 p23314 NIA H3150B11 Mm.260433 Protein tyrosine phosphatase, non-receptor type 2 Ptpn2 18 19255

12.96 0.729 2.31 0.0261 0.189825 5.33 0.0261 s03306 p01441 IMAGE 4195190 Mm.1593 Lecithin cholesterol acyltransferase Lcat 8 16816
10 0.884 2.31 0.0261 0.189825 5.33 0.0261 s09460 p08485 NIA H3047E05 NA

7.85 -0.459 -2.31 0.0261 0.189825 5.33 0.0261 s13688 p21486 NIA H3136F10 Mm.252210 RIKEN cDNA 4930482L21 gene Serpinb6a 13 20719
8.82 -0.524 -2.31 0.02609 0.189825 5.33 0.02609 s24929 p19740 NIA H3124D08 Mm.201706 RIKEN cDNA 3010002C02 gene 1810013L24Rik 16 69053
8.85 -0.601 -2.31 0.02613 0.189942 5.33 0.02613 s02123 p08145 NIA H3044A11 Mm.25048 Transcribed locus 2 NA
8.76 -0.545 -2.31 0.02614 0.190012 5.33 0.02614 s19545 p12923 NIA H3078C08 Mm.209989 Kringle containing transmembrane protein 1 Kremen1 11 84035
7.81 -0.428 -2.31 0.02616 0.190081 5.33 0.02616 s10393 p03626 IMAGE 2099535 Mm.209990 CDNA sequence BC049807 BC049807 17 381066
8.45 0.667 2.31 0.02618 0.190187 5.32 0.02618 s04355 p00690 IMAGE 2647322 Mm.343238 Cyclin-dependent kinase 7 (homolog of Xenopus MO15 cdk-activating kinase) Cdk7 13 12572
8.01 -0.509 -2.31 0.0262 0.190207 5.32 0.0262 s01040 p03050 IMAGE 1497970 Mm.8235 Serine/threonine kinase 10 Stk10 11 20868
9.21 -0.547 -2.31 0.0262 0.190207 5.32 0.0262 s07645 p00122 NIA H3002B04 Mm.358815 RIKEN cDNA 1600010O03 gene 1600010O03Rik 2 109120
9.31 -0.744 -2.31 0.02622 0.190287 5.32 0.02622 s08511 p11355 NIA H3068C04 Mm.289662 Fibroblast growth factor inducible 14 Ddx3x X 13205

10.41 -0.761 -2.31 0.02628 0.190476 5.32 0.02628 s06861 p00121 NIA H3002A04 NA
8.92 -0.74 -2.31 0.02627 0.190476 5.32 0.02627 s07812 p12414 NIA H3076F04 Mm.290868 Target of myb1 homolog (chicken) Tom1 8 21968

10.37 -0.726 -2.31 0.02627 0.190476 5.32 0.02627 s13746 p23028 NIA H3148D11 Mm.208883 Proteasome (prosome, macropain) subunit, alpha type 5 Psma5 3;4;10 26442
10.44 -0.515 -2.31 0.02626 0.190476 5.32 0.02626 s18063 p14468 NIA H3088D09 Mm.274463 Endothelin converting enzyme 1 Ece1 4 230857

8.55 0.827 2.31 0.02631 0.190635 5.31 0.02631 s21183 p12872 NIA H3078H01 Mm.221900 RIKEN cDNA 2410007P03 gene 2410007P03Rik 2;17 66296
12.02 -0.778 -2.31 0.02631 0.190638 5.31 0.02631 s21153 p23645 NIA H3153E04 Mm.29683 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7 Ndufb7 8 66916

8.85 -0.724 -2.3 0.02648 0.190726 5.3 0.02648 s03445 p00425 NIA H3003A06 Mm.232293 Ubiquitin specific protease 36 Usp36 11 72344
12.95 -0.743 -2.3 0.02641 0.190726 5.31 0.02641 s05346 p10397 NIA H3061E04 Mm.241056 Cysteine dioxygenase 1, cytosolic Cdo1 18 12583
14.76 -0.684 -2.3 0.02646 0.190726 5.3 0.02646 s05715 p01932 NIA H3011D02 Mm.3555 Voltage-dependent anion channel 1 Vdac1 11;2;1;7 22333

14.2 -0.806 -2.3 0.0264 0.190726 5.31 0.0264 s07352 p01642 NIA H3010B02 NA
8.05 -0.579 -2.3 0.02637 0.190726 5.31 0.02637 s08939 p05706 IMAGE 581742 Mm.35413 Ring finger protein 134 Rnf134 19 71041
8.47 -0.636 -2.3 0.0264 0.190726 5.31 0.0264 s11923 p07938 NIA H3043B09 Mm.327675 Cullin 4B Cul4b X 72584

9.4 -0.709 -2.3 0.0265 0.190726 5.3 0.0265 s12367 p03872 NIA H3021H04 Mm.24231 RIKEN cDNA 1110004F10 gene 1110004F10Rik 7 56372
8.8 -0.562 -2.3 0.02647 0.190726 5.3 0.02647 s12529 p11038 NIA H3066F12 Mm.246240 Zinc finger, RAN-binding domain containing 1 Ctbp2 7 13017

7.87 -0.488 -2.3 0.0265 0.190726 5.3 0.0265 s13483 p13538 CNS-CB CW0CG100YP12 Hs.468663 Ubiquitin specific protease 34 USP34 2 9736
8.33 -0.59 -2.3 0.02634 0.190726 5.31 0.02634 s15277 p15308 NIA H3094D06 NA

11.96 -0.624 -2.3 0.0264 0.190726 5.31 0.0264 s15772 p19107 IMAGE 1329298 Mm.138832 CDNA, clone:Y2G0139N10, strand:plus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000070580, based on BLAT search 1;13;9;2;X;4;16 NA
10.03 -0.658 -2.3 0.02643 0.190726 5.3 0.02643 s15937 p16301 NIA H3100E10 Mm.371631 RIKEN cDNA 3110006P09 gene 3110006P09Rik 15 68036



8.99 -0.795 -2.3 0.02635 0.190726 5.31 0.02635 s17615 p14733 CNS-CB CW0CG96YF16 Rn.101085 Similar to RIKEN cDNA E430026E19 7 314683
10.22 -0.517 -2.3 0.02645 0.190726 5.3 0.02645 s17649 p19857 NIA H3125A11 Mm.248163 Mitochondrial ribosomal protein L52 Mrpl52 14 68836
14.57 0.923 2.3 0.02643 0.190726 5.31 0.02643 s18529 p18582 NIA H3115F07 Mm.45106 Phosphatidylinositol glycan, classC Pigc 1 67292

9.61 -0.543 -2.3 0.0265 0.190726 5.3 0.0265 s19196 p14191 CNS-CB CW0CG88YK11 Mm.270003 G protein-coupled receptor 146 Gpr146 5 80290
9.02 -0.663 -2.3 0.0265 0.190726 5.3 0.0265 s19431 p23679 NIA H3153G08 Mm.1972 RAS-related C3 botulinum substrate 2 Rac2 15 19354
9.71 -0.673 -2.3 0.02638 0.190726 5.31 0.02638 s19633 p16228 NIA H3100D01 Mm.278037 Transmembrane 7 superfamily member 3 Tm7sf3 6 67623
9.18 -0.941 -2.3 0.02646 0.190726 5.3 0.02646 s22067 p14625 NIA H3089A05 Mm.26897 CDNA sequence AK122525 AK122525 10;19 331623
9.94 -0.631 -2.3 0.02641 0.190726 5.31 0.02641 s22660 p19005 NIA H3118E12 NA

9.2 -0.62 -2.3 0.02649 0.190726 5.3 0.02649 s23859 p14603 NIA H3089C02 Mm.28492 DNA segment, Chr 2, ERATO Doi 391, expressed D2Ertd391e 2 51897
7.92 -0.515 -2.3 0.02643 0.190726 5.3 0.02643 s24588 p15372 NIA H3095D02 NA

8.6 -0.725 -2.3 0.02645 0.190726 5.3 0.02645 s24854 p15894 CNS-CB CW0CG116YE10 Mm.207907 RIKEN cDNA D630029K19 gene D630029K19Rik 3 229227
7.42 0.437 2.3 0.02658 0.191027 5.29 0.02658 s06594 p11885 CNS-CB CW0CG86YC13 Mm.207534 RIKEN cDNA 3110010F15 gene 3110010F15Rik 8 67276
8.09 -0.698 -2.3 0.0266 0.191027 5.29 0.0266 s07089 p03684 NIA H3020D05 Mm.24532 Nucleoporin 160 Nup160 2 59015

15.09 -0.493 -2.3 0.02657 0.191027 5.29 0.02657 s07711 p09086 NIA H3051F08 NA
8.01 0.552 2.3 0.02656 0.191027 5.29 0.02656 s10263 p00548 IMAGE 2648383 Mm.290596 Zinc finger protein 35 Zfp35 18 22694

12.26 -1.031 -2.3 0.02663 0.191027 5.29 0.02663 s11103 p00519 IMAGE 644889 Mm.215335 Interferon-related developmental regulator 2 Ifrd2 9;16;19 15983
11.3 -1.199 -2.3 0.02661 0.191027 5.29 0.02661 s11423 p11281 CNS-CB CW0CG51YN21 Rn.101984 Transcribed locus 4 NA
9.06 -0.632 -2.3 0.02663 0.191027 5.29 0.02663 s14307 p24259 NIA H3157C09 Mm.281379 Caspase 6 Casp6 3 12368
8.52 -0.58 -2.3 0.02661 0.191027 5.29 0.02661 s15526 p24288 NIA H3157H12 Mm.6710 Rho-associated coiled-coil forming kinase 1 Rock1 18 19877
7.33 -0.342 -2.3 0.0266 0.191027 5.29 0.0266 s16856 p25008 empty NA
8.11 -0.564 -2.3 0.02656 0.191027 5.3 0.02656 s23411 p14400 NIA H3087H12 Mm.212908 Glucocorticoid induced gene 1 C030034L19Rik 3;11 320088
8.59 -0.666 -2.3 0.02658 0.191027 5.29 0.02658 s23655 p20231 NIA H3127G09 Mm.27762 RIKEN cDNA 1110014D18 gene 1110014D18Rik 15;14 68501
8.05 -0.514 -2.3 0.02665 0.191054 5.29 0.02665 s02254 p11995 NIA H3072C12 Mm.311962 RIKEN cDNA D830013E24 gene D930008O12Rik 17 319418

14.65 -0.82 -2.3 0.02665 0.191054 5.29 0.02665 s05014 p01165 NIA H3007E02 Mm.299292 Glutathione S-transferase, pi 1 Gstp1 19;1 14870
10.6 -0.761 -2.3 0.02664 0.191054 5.29 0.02664 s18518 p20884 NIA H3132D07 Mm.247039 OCIA domain containing 1 Ociad1 5 68095
9.39 -0.737 -2.3 0.02669 0.191228 5.29 0.02669 s13566 p24304 CNS-CB CW0CG119YP04 Rn.22055 Parathyroid hormone regulated sequence (205bp) 6 NA

10.38 -0.824 -2.3 0.0267 0.191263 5.28 0.0267 s10331 p11304 CNS-CB CW0CG52YJ13 NA
7.34 0.461 2.3 0.02674 0.191425 5.28 0.02674 s17304 p24709 empty NA
10.4 -0.579 -2.3 0.02674 0.191425 5.28 0.02674 s18392 p21390 NIA H3135F10 Mm.17857 Gene model 1127, (NCBI) 9 382112

10.54 -0.586 -2.3 0.02676 0.191555 5.28 0.02676 s16028 p22703 NIA H3146G06 In multiple clusters NA
9.64 -0.553 -2.3 0.02678 0.191624 5.28 0.02678 s24062 p20759 NIA H3131G03 Mm.258484 DNA segment, Chr 6, Wayne State University 176, expressed D6Wsu176e 6 27999

11.73 -0.605 -2.3 0.02679 0.191627 5.28 0.02679 s12355 p05402 NIA H3029B04 Mm.329022 ATP-binding cassette, sub-family F (GCN20), member 1 Abcf1 17 224742
9.15 -0.6 -2.3 0.0268 0.19165 5.28 0.0268 s24215 p20253 NIA H3127E12 Mm.236835 Fasciculation and elongation protein zeta 2 (zygin II) Fez2 17 225020
8.77 -0.679 -2.3 0.02682 0.191723 5.28 0.02682 s01013 p03820 IMAGE 918992 Mm.301039 Nuclear receptor coactivator 1 Ncoa1 12;17 17977

10.03 -0.639 -2.3 0.02684 0.191836 5.27 0.02684 s03852 p01723 NIA H3010C12 Mm.206642 Mannoside acetylglucosaminyltransferase 2 Mgat2 12 217664
7.79 -0.639 -2.3 0.02688 0.192042 5.27 0.02688 s09515 p07717 NIA H3041E05 Mm.253142 RIKEN cDNA B330018G23 gene Ndufs4 13 17993
7.99 0.516 2.3 0.02693 0.19224 5.27 0.02693 s11749 p02587 IMAGE 1328800 Mm.234965 Forkhead box P1 Foxp1 6 108655

10.14 -0.648 -2.3 0.02693 0.19224 5.27 0.02693 s15832 p22695 NIA H3146G05 Mm.2845 Upstream binding transcription factor, RNA polymerase I Ubtf 11 21429
8.46 -0.598 -2.3 0.02693 0.19224 5.27 0.02693 s24442 p23044 NIA H3149D01 Mm.133300 RIKEN cDNA 1500019C06 gene 1500019C06Rik 5 72772
9.87 -0.636 -2.3 0.02691 0.19224 5.27 0.02691 s24771 p16660 CNS-CB CW0CG78YH11 Mm.262453 Malignant T cell amplified sequence 1 Mcts1 X 68995
8.23 -0.562 -2.29 0.02695 0.192261 5.27 0.02695 s12764 p21227 CNS-CB CW0CG87YG03 Mm.195092 Zinc finger protein 260 Zfp260 7 26466

7.5 -0.424 -2.29 0.02695 0.192261 5.27 0.02695 s13373 p15074 CNS-CB CW0CG97YA23 Rn.11242 Inositol 1, 4, 5-triphosphate receptor 3 Itpr3 20 25679
7.87 -0.506 -2.29 0.02697 0.192353 5.26 0.02697 s21367 p14410 NIA H3088B02 NA
8.69 -0.579 -2.29 0.02703 0.192695 5.26 0.02703 s05103 p05521 NIA H3030A07 Mm.234204 P21 (CDKN1A)-activated kinase 2 Pak2 16 224105
7.97 -0.61 -2.29 0.02706 0.19278 5.26 0.02706 s16032 p14253 NIA H3086E06 Mm.354761 Suppressor of cytokine signaling 4 Socs4 14 67296

15.52 0.399 2.29 0.02705 0.19278 5.26 0.02705 s19930 p19564 CNS-CB CW0CG25YC19 NA
12.69 -0.69 -2.29 0.02707 0.192806 5.26 0.02707 s14105 p18940 NIA H3118D04 Mm.29744 Solute carrier family 29 (nucleoside transporters), member 1 Slc29a1 17 63959

7.31 -0.384 -2.29 0.02707 0.192806 5.26 0.02707 s23488 p21310 empty NA
9.26 -0.616 -2.29 0.02709 0.192853 5.26 0.02709 s09142 p11862 CNS-CB CW0CG85YL02 Rn.10898 Matrin cyclophilin (matrin-cyp) Ppig 3 83624
7.68 -0.416 -2.29 0.02711 0.19295 5.25 0.02711 s10578 p06960 NIA H3037H06 Mm.24963 Transcribed locus 13 NA
8.22 -0.589 -2.29 0.02713 0.193 5.25 0.02713 s00229 p03819 IMAGE 2655193 Mm.280233 RIKEN cDNA 5430406J06 gene Ube2b 11 22210
9.49 -0.753 -2.29 0.02713 0.193 5.25 0.02713 s13109 p16629 CNS-CB CW0CG58YJ16 NA
8.12 -0.561 -2.29 0.02715 0.193081 5.25 0.02715 s05455 p08089 NIA H3044A04 NA
7.79 -0.444 -2.29 0.02716 0.193105 5.25 0.02716 s07756 p12410 NIA H3076B04 NA
7.83 -0.497 -2.29 0.02719 0.193264 5.25 0.02719 s00224 p12267 NIA H3074C10 Mm.22239 Adaptor protein complex AP-1, mu 2 subunit Ap1m2 9 11768
8.31 -0.672 -2.29 0.0272 0.193264 5.25 0.0272 s19057 p14953 NIA H3091A10 Mm.26006 Nur77 downstream gene 1 Ndg1 1 368204
9.57 -0.581 -2.29 0.02721 0.193275 5.25 0.02721 s19959 p20586 NIA H3130B06 Mm.9002 Ubiquitin protein ligase E3A Ube3a 7 22215
8.28 0.551 2.29 0.02724 0.193294 5.25 0.02724 s04491 p09398 NIA H3053F11 Mm.5316 Actinin alpha 3 Actn3 19 11474

7.5 0.432 2.29 0.02723 0.193294 5.25 0.02723 s12524 p06682 IMAGE 619039 Mm.6458 Timeless homolog (Drosophila) Timeless 10 21853
9.91 -0.567 -2.29 0.02722 0.193294 5.25 0.02722 s14515 p21713 NIA H3138A03 In multiple clusters NA
9.75 -0.817 -2.29 0.02725 0.193308 5.24 0.02725 s05862 p08586 IMAGE 676519 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436

10.13 -0.582 -2.29 0.02728 0.193456 5.24 0.02728 s06743 p07795 NIA H3042C03 Mm.370223 Adaptor-related protein complex 3, mu 1 subunit Ap3m1 14 55946
9.82 -0.59 -2.29 0.02728 0.193456 5.24 0.02728 s19665 p19814 NIA H3125F05 Mm.30052 Mitochondrial ribosomal protein L50 Mrpl50 4 28028
9.71 -0.655 -2.29 0.0273 0.193522 5.24 0.0273 s00544 p10231 NIA H3060G07 NA
8.96 -0.619 -2.29 0.02731 0.193522 5.24 0.02731 s01970 p08149 NIA H3044E11 Mm.25042 Exportin, tRNA (nuclear export receptor for tRNAs) Xpot 10;8 73192
8.13 -0.474 -2.29 0.02731 0.193522 5.24 0.02731 s15678 p23264 NIA H3150H04 Mm.23790 RIKEN cDNA B230339E18 gene Hipk2 6 15258
8.65 -0.583 -2.29 0.02734 0.19366 5.24 0.02734 s16546 p22952 NIA H3148H01 Mm.11333 Regulator of telomere elongation helicase 1 Rtel1 2 269400

8 -0.645 -2.29 0.02735 0.193692 5.24 0.02735 s00630 p11775 NIA H3071G08 Mm.103439 G protein-coupled receptor, family C, group 5, member B Gprc5b 7 64297
8.06 0.676 2.29 0.02737 0.193745 5.24 0.02737 s00445 p09713 NIA H3056A03 Mm.2537 Nuclear receptor coactivator 2 Ncoa2 1 17978
10.8 -0.72 -2.29 0.02738 0.193769 5.24 0.02738 s01699 p04295 NIA H3023G09 Mm.220038 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5 Ddx5 11 13207

9.4 -0.676 -2.29 0.02739 0.193773 5.23 0.02739 s16034 p16045 CNS-CB CW0CG116YO14 Mm.315872 CDNA sequence BC006779 BC006779 2 229003
15.41 -0.571 -2.29 0.02741 0.193856 5.23 0.02741 s24498 p23048 NIA H3149H01 NA

8.24 -0.513 -2.29 0.02745 0.194009 5.23 0.02745 s06321 p05985 NIA H3032A05 In multiple clusters NA
8.43 0.615 2.29 0.02745 0.194009 5.23 0.02745 s13416 p15588 NIA H3096D05 NA
8.69 -0.558 -2.29 0.02744 0.194009 5.23 0.02744 s16811 p21932 NIA H3140D06 Mm.20863 Calpain 3 Capn3 2 12335

10.08 -0.633 -2.29 0.02748 0.194173 5.23 0.02748 s22830 p20772 NIA H3131D05 Mm.28756 Solute carrier family 40 (iron-regulated transporter), member 1 Slc40a1 1 53945
8.94 -0.616 -2.29 0.02751 0.194207 5.23 0.02751 s02215 p02013 NIA H3011E12 NA
7.82 -0.502 -2.29 0.02752 0.194207 5.22 0.02752 s12082 p11790 NIA H3071F10 Mm.347182 Gene model 247, (NCBI) 11 216763

10.39 -0.689 -2.29 0.02753 0.194207 5.22 0.02753 s17959 p21913 NIA H3140A04 Mm.9860 RIKEN cDNA 4833420G17 gene 4833420G17Rik 13 67392
13.36 -0.752 -2.29 0.02753 0.194207 5.22 0.02753 s18842 p22883 NIA H3147C05 NA

9.78 -0.796 -2.29 0.02751 0.194207 5.23 0.02751 s22919 p13348 IMAGE 1430795 Mm.235300 Lin 7 homolog c (C. elegans) Lin7c 2 22343
10.17 -0.604 -2.29 0.02757 0.194374 5.22 0.02757 s04243 p00688 IMAGE 652779 Mm.105278 Kynureninase (L-kynurenine hydrolase) Kynu 2 70789

9.27 0.714 2.29 0.02757 0.194374 5.22 0.02757 s05191 p09111 NIA H3051G11 NA
10.06 -0.593 -2.29 0.02757 0.194374 5.22 0.02757 s24653 p23564 CNS-CB CW0CG103YP08 NA
14.77 -0.799 -2.28 0.02761 0.194586 5.22 0.02761 s23388 p19002 NIA H3118B12 Mm.371572 Pyruvate kinase, muscle Pkm2 9 18746

8.77 -0.745 -2.28 0.02763 0.194628 5.22 0.02763 s11297 p11017 NIA H3066A10 In multiple clusters NA
8.71 -0.692 -2.28 0.0277 0.195071 5.21 0.0277 s17400 p22663 NIA H3146G01 Mm.925 Transcription factor Dp 1 Tfdp1 8 21781

15.41 0.782 2.28 0.0277 0.195071 5.21 0.0277 s24508 p18702 NIA H3116F10 Mm.124373 RNA binding motif protein 16 Rbm16 17;12 106583
7.8 -0.446 -2.28 0.02772 0.195099 5.21 0.02772 s03066 p11998 NIA H3072F12 Mm.4397 LOC433991 6 433991

9.07 -0.503 -2.28 0.02773 0.195155 5.21 0.02773 s09573 p09761 NIA H3056A09 Mm.7800 Inositol 1,4,5-triphosphate receptor 5 Itpr5 6 16442
11.29 -0.641 -2.28 0.02775 0.195215 5.21 0.02775 s05548 p02946 NIA H3016B09 Mm.315343 RIKEN cDNA C330018L13 gene C330018L13Rik 2 140629
14.63 -0.639 -2.28 0.02776 0.195222 5.21 0.02776 s08314 p10327 IMAGE 1920822 Mm.4470 Androgen receptor Ar X 11835

8.21 0.646 2.28 0.02776 0.195222 5.21 0.02776 s15794 p13733 CNS-CB CW0CG113YK14 Mm.372315 RIKEN cDNA 1700097N02 gene 1700097N02Rik 17 67522
10.31 -0.807 -2.28 0.02785 0.195755 5.2 0.02785 s17570 p24461 NIA H3158E10 Mm.21912 F-box only protein 21 Fbxo21 5;1 231670
12.02 -0.684 -2.28 0.02786 0.195778 5.2 0.02786 s06425 p11107 CNS-CB CW0CG44YH03 Mm.235024 Adenosine A3 receptor Adora3 3 11542
11.16 -0.874 -2.28 0.02787 0.195778 5.2 0.02787 s13994 p19456 NIA H3122H08 In multiple clusters NA

9.07 -0.6 -2.28 0.02788 0.195843 5.2 0.02788 s08765 p00324 IMAGE 1378212 Mm.7491 N-myc (and STAT) interactor Nmi 2 64685
10.34 -0.759 -2.28 0.02791 0.195979 5.2 0.02791 s00219 p07663 IMAGE 1227989 Mm.31395 Carboxypeptidase E Cpe 8 12876

8.77 -0.66 -2.28 0.02792 0.195979 5.2 0.02792 s09292 p08544 NIA H3047H12 Mm.18962 Catenin alpha 1 Catna1 18 12385
13.43 1.007 2.28 0.02793 0.195979 5.2 0.02793 s16715 p23978 IMAGE 483131 Mm.2154 Max interacting protein 1 Mxi1 19 17859

8.33 -0.596 -2.28 0.02794 0.196039 5.2 0.02794 s07848 p06213 NIA H3033E09 Mm.82680 AP1 gamma subunit binding protein 1 Ap1gbp1 11;X 217030
11.15 -0.723 -2.28 0.02797 0.196157 5.19 0.02797 s25044 p22560 NIA H3144H12 Mm.28347 CDNA sequence BC004012 BC004012 4 192185
14.45 -0.698 -2.28 0.02799 0.196259 5.19 0.02799 s20252 p19066 NIA H3119B08 Mm.41 ATP synthase, H+ transporting, mitochondrial F1 complex, O subunit Atp5o 16 28080
10.69 -0.748 -2.28 0.028 0.196259 5.19 0.028 s22315 p24105 CNS-CB CW0CG124YO13 Mm.10508 Sjogren syndrome antigen B Ssb 2 20823
12.86 -0.592 -2.28 0.02802 0.196378 5.19 0.02802 s00144 p03047 IMAGE 1499752 Mm.10530 Acetyl-Coenzyme A dehydrogenase, medium chain Acadm 3 11364

8.67 -0.536 -2.28 0.02805 0.196412 5.19 0.02805 s01978 p03283 IMAGE 634598 Mm.290813 Feminization 1 homolog a (C. elegans) Fem1a 17 14154
8.26 -0.558 -2.28 0.02807 0.196412 5.19 0.02807 s02669 p07626 IMAGE 960150 Mm.3629 Transcription factor AP-2, gamma Tcfap2c 2 21420
8.37 0.533 2.28 0.02807 0.196412 5.19 0.02807 s07980 p12355 NIA H3075C09 NA
9.49 -0.657 -2.28 0.02806 0.196412 5.19 0.02806 s14248 p21443 NIA H3136C05 Mm.208723 Spire homolog 1 (Drosophila) Spire1 18 68166

15.36 0.607 2.28 0.02807 0.196412 5.19 0.02807 s19826 p13424 CNS-CB CW0CG100YK14 Mm.371975 2 days pregnant adult female ovary cDNA, RIKEN full-length enriched library, clone:E330027H18 product:unknown EST, full insert sequence NA
9.99 -0.635 -2.28 0.02805 0.196412 5.19 0.02805 s23462 p23100 NIA H3149D08 Mm.276133 LUC7-like 2 (S. cerevisiae) Luc7l2 6 192196
8.24 -0.659 -2.28 0.02809 0.196442 5.19 0.02809 s09955 p00817 NIA H3005A07 NA

13.79 -1.104 -2.28 0.0281 0.196472 5.18 0.0281 s03434 p03497 NIA H3019A06 Mm.274842 Placental specific protein 1 Plac1 X 56096
9.63 -0.837 -2.28 0.02814 0.196675 5.18 0.02814 s07446 p10608 NIA H3062H06 Mm.330045 RIKEN cDNA 4930403O06 gene 4930403O06Rik 1 68944

9.4 -0.693 -2.28 0.02821 0.197118 5.18 0.02821 s24898 p16926 NIA H3103F04 Mm.240044 Ubiquitin-conjugating enzyme E2I Ube2i 17;2;X 22196
14.12 0.654 2.27 0.02823 0.197141 5.17 0.02823 s01131 p09452 NIA H3054D06 Mm.298812 Oviductal glycoprotein 1 Ovgp1 3 12659

8.23 -0.622 -2.27 0.02823 0.197141 5.18 0.02823 s04503 p08116 NIA H3044D07 NA
8.23 -0.798 -2.27 0.02823 0.197141 5.18 0.02823 s14297 p15299 NIA H3094C05 Mm.227583 ATPase, Ca++ transporting, cardiac muscle, slow twitch 2 Atp2a2 5 11938
9.19 -0.618 -2.27 0.02827 0.197306 5.17 0.02827 s04120 p02734 NIA H3015F06 Mm.21353 DnaJ (Hsp40) homolog, subfamily C, member 11 Dnajc11 4 230935

11.18 -0.699 -2.27 0.02828 0.197337 5.17 0.02828 s21919 p20570 NIA H3130B04 Mm.10407 Nicolin 1 Nicn1 9 66257
12.31 -0.731 -2.27 0.02829 0.197354 5.17 0.02829 s04076 p01702 NIA H3010F09 Mm.275943 RIKEN cDNA 2810482I07 gene 2610529C04Rik X 67075

8.01 -0.637 -2.27 0.0283 0.197381 5.17 0.0283 s00559 p11761 NIA H3071A07 NA
9.7 -0.647 -2.27 0.02832 0.197458 5.17 0.02832 s04290 p05034 NIA H3027B06 Mm.326055 CDNA, clone:Y2G0134E05, strand:minus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000059660, based on BLAT search 2;9 NA

8.77 -0.649 -2.27 0.02833 0.197505 5.17 0.02833 s01669 p02501 IMAGE 1329451 Mm.80970 Churchill domain containing 1 Churc1 12 211151
7.59 0.39 2.27 0.02835 0.197554 5.17 0.02835 s19247 p21619 CNS-CB CW0CG98YH11 Mm.268163 Expressed sequence AW121567 AW121567 8 270028
8.02 -0.495 -2.27 0.02837 0.197648 5.17 0.02837 s10891 p11326 CNS-CB CW0CG53YB07 Mm.18565 Proteolipid protein 2 Plp2 X;13 18824
8.35 -0.563 -2.27 0.02839 0.197745 5.16 0.02839 s01396 p08700 NIA H3048D08 NA
7.49 -0.371 -2.27 0.0284 0.197764 5.16 0.0284 s08504 p04959 IMAGE 573281 Mm.30950 Protease inhibitor 16 Pi16 17 74116
7.68 -0.514 -2.27 0.02849 0.198337 5.16 0.02849 s06943 p11387 NIA H3068C08 NA
9.86 -0.614 -2.27 0.0285 0.19835 5.16 0.0285 s01145 p09962 IMAGE 537728 Mm.71 Protein kinase, DNA activated, catalytic polypeptide Prkdc 16 19090

8.4 -0.554 -2.27 0.02854 0.198529 5.15 0.02854 s12214 p04626 NIA H3025B03 Mm.193096 Stearoyl-Coenzyme A desaturase 2 Scd2 19 20250
8.93 -0.704 -2.27 0.02855 0.198606 5.15 0.02855 s15133 p23500 NIA H3152D10 Mm.293771 Methionine adenosyltransferase II, beta Mat2b 11 108645
9.44 -0.642 -2.27 0.02858 0.198741 5.15 0.02858 s14860 p17885 NIA H3110E04 NA

8.3 -0.52 -2.27 0.0286 0.198787 5.15 0.0286 s07064 p06246 NIA H3034F01 Mm.34131 RIKEN cDNA 1500005K14 gene 1500005K14Rik 11 76566
8.15 -0.683 -2.27 0.02862 0.198905 5.15 0.02862 s12561 p14823 NIA H3090G05 NA
8.04 -0.471 -2.27 0.02866 0.199022 5.15 0.02866 s10678 p08244 NIA H3045D11 Mm.259620 RIKEN cDNA A630018G05 gene A630018G05Rik 5 320651
9.15 -0.676 -2.27 0.02866 0.199022 5.15 0.02866 s18973 p15201 NIA H3093A05 Mm.240329 RIKEN cDNA 4933421G18 gene 4933421G18Rik 15 71175
9.29 -0.606 -2.27 0.02866 0.199022 5.15 0.02866 s24188 p21023 NIA H3133G12 Mm.30688 RIKEN cDNA 4932414K18 gene 4932414K18Rik 5 231225
8.83 -0.536 -2.27 0.02875 0.199547 5.14 0.02875 s09698 p08235 NIA H3045C10 Mm.234544 Ubiquitin specific protease 24 Usp24 4 329908
8.39 -0.514 -2.27 0.02878 0.1997 5.14 0.02878 s01468 p10236 NIA H3060D08 NA
8.03 -0.697 -2.27 0.02878 0.199704 5.14 0.02878 s01414 p11776 NIA H3071H08 Mm.103354 G protein-coupled receptor 1 Gpr1 1 241070

7.8 -0.419 -2.27 0.02879 0.199705 5.14 0.02879 s09220 p06238 NIA H3033F12 Mm.246131 Vacuolar protein sorting 39 (yeast) Vps39 2 269338
8.79 -0.458 -2.27 0.02882 0.199769 5.13 0.02882 s02219 p05597 IMAGE 583881 Mm.341204 SH3 domain protein 1B Sh3d1B 12 20403
8.78 -0.598 -2.27 0.02881 0.199769 5.14 0.02881 s03377 p02473 NIA H3014A10 Mm.291542 RIKEN cDNA 1700009P03 gene 1700009P03Rik 14;13 74213
8.68 -0.596 -2.27 0.02886 0.199833 5.13 0.02886 s07159 p04198 IMAGE 1264758 Mm.24937 RIKEN cDNA 1500001M20 gene 1500001M20Rik 6 68971
8.01 -0.624 -2.27 0.02884 0.199833 5.13 0.02884 s10737 p11060 CNS-CB CW0CG43YD13 Mm.257790 RIKEN cDNA C630007L23 gene C630007L23Rik 18 240283
7.54 -0.371 -2.27 0.02885 0.199833 5.13 0.02885 s13925 p19962 CNS-CB CW0CG37YI03 Mm.39256 RIKEN cDNA 4930481B07 gene 4930481B07Rik 3 74937

11.74 -0.926 -2.27 0.02886 0.199833 5.13 0.02886 s14430 p20941 NIA H3133E02 Mm.262053 ATP-binding cassette, sub-family B (MDR/TAP), member 7 Abcb7 4;X 11306
9.87 -1.235 -2.27 0.02887 0.199833 5.13 0.02887 s20386 p13381 CNS-CB CW0CG100YD08 Hs.369920 RAP1B, member of RAS oncogene family RAP1B 12 5908

9.6 -0.423 -2.26 0.02889 0.199858 5.13 0.02889 s22415 p13107 NIA H3079C07 Mm.286600 Rhophilin, Rho GTPase binding protein 2 Rhpn2 7 52428
8.2 -0.48 -2.26 0.02888 0.199858 5.13 0.02888 s23069 p22064 CNS-CB CW0CG47YI05 Mm.130721 RIKEN cDNA 5730601F06 gene 5730601F06Rik 9 77519

10.27 -0.663 -2.26 0.02891 0.199991 5.13 0.02891 s15132 p22480 NIA H3144H02 Mm.245340 Attractin like 1 Atrnl1 19 226255
8.07 -0.515 -2.26 0.02893 0.200024 5.13 0.02893 s02132 p03281 IMAGE 1853022 Mm.3789 Plexin A1 Plxna1 6 18844
8.31 -0.564 -2.26 0.02893 0.200024 5.13 0.02893 s17566 p20877 NIA H3132E06 Mm.236802 RIKEN cDNA 4732419C18 gene 4732419C18Rik 8 442839
7.78 -0.508 -2.26 0.02895 0.200062 5.13 0.02895 s10901 p07482 IMAGE 959927 Mm.200378 Myoneurin Mynn 3 80732
8.21 -0.461 -2.26 0.02897 0.200067 5.12 0.02897 s00117 p04065 IMAGE 779408 Mm.260521 RIKEN cDNA 6330412C24 gene 6330412C24Rik 3 70742
8.97 0.499 2.26 0.02897 0.200067 5.12 0.02897 s11869 p09478 NIA H3054F09 Mm.350663 Expressed sequence C86400 C86400 X 97616
8.74 0.826 2.26 0.02896 0.200067 5.12 0.02896 s18106 p15752 NIA H3097H01 In multiple clusters NA

11.14 -0.665 -2.26 0.02904 0.200102 5.12 0.02904 s00276 p08687 NIA H3048G06 Mm.10 Spermidine synthase Srm 4 20810
7.95 0.528 2.26 0.02902 0.200102 5.12 0.02902 s01603 p05571 IMAGE 581909 Mm.878 Lymphocyte antigen 6 complex, locus D Ly6d 15 17068
9.79 -0.477 -2.26 0.02903 0.200102 5.12 0.02903 s07493 p02418 NIA H3014B03 Mm.86382 DEAD (Asp-Glu-Ala-Asp) box polypeptide 58 Ddx58 4 230073
7.67 0.556 2.26 0.02904 0.200102 5.12 0.02904 s08682 p01090 IMAGE 573845 Mm.293316 RAS-like, family 11, member B Rasl11b 5 68939
9.63 -0.526 -2.26 0.029 0.200102 5.12 0.029 s11267 p08975 IMAGE 751396 Mm.1151 Dipeptidylpeptidase 4 Dpp4 2 13482
7.97 -0.549 -2.26 0.02903 0.200102 5.12 0.02903 s15751 p13219 IMAGE 1434028 Mm.239871 Ryanodine receptor 2, cardiac Ryr2 13 20191
9.54 -0.674 -2.26 0.02903 0.200102 5.12 0.02903 s15990 p13741 CNS-CB CW0CG114YB15 Rn.72721 Similar to Ubiquitin carboxyl-terminal hydrolase 7 (Ubiquitin thiolesterase 7) (Ubiquitin-specific processing protease 7) (Deubiquitinating enz      10 360471
8.99 -0.543 -2.26 0.02899 0.200102 5.12 0.02899 s16121 p18609 NIA H3115A11 Mm.28498 Caspase recruitment domain 4 Card4 6 107607

8.5 -0.704 -2.26 0.02905 0.200127 5.12 0.02905 s19098 p13675 NIA H3082C06 Mm.30119 Sterol-C4-methyl oxidase-like Sc4mol 8 66234
9.03 0.937 2.26 0.02906 0.200128 5.12 0.02906 s07388 p08812 NIA H3049D10 NA
8.28 -0.543 -2.26 0.02908 0.200239 5.12 0.02908 s23845 p14863 NIA H3090G10 Mm.228314 Transcribed locus 3 NA
9.47 -0.623 -2.26 0.0291 0.200258 5.12 0.0291 s10865 p00064 NIA H3001H08 Mm.1408 Adrenomedullin Adm 7 11535
8.52 -0.611 -2.26 0.02913 0.200364 5.11 0.02913 s03642 p01205 NIA H3007E07 Mm.17166 AT rich interactive domain 2 (Arid-rfx like) Arid2 15 77044
9.44 0.61 2.26 0.02913 0.200364 5.11 0.02913 s16163 p18103 NIA H3111G07 Mm.18796 RIKEN cDNA 3830408D24 gene 3830408D24Rik 4 70695
9.01 -0.67 -2.26 0.02918 0.200675 5.11 0.02918 s05843 p04490 NIA H3024B10 Mm.281490 BMP2 inducible kinase Bmp2k 5 140780

8.8 -0.626 -2.26 0.0292 0.200693 5.11 0.0292 s12654 p23265 NIA H3150A05 Mm.101034 RIKEN cDNA C230073G13 gene Tgif 17 21815
8.66 -0.496 -2.26 0.0292 0.200693 5.11 0.0292 s24481 p19974 NIA H3126F01 Mm.2251 Plexin A2 Plxna2 1 18845
7.45 -0.803 -2.26 0.02923 0.200794 5.11 0.02923 s00317 p07657 IMAGE 1195541 Mm.10812 Phosphodiesterase 9A Pde9a 17 18585

13.23 0.747 2.26 0.02924 0.200794 5.11 0.02924 s03292 p01701 NIA H3010E09 Mm.147226 Metallothionein 2 Mt2 8 17750
7.78 -0.43 -2.26 0.02924 0.200794 5.11 0.02924 s10316 p10022 NIA H3058F05 Mm.101836 RIKEN cDNA 9630033F20 gene 9630033F20Rik 6 319801

7.7 -0.471 -2.26 0.02926 0.200877 5.1 0.02926 s07825 p11134 CNS-CB CW0CG45YA15 Mm.254018 RIKEN cDNA E030042N05 gene E030042N05Rik 2 320490
12.44 -0.934 -2.26 0.02927 0.200899 5.1 0.02927 s03787 p05565 NIA H3030E12 Mm.29490 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 2 Ctdsp2 10 52468

8.79 -0.528 -2.26 0.02928 0.200937 5.1 0.02928 s14548 p14037 NIA H3085E03 Mm.251655 RIKEN cDNA 9430010O03 gene 9430010O03Rik 8 234023
8.15 0.528 2.26 0.02929 0.200937 5.1 0.02929 s19636 p18792 CNS-CB CW0CG38YN19 Mm.329560 Nuclear factor of activated T-cells, cytoplasmic, calcineurin-dependent 1 Nfatc1 18 18018
7.85 0.44 2.26 0.02933 0.200986 5.1 0.02933 s06173 p10912 NIA H3065H08 NA



10.55 -0.611 -2.26 0.02933 0.200986 5.1 0.02933 s09497 p03623 IMAGE 2192413 Mm.1025 Nuclear factor, erythroid derived 2, like 2 Nfe2l2 2 18024
8.24 -0.637 -2.26 0.02931 0.200986 5.1 0.02931 s14291 p21957 NIA H3140E09 NA
9.19 -0.666 -2.26 0.02931 0.200986 5.1 0.02931 s23518 p23104 NIA H3149H08 Mm.278597 RIKEN cDNA 1500035H01 gene 1500035H01Rik 9;8 76568
7.72 0.498 2.26 0.02935 0.20099 5.1 0.02935 s02778 p04568 IMAGE 2647311 Mm.293931 Amyloid beta (A4) precursor protein-binding, family A, member 3 Apba3 10 57267
9.04 -0.657 -2.26 0.02937 0.20099 5.1 0.02937 s06894 p04479 NIA H3024G08 Mm.251306 Potassium channel, subfamily K, member 4 Kcnk4 19 16528
9.17 1.157 2.26 0.02934 0.20099 5.1 0.02934 s07871 p01859 IMAGE 576309 Mm.318065 Transcribed locus, strongly similar to NP_079890.1 RWD domain containing 1 [Mus musculus] 10;4 NA
8.15 -0.573 -2.26 0.02936 0.20099 5.1 0.02936 s10464 p04912 IMAGE 573366 Mm.22337 RIKEN cDNA 2310044G17 gene 2310044G17Rik 12 217732

8.4 -0.675 -2.26 0.02936 0.20099 5.1 0.02936 s20548 p21317 NIA H3135E01 Mm.218981 LIM domain only 7 Lmo7 14 380928
8.55 -0.54 -2.26 0.02938 0.201028 5.1 0.02938 s22377 p16179 NIA H3099C07 Mm.23808 REST corepressor 1 Rcor1 12 217864

10.97 -0.749 -2.26 0.02941 0.201187 5.09 0.02941 s06456 p01639 NIA H3010G01 Mm.322752 Exosome component 4 Exosc4 15 109075
8.67 -0.516 -2.26 0.02942 0.201187 5.09 0.02942 s24890 p23064 NIA H3149H03 Mm.264860 Olfactory receptor 976 Olfr976 9 258364
9.69 -0.679 -2.26 0.02947 0.201435 5.09 0.02947 s07858 p03139 NIA H3017C09 Mm.24431 TAF13 RNA polymerase II, TATA box binding protein (TBP)-associated factor Taf13 3;11 99730

9.2 0.688 2.26 0.02948 0.201435 5.09 0.02948 s16161 p16311 NIA H3100G11 NA
9.7 -0.821 -2.26 0.02948 0.201435 5.09 0.02948 s22827 p17960 CNS-CB CW0CG82YO18 Mm.322 RIKEN cDNA C230075M21 gene Mbd2 18 17191

10.05 -0.642 -2.26 0.02955 0.201855 5.09 0.02955 s10713 p02360 NIA H3013H07 Mm.7884 HESB like domain containing 2 Hbld2 13 69046
8.68 -0.579 -2.25 0.02959 0.202049 5.08 0.02959 s09939 p11319 CNS-CB CW0CG52YO03 Mm.28891 WD repeat domain 40A Wdr40a 4 68970
9.11 -0.515 -2.25 0.02964 0.202127 5.08 0.02964 s02397 p02498 IMAGE 836731 Mm.4578 Forkhead box A1 Foxa1 12 15375
8.49 0.523 2.25 0.02964 0.202127 5.08 0.02964 s08762 p10564 NIA H3062D01 Mm.335039 PR domain containing 10 Prdm10 9 382066

10.87 -0.6 -2.25 0.02961 0.202127 5.08 0.02961 s10759 p05686 IMAGE 1400613 Mm.2445 Acetyl-Coenzyme A dehydrogenase, long-chain Acadl 1 11363
10.4 -0.647 -2.25 0.02962 0.202127 5.08 0.02962 s13339 p21730 NIA H3138B05 Mm.180337 Suppression of tumorigenicity 13 St13 15 70356

8.7 -0.713 -2.25 0.02963 0.202127 5.08 0.02963 s15555 p13276 NIA H3080D04 Mm.24295 Transcribed locus 1 NA
8.66 -0.75 -2.25 0.02967 0.202292 5.08 0.02967 s06303 p01891 IMAGE 576415 Mm.159777 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP2 Bnip2 9 12175

10.62 -0.988 -2.25 0.02971 0.202494 5.07 0.02971 s08811 p04420 NIA H3024D01 Mm.227260 RIKEN cDNA 4930542G03 gene 4930542G03Rik 2;5 227613
14.03 -0.856 -2.25 0.02972 0.202496 5.07 0.02972 s14181 p23493 NIA H3152E09 NA

7.38 -0.451 -2.25 0.02974 0.202562 5.07 0.02974 s24066 p24343 empty NA
11.47 -0.662 -2.25 0.02982 0.202893 5.07 0.02982 s04007 p01960 NIA H3011H05 In multiple clusters NA

9.3 -0.676 -2.25 0.02984 0.202893 5.07 0.02984 s04257 p00428 NIA H3003D06 Mm.25709 Inhibitor of growth family, member 1 Ing1 8 26356
10.8 -0.689 -2.25 0.02983 0.202893 5.07 0.02983 s08249 p02135 NIA H3012G03 Mm.200898 Expressed sequence AU041707 AU041707 8 102247
8.27 -0.54 -2.25 0.02984 0.202893 5.07 0.02984 s08701 p05956 NIA H3032D01 Mm.92659 Leucine zipper protein 1 Luzp1 4 269593

10 0.734 2.25 0.02984 0.202893 5.07 0.02984 s09224 p09822 NIA H3057F04 Mm.249405 DNA segment, Chr 2, ERATO Doi 485, expressed D2Ertd485e 2 329506
8.96 -0.829 -2.25 0.02982 0.202893 5.07 0.02982 s20791 p12887 NIA H3078G03 Mm.173286 Transportin 1 Tnpo1 13;16 238799
7.78 0.432 2.25 0.02984 0.202893 5.07 0.02984 s24558 p13578 CNS-CB CW0CG112YG04 Mm.248559 BPY2 interacting protein 1 Bpy2ip1 8 270058
8.31 -0.602 -2.25 0.02985 0.20291 5.07 0.02985 s16367 p13245 CNS-CB CW0CG94YA03 Rn.48752 Splicing factor YT521-B YT521 14 170956
8.25 -0.739 -2.25 0.02987 0.202986 5.06 0.02987 s07798 p11904 CNS-CB CW0CG86YG03 NA

10.18 -0.725 -2.25 0.02989 0.203074 5.06 0.02989 s17275 p23687 NIA H3153G09 Mm.332192 Gene model 440, (NCBI) Gm440 5 242819
8.49 -0.582 -2.25 0.02991 0.203089 5.06 0.02991 s16943 p14520 CNS-CB CW0CG94YH05 Mm.260105 Importin 8 Ipo8 6 320727
7.41 0.45 2.25 0.02991 0.203089 5.06 0.02991 s21616 p24662 empty NA
8.85 -0.678 -2.25 0.02993 0.203142 5.06 0.02993 s03894 p01465 IMAGE 575691 Mm.223689 RIKEN cDNA 3110001I22 gene Bfar 16 67118
9.12 -0.704 -2.25 0.02995 0.203213 5.06 0.02995 s15129 p19916 CNS-CB CW0CG36YL05 Rn.4164 Transcribed locus 4 NA
9.47 -0.583 -2.25 0.02996 0.203275 5.06 0.02996 s22504 p17717 NIA H3109E07 Mm.159651 RIKEN cDNA 1300010F03 gene 1300010F03Rik 14 219189
8.64 -0.763 -2.25 0.03003 0.203657 5.05 0.03003 s06986 p11901 CNS-CB CW0CG86YE21 Rn.8622 Pumilio homolog 2 (Drosophila) Pum2 6 298874

11.47 -0.587 -2.25 0.03005 0.203745 5.05 0.03005 s14327 p16591 NIA H3101G10 Mm.57225 Phosphoglucomutase 2-like 1 Pgm2l1 12 70974
8.01 -0.534 -2.25 0.0301 0.203866 5.05 0.0301 s03358 p10411 NIA H3061C06 NA
8.04 -0.474 -2.25 0.03009 0.203866 5.05 0.03009 s05072 p03209 NIA H3018A06 Mm.38445 Tropomodulin 3 Tmod3 9 50875

15.07 -0.467 -2.25 0.03009 0.203866 5.05 0.03009 s21125 p23643 NIA H3153C04 Mm.298947 D-dopachrome tautomerase Ddt 10;4 13202
11.16 -0.578 -2.25 0.03008 0.203866 5.05 0.03008 s23534 p24069 NIA H3156E09 Mm.10299 Procollagen, type V, alpha 2 Col5a2 1 12832
10.87 -0.615 -2.25 0.03014 0.204115 5.05 0.03014 s09601 p09763 NIA H3056C09 Mm.589 Glucose phosphate isomerase 1 Gpi1 7 14751
11.17 -0.875 -2.25 0.03015 0.204126 5.05 0.03015 s21263 p21576 NIA H3137H09 Mm.41022 RNA binding motif protein 19 Rbm19 5 74111
10.44 -0.63 -2.25 0.03018 0.204242 5.04 0.03018 s05327 p05531 NIA H3030C08 Mm.241109 Restin (Reed-Steinberg cell-expressed intermediate filament-associated protein) Rsn 5 56430
13.14 -0.631 -2.25 0.0302 0.204279 5.04 0.0302 s10240 p04902 IMAGE 1180177 Mm.209419 RIKEN cDNA D330004O07 gene Hspa9a 18;X 15526

8.69 -0.626 -2.25 0.03021 0.204279 5.04 0.03021 s13516 p17896 NIA H3110H05 Mm.22284 Processing of precursor 4, ribonuclease P/MRP family, (S. cerevisiae) Pop4 7 66161
9.76 -0.966 -2.25 0.03021 0.204279 5.04 0.03021 s17371 p21889 NIA H3140A01 Mm.3974 Ubiquitin specific protease 4 (proto-oncogene) Usp4 9 22258

7.8 -0.436 -2.25 0.03022 0.204319 5.04 0.03022 s01983 p07639 IMAGE 1227379 Mm.106811 Desmoglein 3 Dsg3 18 13512
10.05 -0.599 -2.25 0.03023 0.204339 5.04 0.03023 s11053 p05891 IMAGE 574231 Mm.259567 Mediator of RNA polymerase II transcription, subunit 8 homolog (yeast) Med8 4 80509
10.07 -1.509 -2.24 0.03025 0.204389 5.04 0.03025 s22137 p15139 CNS-CB CW0CG122YK03 Rn.56498 Similar to KIAA1007 protein; adrenal gland protein AD-005 LOC291841 19 291841

11.1 -0.6 -2.24 0.03027 0.204395 5.04 0.03027 s18561 p22168 NIA H3141H11 Mm.60331 Anti-Mullerian hormone type 2 receptor Amhr2 15 110542
7.89 -0.447 -2.24 0.03027 0.204395 5.04 0.03027 s19766 p23142 CNS-CB CW0CG61YP03 Rn.3858 Similar to hypothetical protein FLJ10342 5 297968

10.08 -0.553 -2.24 0.03028 0.204407 5.04 0.03028 s01128 p06640 IMAGE 455780 Mm.149720 Leukemia inhibitory factor receptor Lifr 15 16880
7.79 0.682 2.24 0.03034 0.204801 5.03 0.03034 s14231 p18369 CNS-CB CW0CG117YA01 Rn.76606 Similar to 1300019H17Rik protein Fip1l1 14 289582
7.57 0.456 2.24 0.03036 0.204839 5.03 0.03036 s13788 p22770 CNS-CB CW0CG22YI23 Mm.371590 Tumor protein D52 Tpd52 3 21985
8.25 -0.584 -2.24 0.03036 0.204839 5.03 0.03036 s19227 p16503 IMAGE 3413505 Mm.3879 Hypoxia inducible factor 1, alpha subunit Hif1a 12 15251

11.25 -0.853 -2.24 0.03043 0.205183 5.03 0.03043 s04538 p00960 NIA H3006H12 Mm.286830 Leucine aminopeptidase 3 Lap3 5 66988
9.92 -0.619 -2.24 0.03043 0.205183 5.03 0.03043 s06363 p05479 NIA H3030G01 Mm.240912 Ribulose-5-phosphate-3-epimerase Rpe 1 66646
8.36 0.617 2.24 0.03047 0.205372 5.03 0.03047 s22990 p13610 CNS-CB CW0CG112YN24 Mm.21697 DNA-damage-inducible transcript 4 Ddit4 10 74747
9.67 -0.74 -2.24 0.03052 0.205641 5.02 0.03052 s06665 p00113 NIA H3002A03 Mm.292775 RIKEN cDNA 1110002B05 gene 1110002B05Rik 12 104725
7.75 -0.433 -2.24 0.03053 0.205698 5.02 0.03053 s10346 p11816 CNS-CB CW0CG84YN18 Rn.18889 Sprague-Dawley UV73 mRNA, partial sequence X NA
9.15 -0.654 -2.24 0.03055 0.205737 5.02 0.03055 s08217 p11085 CNS-CB CW0CG43YN12 Mm.41933 Pitrilysin metalloprotease 1 Pitrm1 13 69617
8.75 -0.775 -2.24 0.03059 0.205822 5.02 0.03059 s05334 p11679 CNS-CB CW0CG77YH03 Mm.320228 Purinergic receptor (family A group 5) P2y5 14 67168
7.74 -0.479 -2.24 0.03059 0.205822 5.02 0.03059 s07698 p10366 IMAGE 1920432 Mm.235538 Ribonuclease, RNase A family, 1 (pancreatic) Rnase1 14 19752

10.53 -0.651 -2.24 0.03057 0.205822 5.02 0.03057 s08202 p10573 NIA H3062E02 Mm.246432 Isocitrate dehydrogenase 2 (NADP+), mitochondrial Idh2 7 269951
7.8 -0.485 -2.24 0.03058 0.205822 5.02 0.03058 s18721 p15006 NIA H3092F04 Mm.11282 Gene model 104, (NCBI) 1 226720

12.37 -0.648 -2.24 0.03062 0.205956 5.02 0.03062 s07490 p11640 IMAGE 1068905 Mm.358627 Paired-Ig-like receptor B Pirb 7 18733
8.17 -0.522 -2.24 0.03065 0.206011 5.01 0.03065 s03844 p06589 NIA H3035E08 NA

10.05 -0.726 -2.24 0.03065 0.206011 5.01 0.03065 s05857 p03982 NIA H3022F06 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436
9.01 -0.619 -2.24 0.03064 0.206011 5.01 0.03064 s21757 p12634 CNS-CB CW0CG114YK24 Mm.167537 Dynactin 2 Dctn2 10 69654
8.37 -0.551 -2.24 0.03068 0.206111 5.01 0.03068 s11966 p07950 NIA H3043F10 Mm.28160 Sorting nexin family member 27 Snx27 3 76742
8.33 -0.577 -2.24 0.03071 0.206306 5.01 0.03071 s15949 p15019 NIA H3092C06 Mm.156565 SID1 transmembrane family, member 2 Sidt2 9 214597
8.24 0.629 2.24 0.03074 0.20642 5.01 0.03074 s08581 p11099 CNS-CB CW0CG44YC12 Rn.13458 Transcribed locus 7 NA

11.98 -0.541 -2.24 0.03076 0.20642 5.01 0.03076 s08881 p03662 NIA H3020F02 Mm.290474 RIKEN cDNA 1110055N21 gene 1110055N21Rik 19 109077
10.6 -0.478 -2.24 0.03075 0.20642 5.01 0.03075 s19150 p23147 IMAGE 469040 Mm.289662 Fibroblast growth factor inducible 14 Ddx3x X 13205

14.62 -0.912 -2.24 0.03076 0.20642 5.01 0.03076 s21761 p16218 NIA H3099B12 NA
8.96 -0.525 -2.24 0.03079 0.20646 5.01 0.03079 s11452 p12055 CNS-CB CW0CG76YA17 Mm.27407 RecQ protein-like Recql 6 19691

14.38 -0.671 -2.24 0.03078 0.20646 5.01 0.03078 s14190 p19399 NIA H3122G01 Mm.209568 Sterol carrier protein 2, liver Scp2 4;9 20280
8.96 -0.537 -2.24 0.03082 0.20663 5 0.03082 s01367 p08180 NIA H3045D03 Mm.23606 Tankyrase 1 binding protein 1 Tnks1bp1 2 228140

14.86 -0.886 -2.24 0.03088 0.206905 5 0.03088 s00860 p05096 IMAGE 947860 Mm.4091 Hematopoietic cell specific Lyn substrate 1 Hcls1 16 15163
7.87 -0.48 -2.24 0.03087 0.206905 5 0.03087 s10566 p08490 NIA H3047B06 Mm.21662 Retinitis pigmentosa GTPase regulator interacting protein 1 Rpgrip1 14 77945

12.06 -1.406 -2.24 0.03089 0.206943 5 0.03089 s09946 p04663 NIA H3025G07 NA
10.36 -0.632 -2.24 0.0309 0.206943 5 0.0309 s22687 p18235 NIA H3112C12 Mm.354411 10 days neonate cerebellum cDNA, RIKEN full-length enriched library, clone:B930079J03 product:unknown EST, full insert sequence 2 NA

8.2 -0.483 -2.24 0.03093 0.207075 5 0.03093 s07233 p07526 NIA H3040F05 Mm.234274 SET and MYND domain containing 1 Smyd1 6 12180
9.23 -0.623 -2.23 0.03095 0.2071 5 0.03095 s09419 p08993 IMAGE 760986 Mm.4342 RIKEN cDNA D130061D10 gene Tjp1 7 21872
8.64 -0.634 -2.24 0.03094 0.2071 5 0.03094 s14712 p22493 NIA H3144E04 Mm.29159 Proline-rich nuclear receptor coactivator 2 Pnrc2 4;3 52830
11.2 -0.725 -2.23 0.03098 0.207187 4.99 0.03098 s04191 p04268 NIA H3023D06 In multiple clusters NA
9.43 -0.547 -2.23 0.03097 0.207187 4.99 0.03097 s15003 p20422 NIA H3129F09 Mm.274876 RIKEN cDNA 2310008H09 gene 2310008H09Rik 7 66356
9.58 -0.501 -2.23 0.031 0.207209 4.99 0.031 s07839 p11644 CNS-CB CW0CG76YO24 Mm.295284 Erythrocyte protein band 7.2 Epb7.2 2 13830

10.95 -0.594 -2.23 0.03099 0.207209 4.99 0.03099 s16425 p15289 NIA H3094A04 Mm.12616 DnaJ (Hsp40) homolog, subfamily C, member 3 Dnajc3 14 19107
9.96 -0.637 -2.23 0.03102 0.207329 4.99 0.03102 s23258 p15924 CNS-CB CW0CG116YJ23 Mm.289402 Mitochondrial ribosomal protein S31 Mrps31 8 57312
9.46 0.638 2.23 0.03104 0.207358 4.99 0.03104 s02241 p00223 IMAGE 721581 Mm.30268 Phospholipase A2, group XIIB Pla2g12b 10 69836
7.87 -0.565 -2.23 0.03107 0.207478 4.99 0.03107 s09432 p08483 NIA H3047C05 Mm.133263 RIKEN cDNA 2610507L03 gene 2610507L03Rik 7 72140
10.3 -0.518 -2.23 0.03106 0.207478 4.99 0.03106 s15202 p23242 NIA H3150B02 Mm.318389 Nuclear transcription factor-Y gamma Nfyc 4 18046
8.35 -0.515 -2.23 0.03108 0.207478 4.99 0.03108 s22533 p18739 CNS-CB CW0CG118YE07 Rn.3364 Thymopoietin Tmpo 7 25359
9.73 -2.559 -2.23 0.0311 0.207511 4.99 0.0311 s10061 p07229 NIA H3155C10 Mm.300095 UDP glycosyltransferase 1 family, polypeptide A6 Ugt1a6 1 94284

9.9 -0.658 -2.23 0.0311 0.207511 4.99 0.0311 s15105 p23498 NIA H3152B10 In multiple clusters NA
15.61 0.659 2.23 0.03112 0.207602 4.98 0.03112 s23326 p13374 CNS-CB CW0CG100YB21 NA
13.18 -0.66 -2.23 0.03113 0.207611 4.98 0.03113 s05561 p02436 NIA H3014D05 Mm.248827 Calnexin Canx 11 12330
12.57 1.045 2.23 0.03117 0.207717 4.98 0.03117 s06479 p09065 NIA H3051A06 Mm.215892 Gene model 1129, (NCBI) 9 382117

12.5 -0.566 -2.23 0.03116 0.207717 4.98 0.03116 s14273 p18881 NIA H3117A09 NA
10.3 -0.609 -2.23 0.03117 0.207717 4.98 0.03117 s15601 p16602 NIA H3101B12 Mm.339371 Similar to inner nuclear membrane protein 10 380664

10.47 -0.65 -2.23 0.03118 0.207717 4.98 0.03118 s19739 p23912 CNS-CB CW0CG105YE01 Mm.153159 Chaperonin subunit 6a (zeta) Cct6a 5 12466
15.01 -0.65 -2.23 0.03121 0.207801 4.98 0.03121 s01552 p10490 IMAGE 1886361 Mm.282093 Gene model 1821, (NCBI) 11;14;3 218963
12.61 -0.824 -2.23 0.03121 0.207801 4.98 0.03121 s19417 p23417 NIA H3151A12 Mm.78861 Nucleolar and coiled-body phosphoprotein 1 Nolc1 19 70769
11.14 -0.484 -2.23 0.03131 0.20783 4.97 0.03131 s00431 p09203 IMAGE 423061 NA

8.47 -0.553 -2.23 0.03129 0.20783 4.97 0.03129 s01986 p10451 NIA H3061C11 Mm.289456 DNA segment, Chr 11, ERATO Doi 497, expressed D11Ertd497e 11 52626
10.09 -0.574 -2.23 0.03128 0.20783 4.97 0.03128 s02361 p07362 NIA H3039B09 Mm.22584 Serine/threonine kinase receptor associated protein Strap 6 20901

9.41 0.533 2.23 0.0313 0.20783 4.97 0.0313 s02497 p04036 IMAGE 932962 Mm.1853 UDP-N-acetyl-alpha-D-galactosamine:(N-acetylneuraminyl)-galactosylglucosylceramide-beta-1, 4-N-acetylgalactosaminy Galgt1 10 14421
8.96 -0.597 -2.23 0.03126 0.20783 4.98 0.03126 s02548 p12488 CNS-CB CW0CG107YE19 Rn.4164 Transcribed locus 4 NA
8.17 -0.549 -2.23 0.03131 0.20783 4.97 0.03131 s02748 p02774 NIA H3015F11 NA

13.44 0.761 2.23 0.03124 0.20783 4.98 0.03124 s03752 p12219 NIA H3074C04 In multiple clusters NA
8.51 -0.49 -2.23 0.03131 0.20783 4.97 0.03131 s04537 p00188 NIA H3002D12 Mm.245577 Surfeit gene 6 Surf6 2 20935
8.56 -0.544 -2.23 0.03127 0.20783 4.97 0.03127 s10036 p09791 NIA H3056G12 Mm.117709 RIKEN cDNA 1110001A05 gene 1110001A05Rik 3;8 56376

10.98 -0.766 -2.23 0.03126 0.20783 4.98 0.03126 s11954 p10504 IMAGE 1923012 Mm.246377 Tubulin, beta 2 Tubb2 13;5 22151
8.77 -0.527 -2.23 0.03131 0.20783 4.97 0.03131 s13630 p19690 NIA H3124B02 Mm.17898 Cold inducible RNA binding protein Cirbp 10 12696

10.91 -0.764 -2.23 0.03128 0.20783 4.97 0.03128 s24174 p20761 NIA H3131A04 Mm.29737 Myeloid leukemia factor 2 Mlf2 6;13 30853
9.44 -0.547 -2.23 0.03133 0.207899 4.97 0.03133 s24672 p15626 NIA H3096B10 Mm.269363 Interleukin 17 receptor B Il17rb 14 50905
9.47 0.91 2.23 0.03149 0.208619 4.96 0.03149 s00991 p09194 IMAGE 421657 Mm.294138 Protein phosphatase 2 (formerly 2A), regulatory subunit A (PR 65), alpha isoform Ppp2r1a 17 51792

10.68 -0.429 -2.23 0.03146 0.208619 4.96 0.03146 s02021 p03797 IMAGE 949644 Mm.275975 Glycogen synthase 2 Gys2 6 232493
9.64 0.52 2.23 0.03148 0.208619 4.96 0.03148 s02485 p06088 IMAGE 1477823 Mm.88829 Caspase 9 Casp9 4 12371

10.19 0.556 2.23 0.03149 0.208619 4.96 0.03149 s11851 p05384 NIA H3029H01 Mm.41651 ATP synthase mitochondrial F1 complex assembly factor 2 Atpaf2 11 246782
8.85 -0.67 -2.23 0.03147 0.208619 4.96 0.03147 s15342 p22998 NIA H3148F07 Mm.248650 RIKEN cDNA 5830467J12 gene 6720401G13Rik X 103012

8.5 -0.751 -2.23 0.03149 0.208619 4.96 0.03149 s18567 p14740 CNS-CB CW0CG96YH18 Rn.15835 Similar to RIKEN cDNA A430104C18 10 360466
8.62 -0.669 -2.23 0.03151 0.208695 4.96 0.03151 s00402 p08181 NIA H3045E03 NA
8.87 -0.729 -2.23 0.03156 0.208695 4.96 0.03156 s05965 p00152 NIA H3002H07 Mm.236287 RIKEN cDNA 1700019D03 gene 1700019D03Rik 1 67080
9.08 -0.637 -2.23 0.03157 0.208695 4.96 0.03157 s06335 p05477 NIA H3030E01 Mm.276133 LUC7-like 2 (S. cerevisiae) Luc7l2 6 192196
7.88 -0.469 -2.23 0.03158 0.208695 4.96 0.03158 s06915 p11385 NIA H3068A08 Mm.259374 Kinesin family member 23 Kif23 9 71819
7.63 0.453 2.23 0.03155 0.208695 4.96 0.03155 s07230 p04962 IMAGE 479677 Mm.207435 Myosin, heavy polypeptide 7, cardiac muscle, beta Myh7 14 140781

10.07 -0.58 -2.23 0.03159 0.208695 4.96 0.03159 s08281 p05969 NIA H3032A03 Mm.193041 Mitogen-activated protein kinase kinase kinase 7 interacting protein 2 Map3k7ip2 10;9 68652
9.42 -0.649 -2.23 0.03157 0.208695 4.96 0.03157 s08973 p11084 CNS-CB CW0CG43YM19 Rn.86151 Similar to Snx5 protein 3 296199

8.7 0.504 2.23 0.03158 0.208695 4.96 0.03158 s10232 p09768 NIA H3056H09 Mm.44075 Fibronectin type III domain containing 5 Fndc5 4 384061
11.88 0.875 2.23 0.03156 0.208695 4.96 0.03156 s18662 p24224 NIA H3157H04 NA

7.8 -0.521 -2.23 0.03155 0.208695 4.96 0.03155 s22753 p14632 NIA H3089H05 Mm.272203 Ligand of numb-protein X 2 Lnx2 5 140887
10.41 -0.677 -2.23 0.0316 0.20872 4.95 0.0316 s16197 p23729 NIA H3154A03 In multiple clusters NA

8.83 -0.591 -2.23 0.03161 0.208742 4.95 0.03161 s24655 p13322 NIA H3080B10 Mm.281019 RIKEN cDNA 1500041J02 gene 1500041J02Rik 1 67876
8.61 -0.709 -2.23 0.03165 0.208949 4.95 0.03165 s09075 p01878 IMAGE 577095 Mm.41069 Inner mitochondrial membrane peptidase 2-like (S. cerevisiae) Immp2l 12 93757

12.21 -1.104 -2.22 0.0317 0.209207 4.95 0.0317 s03139 p01953 NIA H3011A05 NA
11.01 -0.749 -2.22 0.03174 0.209452 4.95 0.03174 s13815 p21752 NIA H3138H07 Mm.200497 Hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional pr   Hadha 5;2 97212

7.88 -0.546 -2.22 0.03176 0.209524 4.94 0.03176 s00424 p02807 IMAGE 1617290 Mm.7444 Vesicular inhibitory amino acid transporter Viaat 2 22348
8.81 -0.697 -2.22 0.03179 0.209658 4.94 0.03179 s07397 p03948 NIA H3022D02 Mm.144218 Asparagine-linked glycosylation 5 homolog (yeast, dolichyl-phosphate beta-glucosyltransferase) Alg5 3 66248
11.1 -0.765 -2.22 0.03182 0.209802 4.94 0.03182 s12881 p13035 CNS-CB CW0CG74YB19 Mm.2033 NADH dehydrogenase (ubiquinone) 1 beta subcomplex 3 Ndufb3 1 66495
9.97 -0.849 -2.22 0.03185 0.209805 4.94 0.03185 s10878 p11836 CNS-CB CW0CG85YD24 NA
9.68 -0.622 -2.22 0.03183 0.209805 4.94 0.03183 s19106 p20843 NIA H3132C02 Mm.29490 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 2 Ctdsp2 10 52468
11.5 -0.752 -2.22 0.03185 0.209805 4.94 0.03185 s20777 p12625 CNS-CB CW0CG114YI12 Mm.371590 Tumor protein D52 Tpd52 3 21985
7.91 -0.482 -2.22 0.03184 0.209805 4.94 0.03184 s23046 p13614 CNS-CB CW0CG112YP06 NA
9.18 -0.634 -2.22 0.03188 0.20989 4.94 0.03188 s24278 p13849 NIA H3083A04 Mm.280125 V-crk sarcoma virus CT10 oncogene homolog (avian) Crk 11 12928

10.38 0.688 2.22 0.03189 0.209904 4.94 0.03189 s10217 p09256 NIA H3052H05 Mm.275841 RIKEN cDNA 1110059F07 gene 1110059F07Rik 1 98732
8.79 -0.534 -2.22 0.03194 0.210199 4.93 0.03194 s15076 p22978 NIA H3148B05 Mm.87312 Glia maturation factor, beta Gmfb 14 63985
9.78 0.614 2.22 0.03196 0.210232 4.93 0.03196 s10590 p04406 IMAGE 2582368 Mm.250901 Cytochrome P450, family 4, subfamily a, polypeptide 14 Cyp4a14 4 13119
9.11 0.622 2.22 0.03196 0.210232 4.93 0.03196 s20047 p23922 IMAGE 481199 Mm.30199 Casein kinase 1, epsilon Csnk1e 15 27373
8.31 -0.573 -2.22 0.03199 0.210403 4.93 0.03199 s13807 p14584 CNS-CB CW0CG95YJ04 Mm.18714 Paxillin Pxn 5 19303
9.56 -0.56 -2.22 0.03206 0.210754 4.93 0.03206 s22227 p20267 NIA H3128C02 Mm.1886 THO complex 4 Thoc4 11 21681
9.23 0.916 2.22 0.03208 0.210835 4.93 0.03208 s00607 p04095 IMAGE 640501 Mm.32043 Protease, serine, 16 (thymus) Prss16 13 54373
9.94 -0.514 -2.22 0.0321 0.210864 4.92 0.0321 s02432 p08648 NIA H3048H01 Mm.274690 Heterogeneous nuclear ribonucleoprotein C Hnrpc 14;4;19 15381

13.09 -0.554 -2.22 0.0321 0.210864 4.92 0.0321 s17818 p21137 NIA H3134A03 NA
8.45 -0.686 -2.22 0.03212 0.210948 4.92 0.03212 s04028 p08866 NIA H3050B05 Mm.41864 Ubiquitin-associated protein 2 Ubap2 4 68926
8.13 -0.646 -2.22 0.03215 0.211061 4.92 0.03215 s13867 p18420 CNS-CB CW0CG117YK10 Mm.676 Activating transcription factor 1 Atf1 15 11908
9.94 -0.572 -2.22 0.0322 0.211142 4.92 0.0322 s05424 p05275 NIA H3028C12 Mm.99113 SWI/SNF-related, matrix-associated actin-dependent regulator of chromatin, subfamily a, containing DEAD/H box 1` Smarcad1 6 13990

10.09 -0.688 -2.22 0.03218 0.211142 4.92 0.03218 s08123 p01871 IMAGE 577420 Mm.292530 DAZ associated protein 2 Dazap2 15;13 23994
10.85 0.737 2.22 0.0322 0.211142 4.92 0.0322 s11089 p00257 IMAGE 653093 Mm.2647 Profilin 1 Pfn1 11 18643

9.53 -0.594 -2.22 0.0322 0.211142 4.92 0.0322 s12642 p24547 NIA H3159C09 Mm.326477 Zinc finger protein 445 Zfp445 9 235682
7.35 0.35 2.22 0.03218 0.211142 4.92 0.03218 s24227 p18201 NIA H3112A08 Mm.3511 Matrilin 2 Matn2 15 17181
9.43 -0.475 -2.22 0.03222 0.211188 4.92 0.03222 s22715 p18237 NIA H3112E12 Mm.30059 Myristoylated alanine rich protein kinase C substrate Marcks 10 17118
8.55 -0.538 -2.22 0.03223 0.211191 4.92 0.03223 s00174 p05089 IMAGE 906134 Mm.27510 Ubiquitin specific protease 21 Usp21 1 30941
9.37 0.646 2.22 0.03223 0.211191 4.92 0.03223 s01795 p01995 NIA H3011C10 Mm.102574 PCTAIRE-motif protein kinase 1 Pctk1 X 18555
8.07 -0.497 -2.22 0.03227 0.211237 4.91 0.03227 s04759 p11393 NIA H3068A09 NA
9.53 -0.758 -2.22 0.03227 0.211237 4.91 0.03227 s13311 p22013 CNS-CB CW0CG46YI07 Rn.51103 ROD1 regulator of differentiation 1 (S. pombe) Rod1 5 83515
9.32 -0.581 -2.22 0.03225 0.211237 4.91 0.03225 s13924 p18942 NIA H3118F04 Mm.86523 RIKEN cDNA 5730405I09 gene 5730405I09Rik 18 67974
8.84 -0.838 -2.22 0.03226 0.211237 4.91 0.03226 s19000 p14183 CNS-CB CW0CG88YJ04 Rn.34087 Exportin 1 (CRM1, yeast, homolog) Xpo1 14 85252

8.5 -0.664 -2.22 0.03231 0.211418 4.91 0.03231 s02141 p11221 NIA H3067E11 Mm.31102 UPF2 regulator of nonsense transcripts homolog (yeast) Upf2 2 326622
9.08 -0.594 -2.22 0.03235 0.211476 4.91 0.03235 s03276 p12451 NIA H3076C09 Mm.195635 Single-stranded DNA binding protein 3 Ssbp3 4 72475

8.4 -0.602 -2.22 0.03235 0.211476 4.91 0.03235 s11594 p00799 NIA H3005G04 NA
8.69 -0.532 -2.22 0.03233 0.211476 4.91 0.03233 s12820 p21231 CNS-CB CW0CG87YH06 Hs.270043 KIAA0196 gene product KIAA0196 8 9897
8.29 -0.632 -2.22 0.03235 0.211476 4.91 0.03235 s18863 p16737 NIA H3102A05 Mm.273502 Centromere autoantigen H Cenph 13 26886

8.7 -0.661 -2.22 0.03236 0.211495 4.91 0.03236 s23208 p21048 CNS-CB CW0CG68YH03 Mm.261491 Ras homolog gene family, member T1 Rhot1 11 59040
8.45 -0.655 -2.21 0.0324 0.211694 4.91 0.0324 s01400 p12284 NIA H3074D12 Mm.81475 RIKEN cDNA 2210408I21 gene 2210408I21Rik 13 72371

10.37 -0.69 -2.21 0.03245 0.21184 4.9 0.03245 s13411 p24036 NIA H3156D05 Mm.29460 Adenylate kinase 2 Ak2 4 11637



8.56 -0.669 -2.21 0.03244 0.21184 4.9 0.03244 s20858 p22871 NIA H3147G03 Mm.65979 RIKEN cDNA 5730526G10 gene 5730526G10Rik 12 70656
9.1 0.854 2.21 0.03245 0.21184 4.9 0.03245 s23913 p12561 CNS-CB CW0CG108YG07 Mm.35600 Chemokine-like factor super family 7 Cklfsf7 9 102545
9.7 -0.738 -2.21 0.03247 0.21189 4.9 0.03247 s16203 p16823 CNS-CB CW0CG79YJ06 Mm.210882 RIKEN cDNA 1810047C23 gene 1810047C23Rik 8 192169

8.16 -0.643 -2.21 0.03251 0.212091 4.9 0.03251 s11184 p09741 NIA H3056E06 Mm.9712 RIKEN cDNA 4930579D07 gene 4930579D07Rik 17 75934
9.8 -0.585 -2.21 0.03253 0.212111 4.9 0.03253 s06827 p08049 IMAGE 874778 Mm.8687 CAP, adenylate cyclase-associated protein 1 (yeast) Cap1 4 12331
9.3 -0.594 -2.21 0.03252 0.212111 4.9 0.03252 s24624 p22542 NIA H3144F10 Mm.258969 RIKEN cDNA 8030402F09 gene 8030402F09Rik 10 78734

9.51 -0.737 -2.21 0.03254 0.212155 4.9 0.03254 s18708 p15516 CNS-CB CW0CG71YG24 Rn.17156 Similar to importin 7 1 308939
7.82 -0.464 -2.21 0.03255 0.212175 4.9 0.03255 s10845 p07230 IMAGE 596136 Mm.316364 Purinergic receptor P2Y, G-protein coupled 12 P2ry12 3 70839
8.49 -0.64 -2.21 0.03256 0.212201 4.9 0.03256 s08917 p10832 NIA H3064H10 Mm.435 RIKEN cDNA 2410004N11 gene 2410004N11Rik 17 66989
8.77 0.706 2.21 0.03262 0.212452 4.89 0.03262 s11136 p05125 IMAGE 932987 Mm.288179 Ligase I, DNA, ATP-dependent Lig1 7 16881
9.19 0.561 2.21 0.03261 0.212452 4.89 0.03261 s18596 p15762 NIA H3097B03 Mm.234608 Solute carrier family 11 (proton-coupled divalent metal ion transporters), member 2 Slc11a2 15;2 18174
8.58 0.767 2.21 0.03266 0.212641 4.89 0.03266 s00070 p12001 IMAGE 1106490 NA
8.86 -0.65 -2.21 0.03267 0.21266 4.89 0.03267 s19109 p23407 NIA H3151G10 In multiple clusters NA
7.51 0.421 2.21 0.03269 0.212727 4.89 0.03269 s13476 p19176 CNS-CB CW0CG91YL15 Rn.35322 Similar to 2810049G06Rik protein 6 313997
9.61 -0.592 -2.21 0.03271 0.212821 4.89 0.03271 s12372 p08476 NIA H3047D04 Mm.294908 DNA segment, Chr 19, ERATO Doi 678, expressed D19Ertd678e 19 108673
9.86 -0.672 -2.21 0.03277 0.21285 4.88 0.03277 s05003 p04237 NIA H3023E02 Mm.333388 Chromodomain helicase DNA binding protein 4 Chd4 6 107932

10.02 -0.711 -2.21 0.03275 0.21285 4.88 0.03275 s06683 p03959 NIA H3022G03 Mm.2462 Proteasome (prosome, macropain) 26S subunit, ATPase 2 Psmc2 5 19181
7.57 -0.359 -2.21 0.03276 0.21285 4.88 0.03276 s14786 p13787 CNS-CB CW0CG83YP11 Mm.123211 Polymerase (DNA directed), beta Polb 8 18970
8.64 -0.557 -2.21 0.03278 0.21285 4.88 0.03278 s14821 p20185 NIA H3127A04 Mm.123110 Spectrin beta 2 Spnb2 11 20742
7.33 -0.314 -2.21 0.03278 0.21285 4.88 0.03278 s15862 p24737 empty NA
7.97 0.476 2.21 0.03275 0.21285 4.88 0.03275 s16389 p20153 CNS-CB CW0CG89YK12 Mm.265552 RIKEN cDNA A430105K13 gene A430105K13Rik 1 77931
8.83 -0.657 -2.21 0.03274 0.21285 4.89 0.03274 s17603 p17033 NIA H3104A06 NA
8.36 -0.514 -2.21 0.03278 0.21285 4.88 0.03278 s22167 p16431 CNS-CB CW0CG42YF21 Mm.251085 RIKEN cDNA 4930415J21 gene 4930415J21Rik 8 270086

8.1 -0.541 -2.21 0.03281 0.212964 4.88 0.03281 s15481 p22484 NIA H3144D03 Mm.57223 RIKEN cDNA E130115I21 gene Hells 19 15201
8.08 -0.481 -2.21 0.03285 0.213102 4.88 0.03285 s09408 p12384 NIA H3075H12 NA

12.16 0.69 2.21 0.03284 0.213102 4.88 0.03284 s19268 p15473 CNS-CB CW0CG68YK06 NA
10.04 0.894 2.21 0.03287 0.213136 4.88 0.03287 s17126 p15808 NIA H3097H08 Mm.12145 Retinoblastoma binding protein 4 Rbbp4 4 19646

9.44 -0.631 -2.21 0.03286 0.213136 4.88 0.03286 s23843 p13071 NIA H3079G02 Mm.89959 5,10-methylenetetrahydrofolate reductase Mthfr 4 17769
8.69 -0.611 -2.21 0.03288 0.213156 4.88 0.03288 s23168 p22328 NIA H3143H07 Mm.39330 Transcribed locus, strongly similar to NP_035150.3 osmotic stress protein [Mus musculus] 3 NA
9.72 -0.536 -2.21 0.0329 0.213202 4.88 0.0329 s22335 p16939 NIA H3103C06 Mm.272475 Spastic paraplegia 21 homolog (human) Spg21 9 27965

10.09 -0.577 -2.21 0.03293 0.213361 4.87 0.03293 s09557 p07459 IMAGE 519018 Mm.24386 Potassium voltage-gated channel, Isk-related subfamily, gene 4 Kcne4 1 57814
7.92 -0.561 -2.21 0.03295 0.213425 4.87 0.03295 s05079 p09357 NIA H3053E06 NA

14.74 -0.753 -2.21 0.03297 0.213497 4.87 0.03297 s05266 p01425 NIA H3008A11 Mm.193688 Protein tyrosine phosphatase 4a2 Ptp4a2 4;2 19244
9.21 -0.684 -2.21 0.03298 0.213497 4.87 0.03298 s14298 p16071 CNS-CB CW0CG32YB21 Mm.274650 Mitochondrial intermediate peptidase Mipep 14 70478

11.18 -0.645 -2.21 0.03298 0.213497 4.87 0.03298 s23703 p13315 NIA H3080C09 Mm.196577 DNA segment, Chr 17, Wayne State University 92, expressed D17Wsu92e 17 224647
10.85 -0.477 -2.21 0.03301 0.213593 4.87 0.03301 s01519 p05884 IMAGE 574452 Mm.284480 Transmembrane domain protein regulated in adipocytes Tpra40 6 24100

9.79 -0.585 -2.21 0.03303 0.213665 4.87 0.03303 s15834 p24487 NIA H3159G01 Mm.24042 Splicing factor, arginine/serine-rich 6 Sfrs6 2 67996
12.84 -0.774 -2.21 0.03304 0.213721 4.87 0.03304 s17791 p21907 NIA H3140C03 Mm.18556 Solute carrier family 39 (zinc transporter), member 7 Slc39a7 17 14977

7.86 -0.453 -2.21 0.03307 0.213757 4.87 0.03307 s05506 p03204 NIA H3018D05 Mm.359880 RIKEN cDNA B230112C05 gene B230112C05Rik 13 320557
12.77 -0.704 -2.21 0.03308 0.213757 4.87 0.03308 s06762 p11891 CNS-CB CW0CG86YD11 Mm.13787 Ceruloplasmin Cp 3 12870

9.77 -0.615 -2.21 0.03307 0.213757 4.87 0.03307 s13125 p18931 NIA H3118C03 Mm.204969 Spectrin alpha 2 Spna2 2;9 20740
8.95 -0.562 -2.21 0.0331 0.213879 4.86 0.0331 s11431 p05397 NIA H3029E03 Mm.23695 Dihydrofolate reductase Dhfr 13 13361
8.28 -0.574 -2.2 0.03316 0.21415 4.86 0.03316 s01629 p03781 IMAGE 947959 Mm.14302 Chemokine (C-C motif) receptor 5 Ccr5 9 12774
9.81 0.872 2.2 0.03316 0.21415 4.86 0.03316 s03704 p06833 IMAGE 618874 Mm.264709 Serine (or cysteine) proteinase inhibitor, clade A, member 3G Serpina3g 12 20715
8.38 -0.626 -2.2 0.03318 0.214189 4.86 0.03318 s03585 p00181 NIA H3002E11 In multiple clusters NA
9.79 -0.683 -2.2 0.03319 0.214189 4.86 0.03319 s14261 p20163 NIA H3127C01 In multiple clusters NA
8.27 -0.432 -2.2 0.03319 0.214189 4.86 0.03319 s21887 p16736 NIA H3102H04 NA
9.01 -0.701 -2.2 0.03322 0.214223 4.86 0.03322 s14070 p24576 empty NA
7.65 0.529 2.2 0.03321 0.214223 4.86 0.03321 s17029 p16566 NIA H3101F07 Mm.17774 Expressed sequence BB001228 BB001228 10 103503
8.32 -0.538 -2.2 0.03323 0.214236 4.86 0.03323 s16982 p24502 NIA H3159F03 NA

13.63 1.259 2.2 0.03326 0.214255 4.86 0.03326 s04267 p09388 NIA H3053D10 NA
8.23 -0.413 -2.2 0.03328 0.214255 4.85 0.03328 s07680 p06272 NIA H3034H04 NA
8.09 -0.569 -2.2 0.0333 0.214255 4.85 0.0333 s09444 p06183 NIA H3033G05 Mm.24836 Expressed sequence C76336 C76336 12 97783
8.25 -0.417 -2.2 0.03327 0.214255 4.85 0.03327 s10563 p05678 IMAGE 582840 Mm.10280 Linker for activation of T cells Lat 7 16797
9.26 1.007 2.2 0.03327 0.214255 4.85 0.03327 s12653 p22245 NIA H3142E09 Mm.139675 Tumor-suppressing subchromosomal transferable fragment 4 Tssc4 7 56844
8.96 -0.593 -2.2 0.03331 0.214255 4.85 0.03331 s12939 p14577 CNS-CB CW0CG95YH01 Rn.8752 Transcribed locus 4 NA

10 -0.673 -2.2 0.03326 0.214255 4.86 0.03326 s13694 p14058 NIA H3085B06 Mm.186598 Transcribed locus 11 NA
8.43 0.511 2.2 0.0333 0.214255 4.85 0.0333 s15525 p23516 NIA H3152D12 Mm.249555 Procollagen, type III, alpha 1 Col3a1 1 12825
7.97 -0.694 -2.2 0.03328 0.214255 4.85 0.03328 s24713 p14616 NIA H3089H03 Mm.309395 Exostoses (multiple) 1 Ext1 15 14042
7.68 -0.479 -2.2 0.03333 0.214324 4.85 0.03333 s06340 p10081 NIA H3059A01 Mm.220224 Glutamate receptor, ionotropic, AMPA2 (alpha 2) Gria2 3 14800
8.88 -0.703 -2.2 0.03337 0.214537 4.85 0.03337 s18958 p13671 NIA H3082G05 NA
8.48 -0.572 -2.2 0.03338 0.214559 4.85 0.03338 s06504 p06255 NIA H3034G02 Mm.255044 Pantothenate kinase 3 Pank3 11 211347

13.87 0.801 2.2 0.03339 0.214575 4.85 0.03339 s12360 p09758 NIA H3056F08 Mm.335031 LOC434389 9 434389
9.5 -0.601 -2.2 0.03341 0.214622 4.85 0.03341 s18990 p17505 NIA H3107A05 Mm.18814 RIKEN cDNA 1300006M19 gene 1300006M19Rik 5 66898

15.03 -0.732 -2.2 0.03342 0.214663 4.85 0.03342 s23681 p18689 NIA H3116A09 NA
8 -0.639 -2.2 0.03351 0.215161 4.84 0.03351 s09962 p06965 NIA H3037E07 Mm.352759 DNA segment, Chr 15, ERATO Doi 50, expressed D15Ertd50e 15 52193

7.34 -0.327 -2.2 0.03357 0.215332 4.84 0.03357 s01306 p03572 IGBMC Spotting_buffer NA
8.15 -0.546 -2.2 0.03357 0.215332 4.84 0.03357 s03860 p08891 NIA H3050C08 Mm.246827 Expressed sequence AL117728 AL117728 10 404591

10.78 -0.721 -2.2 0.03357 0.215332 4.84 0.03357 s06011 p04248 NIA H3023H03 NA
9.25 -0.648 -2.2 0.03358 0.215332 4.84 0.03358 s18908 p19043 NIA H3119C05 Mm.253264 RIKEN cDNA 6030408C04 gene 6030408C04Rik 12 217558
8.74 -0.58 -2.2 0.03356 0.215332 4.84 0.03356 s22303 p13353 CNS-CB CW0CG94YC18 Hs.521693 Hypothetical protein FLJ20530 FLJ20530 8 55656

10.24 -0.735 -2.2 0.0336 0.215455 4.84 0.0336 s08726 p03394 NIA H3013E01 Mm.257765 Chloride intracellular channel 4 (mitochondrial) Clic4 4 29876
7.78 0.637 2.2 0.03365 0.215707 4.83 0.03365 s13375 p16866 IMAGE 3983852 Mm.18503 Ninjurin 1 Ninj1 13 18081
8.22 -0.582 -2.2 0.03367 0.215736 4.83 0.03367 s00656 p10233 NIA H3060A08 Mm.29409 RIKEN cDNA 4933428G09 gene 4933428G09Rik 5;X 66768

11.78 -0.666 -2.2 0.03368 0.215801 4.83 0.03368 s14753 p22233 NIA H3142A08 Mm.334206 Ubiquinol cytochrome c reductase core protein 2 Uqcrc2 7 67003
8.6 -0.573 -2.2 0.0337 0.21587 4.83 0.0337 s03689 p06321 NIA H3034A11 Mm.370307 RIKEN cDNA 1810013H02 gene 1810013H02Rik 14 69763

8.04 0.669 2.2 0.03372 0.215878 4.83 0.03372 s02206 p06877 IMAGE 575740 Mm.327088 Eosinophil-associated, ribonuclease A family, member 2 Ear2 13587
9.39 -0.567 -2.2 0.03372 0.215878 4.83 0.03372 s22307 p16937 NIA H3103A06 Mm.15351 RIKEN cDNA 1110054N06 gene 1110054N06Rik 15 68839
9.08 -0.956 -2.2 0.03374 0.215957 4.83 0.03374 s22958 p22828 CNS-CB CW0CG61YE10 Mm.21288 Elongation factor RNA polymerase II 2 Ell2 13 192657
8.42 -1.214 -2.2 0.03376 0.215995 4.83 0.03376 s06776 p12401 NIA H3076A03 Mm.196290 RIKEN cDNA 5830411E10 gene 5830411E10Rik 1 109019
9.44 0.648 2.2 0.03379 0.216056 4.82 0.03379 s01642 p03271 IMAGE 1884988 In multiple clusters NA

9 0.748 2.2 0.03379 0.216056 4.82 0.03379 s18955 p23911 IMAGE 482891 Mm.154796 Neuropeptide Y Npy 6 109648
9.67 -0.645 -2.2 0.03379 0.216056 4.82 0.03379 s23045 p12842 CNS-CB CW0CG54YN17 Mm.23335 YME1-like 1 (S. cerevisiae) Yme1l1 2 27377

11.29 -0.554 -2.2 0.03389 0.21662 4.82 0.03389 s07112 p12134 NIA H3073F05 Mm.240490 RIKEN cDNA 1200009K13 gene 1200009K13Rik 6 66870
8.44 -0.632 -2.19 0.03391 0.21662 4.82 0.03391 s16900 p14006 NIA H3084F11 Mm.21936 RAB21, member RAS oncogene family Rab21 10 216344
8.59 -0.518 -2.2 0.0339 0.21662 4.82 0.0339 s24096 p14103 NIA H3085G11 Mm.209750 RIKEN cDNA 6230415M23 gene 1110054H05Rik 11;4 68837
7.84 0.573 2.19 0.03392 0.216623 4.82 0.03392 s00094 p08419 IMAGE 721772 Mm.329993 Protein kinase C, theta Prkcq 2 18761

8.3 -0.604 -2.19 0.03393 0.216623 4.82 0.03393 s19001 p15203 NIA H3093C05 NA
8.13 -0.477 -2.19 0.03394 0.216655 4.82 0.03394 s03564 p06327 NIA H3034G11 Mm.347916 C-myc binding protein Mycbp 4 56309

9.7 -0.584 -2.19 0.03397 0.216679 4.81 0.03397 s09993 p09779 NIA H3056C11 Mm.29989 GCIP-interacting protein p29 Gcipip 4 68592
9.31 0.713 2.19 0.03397 0.216679 4.81 0.03397 s17358 p23169 IMAGE 466342 Mm.2651 RIKEN cDNA 2210010M07 gene Dpf2 19 19708

12.03 -0.636 -2.19 0.03397 0.216679 4.81 0.03397 s19037 p21871 NIA H3139G10 Mm.794 Tripartite motif-containing 41 Trim41 11 211007
8.01 -0.486 -2.19 0.03405 0.217006 4.81 0.03405 s09393 p11102 IMAGE 1001829 Mm.227945 Similar to hypothetical protein 6720451E15 17 278757

7.7 0.447 2.19 0.03403 0.217006 4.81 0.03403 s22910 p17442 CNS-CB CW0CG34YA13 Rn.90137 Glial cell line derived neurotrophic factor family receptor alpha 2 Gfra2 15 25136
7.27 -0.339 -2.19 0.03405 0.217006 4.81 0.03405 s23884 p24845 empty NA

13.56 -0.85 -2.19 0.03404 0.217006 4.81 0.03404 s24886 p19480 NIA H3122H11 Mm.196110 Hemoglobin alpha, adult chain 1 Hba-a1 11;4;17 15122
7.76 -0.407 -2.19 0.03407 0.217057 4.81 0.03407 s08370 p10579 NIA H3062C03 Mm.211429 Ectonucleotide pyrophosphatase/phosphodiesterase 6 Enpp6 8 320981

15.34 -0.384 -2.19 0.03408 0.217057 4.81 0.03408 s21098 p24413 NIA H3158E04 NA
9.75 -0.709 -2.19 0.03409 0.217097 4.81 0.03409 s16222 p20919 NIA H3132G11 Mm.28297 CDK5 regulatory subunit associated protein 3 Cdk5rap3 11 80280
8.56 -0.558 -2.19 0.03413 0.217227 4.8 0.03413 s15287 p24268 NIA H3157D10 Mm.268347 RIKEN cDNA 0610025P10 gene 0610025P10Rik 11 216860

11.93 -0.734 -2.19 0.03413 0.217227 4.8 0.03413 s17469 p21903 NIA H3140G02 Mm.28659 Pescadillo homolog 1, containing BRCT domain (zebrafish) Pes1 11 64934
7.91 -0.478 -2.19 0.03415 0.217242 4.8 0.03415 s01945 p11213 NIA H3067E10 NA
9.93 -0.591 -2.19 0.03415 0.217242 4.8 0.03415 s21348 p22850 NIA H3147B01 Mm.2901 TYRO3 protein tyrosine kinase 3 Tyro3 2 22174

10.57 0.498 2.19 0.0342 0.217427 4.8 0.0342 s13515 p17124 NIA H3105D05 Mm.305561 Zinc finger protein 57 Zfp57 17 22715
8.75 -0.537 -2.19 0.03419 0.217427 4.8 0.03419 s16162 p17331 NIA H3106C07 Mm.103534 Cysteine and histidine-rich domain (CHORD)-containing, zinc-binding protein 1 Chordc1 9 66917
7.79 -0.465 -2.19 0.03426 0.217698 4.8 0.03426 s01368 p08952 IMAGE 348601 Mm.260374 Sema domain, seven thrombospondin repeats (type 1 and type 1-like), transmembrane domain (TM) and short cytoplasm    Sema5a 15 20356

10.99 -0.825 -2.19 0.03428 0.217698 4.8 0.03428 s01483 p11518 NIA H3069F12 Mm.12616 DnaJ (Hsp40) homolog, subfamily C, member 3 Dnajc3 14 19107
8.59 -0.606 -2.19 0.03427 0.217698 4.8 0.03427 s02177 p05855 NIA H3031G12 Mm.291032 RIKEN cDNA C330027G06 gene C330027G06Rik 3;5;4 68280

10.19 -0.645 -2.19 0.03428 0.217698 4.8 0.03428 s04822 p04741 NIA H3026E05 Mm.221452 RAN binding protein 5 Ranbp5 14 70572
9.27 -0.688 -2.19 0.03427 0.217698 4.8 0.03427 s14449 p13003 CNS-CB CW0CG73YI05 Rn.4144 Similar to RIKEN cDNA 2610304G08 gene 3 311591
8.62 -0.622 -2.19 0.0343 0.217727 4.8 0.0343 s01975 p00471 NIA H3003G11 Mm.309395 Exostoses (multiple) 1 Ext1 15 14042
9.01 -0.452 -2.19 0.03431 0.217727 4.8 0.03431 s19838 p24176 CNS-CB CW0CG119YG17 Mm.212870 Myeloid cell nuclear differentiation antigen Ifi16 1 15951
8.79 -0.563 -2.19 0.03432 0.217741 4.79 0.03432 s12616 p14055 NIA H3085G05 Mm.12716 RIKEN cDNA 6230416A05 gene 6230416A05Rik 13 76137
7.32 -0.334 -2.19 0.03434 0.217769 4.79 0.03434 s02539 p04548 IMAGE 1077441 Mm.272427 Glutaminyl-tRNA synthetase Qars 9 97541
9.44 -0.615 -2.19 0.03434 0.217769 4.79 0.03434 s09077 p03670 NIA H3020F03 Mm.20615 Peroxisomal biogenesis factor 11a Pex11a 7 18631
8.84 -0.606 -2.19 0.03435 0.217769 4.79 0.03435 s13568 p14062 NIA H3085F06 Mm.27831 RIKEN cDNA 1810003N24 gene 1810003N24Rik 11 66249
9.21 -0.683 -2.19 0.03437 0.217861 4.79 0.03437 s09965 p09777 NIA H3056A11 Mm.25903 Ngfi-A binding protein 1 Nab1 1 17936
9.16 -0.601 -2.19 0.03439 0.217886 4.79 0.03439 s04519 p09146 IMAGE 793740 Mm.272206 MAP kinase-activated protein kinase 5 Mapkapk5 5 17165
9.14 -0.571 -2.19 0.0344 0.217886 4.79 0.0344 s10560 p03114 NIA H3017B06 In multiple clusters NA
9.59 -0.717 -2.19 0.0344 0.217886 4.79 0.0344 s12101 p03852 NIA H3021D02 Mm.273102 Mitochondrial ribosomal protein L28 Mrpl28 17 68611

11.34 -0.811 -2.19 0.03442 0.217962 4.79 0.03442 s14124 p22469 NIA H3144E01 In multiple clusters NA
7.82 0.567 2.19 0.03443 0.217962 4.79 0.03443 s16911 p23986 CNS-CB CW0CG124YA08 Mm.207872 CDNA sequence BC030314 BC030314 7 244219

8.8 -0.851 -2.19 0.03445 0.218042 4.79 0.03445 s04789 p00135 NIA H3002G05 Mm.275428 RIKEN cDNA 9430016H08 gene 9430016H08Rik 1 68115
7.73 -0.443 -2.19 0.03447 0.218103 4.79 0.03447 s18349 p20106 CNS-CB CW0CG98YM13 Mm.37623 ADP-ribosylation factor-like 6 interacting protein 6 Arl6ip6 2 65103

10.45 -0.852 -2.19 0.03456 0.2182 4.78 0.03456 s00054 p10469 IMAGE 537487 Mm.2756 Hypothetical gene supported by AK080436 Hmgn1 16;X;17;12;5 15312
9.44 0.531 2.19 0.03459 0.2182 4.78 0.03459 s02993 p09690 NIA H3055B12 Mm.38832 RIKEN cDNA 1600019O04 gene 1600019O04Rik 3 72007
7.54 -0.381 -2.19 0.0345 0.2182 4.78 0.0345 s09244 p02656 IMAGE 427218 Mm.20425 Bassoon Bsn 9 12217
9.43 -0.708 -2.19 0.03453 0.2182 4.78 0.03453 s11149 p03845 NIA H3021E01 Mm.43640 RIKEN cDNA 4921506J03 gene 4921506J03Rik 10 382423
8.62 -0.735 -2.19 0.03456 0.2182 4.78 0.03456 s11994 p07952 NIA H3043H10 Mm.326272 RIKEN cDNA B930007L02 gene B930007L02Rik 9 321006
8.88 -0.698 -2.19 0.03459 0.2182 4.78 0.03459 s13148 p14075 NIA H3085C08 Mm.292075 Spastic paraplegia 7 homolog (human) Spg7 8 234847
8.56 0.5 2.19 0.0345 0.2182 4.78 0.0345 s13487 p17122 NIA H3105B05 Mm.223639 Phospholipase A2, group IVC (cytosolic, calcium-independent) Pla2g4c 7 232889
8.48 -0.63 -2.19 0.03459 0.2182 4.78 0.03459 s13525 p12778 CNS-CB CW0CG115YI15 Mm.30256 RIKEN cDNA 2810422B04 gene 2810422B04Rik 6 69956

10.99 -0.832 -2.19 0.03458 0.2182 4.78 0.03458 s13662 p23276 NIA H3150D06 Mm.277349 Parkinson disease (autosomal recessive, early onset) 7 Park7 4 57320
8.29 -0.674 -2.19 0.03453 0.2182 4.78 0.03453 s14135 p20167 NIA H3127G01 NA
8.53 -0.587 -2.19 0.03459 0.2182 4.78 0.03459 s16795 p20400 NIA H3129H06 Mm.280717 Terf1 (TRF1)-interacting nuclear factor 2 Tinf2 14 28113
7.72 -0.467 -2.19 0.03453 0.2182 4.78 0.03453 s19216 p18805 IMAGE 1328089 Mm.179011 Vav2 oncogene Vav2 2 22325
9.96 -0.445 -2.19 0.03465 0.218535 4.78 0.03465 s17486 p24207 NIA H3157G02 NA
8.13 -0.481 -2.19 0.03466 0.218562 4.78 0.03466 s16496 p15272 NIA H3094H01 Mm.83981 RIKEN cDNA 4933428L19 gene 4933428L19Rik 2 71198
7.74 -0.433 -2.18 0.03473 0.21891 4.77 0.03473 s09014 p10576 NIA H3062H02 NA
7.82 0.601 2.18 0.03478 0.21918 4.77 0.03478 s00598 p08189 NIA H3045E04 In multiple clusters NA
9.21 -0.731 -2.18 0.0348 0.219265 4.77 0.0348 s17258 p20613 NIA H3130E09 Mm.272568 Anaphase promoting complex subunit 4 Anapc4 5 52206
9.63 -0.591 -2.18 0.03488 0.21969 4.76 0.03488 s11398 p00791 NIA H3005G03 NA
7.84 -0.451 -2.18 0.0349 0.219773 4.76 0.0349 s15345 p12758 NIA H3077F11 NA
8.52 -0.774 -2.18 0.03492 0.219801 4.76 0.03492 s13386 p13794 CNS-CB CW0CG84YA19 Rn.11634 Similar to zinc finger RNA binding protein 2 365703
8.57 -0.517 -2.18 0.03492 0.219801 4.76 0.03492 s24762 p20754 NIA H3131B03 Mm.275728 General transcription factor II A, 1 6330549H03Rik 12;8 108667
9.74 -0.7 -2.18 0.03495 0.21987 4.76 0.03495 s04034 p01190 NIA H3007F05 In multiple clusters NA
9.53 -0.903 -2.18 0.03497 0.21987 4.76 0.03497 s05741 p00142 NIA H3002F06 Mm.2238 Eukaryotic translation initiation factor 3, subunit 10 (theta) Eif3s10 19 13669
9.16 -0.626 -2.18 0.03496 0.21987 4.76 0.03496 s11084 p08705 NIA H3048A09 Mm.209385 LIM domain containing preferred translocation partner in lipoma Lpp 16 210126
8.47 -0.623 -2.18 0.03496 0.21987 4.76 0.03496 s12825 p12783 CNS-CB CW0CG115YL04 Rn.54309 Transcribed locus 1 NA

12.35 0.55 2.18 0.03499 0.219875 4.76 0.03499 s02727 p09422 NIA H3054F02 Mm.19325 Solute carrier family 16 (monocarboxylic acid transporters), member 9 Slc16a9 10 66859
9.58 -0.578 -2.18 0.035 0.219875 4.76 0.035 s07300 p04974 IMAGE 935056 In multiple clusters NA

10.28 -0.77 -2.18 0.03499 0.219875 4.76 0.03499 s17182 p16060 CNS-CB CW0CG30YO14 Mm.21667 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 12 Psmd12 11 66997
9.87 -0.566 -2.18 0.035 0.219875 4.76 0.035 s20484 p14145 CNS-CB CW0CG88YA17 Mm.9806 RIKEN cDNA 1810036I24 gene 1810036I24Rik 11 67510
8.21 -0.571 -2.18 0.03502 0.219938 4.76 0.03502 s04279 p08106 NIA H3044B06 Mm.259876 Cleavage stimulation factor, 3' pre-RNA, subunit 3 Cstf3 2 228410
9.06 -0.669 -2.18 0.03507 0.219971 4.75 0.03507 s00947 p08162 NIA H3045B01 Mm.38198 Glycerol-3-phosphate dehydrogenase 1-like Gpd1l 9;10 333433
8.27 -0.485 -2.18 0.03507 0.219971 4.75 0.03507 s03177 p10915 NIA H3065C09 Mm.289346 DNA segment, Chr 8, ERATO Doi 457, expressed D8Ertd457e 8 101994

13.13 -0.882 -2.18 0.03508 0.219971 4.75 0.03508 s19245 p19827 NIA H3125C07 Mm.156565 SID1 transmembrane family, member 2 Sidt2 9 214597
9.01 -0.605 -2.18 0.03505 0.219971 4.75 0.03505 s21961 p19745 NIA H3124A09 Mm.3906 Mitogen activated protein kinase kinase 7 Map2k7 8 26400

14.52 -1.063 -2.18 0.03506 0.219971 4.75 0.03506 s24818 p20758 NIA H3131F03 Mm.292904 Transient receptor potential cation channel, subfamily C, member 2 Trpc2 7 22064
7.9 0.509 2.18 0.03508 0.219971 4.75 0.03508 s24939 p16666 CNS-CB CW0CG78YJ15 Mm.244917 B-cell leukemia/lymphoma 2 related protein A1b Bcl2a1b 9 12045

8.83 -0.637 -2.18 0.03511 0.22007 4.75 0.03511 s08234 p00853 NIA H3005E11 NA
10.25 -0.757 -2.18 0.03511 0.22007 4.75 0.03511 s17078 p22972 NIA H3148D04 Mm.27578 Melanoma antigen, family D, 1 Maged1 X 94275

9.5 -0.682 -2.18 0.03514 0.220135 4.75 0.03514 s17711 p13203 CNS-CB CW0CG93YD22 Rn.2081 N-arginine dibasic convertase 1 Nrd1 5 25499
7.86 -0.501 -2.18 0.03514 0.220135 4.75 0.03514 s21463 p13134 NIA H3079F10 NA
8.55 -0.617 -2.18 0.03517 0.220262 4.75 0.03517 s03094 p12000 NIA H3072H12 Mm.153415 E2F transcription factor 5 E2f5 3 13559
8.03 0.474 2.18 0.0352 0.220399 4.75 0.0352 s12799 p14573 IMAGE 1066957 Mm.10137 Interleukin 16 Il16 7 16170

14.66 0.585 2.18 0.03522 0.220463 4.74 0.03522 s01411 p09212 IMAGE 423556 Mm.182440 Apolipoprotein C-I Apoc1 7 11812
9.16 0.472 2.18 0.03523 0.220467 4.74 0.03523 s05296 p02717 NIA H3015E04 Mm.209265 Thyroid hormone receptor interactor 12 Trip12 1;19 14897

12.25 -0.738 -2.18 0.03528 0.22061 4.74 0.03528 s01950 p03535 NIA H3019G10 In multiple clusters NA
8.78 -0.513 -2.18 0.03526 0.22061 4.74 0.03526 s06103 p11168 NIA H3067H04 NA
7.33 -0.348 -2.18 0.03527 0.22061 4.74 0.03527 s17080 p24764 empty NA

10.09 0.76 2.18 0.03529 0.220622 4.74 0.03529 s04517 p07354 NIA H3039B08 Mm.275426 RIKEN cDNA 4432411E13 gene 4432411E13Rik 15 70790
8.16 -0.507 -2.18 0.03537 0.221001 4.74 0.03537 s01063 p11500 NIA H3069D10 Mm.23526 Cell division cycle associated 5 Cdca5 19 67849
8.84 -0.567 -2.18 0.03538 0.221001 4.74 0.03538 s07028 p12413 NIA H3076E04 Mm.22306 RIKEN cDNA 1810045K06 gene 1810045K06Rik 4 242785
8.32 -0.56 -2.18 0.03536 0.221001 4.74 0.03536 s17926 p17307 NIA H3106C04 Mm.332046 RIKEN cDNA 2610036A22 gene 2610036A22Rik 4 70190

10.96 -0.716 -2.18 0.03539 0.221032 4.74 0.03539 s14235 p21953 NIA H3140A09 Mm.18522 Carnitine palmitoyltransferase 1a, liver Cpt1a 19 12894
10.09 -0.771 -2.18 0.03542 0.221131 4.73 0.03542 s14851 p21979 NIA H3140C12 Mm.28452 Small nuclear RNA activating complex, polypeptide 2 Snapc2 8;14 102209

9.21 -0.529 -2.18 0.03546 0.221219 4.73 0.03546 s13955 p21756 NIA H3138D08 Mm.9122 Paraoxonase 3 Pon3 6 269823
9.08 -0.66 -2.18 0.03545 0.221219 4.73 0.03545 s16699 p21676 CNS-CB CW0CG45YI22 Mm.34562 Squamous cell carcinoma antigen recognized by T-cells 1 Sart1 19 20227

10.46 -0.696 -2.18 0.03545 0.221219 4.73 0.03545 s24940 p17438 CNS-CB CW0CG33YP04 Mm.2033 NADH dehydrogenase (ubiquinone) 1 beta subcomplex 3 Ndufb3 1 66495
8.4 -0.592 -2.18 0.03547 0.221253 4.73 0.03547 s04742 p08071 NIA H3044G01 Mm.18962 Catenin alpha 1 Catna1 18 12385

8.15 -0.56 -2.17 0.03549 0.221306 4.73 0.03549 s02238 p10463 NIA H3061G12 Mm.349837 Transcribed locus 8 NA
8.02 0.499 2.17 0.03551 0.221363 4.73 0.03551 s24706 p20502 CNS-CB CW0CG120YI18 Hs.38512 KIAA1285 protein KIAA1285 7 27153



7.81 0.681 2.17 0.03553 0.221431 4.73 0.03553 s12943 p18161 NIA H3112A03 Mm.22904 Multimerin 1 Mmrn1 6 70945
7.82 -0.984 -2.17 0.03553 0.221431 4.73 0.03553 s13137 p16377 CNS-CB CW0CG41YL04 Rn.9294 Similar to tetraspanin 1 365390
8.28 -0.562 -2.17 0.03555 0.221454 4.73 0.03555 s03194 p01185 NIA H3007A05 Mm.89772 DNA methyltransferase 3B Dnmt3b 2 13436
7.79 -0.503 -2.17 0.03556 0.221454 4.73 0.03556 s11986 p00784 NIA H3005H02 Mm.316473 Programmed cell death 10 Pdcd10 3 56426
9.37 -0.714 -2.17 0.03558 0.221566 4.72 0.03558 s20339 p21884 NIA H3139D12 Mm.249479 Dynein, cytoplasmic, intermediate chain 2 Dncic2 2 13427
10.9 -0.752 -2.17 0.0356 0.221591 4.72 0.0356 s04920 p05003 NIA H3027C02 Mm.25264 DEAD (Asp-Glu-Ala-Asp) box polypeptide 21 Ddx21 10 56200
7.86 0.448 2.17 0.03561 0.221609 4.72 0.03561 s24741 p14866 NIA H3090B11 NA

11.75 -0.85 -2.17 0.03563 0.221705 4.72 0.03563 s03474 p01199 NIA H3007G06 Mm.22479 Keratin complex 1, acidic, gene 18 Krt1-18 15 16668
8.93 -0.558 -2.17 0.03565 0.221754 4.72 0.03565 s17664 p21139 NIA H3134C03 Mm.351553 CCR4-NOT transcription complex, subunit 2 Cnot2 10 72068
9.48 -0.675 -2.17 0.03566 0.221754 4.72 0.03566 s22641 p14909 NIA H3091E04 Mm.41758 Junction adhesion molecule 2 Jam2 16 67374
8.54 -0.419 -2.17 0.03567 0.221776 4.72 0.03567 s02999 p02014 NIA H3011F12 Mm.316536 ADP-ribosylation factor interacting protein 1 Arfip1 3 99889
8.37 -0.491 -2.17 0.03568 0.22181 4.72 0.03568 s19670 p24418 NIA H3158B05 Mm.260975 RIKEN cDNA 1810043M15 gene 1810043M15Rik 13 75678

11.38 -0.934 -2.17 0.03573 0.222017 4.72 0.03573 s15773 p19879 IMAGE 476501 Mm.29542 U2 small nuclear ribonucleoprotein auxiliary factor (U2AF) 1, related sequence 1 U2af1-rs1 11 22183
12.41 -0.823 -2.17 0.03575 0.222134 4.72 0.03575 s11703 p11295 CNS-CB CW0CG52YD10 Hs.33476 NEDD9 interacting protein with calponin homology and LIM domains NICAL 6 64780

9.47 0.695 2.17 0.03577 0.222191 4.71 0.03577 s15815 p20391 NIA H3129G05 Mm.253335 Hypothetical protein A130072J07 A130072J07 1 240832
7.55 -0.363 -2.17 0.03578 0.222209 4.71 0.03578 s10868 p02876 IMAGE 642145 Mm.331282 Protein phosphatase 2a, catalytic subunit, zeta isoform Ppp2cz 3 71887
7.75 -0.501 -2.17 0.03579 0.222224 4.71 0.03579 s05162 p08337 NIA H3046A11 Mm.172674 Laminin B1 subunit 1 Lamb1-1 12 16777

13.13 0.555 2.17 0.03582 0.222309 4.71 0.03582 s12603 p14565 IMAGE 1297216 Mm.210323 Acyl-CoA synthetase long-chain family member 1 Acsl1 8 14081
9.44 -0.621 -2.17 0.03587 0.222555 4.71 0.03587 s20459 p16707 NIA H3102C01 Mm.273379 Sorting nexin 5 Snx5 2 69178
8.77 -0.539 -2.17 0.03587 0.222555 4.71 0.03587 s20583 p14409 NIA H3088A02 Mm.29069 Expressed sequence AA960436 AA960436 8 101985

10.45 -0.613 -2.17 0.0359 0.222668 4.71 0.0359 s06871 p09081 NIA H3051A08 Mm.309520 CDNA sequence AK129375 AK129375 11 217365
8.73 -0.655 -2.17 0.03595 0.222938 4.7 0.03595 s20352 p21374 NIA H3135F08 Mm.22513 Katanin p80 (WD40-containing) subunit B 1 Kifc3 8 16582

7.6 0.456 2.17 0.03602 0.223261 4.7 0.03602 s03179 p00673 IMAGE 637047 Mm.273024 Toll-like receptor 1 Tlr1 5 21897
8.83 -0.619 -2.17 0.03602 0.223261 4.7 0.03602 s18882 p20833 NIA H3132A01 Mm.264096 DNA segment, Chr 2, Brigham & Women's Genetics 1356 expressed D2Bwg1356e 2 52837
15.2 0.535 2.17 0.03605 0.223339 4.7 0.03605 s06226 p08352 NIA H3046H12 Mm.271160 UPF3 regulator of nonsense transcripts homolog B (yeast) Upf3b X 68134
9.72 -0.517 -2.17 0.03605 0.223339 4.7 0.03605 s20634 p22861 NIA H3147E02 In multiple clusters NA
8.08 -0.558 -2.17 0.03608 0.22339 4.7 0.03608 s02586 p08144 NIA H3044H10 Mm.296453 RIKEN cDNA A530083M17 gene A530083M17Rik 3 320505
7.89 -0.453 -2.17 0.03608 0.22339 4.7 0.03608 s03444 p12457 NIA H3076A10 Mm.281356 Tumor necrosis factor receptor superfamily, member 19 Tnfrsf19 14 29820
9.05 -0.563 -2.17 0.03611 0.22339 4.7 0.03611 s11832 p01288 IMAGE 636691 Mm.676 Activating transcription factor 1 Atf1 15 11908
9.15 0.656 2.17 0.0361 0.22339 4.7 0.0361 s12760 p17643 NIA H3108C10 NA
12.3 -0.646 -2.17 0.03611 0.22339 4.7 0.03611 s20993 p18271 NIA H3113G04 Mm.334630 Transcribed locus 8 NA

8.8 -0.57 -2.17 0.03613 0.223395 4.7 0.03613 s06123 p04250 NIA H3023B04 Mm.275943 RIKEN cDNA 2810482I07 gene 2610529C04Rik X 67075
9.45 -0.594 -2.17 0.03613 0.223395 4.7 0.03613 s12921 p23789 NIA H3154E10 Mm.280231 Annexin A7 Anxa7 14 11750
8.12 -0.435 -2.17 0.03613 0.223395 4.7 0.03613 s19793 p22372 CNS-CB CW0CG47YN02 Rn.116782 Transcribed locus 2 NA

10.98 0.844 2.17 0.03617 0.223525 4.69 0.03617 s08243 p09041 NIA H3051A03 NA
10.75 -0.896 -2.17 0.03617 0.223525 4.69 0.03617 s08615 p04443 NIA H3024C04 Mm.315962 Phosphoglycerate mutase 1 Pgam1 19;7;X;3;11 18648

7.88 0.456 2.17 0.03619 0.223557 4.69 0.03619 s03105 p09946 IMAGE 532485 Mm.17031 POU domain, class 5, transcription factor 1 Pou5f1 17;1 18999
7.5 -0.44 -2.17 0.0362 0.22357 4.69 0.0362 s01098 p04846 IMAGE 1122254 NA

9.77 -0.535 -2.17 0.03624 0.223758 4.69 0.03624 s00672 p12287 NIA H3074G12 Mm.31472 Mesoderm posterior 2 Mesp2 7 17293
7.93 -0.478 -2.16 0.03634 0.224136 4.68 0.03634 s02994 p10462 NIA H3061F12 NA

11.76 -0.668 -2.16 0.03633 0.224136 4.68 0.03633 s08433 p03673 NIA H3020A04 Mm.371242 RIKEN cDNA 6820402O20 gene 6820402O20Rik 2 228829
8.66 -0.49 -2.16 0.03632 0.224136 4.69 0.03632 s11866 p06914 NIA H3037B01 Mm.247651 Kinesin family member 2C Kif2c 4 73804

10.68 -1.011 -2.16 0.03632 0.224136 4.69 0.03632 s13126 p19703 NIA H3124G03 Mm.347 RIKEN cDNA 1810007M14 gene 1810007M14Rik 16 67367
8.19 -0.455 -2.16 0.03634 0.224136 4.68 0.03634 s13556 p15344 NIA H3094H10 NA
8.13 -0.683 -2.16 0.03638 0.224167 4.68 0.03638 s06131 p11418 NIA H3068B12 Mm.359073 RIKEN cDNA D930005L05 gene D930005L05Rik 10 319415
9.28 -0.616 -2.16 0.03638 0.224167 4.68 0.03638 s15171 p20428 NIA H3129D10 Mm.4390 Numb gene homolog (Drosophila) Numb 12 18222

10.04 -0.643 -2.16 0.03636 0.224167 4.68 0.03636 s17538 p20875 NIA H3132C06 Mm.37356 DNA segment, Chr 3, ERATO Doi 300, expressed D3Ertd300e 3 56790
7.87 -0.45 -2.16 0.03637 0.224167 4.68 0.03637 s22499 p13361 CNS-CB CW0CG99YP14 Rn.2755 MAD homolog 2 (Drosophila) Madh2 18 29357
10.3 -0.748 -2.16 0.03643 0.224376 4.68 0.03643 s13957 p23548 CNS-CB CW0CG21YG03 Mm.260538 Leucine zipper-EF-hand containing transmembrane protein 1 Letm1 5 56384

9.7 -0.535 -2.16 0.03644 0.224422 4.68 0.03644 s08310 p06743 NIA H3036G03 Mm.237935 CDNA sequence BC026657 BC026657 2 208618
8.91 -0.485 -2.16 0.03648 0.224513 4.68 0.03648 s15938 p17321 NIA H3106A06 Mm.286149 DNA segment, Chr 6, ERATO Doi 365, expressed D6Ertd365e 6;3 387524
8.95 -0.545 -2.16 0.03647 0.224513 4.68 0.03647 s21883 p13152 NIA H3079H12 NA
9.06 -0.619 -2.16 0.03652 0.224588 4.67 0.03652 s02347 p08155 NIA H3044C12 Mm.138876 Moesin Msn X;9 17698

14.15 -1.079 -2.16 0.03651 0.224588 4.68 0.03651 s06961 p02429 NIA H3014E04 Mm.161167 Regulatory factor X-associated ankyrin-containing protein Rfxank 8 19727
9.05 -0.728 -2.16 0.0365 0.224588 4.68 0.0365 s17422 p17537 NIA H3107A09 Mm.35498 Antigenic determinant of rec-A protein Kin 2 16588
9.85 -0.525 -2.16 0.03655 0.224734 4.67 0.03655 s22780 p13862 NIA H3083F05 Mm.214344 SEC63-like (S. cerevisiae) Sec63 10 140740
7.97 0.592 2.16 0.03657 0.224826 4.67 0.03657 s15167 p16844 IMAGE 3988428 Mm.337558 Nucleosome assembly protein 1-like 1 Nap1l1 10;1 53605
9.06 -0.744 -2.16 0.0366 0.224895 4.67 0.0366 s00101 p02533 IMAGE 1329534 Mm.21288 Elongation factor RNA polymerase II 2 Ell2 13 192657

10.54 -0.613 -2.16 0.0366 0.224895 4.67 0.0366 s05886 p04502 NIA H3024F11 Mm.5121 Peptidylglycine alpha-amidating monooxygenase Pam 1 18484
8.34 -0.453 -2.16 0.03663 0.224956 4.67 0.03663 s09836 p06199 NIA H3033G07 Mm.262037 Eukaryotic translation initiation factor 1A Eif1a 18 13664
9.23 -0.589 -2.16 0.03662 0.224956 4.67 0.03662 s14787 p14559 CNS-CB CW0CG95YB06 Mm.123110 Spectrin beta 2 Spnb2 11 20742
8.04 -0.535 -2.16 0.03666 0.225061 4.67 0.03666 s07973 p05959 NIA H3032G01 Mm.31946 RIKEN cDNA 1810063B05 gene 1810063B05Rik 8 67892

10.93 -0.566 -2.16 0.03666 0.225061 4.67 0.03666 s23893 p19981 NIA H3126E02 Mm.3555 Voltage-dependent anion channel 1 Vdac1 11;2;1;7 22333
9.53 -0.554 -2.16 0.03671 0.225289 4.66 0.03671 s21134 p19549 IMAGE 468900 Mm.143763 Parvin, alpha Parva 7 57342
9.56 -0.679 -2.16 0.03673 0.225367 4.66 0.03673 s14848 p19167 CNS-CB CW0CG91YJ01 NA
8.41 -0.618 -2.16 0.03675 0.225452 4.66 0.03675 s19527 p21881 NIA H3139A12 Mm.336466 Potassium voltage gated channel, Shab-related subfamily, member 2 Kcnb2 1 98741

14.93 -0.824 -2.16 0.03679 0.225619 4.66 0.03679 s10169 p03901 NIA H3021E08 Mm.285993 Calmodulin 1 Calm1 12;1 12313
8.21 -0.507 -2.16 0.03684 0.225744 4.66 0.03684 s07037 p07549 NIA H3040E08 Mm.23978 Protein kinase C and casein kinase substrate in neurons 2 Pacsin2 15;X 23970

10.91 1.192 2.16 0.03685 0.225744 4.66 0.03685 s11336 p08717 NIA H3048E10 Mm.30088 Caseinolytic protease X (E.coli) Clpx 9;18 270166
10.2 -0.496 -2.16 0.03683 0.225744 4.66 0.03683 s22730 p19519 CNS-CB CW0CG92YL07 Mm.27804 RIKEN cDNA 2610312B22 gene 2610312B22Rik 2 69082

14.76 -0.641 -2.16 0.03685 0.225744 4.66 0.03685 s25054 p19486 NIA H3122F12 Mm.209568 Sterol carrier protein 2, liver Scp2 4;9 20280
9.68 -0.712 -2.16 0.03687 0.225783 4.66 0.03687 s03907 p00955 NIA H3006C12 Mm.255858 SH2 domain binding protein 1 (tetratricopeptide repeat containing) Sh2bp1 7 22083
8.73 -0.574 -2.16 0.03688 0.225783 4.66 0.03688 s04312 p12464 NIA H3076H10 Mm.51136 Casein kinase II, alpha 2, polypeptide Csnk2a2 8 13000

11 -0.532 -2.16 0.03687 0.225783 4.66 0.03687 s14180 p22721 NIA H3146A09 Mm.256505 RIKEN cDNA 2610002D03 gene 2610002D03Rik 4 72335
9.27 -0.797 -2.16 0.03691 0.225863 4.65 0.03691 s11933 p03846 NIA H3021F01 Mm.24680 Aspartyl aminopeptidase Dnpep 1 13437

11.05 -0.589 -2.16 0.03691 0.225863 4.65 0.03691 s15996 p19117 CNS-CB CW0CG39YN11 NA
8.16 -0.464 -2.16 0.03694 0.225998 4.65 0.03694 s01417 p02554 IMAGE 1327736 NA
8.26 -0.778 -2.16 0.03696 0.226033 4.65 0.03696 s23690 p13825 NIA H3083A01 Mm.241931 Protein phosphatase 1, catalytic subunit, beta isoform Ppp1cb 5;6 19046

12.75 1.001 2.16 0.03697 0.226055 4.65 0.03697 s10244 p08486 NIA H3047F05 Mm.288898 RIKEN cDNA 4832441B07 gene Mllt3 4 70122
8.04 0.649 2.16 0.037 0.226194 4.65 0.037 s11309 p09487 NIA H3054G10 NA
9.87 -0.632 -2.16 0.03703 0.226315 4.65 0.03703 s19944 p19056 NIA H3119H06 Mm.29873 Casein kinase 1, gamma 2 Csnk1g2 10 103236
9.26 -0.669 -2.16 0.03706 0.226337 4.65 0.03706 s09438 p00807 NIA H3005G05 Mm.281900 Ubiquitin specific protease 39 Usp39 6 28035
9.48 -0.621 -2.16 0.03705 0.226337 4.65 0.03705 s09832 p02615 IMAGE 423266 Mm.126984 RIKEN cDNA A130027P21 gene Pon2 6 330260
9.81 -0.545 -2.16 0.03705 0.226337 4.65 0.03705 s24932 p22304 NIA H3143H04 Mm.182377 UDP-Gal:betaGlcNAc beta 1,4-galactosyltransferase, polypeptide 4 B4galt4 16 56375
7.42 0.383 2.15 0.03714 0.226411 4.64 0.03714 s02324 p12509 CNS-CB CW0CG107YI08 Mm.34079 Inositol (myo)-1(or 4)-monophosphatase 2 Impa2 18 114663
7.89 -0.404 -2.16 0.03708 0.226411 4.65 0.03708 s07414 p07022 NIA H3038F02 Mm.78250 RIKEN cDNA C330006K01 gene C330006K01Rik 5 231855
8.07 -0.588 -2.15 0.03714 0.226411 4.64 0.03714 s14156 p14021 NIA H3085E01 Mm.31012 RIKEN cDNA D130064H19 gene D130064H19Rik 13 218613

10.94 -0.729 -2.16 0.03709 0.226411 4.64 0.03709 s15101 p19914 CNS-CB CW0CG36YK22 Hs.247077 Ras homolog gene family, member A RHOA 3 387
8.33 -0.507 -2.15 0.03712 0.226411 4.64 0.03712 s16984 p14260 NIA H3086D07 Mm.370245 TatD DNase domain containing 1 Tatdn1 15 69694
8.68 -0.489 -2.15 0.03715 0.226411 4.64 0.03715 s18206 p17538 NIA H3107B09 Mm.293529 Transcription factor B2, mitochondrial Tfb2m 1;12 15278

13.84 -0.517 -2.15 0.03713 0.226411 4.64 0.03713 s20759 p21837 NIA H3139E06 Mm.23693 Dynein, cytoplasmic, light chain 2A Dncl2a 2 67068
10.09 -0.434 -2.15 0.03712 0.226411 4.64 0.03712 s24947 p23834 NIA H3155B04 Mm.119936 Attractin Atrn 2 11990

7.88 0.674 2.15 0.03716 0.226472 4.64 0.03716 s01178 p01014 IMAGE 3511768 Mm.6826 Apoptosis-associated tyrosine kinase Aatk 11 11302
8.96 -0.616 -2.15 0.03726 0.226956 4.64 0.03726 s11943 p00772 NIA H3005D01 Mm.1151 Dipeptidylpeptidase 4 Dpp4 2 13482
8.07 0.702 2.15 0.03725 0.226956 4.64 0.03725 s17315 p21637 IGBMC E.coli_BioD (dethiobiotin_synthetase) NA
8.24 -0.588 -2.15 0.03729 0.226986 4.63 0.03729 s12106 p08208 NIA H3045H06 NA
8.88 -0.615 -2.15 0.03728 0.226986 4.63 0.03728 s20162 p13938 NIA H3084B03 Mm.105585 Progressive external ophthalmoplegia 1 (human) Peo1 19 226153
8.47 -0.508 -2.15 0.0373 0.22705 4.63 0.0373 s14138 p22979 NIA H3148C05 Mm.34659 RIKEN cDNA 4122402O22 gene 4122402O22Rik 16 77626
8.35 -0.407 -2.15 0.03732 0.22709 4.63 0.03732 s03966 p03238 NIA H3018F09 Mm.93636 RIKEN cDNA E130119P06 gene E130119P06Rik 9 235380
9.03 -0.438 -2.15 0.03735 0.227175 4.63 0.03735 s02099 p11479 NIA H3069G07 Mm.27404 Unc-50 homolog (C. elegans) Unc50 1;11 67387
9.24 -0.537 -2.15 0.03735 0.227175 4.63 0.03735 s24583 p23820 NIA H3155D02 Mm.18814 RIKEN cDNA 1300006M19 gene 1300006M19Rik 5 66898

10.56 -0.751 -2.15 0.03739 0.227254 4.63 0.03739 s11132 p01541 NIA H3009E01 Mm.71332 DNA segment, Chr 14, ERATO Doi 231, expressed D14Ertd231e 14 210925
8.62 -0.748 -2.15 0.03739 0.227254 4.63 0.03739 s18848 p15207 NIA H3093G05 Mm.150324 RIKEN cDNA C130092O11 gene 6230405M12Rik 6 330336

14.65 -0.554 -2.15 0.03739 0.227254 4.63 0.03739 s20129 p22136 NIA H3141H07 Mm.235283 Dihydropyrimidinase-like 2 Dpysl2 14 12934
8.28 0.545 2.15 0.03747 0.227685 4.63 0.03747 s23283 p13362 CNS-CB CW0CG99YP22 Mm.284447 RIKEN cDNA 4432409M07 gene 4432409M07Rik 17 70785
9.56 0.598 2.15 0.03751 0.227881 4.62 0.03751 s13460 p17892 NIA H3110D05 Mm.41540 Ataxin 7-like 4 Atxn7l4 12 72174

8.7 -0.529 -2.15 0.03755 0.228075 4.62 0.03755 s22293 p16427 CNS-CB CW0CG42YE13 Mm.182412 CDC16 cell division cycle 16 homolog (S. cerevisiae) Cdc16 8 69957
9.68 -0.704 -2.15 0.03758 0.228144 4.62 0.03758 s22938 p16942 NIA H3103F06 Mm.1387 RAB11a, member RAS oncogene family Rab11a 9 53869

12.11 -0.7 -2.15 0.03763 0.228419 4.62 0.03763 s22357 p23345 NIA H3151A03 Mm.41651 ATP synthase mitochondrial F1 complex assembly factor 2 Atpaf2 11 246782
8.99 -0.579 -2.15 0.03765 0.228469 4.62 0.03765 s17058 p17086 NIA H3104F12 Mm.286149 DNA segment, Chr 6, ERATO Doi 365, expressed D6Ertd365e 6;3 387524

10.46 -0.708 -2.15 0.03767 0.228553 4.61 0.03767 s04272 p01710 NIA H3010F10 NA
14.78 0.912 2.15 0.03768 0.228553 4.61 0.03768 s09251 p09052 NIA H3051D04 Mm.22670 Transformed mouse 3T3 cell double minute 2 Mdm2 10 17246

8.33 -0.417 -2.15 0.03769 0.228553 4.61 0.03769 s20925 p20051 NIA H3126C11 Mm.276374 Expressed sequence AU020772 AU020772 7 277939
8.25 -0.573 -2.15 0.0377 0.228578 4.61 0.0377 s22082 p15907 CNS-CB CW0CG116YH03 Mm.347593 Paired immunoglobin-like type 2 receptor alpha Pilra 5 231805
7.88 -0.529 -2.15 0.03772 0.22865 4.61 0.03772 s19988 p21360 NIA H3135H06 Mm.301632 Gene model 110, (NCBI) Gm110 2 227631

11.46 -0.504 -2.15 0.03774 0.228663 4.61 0.03774 s19452 p17533 NIA H3107E08 Mm.169542 RIKEN cDNA C130074G19 gene C130074G19Rik 1 226777
7.46 0.367 2.15 0.03774 0.228663 4.61 0.03774 s19559 p13433 CNS-CB CW0CG100YM12 Mm.256809 Zinc finger protein 148 Zfp148 16 22661
8.97 -0.567 -2.15 0.03775 0.228663 4.61 0.03775 s23927 p12823 CNS-CB CW0CG53YO23 Mm.1791 Dual specificity phosphatase 6 Dusp6 10 67603
8.09 -0.394 -2.15 0.03776 0.228681 4.61 0.03776 s10428 p09776 NIA H3056H10 Mm.132868 Retinoblastoma binding protein 5 Rbbp5 1 213464

8.4 -0.651 -2.15 0.03781 0.228814 4.61 0.03781 s05405 p00409 NIA H3003A04 Mm.285797 Nucleolar protein family 6 (RNA-associated) Nol6 4 230082
10.95 -0.744 -2.15 0.03781 0.228814 4.61 0.03781 s08685 p03654 NIA H3020F01 Mm.358727 RIKEN cDNA 2310036D04 gene 2310036D04Rik 10 69598

8.96 -0.516 -2.15 0.0378 0.228814 4.61 0.0378 s09846 p03125 NIA H3017E07 Mm.10504 3-phosphoinositide dependent protein kinase-1 Pdpk1 17 18607
8.5 -0.46 -2.15 0.03783 0.228861 4.61 0.03783 s02529 p07622 IMAGE 974911 NA

12.07 -0.881 -2.15 0.03785 0.228904 4.61 0.03785 s16728 p22698 NIA H3146B06 Mm.200422 Expressed sequence AU020206 AU020206 7;12 101757
13.33 -0.745 -2.15 0.03787 0.228974 4.61 0.03787 s12580 p18919 NIA H3118G01 NA

9.54 -0.663 -2.15 0.03788 0.228974 4.6 0.03788 s21667 p20310 NIA H3128F07 Mm.21281 Ring finger protein 4 Rnf4 5 19822
9.86 -0.55 -2.15 0.03792 0.229052 4.6 0.03792 s00788 p02790 IMAGE 1225172 Mm.321047 Immune associated nucleotide 6 Ian6 6 231931
9.09 -0.777 -2.15 0.03791 0.229052 4.6 0.03791 s01960 p12495 IMAGE 1282307 Mm.316894 Syntaxin binding protein 3 Stxbp3 3 20912
9.84 -0.636 -2.15 0.03793 0.229052 4.6 0.03793 s03348 p01451 IMAGE 576620 Mm.334517 RIKEN cDNA 2310006J04 gene 2310006J04Rik 8 67620

10.41 -0.492 -2.15 0.03792 0.229052 4.6 0.03792 s11051 p04099 IMAGE 2651367 Mm.280233 RIKEN cDNA 5430406J06 gene Ube2b 11 22210
7.33 -0.332 -2.15 0.03793 0.229052 4.6 0.03793 s22624 p24639 empty NA
9.53 -0.625 -2.14 0.03796 0.229177 4.6 0.03796 s20455 p13123 NIA H3079C09 NA
8.16 -0.542 -2.14 0.03801 0.22927 4.6 0.03801 s08342 p10577 NIA H3062A03 NA
9.46 -0.722 -2.14 0.03801 0.22927 4.6 0.03801 s15329 p23508 NIA H3152D11 Mm.265929 Vesicle transport through interaction with t-SNAREs 1B homolog Vti1b 12 53612
8.34 -0.513 -2.14 0.03799 0.22927 4.6 0.03799 s20812 p18775 CNS-CB CW0CG38YI20 Rn.1844 Transcribed locus 17 NA
8.79 -0.472 -2.14 0.03807 0.229602 4.59 0.03807 s02158 p00989 IMAGE 1379641 Mm.247510 Aldehyde dehydrogenase family 6, subfamily A1 Aldh6a1 12 104776
7.95 -0.551 -2.14 0.03809 0.229642 4.59 0.03809 s05768 p12176 NIA H3073H10 NA
8.73 -0.607 -2.14 0.03813 0.229813 4.59 0.03813 s18547 p21906 NIA H3140B03 Mm.102305 Trinucleotide repeat containing 6 Tnrc6 7;4 233833

9.9 0.754 2.14 0.03818 0.230078 4.59 0.03818 s18851 p18019 CNS-CB CW0CG101YK23 Mm.244825 Glucosaminyl (N-acetyl) transferase 1, core 2 Gcnt1 19 14537
9.68 -0.707 -2.14 0.03824 0.230221 4.59 0.03824 s01785 p05839 NIA H3031G10 Mm.306663 Protein inhibitor of activated STAT 1 Pias1 9 56469
8.62 -0.684 -2.14 0.03823 0.230221 4.59 0.03823 s10278 p01060 IMAGE 574282 Mm.330652 Gene model 1846, (NCBI) 11;2 236445
8.61 -0.675 -2.14 0.03823 0.230221 4.59 0.03823 s11451 p11283 CNS-CB CW0CG51YO21 Mm.180157 RIKEN cDNA 5830458K16 gene 5830458K16Rik 16 67775
8.68 -0.567 -2.14 0.03823 0.230221 4.59 0.03823 s20302 p13694 NIA H3082F08 NA

10.94 -0.439 -2.14 0.03829 0.230406 4.58 0.03829 s01039 p02030 IMAGE 372302 Mm.266450 Transient receptor potential cation channel, subfamily V, member 4 Trpv4 5 63873
10.28 -0.659 -2.14 0.0383 0.230406 4.58 0.0383 s01313 p09720 NIA H3056H03 NA

8.12 -0.795 -2.14 0.0383 0.230406 4.58 0.0383 s11523 p00785 NIA H3005A03 Mm.18607 Prolactin-like protein A Prlpa 13 19110
10.12 -0.63 -2.14 0.03832 0.230461 4.58 0.03832 s03391 p01965 NIA H3011E06 Mm.22109 RIKEN cDNA 2610204L23 gene 2610204L23Rik 11 67163

8.93 -0.636 -2.14 0.03834 0.230461 4.58 0.03834 s06791 p00631 NIA H3004G07 Mm.38445 Tropomodulin 3 Tmod3 9 50875
9.04 -0.566 -2.14 0.03833 0.230461 4.58 0.03833 s18746 p24478 NIA H3158F12 Mm.246412 RIKEN cDNA 1700020I14 gene 1700020I14Rik 2 66602

10.99 -0.584 -2.14 0.03835 0.230461 4.58 0.03835 s23589 p23301 NIA H3150E09 Mm.103205 Bone morphogenetic protein 2 Bmp2 2 12156
8.29 -0.564 -2.14 0.03835 0.230461 4.58 0.03835 s24204 p22555 NIA H3144C12 Mm.24586 Similar to hypothetical protein FLJ20729 2410019A14Rik 3;11;18 69746
7.84 0.435 2.14 0.03836 0.23047 4.58 0.03836 s24478 p17410 CNS-CB CW0CG33YF22 Rn.105926 NP61201 LOC297530 4 297530
9.87 -0.616 -2.14 0.03838 0.230492 4.58 0.03838 s24875 p21782 NIA H3138F11 Mm.277687 Centaurin, delta 2 Centd2 7 69710

10.04 -0.62 -2.14 0.03841 0.230559 4.58 0.03841 s02375 p07624 IMAGE 988876 Mm.132336 Peroxisomal membrane protein 3 Pxmp3 3 19302
8.05 -0.588 -2.14 0.0384 0.230559 4.58 0.0384 s20640 p15433 NIA H3095A10 NA
7.94 -0.456 -2.14 0.03842 0.230567 4.58 0.03842 s03400 p10153 NIA H3059A10 Mm.209856 Solute carrier family 4 (anion exchanger), member 8 Slc4a8 15 59033
7.86 -0.618 -2.14 0.03843 0.230595 4.58 0.03843 s14745 p15065 NIA H3092A12 Mm.26043 General transcription factor IIIC, polypeptide 4 Gtf3c4 2;18 269252
9.66 -0.538 -2.14 0.03846 0.230715 4.58 0.03846 s18639 p16544 NIA H3101H04 Mm.191949 Calcium/calmodulin-dependent protein kinase ID Camk1d 2 227541
8.16 -0.46 -2.14 0.0385 0.2309 4.57 0.0385 s08801 p07494 NIA H3040F01 Mm.249310 RIKEN cDNA 5430432P15 gene 5430432P15Rik 19 74493
8.51 0.758 2.14 0.03853 0.230987 4.57 0.03853 s01106 p12014 CNS-CB CW0CG75YG05 Mm.202518 RIKEN cDNA 2310043D08 gene 2310043D08Rik 2 76464
9.21 -0.445 -2.14 0.03857 0.230987 4.57 0.03857 s04297 p11182 NIA H3067F06 Mm.10141 Alpha thalassemia/mental retardation syndrome X-linked homolog (human) Atrx X 22589
8.03 0.47 2.14 0.03854 0.230987 4.57 0.03854 s05680 p08840 NIA H3050H01 NA
10.1 -0.546 -2.14 0.03856 0.230987 4.57 0.03856 s07754 p10618 NIA H3062B08 Mm.2115 Heterogeneous nuclear ribonucleoprotein U Hnrpu 1 51810
8.64 0.423 2.14 0.03857 0.230987 4.57 0.03857 s09309 p10848 NIA H3064H12 Mm.18972 SGT1, suppressor of G2 allele of SKP1 (S. cerevisiae) Sugt1 14 67955
8.21 0.668 2.14 0.03854 0.230987 4.57 0.03854 s15659 p18398 CNS-CB CW0CG117YG22 Mm.277387 RIKEN cDNA F730004D16 gene F730004D16Rik 11 246746
9.39 -0.558 -2.14 0.03858 0.231003 4.57 0.03858 s23963 p20241 NIA H3127A11 Mm.280068 Chromosome condensation 1-like Chc1l 14 105670
7.97 -0.43 -2.14 0.03869 0.231576 4.56 0.03869 s03141 p03745 IMAGE 2182549 Mm.348266 A kinase (PRKA) anchor protein 2 Akap2 4 11641
9.61 -0.529 -2.14 0.03875 0.231907 4.56 0.03875 s24322 p15620 NIA H3096D09 Mm.3128 Phosphatidylinositol transfer protein Pitpn 11 18738
9.03 -0.507 -2.14 0.03878 0.23198 4.56 0.03878 s05425 p06047 NIA H3032G12 Mm.324242 RIKEN cDNA 2900097C17 gene 2900097C17Rik 2;12;15;9 347740
9.35 -0.561 -2.14 0.03878 0.23198 4.56 0.03878 s17816 p19345 NIA H3121A07 Mm.248779 Processing of precursor 1, ribonuclease P/MRP family, (S. cerevisiae) Pop1 15 67724
7.95 -0.559 -2.14 0.03879 0.232 4.56 0.03879 s11211 p08971 IMAGE 749410 Mm.358594 Ecotropic viral integration site 2a Evi2a 11 14017

9.8 -0.814 -2.13 0.03889 0.232406 4.55 0.03889 s07621 p03958 NIA H3022F03 Mm.268304 Transient receptor potential cation channel, subfamily C, member 4 associated protein Trpc4ap 2 56407
8.49 -0.568 -2.13 0.03887 0.232406 4.55 0.03887 s11171 p11523 NIA H3070C01 Mm.44359 RIKEN cDNA 5730557L09 gene 5730557L09Rik 1 108770
9.13 -0.446 -2.13 0.03888 0.232406 4.55 0.03888 s20321 p18560 NIA H3115H04 NA

8.6 -0.609 -2.13 0.03892 0.232517 4.55 0.03892 s22766 p13352 CNS-CB CW0CG94YC16 Mm.156914 Splicing factor 3a, subunit 1 Sf3a1 11 67465
13.41 -0.599 -2.13 0.03894 0.232616 4.55 0.03894 s09639 p05419 NIA H3029C06 Mm.290774 MRNA fragment for heat shock cognate hsc73 5;9;1;10;6;14 NA

8.72 -0.617 -2.13 0.03895 0.232616 4.55 0.03895 s24006 p20755 NIA H3131C03 Mm.280125 V-crk sarcoma virus CT10 oncogene homolog (avian) Crk 11 12928
8.38 0.672 2.13 0.03898 0.232692 4.55 0.03898 s06508 p09839 NIA H3057G06 Mm.43230 2'-5' oligoadenylate synthetase 1E Oas1c 5 114643
9.59 -0.586 -2.13 0.03897 0.232692 4.55 0.03897 s20071 p20340 NIA H3128D11 Mm.309164 Similar to LOC90268 protein 15 432940
7.69 -0.472 -2.13 0.03902 0.232731 4.55 0.03902 s03883 p04537 IMAGE 463758 Mm.359020 Gene model 1865, (NCBI) 7 330539
9.37 -0.516 -2.13 0.03902 0.232731 4.55 0.03902 s08450 p06747 NIA H3036C04 NA

11.01 -0.81 -2.13 0.03903 0.232731 4.55 0.03903 s17453 p19849 NIA H3125A10 Mm.7883 Adenomatosis polyposis coli Apc 18 11789
9.71 -0.644 -2.13 0.039 0.232731 4.55 0.039 s21834 p19296 NIA H3120H12 NA



10.47 -0.737 -2.13 0.03904 0.23275 4.55 0.03904 s07995 p00833 NIA H3005A09 Mm.89888 Glutamate-cysteine ligase, catalytic subunit Gclc 9 14629
10.81 -0.645 -2.13 0.03907 0.232877 4.55 0.03907 s23424 p14138 CNS-CB CW0CG87YO22 Mm.372587 RIKEN cDNA C730029A08 gene C730029A08Rik 9 320926

8.8 -0.611 -2.13 0.03908 0.232886 4.54 0.03908 s03190 p10405 NIA H3061E05 Mm.24842 RIKEN cDNA C430019N01 gene Antxr2 5 71914
8.48 -0.599 -2.13 0.03918 0.23323 4.54 0.03918 s00726 p10747 NIA H3063C12 NA
9.62 -0.692 -2.13 0.03918 0.23323 4.54 0.03918 s07958 p04677 NIA H3025E09 Mm.29293 SEC24 related gene family, member D (S. cerevisiae) Sec24d 3 69608
9.33 -0.5 -2.13 0.03916 0.23323 4.54 0.03916 s14624 p19157 CNS-CB CW0CG91YF15 NA
7.37 -0.384 -2.13 0.03915 0.23323 4.54 0.03915 s23040 p21290 empty NA
8.43 -0.569 -2.13 0.03917 0.23323 4.54 0.03917 s24874 p21010 NIA H3133B11 Mm.132238 CREB binding protein Crebbp 16 12914

14.76 -0.842 -2.13 0.0392 0.233283 4.54 0.0392 s15925 p18601 NIA H3115A10 NA
8.48 -0.489 -2.13 0.03928 0.23348 4.54 0.03928 s02156 p12503 CNS-CB CW0CG107YH01 NA
12.6 -0.693 -2.13 0.03932 0.23348 4.53 0.03932 s06507 p09067 NIA H3051C06 Mm.330160 Heat shock 70kD protein 5 (glucose-regulated protein) Hspa5 2 14828
8.73 -0.515 -2.13 0.03932 0.23348 4.53 0.03932 s09157 p00340 IMAGE 1378373 Mm.20445 Testis-specific protein, Y-encoded-like 1 Tspyl1 10 22110

10.58 0.624 2.13 0.03928 0.23348 4.54 0.03928 s10979 p01793 IMAGE 605631 Mm.40828 Sequestosome 1 Sqstm1 11 18412
8.04 -0.807 -2.13 0.03929 0.23348 4.53 0.03929 s11154 p08449 NIA H3047A01 Mm.301585 RIKEN cDNA C530046L02 gene C530046L02Rik 17;X 224617

10.88 -0.708 -2.13 0.03931 0.23348 4.53 0.03931 s12073 p03850 NIA H3021B02 Mm.22479 Keratin complex 1, acidic, gene 18 Krt1-18 15 16668
10.61 -0.617 -2.13 0.03929 0.23348 4.53 0.03929 s14066 p20992 NIA H3133H08 Mm.341886 RIKEN cDNA 1110067M05 gene 1110067M05Rik 11 68851

9.96 -0.773 -2.13 0.03929 0.23348 4.53 0.03929 s21293 p23618 NIA H3153B01 Mm.278031 RIKEN cDNA 2900042O04 gene 1700025G04Rik 1 69399
8.62 -0.472 -2.13 0.03925 0.23348 4.54 0.03925 s24712 p13844 NIA H3083D03 Mm.25549 Echinoderm microtubule associated protein like 5 2700069A02Rik 12 75553
8.42 -0.67 -2.13 0.03934 0.233488 4.53 0.03934 s23311 p13364 CNS-CB CW0CG100YA09 NA
7.95 -0.468 -2.13 0.03935 0.233488 4.53 0.03935 s23447 p21818 NIA H3139B04 Mm.265347 Annexin A6 Anxa6 11 11749

14.28 -0.651 -2.13 0.03935 0.233488 4.53 0.03935 s24958 p20762 NIA H3131B04 Mm.209568 Sterol carrier protein 2, liver Scp2 4;9 20280
10.77 -0.596 -2.13 0.03936 0.233489 4.53 0.03936 s11486 p04629 NIA H3025E03 Mm.154378 Nucleolin Ncl 1 17975

7.36 -0.382 -2.13 0.03937 0.233518 4.53 0.03937 s16307 p21691 empty NA
8.18 -0.572 -2.13 0.0394 0.233623 4.53 0.0394 s08409 p07509 NIA H3040E03 Mm.343450 Similar to RIKEN cDNA 8430426H19 14 432812
9.97 -0.41 -2.13 0.03943 0.233656 4.53 0.03943 s02078 p04821 IMAGE 1151659 Mm.15701 Tripartite motif protein 28 Trim28 7 21849
8.68 -0.531 -2.13 0.03943 0.233656 4.53 0.03943 s02608 p03018 IMAGE 1243601 Mm.293470 3-hydroxybutyrate dehydrogenase (heart, mitochondrial) Bdh 16 71911

10.11 -0.76 -2.13 0.03944 0.233656 4.53 0.03944 s05882 p00918 NIA H3006F07 Mm.21062 Expressed sequence C87860 C87860 3 97112
8.02 -0.687 -2.13 0.03945 0.233656 4.53 0.03945 s06159 p11420 NIA H3068D12 Mm.11989 CDNA clone IMAGE:6741091 6 NA

7.7 -0.45 -2.13 0.03946 0.233656 4.53 0.03946 s19797 p12650 CNS-CB CW0CG114YP23 Mm.358601 Glycoprotein 49 A Gp49a 10 14727
10.15 -0.553 -2.13 0.03945 0.233656 4.53 0.03945 s24941 p18458 NIA H3114B04 Mm.245746 Radixin Rdx 9 19684

7.63 0.638 2.13 0.0395 0.233835 4.52 0.0395 s21197 p12612 CNS-CB CW0CG114YF11 Mm.347934 Keratin complex 2, basic, gene 19 Krt2-19 15 64818
8.41 -0.721 -2.13 0.03955 0.234057 4.52 0.03955 s06301 p00099 NIA H3002C01 Mm.7087 Rabaptin, RAB GTPase binding effector protein 1 Rabep1 11 54189

14.65 -0.793 -2.13 0.03957 0.234096 4.52 0.03957 s14668 p21461 NIA H3136E07 Mm.18565 Proteolipid protein 2 Plp2 X;13 18824
8.75 -0.529 -2.13 0.03957 0.234096 4.52 0.03957 s17133 p22204 NIA H3142D04 Mm.321312 Similar to hypothetical protein 4833422F06Rik 15;8 73770
9.36 -0.612 -2.13 0.03959 0.234134 4.52 0.03959 s07566 p04726 NIA H3026F03 Mm.27107 RIKEN cDNA 5730536A07 gene 5730536A07Rik 9 68250

14.89 0.938 2.13 0.0396 0.234134 4.52 0.0396 s07823 p09342 NIA H3053F04 NA
10.41 -0.907 -2.13 0.03962 0.234145 4.52 0.03962 s04510 p00958 NIA H3006F12 Mm.276702 Growth factor receptor bound protein 7 Grb7 11 14786

7.88 -0.524 -2.13 0.03962 0.234145 4.52 0.03962 s07382 p03436 NIA H3035B01 Mm.276018 Tribbles homolog 3 (Drosophila) Trib3 2 228775
11.85 -0.758 -2.13 0.03963 0.234145 4.52 0.03963 s23363 p21564 NIA H3137D08 Mm.18630 Acyl-Coenzyme A dehydrogenase, very long chain Acadvl 11 11370

7.94 -0.536 -2.12 0.03971 0.234581 4.51 0.03971 s03636 p08881 NIA H3050A07 Mm.6047 Nanog homeobox Nanog 6 71950
14.69 -0.501 -2.12 0.03973 0.234635 4.51 0.03973 s17447 p14473 NIA H3088A10 NA

8.17 -0.489 -2.12 0.03974 0.234649 4.51 0.03974 s04978 p06799 NIA H3036G10 NA
15.08 -0.581 -2.12 0.03981 0.234972 4.51 0.03981 s17204 p22720 NIA H3146H08 NA

8.44 0.605 2.12 0.03983 0.235031 4.51 0.03983 s03127 p04572 IMAGE 3153566 In multiple clusters NA
12.7 -0.622 -2.12 0.03986 0.235031 4.51 0.03986 s05084 p01679 NIA H3010G06 Mm.18626 Capping protein (actin filament), gelsolin-like Capg 6 12332
8.67 -0.498 -2.12 0.03985 0.235031 4.51 0.03985 s08180 p02895 NIA H3016G02 Mm.245527 Solute carrier family 35, member B4 Slc35b4 6 58246

9.5 -0.686 -2.12 0.03985 0.235031 4.51 0.03985 s17063 p21690 CNS-CB CW0CG45YM01 Rn.24353 Ac1158 LOC302898 10 302898
8.3 -0.514 -2.12 0.03986 0.235031 4.51 0.03986 s19721 p20066 CNS-CB CW0CG23YO13 Rn.84878 Similar to vascular endothelial zinc finger 1 10 287615

10.11 -0.5 -2.12 0.0399 0.235153 4.5 0.0399 s09612 p06189 NIA H3033E06 NA
8.9 0.795 2.12 0.03991 0.235153 4.5 0.03991 s20668 p15435 NIA H3095C10 NA

12.14 -0.57 -2.12 0.03991 0.235153 4.5 0.03991 s22672 p17723 NIA H3109C08 Mm.117180 Complement component factor i Cfi 3 12630
9.61 -0.53 -2.12 0.03993 0.235208 4.5 0.03993 s24252 p15391 NIA H3095G04 Mm.291624 Anaphase promoting complex subunit 2 Anapc2 2 99152
8.63 -0.537 -2.12 0.04 0.235267 4.5 0.04 s04520 p09918 IMAGE 2599023 Mm.29324 Lactate dehydrogenase 1, A chain Ldh1 7;4;13;3;14 16828

8.3 -0.593 -2.12 0.04001 0.235267 4.5 0.04001 s05486 p10655 NIA H3062G12 Mm.34083 Expressed sequence AW208599 AW208599 10 103436
8.61 0.498 2.12 0.03997 0.235267 4.5 0.03997 s09907 p07733 NIA H3041E07 Mm.61193 DNA segment, Chr 5, Wayne State University 46, expressed D5Wsu46e 5 231803

10.57 -0.792 -2.12 0.04 0.235267 4.5 0.04 s16466 p13478 NIA H3081F05 NA
8.02 -0.593 -2.12 0.03996 0.235267 4.5 0.03996 s20477 p19783 NIA H3125G01 Mm.10708 Topoisomerase (DNA) III alpha Top3a 11 21975
10.3 -0.6 -2.12 0.04001 0.235267 4.5 0.04001 s22048 p22563 NIA H3145C01 NA
8.63 -0.429 -2.12 0.04001 0.235267 4.5 0.04001 s22669 p14911 NIA H3091G04 Mm.2537 Nuclear receptor coactivator 2 Ncoa2 1 17978
8.56 0.775 2.12 0.04001 0.235267 4.5 0.04001 s24166 p13593 IMAGE 456861 Mm.7320 MAD homolog 3 (Drosophila) Smad3 9 17127

8.6 -0.561 -2.12 0.04007 0.235544 4.5 0.04007 s01896 p05323 IMAGE 656569 Mm.29742 CD24a antigen Cd24a 10;14 12484
10.42 -0.6 -2.12 0.04015 0.235948 4.49 0.04015 s22365 p18231 NIA H3112G11 Mm.254495 RIKEN cDNA 1110014L17 gene 1110014L17Rik 11;3 103694
15.67 0.566 2.12 0.04016 0.235958 4.49 0.04016 s09335 p09306 NIA H3052B12 NA

7.82 -0.483 -2.12 0.04023 0.236233 4.49 0.04023 s20609 p12619 IMAGE 1348188 NA
11.14 -0.552 -2.12 0.04022 0.236233 4.49 0.04022 s24540 p22288 NIA H3143H02 Mm.279041 Nucleolar protein 7 Nol7 13 70078
14.39 0.755 2.12 0.04031 0.236585 4.49 0.04031 s02111 p09427 NIA H3054C03 Mm.254233 RIKEN cDNA 2310011G17 gene 2310011G17Rik 1 69604
14.02 -0.657 -2.12 0.04033 0.236585 4.48 0.04033 s05397 p06045 NIA H3032E12 Mm.282053 Ribosomal protein L7 Rpl7 1;11;5;15 19989
10.67 -0.637 -2.12 0.04033 0.236585 4.48 0.04033 s06993 p06015 NIA H3032G08 Mm.290079 Serine (or cysteine) proteinase inhibitor, clade A, member 6 Serpina6 12 12401
10.56 -0.537 -2.12 0.04033 0.236585 4.48 0.04033 s09808 p06197 NIA H3033E07 Mm.30043 RIKEN cDNA 5730406I15 gene 5730406I15Rik 7;2 66624
11.37 -0.768 -2.12 0.04031 0.236585 4.49 0.04031 s22085 p18471 NIA H3114G05 NA
12.57 -0.567 -2.12 0.04037 0.236646 4.48 0.04037 s04416 p05298 IMAGE 652558 Mm.328931 Proviral integration site 1 Pim1 17;6 18712
10.14 -0.78 -2.12 0.04037 0.236646 4.48 0.04037 s22900 p21286 CNS-CB CW0CG97YN05 Mm.28382 Katanin p80 (WD40-containing) subunit B 1 Katnb1 8 74187

9.61 -0.625 -2.12 0.04036 0.236646 4.48 0.04036 s23360 p18752 CNS-CB CW0CG118YH19 Rn.6114 Similar to tousled-like kinase 1 3 311118
9.25 -0.776 -2.12 0.04039 0.236691 4.48 0.04039 s12989 p22257 NIA H3142A11 Mm.86588 Zinc finger protein 291 Zfp291 9 244891
8.54 -0.731 -2.12 0.04043 0.236849 4.48 0.04043 s22012 p15393 NIA H3095A05 Mm.9213 Estrogen receptor 1 (alpha) Esr1 10 13982

8.7 0.508 2.12 0.04044 0.236878 4.48 0.04044 s09320 p08794 NIA H3049B08 Mm.230654 Testis derived transcript Tes 6 21753
7.92 -0.474 -2.12 0.04045 0.236884 4.48 0.04045 s05190 p08339 NIA H3046C11 Mm.171086 RIKEN cDNA A530058O07 gene A530046M15 13 328190

9 -0.515 -2.12 0.04054 0.237381 4.47 0.04054 s01753 p02755 NIA H3015C09 Mm.196290 RIKEN cDNA 5830411E10 gene 5830411E10Rik 1 109019
8.69 -0.584 -2.11 0.04063 0.237824 4.47 0.04063 s23906 p19471 NIA H3122G10 Mm.21299 Expressed sequence AW549877 AW549877 15 106064
8.86 -0.502 -2.11 0.04064 0.237855 4.47 0.04064 s14470 p19661 NIA H3123E10 Mm.259632 Ca2+-dependent activator protein for secretion 2 Cadps2 6 320405
9.63 -0.583 -2.11 0.04066 0.237865 4.47 0.04066 s10714 p03380 IMAGE 639627 Mm.116721 Hypoxia up-regulated 1 Hyou1 9 12282
8.03 -0.46 -2.11 0.04069 0.23799 4.47 0.04069 s06408 p08803 NIA H3049C09 Mm.353984 DNA segment, Chr 2, ERATO Doi 357, expressed D2Ertd357e 2 51896

11.86 0.642 2.11 0.04071 0.238011 4.47 0.04071 s09780 p06697 IMAGE 441833 Mm.129 Goosecoid Gsc 12 14836
8.54 0.735 2.11 0.04071 0.238011 4.47 0.04071 s21203 p17988 CNS-CB CW0CG101YD20 Mm.102365 RIKEN cDNA 4833438C02 gene Nfkb2 19 18034
8.06 -0.42 -2.11 0.04072 0.238037 4.47 0.04072 s06857 p09843 NIA H3057C07 In multiple clusters NA

9.9 -0.54 -2.11 0.04074 0.238092 4.47 0.04074 s15322 p17112 NIA H3105H03 Mm.126534 RIKEN cDNA A230062I15 gene Paip2 18 67869
10.14 -0.581 -2.11 0.04076 0.238118 4.46 0.04076 s04571 p05566 NIA H3030F12 Mm.247764 Peroxisome biogenesis factor 19 Pex19 1 19298

7.71 -0.452 -2.11 0.04077 0.238132 4.46 0.04077 s06396 p10085 NIA H3059E01 NA
8.49 -0.539 -2.11 0.04078 0.238132 4.46 0.04078 s08625 p00066 NIA H3001B09 Mm.21105 Expressed sequence AA407526 AA407526 5 231279
8.63 -0.517 -2.11 0.04079 0.238132 4.46 0.04079 s13059 p22001 CNS-CB CW0CG46YA15 Rn.49121 Similar to modulator of estrogen induced transcription 8 315792
7.47 -0.449 -2.11 0.0408 0.238132 4.46 0.0408 s23639 p18177 NIA H3112A05 Mm.246108 RIKEN cDNA 0910001A06 gene 0910001A06Rik 15 223601

11.34 -0.667 -2.11 0.04087 0.238459 4.46 0.04087 s06514 p03181 NIA H3018E02 Mm.28524 DNA segment, Chr 6, Wayne State University 116, expressed D6Wsu116e 6 28006
7.8 -0.443 -2.11 0.04086 0.238459 4.46 0.04086 s19952 p14190 CNS-CB CW0CG88YK10 Mm.370283 Replication factor C (activator 1) 4 Rfc4 16 106344

9.42 0.725 2.11 0.04095 0.238791 4.46 0.04095 s10205 p10786 NIA H3064B05 NA
12.84 -0.837 -2.11 0.04095 0.238791 4.46 0.04095 s20097 p18550 NIA H3115F03 Mm.10801 Stimulated by retinoic acid gene 6 Stra6 9 20897

9.6 -0.504 -2.11 0.04096 0.238791 4.46 0.04096 s22272 p22573 NIA H3145E02 Mm.1109 WW domain binding protein 1 Wbp1 6 22377
8.67 0.509 2.11 0.04097 0.238807 4.45 0.04097 s22476 p17715 NIA H3109C07 In multiple clusters NA

10.47 -0.807 -2.11 0.04098 0.238844 4.45 0.04098 s04637 p02496 NIA H3014H12 In multiple clusters NA
8.79 -0.526 -2.11 0.04103 0.23897 4.45 0.04103 s05005 p06029 NIA H3032E10 In multiple clusters NA

13.82 -1.169 -2.11 0.04105 0.23897 4.45 0.04105 s06948 p02939 NIA H3016C08 Mm.29131 RIKEN cDNA 1110049F12 gene 1110049F12Rik 4 66193
8.94 -0.653 -2.11 0.04105 0.23897 4.45 0.04105 s07129 p02404 NIA H3014D01 Mm.254588 Clathrin, heavy polypeptide (Hc) Cltc 11 67300
7.73 -0.448 -2.11 0.04103 0.23897 4.45 0.04103 s07163 p07782 NIA H3042F01 Mm.20866 Nibrin Nbn 4 27354
8.97 -0.752 -2.11 0.04105 0.23897 4.45 0.04105 s17314 p20865 NIA H3132A05 In multiple clusters NA
7.96 -0.427 -2.11 0.04108 0.239023 4.45 0.04108 s09869 p10805 NIA H3064E07 NA
9.51 -0.57 -2.11 0.04108 0.239023 4.45 0.04108 s12902 p19693 NIA H3124E02 Mm.219639 Acylpeptide hydrolase Apeh 9 235606
8.18 0.411 2.11 0.04112 0.239169 4.45 0.04112 s12472 p10014 NIA H3058F04 Mm.244003 Sciellin Scel 14 64929
11.6 -0.474 -2.11 0.04113 0.239169 4.45 0.04113 s19372 p21365 NIA H3135E07 Mm.1104 Ubiquitin-activating enzyme E1, Chr X Ube1x X 22201

11.99 0.623 2.11 0.04115 0.239276 4.45 0.04115 s02004 p01493 IMAGE 4196181 Mm.22668 3-hydroxy-3-methylglutaryl-Coenzyme A lyase Hmgcl 4 15356
8.82 -0.512 -2.11 0.04117 0.239291 4.45 0.04117 s08457 p00091 NIA H3001C12 NA
8.25 -0.674 -2.11 0.04118 0.239291 4.45 0.04118 s16118 p15797 NIA H3097E07 Mm.7244 Anterior gradient 2 (Xenopus laevis) Agr2 12 23795
9.86 -0.683 -2.11 0.0412 0.239357 4.44 0.0412 s07351 p00622 NIA H3004F06 Mm.229110 RIKEN cDNA 1700001E16 gene 1700001E16Rik 9 69305
9.03 0.717 2.11 0.04125 0.239516 4.44 0.04125 s04210 p08364 IMAGE 890890 Mm.9445 Guanylate cyclase 1, soluble, beta 3 Gucy1b3 3 54195

8.5 -0.507 -2.11 0.04124 0.239516 4.44 0.04124 s05247 p09363 NIA H3053C07 Mm.194486 PHD finger protein 3 Phf3 1 213109
9.16 -0.543 -2.11 0.04125 0.239516 4.44 0.04125 s11413 p02321 NIA H3013A03 Mm.257498 Ubiquitously transcribed tetratricopeptide repeat gene, X chromosome Utx X 22289
9.23 -0.599 -2.11 0.04127 0.23958 4.44 0.04127 s05158 p04753 NIA H3026A07 NA
8.13 0.5 2.11 0.04129 0.239607 4.44 0.04129 s11371 p01809 IMAGE 575690 Mm.31236 RIKEN cDNA A930021F15 gene 2810441K11Rik 19 68642
8.79 -0.511 -2.11 0.04131 0.239692 4.44 0.04131 s20166 p17522 NIA H3107B07 Mm.205400 MYST histone acetyltransferase 2 Myst2 11 217127
9.02 -0.703 -2.11 0.04134 0.239815 4.44 0.04134 s00470 p06903 IMAGE 351755 Mm.282359 Lactotransferrin Ltf 9 17002
9.23 -0.588 -2.11 0.0414 0.239949 4.43 0.0414 s05056 p01677 NIA H3010E06 Mm.246127 Zinc binding alcohol dehydrogenase, domain containing 1 Zadh1 12;15 77219

9.7 -0.57 -2.11 0.04138 0.239949 4.44 0.04138 s06893 p03707 NIA H3020C08 In multiple clusters NA
14.86 -0.755 -2.11 0.0414 0.239949 4.43 0.0414 s18865 p18529 NIA H3115A01 NA

7.56 0.417 2.11 0.04139 0.239949 4.44 0.04139 s19917 p20074 CNS-CB CW0CG37YL02 Hs.272838 Lipocalin-interacting membrane receptor LIMR 12 55716
8.54 -0.593 -2.11 0.04143 0.239953 4.43 0.04143 s14293 p23749 NIA H3154E05 Mm.24331 Ankyrin repeat and SOCS box-containing protein 3 Asb3 11 65257
8.51 -0.585 -2.11 0.04143 0.239953 4.43 0.04143 s16727 p21678 CNS-CB CW0CG45YJ14 Rn.37403 Protein phosphatase 1A, magnesium dependent, alpha isoform Ppm1a 6 24666
9.28 -0.452 -2.11 0.04143 0.239953 4.43 0.04143 s19518 p13693 NIA H3082E08 Mm.253771 RIKEN cDNA C330016H24 gene C330016H24Rik 2 68112
10.9 -0.557 -2.11 0.04145 0.239955 4.43 0.04145 s04332 p05044 NIA H3027D07 In multiple clusters NA
8.33 0.666 2.11 0.04147 0.239955 4.43 0.04147 s10431 p00554 IMAGE 637316 Mm.1856 Macrophage receptor with collagenous structure Marco 1 17167
7.97 -0.512 -2.11 0.04148 0.239955 4.43 0.04148 s11110 p06915 NIA H3037C01 Mm.373326 Transcribed locus NA
13.8 0.585 2.11 0.04146 0.239955 4.43 0.04146 s19335 p13175 IMAGE 1431906 Mm.330160 Heat shock 70kD protein 5 (glucose-regulated protein) Hspa5 2 14828

12.74 -0.749 -2.11 0.04147 0.239955 4.43 0.04147 s21324 p14150 CNS-CB CW0CG88YB17 Mm.1144 DNA segment, Chr 11, Brigham & Women's Genetics 0280e expressed D11Bwg0280e 11 52915
8.19 -0.527 -2.1 0.0415 0.239985 4.43 0.0415 s17713 p14995 NIA H3092C03 Mm.172176 Similar to stromelysin-1 PDGF-responsive element binding protein 14 239190
7.94 -0.531 -2.1 0.04151 0.24 4.43 0.04151 s07934 p08259 NIA H3046C01 Mm.37566 Expressed sequence C80140 C80140 5 97244
7.91 0.734 2.1 0.04155 0.24018 4.43 0.04155 s10618 p04408 IMAGE 3668492 Mm.227 Integrin alpha V Itgav 2 16410
7.83 -0.5 -2.1 0.04159 0.240355 4.43 0.04159 s03949 p00164 NIA H3002D09 In multiple clusters NA

12.12 0.868 2.1 0.04161 0.240431 4.43 0.04161 s13565 p23532 IMAGE 474560 Mm.278560 ATP synthase, H+ transporting, mitochondrial F1 complex, delta subunit Atp5d 10 66043
9.82 -0.504 -2.1 0.04162 0.240436 4.42 0.04162 s20895 p18257 NIA H3113A03 Mm.258746 RIKEN cDNA 1190002N15 gene 1190002N15Rik 9 68861
9.05 -0.599 -2.1 0.04176 0.2407 4.42 0.04176 s02203 p04313 NIA H3023A12 Mm.209730 Ankyrin repeat domain 32 Ankrd32 13 105377
8.49 -0.494 -2.1 0.04172 0.2407 4.42 0.04172 s02207 p07897 NIA H3043A04 NA

15.43 -0.392 -2.1 0.04173 0.2407 4.42 0.04173 s03029 p03808 IMAGE 3153401 Mm.248827 Calnexin Canx 11 12330
8.16 0.517 2.1 0.04172 0.2407 4.42 0.04172 s05635 p05764 NIA H3031D01 Mm.294154 Origin recognition complex, subunit 1-like (S.cereviaiae) Orc1l 4 18392

11.08 0.791 2.1 0.04174 0.2407 4.42 0.04174 s06413 p00355 IMAGE 571328 In multiple clusters NA
10.45 -0.632 -2.1 0.04171 0.2407 4.42 0.04171 s15331 p13266 NIA H3080B03 Mm.34319 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, beta polypeptide Ywhab 2;4 54401
11.24 -0.526 -2.1 0.04176 0.2407 4.42 0.04176 s17564 p19085 NIA H3119E10 Mm.4888 RAD50 homolog (S. cerevisiae) Rad50 11 19360
10.64 -0.6 -2.1 0.04174 0.2407 4.42 0.04174 s21068 p22619 NIA H3145C08 NA

9.99 -0.547 -2.1 0.04175 0.2407 4.42 0.04175 s21780 p21084 CNS-CB CW0CG86YN09 Rn.16393 Solute carrier family 38, member 2 Slc38a2 7 29642
10.93 1.541 2.1 0.04174 0.2407 4.42 0.04174 s22123 p14629 NIA H3089E05 Mm.28336 Electron transferring flavoprotein, dehydrogenase Etfdh 3 66841
10.11 -0.537 -2.1 0.0418 0.240861 4.42 0.0418 s15890 p24237 NIA H3157E06 Mm.299312 Sperm specific antigen 1 Ssfa1 15;Y;17;9;2 20826

7.39 0.407 2.1 0.04182 0.240939 4.42 0.04182 s21966 p24101 CNS-CB CW0CG124YK19 Rn.118086 Transcribed locus 4 NA
14.79 -0.599 -2.1 0.04184 0.240976 4.41 0.04184 s13381 p22242 NIA H3142B09 NA

8.76 -0.684 -2.1 0.04186 0.240985 4.41 0.04186 s10447 p01838 IMAGE 577017 Mm.21740 Heterogeneous nuclear ribonucleoprotein H1 Hnrph1 11;5 59013
8.85 -0.483 -2.1 0.04187 0.240985 4.41 0.04187 s12147 p07948 NIA H3043D10 NA
7.81 -0.473 -2.1 0.04187 0.240985 4.41 0.04187 s12276 p10006 NIA H3058F03 NA
8.43 -0.562 -2.1 0.04188 0.240985 4.41 0.04188 s17162 p23226 IMAGE 467104 Mm.168789 Cyclin-dependent kinase inhibitor 1C (P57) Cdkn1c 7 12577

10.39 -0.554 -2.1 0.04196 0.241303 4.41 0.04196 s04428 p02998 IMAGE 1499582 Mm.240434 Programmed cell death 8 Pdcd8 X 26926
9.19 -0.533 -2.1 0.04196 0.241303 4.41 0.04196 s07185 p02408 NIA H3014H01 Mm.284945 Fragile X mental retardation 1 neighbor Fmr1nb X 207854

11.19 -0.693 -2.1 0.04196 0.241303 4.41 0.04196 s20405 p18247 NIA H3113G01 Mm.273755 DNA segment, Chr 12, ERATO Doi 551, expressed D12Ertd551e 12 52635
8.62 -0.557 -2.1 0.04198 0.241317 4.41 0.04198 s06107 p01948 NIA H3011D04 Mm.25709 Inhibitor of growth family, member 1 Ing1 8 26356

10.33 -0.704 -2.1 0.04199 0.241317 4.41 0.04199 s07603 p00882 NIA H3006B03 Mm.24208 Interleukin 13 receptor, alpha 1 Il13ra1 X 16164
9.16 -0.604 -2.1 0.042 0.241347 4.41 0.042 s19822 p22892 NIA H3147D06 Mm.6839 Cyclin-dependent kinase 4 Cdk4 10 12567

11.21 -0.716 -2.1 0.04202 0.241374 4.41 0.04202 s10101 p05949 IMAGE 574719 Mm.43784 Hydroxyacyl glutathione hydrolase Hagh 17 14651
9.11 -0.528 -2.1 0.04205 0.241495 4.41 0.04205 s24708 p22294 NIA H3143F03 Mm.24201 Nuclear prelamin A recognition factor-like Narfl 17 67563
8.36 -0.642 -2.1 0.0421 0.24161 4.4 0.0421 s03568 p09911 IMAGE 2609616 Mm.239329 Rho/rac guanine nucleotide exchange factor (GEF) 2 Arhgef2 3;X 16800
11.2 -0.475 -2.1 0.04212 0.24161 4.4 0.04212 s13572 p17646 NIA H3108F10 Mm.253 RIKEN cDNA 2610510H01 gene 2610510H01Rik 4 108911

13.43 -0.963 -2.1 0.04212 0.24161 4.4 0.04212 s14682 p21201 NIA H3134A11 NA
7.93 -0.59 -2.1 0.04209 0.24161 4.4 0.04209 s16077 p16305 NIA H3100A11 Mm.255607 Tissue inhibitor of metalloproteinase 4 Timp4 6 110595
8.05 -0.439 -2.1 0.04212 0.24161 4.4 0.04212 s17019 p20658 CNS-CB CW0CG121YK09 NA
11.9 -0.717 -2.1 0.04212 0.24161 4.4 0.04212 s18727 p20382 NIA H3129F04 In multiple clusters NA
8.08 -0.473 -2.1 0.04215 0.241683 4.4 0.04215 s08006 p10565 NIA H3062E01 NA
7.38 -0.335 -2.1 0.04216 0.241683 4.4 0.04216 s21196 p24644 empty NA

11.38 -0.906 -2.1 0.04217 0.241719 4.4 0.04217 s14288 p19393 NIA H3122A01 In multiple clusters NA
7.9 0.485 2.1 0.04225 0.241904 4.4 0.04225 s10906 p11838 CNS-CB CW0CG85YE16 Hs.511748 Sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4SEMA4D 9 10507

10.39 -0.698 -2.1 0.04223 0.241904 4.4 0.04223 s13777 p12790 IMAGE 1314865 Mm.241365 Endosulfine alpha Ensa 3 56205
11.73 -0.662 -2.1 0.04224 0.241904 4.4 0.04224 s18058 p22916 NIA H3147D09 Mm.272139 Nitric oxide synthase interacting protein Nosip 7 66394

8.21 0.552 2.1 0.04225 0.241904 4.4 0.04225 s19479 p16763 NIA H3102C08 Mm.1381 Zona pellucida glycoprotein 3 Zp3 5 22788
8.88 -0.465 -2.1 0.04223 0.241904 4.4 0.04223 s23396 p13888 NIA H3083H08 Mm.306482 Polymerase (RNA) III (DNA directed) polypeptide K Polr3k 2 67005
8.34 0.478 2.1 0.04231 0.242181 4.39 0.04231 s21753 p22356 NIA H3143D11 Mm.31274 Nuclear factor I/A Nfia 4 18027

10.58 0.825 2.1 0.04232 0.242187 4.39 0.04232 s07714 p11898 IMAGE 1078583 Mm.148800 Serum amyloid A 1 Saa1 7 20208
7.88 0.433 2.1 0.04234 0.242217 4.39 0.04234 s00946 p07142 IMAGE 467638 NA
8.13 -0.415 -2.1 0.04235 0.242217 4.39 0.04235 s02632 p12240 NIA H3074H06 Mm.247203 Protocadherin gamma subfamily C, 3 Pcdhga12 18 93724
7.69 -0.547 -2.1 0.0424 0.242377 4.39 0.0424 s03470 p10667 NIA H3063C02 NA
9.16 0.527 2.09 0.04242 0.242377 4.39 0.04242 s03700 p03249 NIA H3018A11 Mm.1262 Cytochrome P450, family 17, subfamily a, polypeptide 1 Cyp17a1 19 13074
7.91 -0.541 -2.1 0.04241 0.242377 4.39 0.04241 s08772 p06472 IMAGE 621388 Mm.236067 Periostin, osteoblast specific factor Postn 3 50706

12.53 0.74 2.1 0.04239 0.242377 4.39 0.04239 s14733 p16347 IMAGE 1531492 Mm.160020 RIKEN cDNA A230105L22 gene Cyp4f18 8 72054



9.92 -0.686 -2.09 0.04243 0.242377 4.39 0.04243 s17160 p21434 NIA H3136B04 Mm.358671 RIKEN cDNA 0610009H04 gene 0610009H04Rik 11 55978
10.95 -0.601 -2.09 0.04243 0.242377 4.39 0.04243 s18409 p23694 NIA H3153F10 Mm.221440 RIKEN cDNA 8030497I03 gene Eif2s2 2 67204

8.78 -0.551 -2.09 0.04245 0.242447 4.39 0.04245 s08351 p05713 IMAGE 577908 Mm.856 Transmembrane 4 superfamily member 1 Tm4sf1 3 17112
9.26 -0.586 -2.09 0.0425 0.242648 4.39 0.0425 s11778 p03076 NIA H3017D01 Mm.38173 RIKEN cDNA 6030457N17 gene 6030457N17Rik 7 68079
7.71 -0.502 -2.09 0.04252 0.242661 4.38 0.04252 s09549 p00291 IMAGE 556829 Mm.325052 Transcribed locus, strongly similar to NP_033387.1 transcription factor Dp 1 [Mus musculus] 8;9 NA

10.66 -0.641 -2.09 0.04252 0.242661 4.38 0.04252 s14443 p20431 NIA H3129G10 Mm.239871 Ryanodine receptor 2, cardiac Ryr2 13 20191
12.85 -0.942 -2.09 0.04253 0.242661 4.38 0.04253 s23248 p18998 NIA H3118F11 Mm.143167 DNA segment, Chr 15, ERATO Doi 785, expressed D15Ertd785e 15;17 52683

8.2 -0.475 -2.09 0.04258 0.242848 4.38 0.04258 s02726 p08650 NIA H3048B02 Mm.265512 SEC8-like 1 (S. cerevisiae) Sec8l1 6 20336
9.83 -0.656 -2.09 0.04258 0.242848 4.38 0.04258 s09537 p02343 NIA H3013G05 Mm.289082 WD repeat domain 26 Wdr26 1 226757
8.24 -0.485 -2.09 0.04262 0.242989 4.38 0.04262 s06940 p08575 IMAGE 694727 Mm.267006 Bcl2-interacting killer-like Biklk 15 12124
8.88 -0.575 -2.09 0.04264 0.243076 4.38 0.04264 s16502 p20648 IGBMC Mouse_Fads2 (fatty acid desaturase 2) Mm.38901 Fatty acid desaturase 2 Fads2 19 56473
7.83 -0.463 -2.09 0.04272 0.243495 4.38 0.04272 s03411 p07851 NIA H3042C10 Mm.209265 Thyroid hormone receptor interactor 12 Trip12 1;19 14897
7.76 -0.636 -2.09 0.04274 0.243514 4.37 0.04274 s03170 p04519 IMAGE 2938881 Mm.4665 AE binding protein 1 Aebp1 11 11568
9.88 -0.876 -2.09 0.04277 0.243578 4.37 0.04277 s08626 p00838 NIA H3005F09 Mm.203962 HLA-B-associated transcript 3 Bat3 17 224727

11.12 0.679 2.09 0.04276 0.243578 4.37 0.04276 s21354 p15944 NIA H3098H01 Mm.9213 Estrogen receptor 1 (alpha) Esr1 10 13982
10.26 -0.525 -2.09 0.04281 0.243757 4.37 0.04281 s20915 p23895 NIA H3155G11 Mm.248843 RIKEN cDNA 2510010K19 gene 3110040D16Rik 11 73158

8.01 -0.44 -2.09 0.04283 0.243759 4.37 0.04283 s03233 p10919 NIA H3065G09 Mm.153230 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 Atp8a1 5 11980
8.14 -0.514 -2.09 0.04282 0.243759 4.37 0.04282 s24926 p16928 NIA H3103H04 Mm.23782 Glycosyltransferase 25 domain containing 2 Glt25d2 1 269132

10.29 -0.789 -2.09 0.04285 0.243816 4.37 0.04285 s17599 p13449 NIA H3081A02 Mm.260084 Eukaryotic translation initiation factor 4A2 Eif4a2 16;15 13682
9.97 -0.873 -2.09 0.04292 0.244079 4.37 0.04292 s07846 p04421 NIA H3024E01 Mm.235175 Phosphatidylinositol binding clathrin assembly protein Picalm 7 233489

11.41 -0.761 -2.09 0.04292 0.244079 4.37 0.04292 s20223 p18044 IMAGE 333361 Mm.252862 RIKEN cDNA 5330420D20 gene 5330420D20Rik 10 70503
15.49 -0.47 -2.09 0.04291 0.244079 4.37 0.04291 s21442 p19280 NIA H3120H10 NA

9.41 -0.606 -2.09 0.04294 0.244137 4.37 0.04294 s12566 p19427 NIA H3122C05 Mm.28771 Abhydrolase domain containing 4 Abhd4 14 105501
9.85 -0.479 -2.09 0.04296 0.244141 4.36 0.04296 s12153 p00018 NIA H3001B03 Mm.84441 EST AA407452 AA407452 6 57867
9.16 -0.522 -2.09 0.04296 0.244141 4.36 0.04296 s12567 p20199 NIA H3127G05 Mm.277719 Palmitoyl-protein thioesterase 1 Ppt1 4 19063

13.11 -0.915 -2.09 0.04304 0.244476 4.36 0.04304 s08153 p03913 NIA H3021A10 Mm.277233 Ras homolog gene family, member T2 Rhot2 17 214952
9.93 0.509 2.09 0.04303 0.244476 4.36 0.04303 s08585 p02649 IMAGE 402711 Mm.29488 Crystallin, beta B1 Crybb1 5 12960
8.77 -0.52 -2.09 0.04306 0.244533 4.36 0.04306 s14687 p13523 NIA H3081C11 Mm.271990 RIKEN cDNA 4930402H24 gene 4930402H24Rik 2 228602
7.97 -0.414 -2.09 0.04309 0.244604 4.36 0.04309 s07274 p06764 NIA H3036D06 NA
9.51 -0.694 -2.09 0.04309 0.244604 4.36 0.04309 s16560 p22692 NIA H3146D05 Mm.347408 Centromere autoantigen B Cenpb 2 12616

8 -0.41 -2.09 0.04317 0.244827 4.36 0.04317 s11983 p11024 NIA H3066H10 Mm.21495 Mitogen activated protein kinase 8 Mapk8 14 26419
8.13 0.538 2.09 0.04316 0.244827 4.36 0.04316 s14326 p15819 NIA H3097C10 Mm.17563 Methyl-CpG binding domain protein 3-like 2 Mbd3l2 9 234988
9.95 -0.483 -2.09 0.04315 0.244827 4.36 0.04315 s19855 p14446 NIA H3088F06 Mm.27591 RIKEN cDNA 2400006A19 gene 2400006A19Rik 14 66413
8.06 -0.451 -2.09 0.04317 0.244827 4.36 0.04317 s24517 p14608 NIA H3089H02 Mm.7978 Ephrin A5 Efna5 17 13640

10.52 0.543 2.09 0.04318 0.244839 4.35 0.04318 s00764 p06905 IMAGE 465609 Mm.2619 Cholecystokinin Cck 9 12424
15.42 0.544 2.09 0.04322 0.244972 4.35 0.04322 s23916 p15125 IMAGE 407756 Mm.43677 Apolipoprotein A-II Apoa2 1 11807

9.6 -0.514 -2.09 0.04325 0.245036 4.35 0.04325 s14419 p24013 NIA H3156E02 Mm.277533 Yippee-like 5 (Drosophila) Ypel5 17 383295
9.8 -0.597 -2.09 0.04325 0.245036 4.35 0.04325 s19853 p12654 CNS-CB CW0CG115YB14 Hs.531789 SREBP CLEAVAGE-ACTIVATING PROTEIN SCAP 3 22937

9.63 -0.565 -2.09 0.0433 0.245254 4.35 0.0433 s22370 p22835 CNS-CB CW0CG61YG24 Mm.310434 RIKEN cDNA A930007B11 gene AI413631 16 381045
8.15 -0.617 -2.08 0.04345 0.245874 4.34 0.04345 s11083 p07685 NIA H3041E01 NA
7.86 -0.578 -2.08 0.04344 0.245874 4.34 0.04344 s13347 p16616 IMAGE 3512157 Mm.2339 Prostaglandin I2 (prostacyclin) synthase Ptgis 2 19223
9.79 -0.522 -2.08 0.04343 0.245874 4.34 0.04343 s18855 p21603 IGBMC Mouse_Abcd3 (ATP-binding cassette, sub-family D, member 3) Mm.194462 ATP-binding cassette, sub-family D (ALD), member 3 Abcd3 3 19299

10.15 -0.706 -2.08 0.04342 0.245874 4.34 0.04342 s22379 p17971 CNS-CB CW0CG83YB13 Mm.10510 Ficolin A Fcna 2 14133
9.39 -0.512 -2.08 0.04357 0.246515 4.34 0.04357 s12049 p07184 IMAGE 597390 Mm.311918 Protein kinase, interferon-inducible double stranded RNA dependent Prkr 17 19106
9.27 -0.513 -2.08 0.04358 0.246515 4.34 0.04358 s13504 p19426 NIA H3122B05 Mm.212297 RIKEN cDNA C130032J12 gene C130032J12Rik 14;4 218975

10.12 -0.898 -2.08 0.04359 0.246525 4.34 0.04359 s00109 p09701 NIA H3056E01 Mm.288974 Actin related protein 2/3 complex, subunit 5 Arpc5 1 67771
9.02 -0.528 -2.08 0.04363 0.246553 4.34 0.04363 s07374 p08302 NIA H3046F06 Mm.31133 Transcribed locus 15 NA

10.96 -0.527 -2.08 0.04363 0.246553 4.34 0.04363 s11329 p02569 IMAGE 1382080 Mm.3360 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, zeta polypeptide Ywhaz 15;3;2 22631
9.25 -0.548 -2.08 0.04364 0.246553 4.33 0.04364 s21254 p13636 NIA H3082D01 Mm.25311 RIKEN cDNA 1810015C04 gene 1810015C04Rik 15;5 66270
8.06 -0.46 -2.08 0.04364 0.246553 4.33 0.04364 s22359 p12855 CNS-CB CW0CG55YK06 Mm.6766 RIKEN cDNA 5031439A09 gene 5031439A09Rik 3 68151
8.02 -0.478 -2.08 0.04361 0.246553 4.34 0.04361 s24207 p13085 NIA H3079E04 Mm.218350 F-box and leucine-rich repeat protein 20 Fbxl20 11 72194
8.98 -0.582 -2.08 0.04366 0.246573 4.33 0.04366 s10200 p06182 NIA H3033F05 Mm.34296 KH-type splicing regulatory protein Khsrp 17 16549
9.62 -0.425 -2.08 0.04367 0.246573 4.33 0.04367 s18179 p18308 NIA H3113D09 Mm.30059 Myristoylated alanine rich protein kinase C substrate Marcks 10 17118
8.85 -0.487 -2.08 0.04369 0.246611 4.33 0.04369 s01099 p05866 IMAGE 573988 Mm.194486 PHD finger protein 3 Phf3 1 213109

10.35 -0.586 -2.08 0.04369 0.246611 4.33 0.04369 s05155 p01941 NIA H3011E03 Mm.251085 RIKEN cDNA 4930415J21 gene 4930415J21Rik 8 270086
10.29 -0.687 -2.08 0.0437 0.246611 4.33 0.0437 s05479 p04507 NIA H3024C12 Mm.227260 RIKEN cDNA 4930542G03 gene 4930542G03Rik 2;5 227613

9.94 -0.502 -2.08 0.04372 0.246635 4.33 0.04372 s02428 p05064 NIA H3027H09 Mm.332684 Kinetochore associated 1 Kntc1 5 208628
8.31 -0.588 -2.08 0.04376 0.246773 4.33 0.04376 s00201 p03817 IMAGE 764198 Mm.30824 Cholesterol 25-hydroxylase Ch25h 19 12642

14.93 0.648 2.08 0.04376 0.246773 4.33 0.04376 s20951 p18261 NIA H3113E03 Mm.42126 MAP kinase-interacting serine/threonine kinase 2 Mknk2 10 17347
9.64 -0.781 -2.08 0.04378 0.246803 4.33 0.04378 s18001 p22425 CNS-CB CW0CG21YO01 Mm.194225 RIKEN cDNA 1110020A09 gene 1110020A09Rik 1 70397
8.84 -0.652 -2.08 0.04385 0.247139 4.33 0.04385 s22936 p15150 CNS-CB CW0CG122YN18 Mm.333124 Immunoglobulin kappa chain variable 8 (V8) Igk-V8 6 384422

11.39 -0.649 -2.08 0.0439 0.247363 4.32 0.0439 s07986 p04679 NIA H3025G09 Mm.4533 Hypothetical LOC403343 Apoa4 9 11808
9.04 -0.814 -2.08 0.04394 0.24757 4.32 0.04394 s06707 p00625 NIA H3004A07 Mm.31752 CD47 antigen (Rh-related antigen, integrin-associated signal transducer) Cd47 16 16423
7.92 -0.48 -2.08 0.04397 0.247651 4.32 0.04397 s01799 p05579 IMAGE 582021 NA
7.69 -0.513 -2.08 0.04398 0.247651 4.32 0.04398 s11436 p10001 NIA H3058A03 NA
9.08 -0.684 -2.08 0.04399 0.247663 4.32 0.04399 s12042 p01036 IMAGE 574216 Mm.28963 RIKEN cDNA 1810020E01 gene 1810020E01Rik 7 66271

8.7 -0.509 -2.08 0.04406 0.247889 4.32 0.04406 s07268 p01388 NIA H3008D06 NA
9.71 -0.664 -2.08 0.04406 0.247889 4.32 0.04406 s12722 p21217 CNS-CB CW0CG87YE13 Rn.105966 CDNA clone MGC:105826 IMAGE:7107468, complete cds 17 NA
9.33 -0.681 -2.08 0.04406 0.247889 4.32 0.04406 s13379 p20450 CNS-CB CW0CG89YL08 Mm.28566 Arsenic (+3 oxidation state) methyltransferase As3mt 19 57344
8.88 -0.517 -2.08 0.04407 0.24789 4.32 0.04407 s03036 p10204 NIA H3060D04 Mm.24594 Solute carrier family 25 (mitochondrial deoxynucleotide carrier), member 19 Slc25a19 11 67283
8.64 -0.586 -2.08 0.04411 0.24805 4.31 0.04411 s16477 p23458 NIA H3152B05 Mm.20827 Homeodomain interacting protein kinase 1 Hipk1 3 15257

7.8 -0.427 -2.08 0.04415 0.248129 4.31 0.04415 s00847 p05606 IMAGE 585708 Mm.275608 Dystrophin, muscular dystrophy Dmd X 13405
10.72 -0.69 -2.08 0.04414 0.248129 4.31 0.04414 s03463 p04271 NIA H3023G06 Mm.2941 RIKEN cDNA C230076A16 gene 2010015P12Rik 3 70189
15.17 -0.461 -2.08 0.04414 0.248129 4.31 0.04414 s04259 p02220 IMAGE 846704 Mm.26938 Kruppel-like factor 2 (lung) Klf2 8 16598

9.42 -0.572 -2.08 0.04416 0.248129 4.31 0.04416 s23819 p16653 IMAGE 3417665 Mm.34064 Signal transducer and activator of transcription 5B Stat5b 11 20851
9.5 -0.741 -2.08 0.04419 0.248242 4.31 0.04419 s02260 p05337 IMAGE 644326 Mm.3996 Conserved helix-loop-helix ubiquitous kinase Chuk 19 12675

10.07 -0.511 -2.08 0.0442 0.248253 4.31 0.0442 s11207 p05387 NIA H3029C02 Mm.279228 Ganglioside-induced differentiation-associated-protein 2 Gdap2 3 14547
7.98 -0.496 -2.08 0.04424 0.248257 4.31 0.04424 s03743 p04031 NIA H3022G12 Mm.25647 Transcribed locus 2 NA
7.87 -0.574 -2.08 0.04422 0.248257 4.31 0.04422 s04059 p11432 NIA H3069H01 NA

14.04 -0.724 -2.08 0.04424 0.248257 4.31 0.04424 s09131 p02130 NIA H3012B03 Mm.155896 Heterogeneous nuclear ribonucleoprotein A2/B1 Hnrpa2b1 6;5 53379
10.82 -0.828 -2.08 0.04425 0.248257 4.31 0.04425 s13665 p13036 CNS-CB CW0CG74YD01 Mm.1568 Granulin Grn 11 14824

7.67 -0.428 -2.08 0.04425 0.248257 4.31 0.04425 s17048 p21432 NIA H3136H03 Mm.26316 Zinc finger protein 334 Zfp334 2;10 228876
7.98 0.529 2.08 0.04427 0.248305 4.31 0.04427 s01920 p01741 IMAGE 1225442 Mm.20428 Stem cell growth factor Scgf 7 20256
8.27 -0.446 -2.08 0.04429 0.248334 4.31 0.04429 s06464 p08807 NIA H3049G09 Mm.370227 Zinc finger protein (C2H2 type) 276 Zfp276 8 57247
7.84 -0.56 -2.08 0.04431 0.248432 4.31 0.04431 s12743 p14569 CNS-CB CW0CG95YE06 Mm.276518 RIKEN cDNA 2810402A17 gene 2810402A17Rik X 67062

11.26 -1.057 -2.07 0.04432 0.24844 4.31 0.04432 s05042 p01167 NIA H3007G02 Mm.28873 Phosphatidic acid phosphatase type 2c Ppap2c 10 50784
9.37 -0.463 -2.07 0.04438 0.248667 4.3 0.04438 s00812 p12260 NIA H3074D09 Mm.41803 Developmentally regulated GTP binding protein 2 Drg2 11 13495
9.01 -0.661 -2.07 0.04439 0.248667 4.3 0.04439 s09852 p08501 NIA H3047E07 NA

7.9 0.503 2.07 0.0445 0.249187 4.3 0.0445 s01853 p03791 IMAGE 2655141 Mm.296409 Phosphatidylinositol-4-phosphate 5-kinase, type 1 beta Pip5k1b 3 18720
8.5 -0.561 -2.07 0.04449 0.249187 4.3 0.04449 s14651 p18387 CNS-CB CW0CG117YE18 Rn.115416 Transcribed locus 16 NA

14.05 -0.621 -2.07 0.04452 0.249269 4.3 0.04452 s17530 p13707 NIA H3082C10 NA
8.54 -0.707 -2.07 0.04456 0.249308 4.3 0.04456 s09554 p04647 NIA H3025G05 Mm.272230 DNA segment, Chr 10, ERATO Doi 610, expressed D10Ertd610e 10 52666
9.95 -0.623 -2.07 0.04455 0.249308 4.3 0.04455 s16486 p19364 NIA H3121D09 Mm.258785 Coatomer protein complex, subunit gamma Copg 6;8 54161

10.04 -0.517 -2.07 0.04455 0.249308 4.3 0.04455 s21305 p22088 NIA H3141H01 Mm.171484 Expressed sequence AA415817 AA415817 16 94184
14.12 -1 -2.07 0.04461 0.249336 4.29 0.04461 s03209 p02467 NIA H3014C09 Mm.30016 Rho GDP dissociation inhibitor (GDI) alpha Arhgdia 11 192662
10.05 -0.47 -2.07 0.04459 0.249336 4.29 0.04459 s03718 p07095 NIA H3038G11 Mm.6932 Translocase of outer mitochondrial membrane 20 homolog (yeast) Tomm20 2;8 67952

11.3 -0.813 -2.07 0.0446 0.249336 4.29 0.0446 s06542 p03183 NIA H3018G02 Mm.49048 Prolactin like protein O Prlpo 13 67505
10.36 -0.697 -2.07 0.0446 0.249336 4.29 0.0446 s11583 p03871 NIA H3021G04 Mm.1970 Protein phosphatase 1, catalytic subunit, alpha isoform Ppp1ca 19 19045

8.71 -0.526 -2.07 0.04461 0.249336 4.29 0.04461 s23073 p12844 CNS-CB CW0CG54YO15 Rn.3364 Thymopoietin Tmpo 7 25359
7.88 -0.443 -2.07 0.04463 0.249387 4.29 0.04463 s09646 p11567 NIA H3070G06 NA
9.96 -0.53 -2.07 0.04471 0.249761 4.29 0.04471 s24905 p23322 NIA H3150B12 Mm.35345 HLA-B associated transcript 8 Bat8 17 110147
8.03 -0.437 -2.07 0.04474 0.249853 4.29 0.04474 s07220 p08806 NIA H3049F09 Mm.317473 RIKEN cDNA E130310K16 gene E130310K16Rik 4 269513
8.11 0.718 2.07 0.04475 0.249864 4.29 0.04475 s06784 p06517 IMAGE 458021 Mm.9244 Suppressor of variegation 3-9 homolog 1 (Drosophila) Suv39h1 X 20937
8.51 -0.735 -2.07 0.04484 0.250197 4.28 0.04484 s01479 p07934 NIA H3043F08 Mm.291593 Protein phosphatase 1, regulatory (inhibitor) subunit 2 Ppp1r2 16;19 66849
9.18 -0.59 -2.07 0.04485 0.250197 4.28 0.04485 s01878 p01229 NIA H3007E10 Mm.16831 Creatine kinase, brain Ckb 12;4 12709
9.01 -0.606 -2.07 0.04484 0.250197 4.28 0.04484 s08093 p00077 NIA H3001E10 Mm.78861 Nucleolar and coiled-body phosphoprotein 1 Nolc1 19 70769
9.25 -0.475 -2.07 0.04487 0.250197 4.28 0.04487 s09317 p05982 NIA H3032F04 Mm.33438 Expressed sequence AI505034 AI505034 2 99010
8.04 0.493 2.07 0.04482 0.250197 4.28 0.04482 s13791 p13300 NIA H3080D07 Mm.66356 Ubinuclein 1 Ubn1 16 170644
7.86 -0.623 -2.07 0.04487 0.250197 4.28 0.04487 s17880 p13981 NIA H3084E08 NA

11.78 -0.636 -2.07 0.04489 0.250289 4.28 0.04489 s14333 p21967 NIA H3140G10 NA
11.64 -0.656 -2.07 0.04491 0.250305 4.28 0.04491 s03684 p01717 NIA H3010E11 NA
10.81 -0.635 -2.07 0.04495 0.25051 4.28 0.04495 s04330 p03252 NIA H3018D11 Mm.257474 Formin binding protein 3 Fnbp3 2 56194

8.46 -0.622 -2.07 0.04498 0.250574 4.28 0.04498 s09104 p02900 NIA H3016D03 Mm.8235 Serine/threonine kinase 10 Stk10 11 20868
9.17 -0.641 -2.07 0.04502 0.250762 4.28 0.04502 s11619 p11289 CNS-CB CW0CG52YB07 Hs.303676 Ras-GTPase activating protein SH3 domain-binding protein 2 G3BP2 4 9908

8.1 -0.458 -2.07 0.04504 0.250807 4.28 0.04504 s01987 p11223 NIA H3067G11 Mm.341587 Transcribed locus 12 NA
15.7 0.604 2.07 0.04507 0.250912 4.27 0.04507 s17637 p22411 CNS-CB CW0CG21YJ08 Rn.3575 Tumor suppressing subtransferable candidate 5 Slc22a18 1 309131

8.3 -0.421 -2.07 0.04512 0.251058 4.27 0.04512 s03902 p08633 IMAGE 303764 Mm.4481 Interleukin 17 receptor Il17r 6 16172
9.81 -0.624 -2.07 0.04512 0.251058 4.27 0.04512 s07788 p02944 NIA H3016H08 Mm.24159 Cofactor required for Sp1 transcriptional activation, subunit 9 Crsp9 11 66213
7.89 -0.495 -2.07 0.0451 0.251058 4.27 0.0451 s21381 p14672 NIA H3089H10 Mm.116833 AP2 associated kinase 1 Aak1 6 269774
8.22 0.58 2.07 0.04516 0.251098 4.27 0.04516 s11662 p11803 NIA H3071C12 Mm.280805 Huntingtin interacting protein 1 Hip1 5 215114
9.77 -0.596 -2.07 0.04515 0.251098 4.27 0.04515 s13658 p19692 NIA H3124D02 Mm.1070 Ferrochelatase Fech 18 14151

10.05 -0.631 -2.07 0.04516 0.251098 4.27 0.04516 s14835 p20447 NIA H3129G12 Mm.329136 Protease, serine, 15 Prss15 17 74142
9.07 -0.608 -2.07 0.04519 0.25119 4.27 0.04519 s08358 p11861 CNS-CB CW0CG85YK24 Hs.484288 DEAD (Asp-Glu-Ala-Asp) box polypeptide 41 DDX41 5 51428
8.61 -0.58 -2.07 0.0453 0.251587 4.26 0.0453 s07875 p05443 NIA H3029C09 Mm.87312 Glia maturation factor, beta Gmfb 14 63985
8.71 -0.588 -2.07 0.04529 0.251587 4.26 0.04529 s12669 p23777 NIA H3154A09 Mm.295533 Filamin, alpha Flna X 192176
8.39 -0.474 -2.07 0.04527 0.251587 4.27 0.04527 s18073 p23428 NIA H3152D01 Mm.333406 Cyclin D2 Ccnd2 6 12444

9.3 -0.535 -2.07 0.04528 0.251587 4.27 0.04528 s20326 p23164 CNS-CB CW0CG65YJ19 Rn.22318 Similar to hypothetical protein 1 309197
8.22 -0.593 -2.06 0.04534 0.251747 4.26 0.04534 s05724 p09872 NIA H3057H10 NA

11.42 -0.623 -2.06 0.04535 0.251747 4.26 0.04535 s24578 p19216 NIA H3120H02 Mm.341948 Fibronectin leucine rich transmembrane protein 2 Flrt2 12 399558
15.31 0.537 2.06 0.04536 0.251782 4.26 0.04536 s06843 p09333 NIA H3053E03 Mm.220922 Ras-related GTP binding C Rragc 4 54170

9.03 -0.652 -2.06 0.04537 0.251786 4.26 0.04537 s13070 p19699 NIA H3124C03 NA
9.33 0.604 2.06 0.04539 0.251831 4.26 0.04539 s22042 p17187 IMAGE 4191524 Mm.22665 Histone deacetylase 5 Hdac5 11 15184
9.05 -0.633 -2.06 0.04544 0.252019 4.26 0.04544 s20709 p14927 NIA H3091G06 Mm.27223 Protein phosphatase 4, regulatory subunit 2 Ppp4r2 6;X 232314
9.57 0.595 2.06 0.04546 0.252074 4.26 0.04546 s12995 p14581 IMAGE 1178240 NA

13.28 -0.968 -2.06 0.04549 0.252145 4.26 0.04549 s03755 p01979 NIA H3011C08 Mm.4593 UDP-galactose translocator 2 Ugalt2 11;4 110172
7.9 -0.448 -2.06 0.04549 0.252145 4.26 0.04549 s07088 p02664 IMAGE 1382134 Mm.4888 RAD50 homolog (S. cerevisiae) Rad50 11 19360

9.14 -0.585 -2.06 0.0455 0.252145 4.26 0.0455 s20796 p17491 NIA H3107C03 Mm.17616 Cofactor required for Sp1 transcriptional activation, subunit 2 Crsp2 X 26896
8.47 0.543 2.06 0.04551 0.252145 4.26 0.04551 s24781 p12568 CNS-CB CW0CG108YL16 Mm.29997 Reticulocalbin 3, EF-hand calcium binding domain Rcn3 7 52377
8.83 -0.564 -2.06 0.04558 0.252425 4.25 0.04558 s03318 p12193 NIA H3074A01 Mm.334856 Genetic suppressor element 1 Gse1 8 382034
8.51 -0.61 -2.06 0.04558 0.252425 4.25 0.04558 s22893 p15138 CNS-CB CW0CG122YK01 Mm.20461 Gamma-glutamyl hydrolase Ggh 4 14590

10.96 -0.664 -2.06 0.0456 0.252445 4.25 0.0456 s04807 p04229 NIA H3023E01 Mm.42944 S-phase kinase-associated protein 1A Skp1a 11;18 21402
11.81 -0.649 -2.06 0.0456 0.252445 4.25 0.0456 s16195 p21937 NIA H3140A07 NA

8.27 -0.532 -2.06 0.04561 0.252453 4.25 0.04561 s16217 p16563 NIA H3101C07 NA
7.85 -0.445 -2.06 0.04563 0.252486 4.25 0.04563 s19433 p12667 CNS-CB CW0CG115YG03 Mm.57223 RIKEN cDNA E130115I21 gene Hells 19 15201

10.53 -0.58 -2.06 0.04567 0.252551 4.25 0.04567 s16513 p18594 NIA H3115B09 Mm.237594 Ubiquitin fusion degradation 1 like Ufd1l 16 22230
9.58 0.692 2.06 0.04567 0.252551 4.25 0.04567 s22600 p15417 NIA H3095A08 NA
9.15 -0.553 -2.06 0.04566 0.252551 4.25 0.04566 s23263 p20280 NIA H3128H03 Mm.290447 RIKEN cDNA 8030474H12 gene Arih2 9;17 23807

10.64 -0.442 -2.06 0.04572 0.252697 4.25 0.04572 s00364 p12525 IMAGE 1294456 Mm.42203 Kinesin family member 11 Kif11 19 16551
10.31 -0.494 -2.06 0.04571 0.252697 4.25 0.04571 s06687 p07543 NIA H3040G07 Mm.280231 Annexin A7 Anxa7 14 11750

8.84 0.452 2.06 0.04574 0.252748 4.25 0.04574 s03996 p05032 NIA H3027H05 Mm.259078 RNA polymerase 1-2 Rpo1-2 2;6 20017
8.07 -0.632 -2.06 0.04577 0.252863 4.25 0.04577 s01650 p10439 NIA H3061G09 Mm.326336 Similar to Nur77 downstream protein 1 AU024076 1 98582
9.21 -0.609 -2.06 0.0458 0.252896 4.24 0.0458 s08391 p04433 NIA H3024A03 Mm.100253 Ajuba Jub 14 16475
9.34 -0.58 -2.06 0.04579 0.252896 4.24 0.04579 s14914 p15812 NIA H3097D09 Mm.260760 SH3-binding domain glutamic acid-rich protein like Sh3bgrl X 56726
9.38 -0.562 -2.06 0.04584 0.253103 4.24 0.04584 s07116 p02914 NIA H3016B05 Mm.338021 Adenylosuccinate synthetase 2, non muscle Adss2 1 11566
9.53 -0.569 -2.06 0.04587 0.253177 4.24 0.04587 s00285 p03823 IMAGE 2803298 Mm.57043 Nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, epsilon Nfkbie 17 18037
9.12 -0.719 -2.06 0.04589 0.253179 4.24 0.04589 s00383 p04587 IMAGE 583225 Mm.321147 Chimerin (chimaerin) 2 Chn2 6 69993

11.36 0.557 2.06 0.04591 0.253179 4.24 0.04591 s07346 p08300 NIA H3046D06 NA
9.63 -0.617 -2.06 0.04589 0.253179 4.24 0.04589 s18092 p15490 IMAGE 467313 Mm.257437 Cadherin 2 Cdh2 18;4 12558
8.46 0.824 2.06 0.04592 0.253179 4.24 0.04592 s18920 p17761 CNS-CB CW0CG34YP15 Mm.235938 Fragile histidine triad gene Fhit 14 14198
7.26 -0.336 -2.06 0.04591 0.253179 4.24 0.04591 s24608 p21258 empty NA
8.19 0.597 2.06 0.04594 0.253224 4.24 0.04594 s00651 p05629 IMAGE 584282 Mm.243014 Lamin A Lmna 3 16905
8.39 0.804 2.06 0.04598 0.253236 4.24 0.04598 s00347 p09451 NIA H3054C06 Mm.318969 Protein phosphatase 1, regulatory (inhibitor) subunit 14B Ppp1r14b 19;X;5 18938

10.88 0.7 2.06 0.04598 0.253236 4.24 0.04598 s03608 p08631 IMAGE 336700 Mm.21853 Peroxisomal membrane protein 2 Pxmp2 5 19301
8.16 -0.45 -2.06 0.04598 0.253236 4.24 0.04598 s12310 p03350 IMAGE 640242 Mm.242072 Tial1 cytotoxic granule-associated RNA binding protein-like 1 Tial1 7 21843

9.6 -0.506 -2.06 0.04597 0.253236 4.24 0.04597 s12410 p04634 NIA H3025B04 Mm.29317 ARP10 actin-related protein 10 homolog (S. cerevisiae) Actr10 12 56444
8.05 0.675 2.06 0.04599 0.253244 4.24 0.04599 s01387 p00512 IMAGE 2647219 Mm.3180 Tumor necrosis factor receptor superfamily, member 18 Tnfrsf18 4 21936
8.27 -0.416 -2.06 0.04603 0.253421 4.23 0.04603 s02235 p07899 NIA H3043C04 NA
8.98 -0.589 -2.06 0.04605 0.253485 4.23 0.04605 s04411 p00694 IMAGE 644368 Mm.2436 Basic helix-loop-helix domain containing, class B2 Bhlhb2 6 20893
8.85 -0.491 -2.06 0.04614 0.253916 4.23 0.04614 s02006 p03285 IMAGE 639640 Mm.25042 Exportin, tRNA (nuclear export receptor for tRNAs) Xpot 10;8 73192
8.26 -0.568 -2.06 0.04621 0.254258 4.23 0.04621 s13135 p14585 CNS-CB CW0CG95YJ07 Rn.8901 Transcribed locus 6 NA
8.27 0.587 2.06 0.04624 0.254335 4.23 0.04624 s17923 p14495 NIA H3088G12 Mm.98697 RIKEN cDNA 9130227L01 gene 9130227L01Rik 1 329159
8.24 -0.436 -2.06 0.04628 0.254418 4.22 0.04628 s01532 p05374 IMAGE 1261690 In multiple clusters NA
8.11 -0.578 -2.06 0.04627 0.254418 4.22 0.04627 s01900 p08907 NIA H3050C10 NA
8.93 -0.588 -2.06 0.04628 0.254418 4.22 0.04628 s20554 p13889 NIA H3083A09 NA
9.66 0.539 2.05 0.04642 0.254419 4.22 0.04642 s01858 p08395 IMAGE 720597 Mm.2137 Transcriptional regulator, SIN3B (yeast) Sin3b 8 20467

13.73 0.733 2.05 0.04639 0.254419 4.22 0.04639 s04785 p09603 NIA H3055C01 Mm.249744 CXXC finger 6 Cxxc6 10 52463
7.78 -0.582 -2.05 0.04643 0.254419 4.22 0.04643 s10327 p07720 NIA H3041H05 Mm.260938 Plakophilin 4 Pkp4 2 227937
9.08 -0.521 -2.05 0.04637 0.254419 4.22 0.04637 s12244 p06420 IMAGE 367507 Mm.249695 Protein phosphatase 1B, magnesium dependent, beta isoform Ppm1b 17;1 19043
8.16 0.614 2.05 0.04639 0.254419 4.22 0.04639 s17293 p14977 NIA H3092A01 Mm.16753 Checkpoint kinase 1 homolog (S. pombe) Chek1 9 12649
9.27 -0.638 -2.05 0.04641 0.254419 4.22 0.04641 s17446 p13453 NIA H3081E02 Mm.44183 CDNA sequence BC006909 BC006909 7 233895
7.32 -0.287 -2.05 0.0464 0.254419 4.22 0.0464 s18424 p24976 empty NA
8.81 -0.544 -2.05 0.04632 0.254419 4.22 0.04632 s18716 p22684 NIA H3146D04 Mm.24248 Male-specific lethal-3 homolog 1 (Drosophila) Msl31 X 17692
8.07 -0.47 -2.05 0.04637 0.254419 4.22 0.04637 s19533 p14975 NIA H3091G12 Mm.1056 Solute carrier family 1 (neutral amino acid transporter), member 5 Slc1a5 7 20514



8.62 -0.567 -2.05 0.04632 0.254419 4.22 0.04632 s19904 p21354 NIA H3135B06 Mm.30110 Mannosidase, alpha, class 2C, member 1 Man2c1 9 73744
10.36 -0.89 -2.05 0.04635 0.254419 4.22 0.04635 s20436 p21061 CNS-CB CW0CG86YG19 Mm.23914 RIKEN cDNA 2210412D01 gene 2210412D01Rik 7 70178

8.48 -0.646 -2.05 0.04642 0.254419 4.22 0.04642 s22236 p15403 NIA H3095C06 Mm.29950 RIKEN cDNA 4933439F18 gene 4933439F18Rik 11 66771
8.97 -0.606 -2.05 0.0464 0.254419 4.22 0.0464 s22334 p15919 CNS-CB CW0CG116YJ04 Rn.29900 Transcribed locus 10 NA
7.84 -0.527 -2.06 0.04631 0.254419 4.22 0.04631 s25076 p14112 NIA H3085H12 NA
8.69 -0.548 -2.05 0.04645 0.254481 4.22 0.04645 s12280 p01556 NIA H3009D03 Mm.34609 Placenta-specific 8 Plac8 5 231507
9.22 0.501 2.05 0.04648 0.25459 4.22 0.04648 s00894 p10722 NIA H3063B09 Mm.370539 Transcribed locus NA
9.92 0.619 2.05 0.04651 0.254694 4.22 0.04651 s07627 p09334 NIA H3053F03 Mm.240108 Component of oligomeric golgi complex 2 Cog2 8 76332
7.33 -0.302 -2.05 0.04661 0.255218 4.21 0.04661 s12656 p25057 empty NA
9.69 -0.903 -2.05 0.04664 0.255333 4.21 0.04664 s00357 p06377 IMAGE 352155 Mm.2756 Hypothetical gene supported by AK080436 Hmgn1 16;X;17;12;5 15312
7.86 -0.384 -2.05 0.04666 0.255351 4.21 0.04666 s10158 p06973 NIA H3037E08 NA

11.57 -0.654 -2.05 0.04667 0.255351 4.21 0.04667 s18489 p19862 NIA H3125F11 Mm.220038 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5 Ddx5 11 13207
8.07 0.396 2.05 0.04671 0.255431 4.21 0.04671 s11913 p11012 NIA H3066D09 Mm.2537 Nuclear receptor coactivator 2 Ncoa2 1 17978
9.39 -0.701 -2.05 0.04669 0.255431 4.21 0.04669 s20480 p22595 NIA H3145C05 NA
7.68 0.445 2.05 0.0467 0.255431 4.21 0.0467 s25050 p15902 CNS-CB CW0CG116YG10 Mm.4419 Ribosomal protein L5 Rpl5 5;11;7;2;6;3;1 19983
9.19 -0.597 -2.05 0.04675 0.255437 4.21 0.04675 s07947 p07749 NIA H3041E09 NA
9.13 -0.476 -2.05 0.04675 0.255437 4.21 0.04675 s11425 p00021 NIA H3001E03 Mm.148748 Myeloid/lymphoid or mixed lineage-leukemia translocation to 1 homolog (Drosophila) Mllt1 17 64144
9.37 -0.645 -2.05 0.04675 0.255437 4.21 0.04675 s21669 p22102 NIA H3141F03 Mm.275800 Solute carrier family 12, member 7 Slc12a7 13 20499
9.51 -0.549 -2.05 0.04672 0.255437 4.21 0.04672 s21995 p13089 NIA H3079A05 Mm.96867 Ring finger protein 141 Rnf141 7 67150
7.75 -0.455 -2.05 0.04676 0.255437 4.2 0.04676 s22693 p23611 CNS-CB CW0CG104YP19 Mm.89940 A disintegrin and metalloproteinase domain 19 (meltrin beta) Adam19 11 11492
8.89 -0.676 -2.05 0.04679 0.255501 4.2 0.04679 s00962 p08674 NIA H3048B05 Mm.127692 Neurolysin (metallopeptidase M3 family) Nln 13 75805
7.62 0.475 2.05 0.0468 0.255501 4.2 0.0468 s16999 p14772 IMAGE 424857 Mm.329993 Protein kinase C, theta Prkcq 2 18761
13.2 -0.741 -2.05 0.04683 0.255628 4.2 0.04683 s09943 p02099 IMAGE 751563 Mm.4515 Cytochrome P450, family 2, subfamily f, polypeptide 2 Cyp2f2 7 13107

8.7 -0.517 -2.05 0.04684 0.255628 4.2 0.04684 s24138 p13343 NIA H3080G12 Mm.289566 RIKEN cDNA 5330408N05 gene 5330408N05Rik 2 320720
9.84 -0.398 -2.05 0.04687 0.255682 4.2 0.04687 s00801 p02280 IMAGE 573701 Mm.234342 RIKEN cDNA 4930597O21 gene Gng12 6 14701
8.04 -0.545 -2.05 0.04687 0.255682 4.2 0.04687 s11274 p03337 IMAGE 583766 Mm.272803 Poly(rC) binding protein 3 Pcbp3 10 59093
7.81 -0.393 -2.05 0.04691 0.255838 4.2 0.04691 s08833 p10826 NIA H3064B10 NA
9.37 -0.488 -2.05 0.04692 0.255841 4.2 0.04692 s12094 p10508 IMAGE 1004629 Mm.2444 Myelocytomatosis oncogene Myc 15 17869
8.27 -0.432 -2.05 0.04693 0.255841 4.2 0.04693 s13681 p15338 NIA H3094B10 Mm.280077 Hippocampus abundant gene transcript 1 Hiat1 3 15247
8.17 0.535 2.05 0.04697 0.255977 4.2 0.04697 s19004 p17767 CNS-CB CW0CG36YB11 Rn.28526 Tetratricopeptide repeat domain 12 Ttc12 8 300696

11.46 -0.806 -2.05 0.04701 0.256161 4.19 0.04701 s16282 p24253 NIA H3157E08 Mm.30933 RIKEN cDNA B430108F07 gene B430108F07Rik 4 78519
7.76 -0.467 -2.05 0.04703 0.256211 4.19 0.04703 s04292 p06826 IMAGE 619213 Mm.18705 Vacuolar protein sorting 4b (yeast) Vps4b 1;14 20479

11.62 -0.726 -2.05 0.04707 0.2564 4.19 0.04707 s07907 p09029 NIA H3051E01 Mm.275852 HECT domain containing 1 Hectd1 12 207304
10.53 -0.564 -2.05 0.04708 0.256401 4.19 0.04708 s23065 p18480 NIA H3114H06 Mm.26612 Phosphatidylinositol glycan, class M Pigm 1 67556

8.64 -0.633 -2.05 0.04717 0.256799 4.19 0.04717 s15924 p17581 NIA H3108E02 Mm.18856 Mitogen-activated protein kinase 6 Mapk6 9 50772
9.35 -0.722 -2.05 0.04721 0.256966 4.19 0.04721 s24710 p24086 NIA H3156F11 Mm.159637 RIKEN cDNA 6330407G04 gene 6330407G04Rik 14 105513
8.58 0.456 2.05 0.04723 0.257047 4.19 0.04723 s02518 p10694 NIA H3063F05 Mm.118753 Hypothetical gene supported by AK083542 5 433944

8.8 0.667 2.05 0.04725 0.257094 4.19 0.04725 s16538 p15784 NIA H3097H05 Mm.293761 Protein O-fucosyltransferase 1 Pofut1 2 140484
11.92 -0.536 -2.05 0.04727 0.257117 4.18 0.04727 s14126 p24261 NIA H3157E09 Mm.27932 Arsenate resistance protein 2 Ars2 5 83701

8.02 -0.438 -2.04 0.04736 0.257489 4.18 0.04736 s10914 p06972 NIA H3037D08 NA
8.11 -0.402 -2.04 0.04737 0.257489 4.18 0.04737 s13385 p12774 CNS-CB CW0CG115YH22 Hs.151411 MYC binding protein 2 MYCBP2 13;3 23077

8.1 0.529 2.04 0.04737 0.257489 4.18 0.04737 s18927 p23909 CNS-CB CW0CG105YC24 Mm.33832 Solute carrier family 14 (urea transporter), member 1 Slc14a1 18 108052
10.93 -0.588 -2.04 0.04738 0.257489 4.18 0.04738 s24597 p23312 NIA H3150H10 Mm.27432 DnaJ (Hsp40) homolog, subfamily B, member 9 Dnajb9 12;X 27362

9.87 0.556 2.04 0.0474 0.257552 4.18 0.0474 s03639 p11445 NIA H3069E03 Mm.224825 A disintegrin-like and metalloprotease (reprolysin type) with thrombospondin type 1 motif, 12 Adamts12 15 239337
10.5 -0.453 -2.04 0.04742 0.257563 4.18 0.04742 s05295 p01945 NIA H3011A04 Mm.9684 Vasodilator-stimulated phosphoprotein Vasp 7 22323

13.14 -0.633 -2.04 0.04744 0.257563 4.18 0.04744 s05996 p02966 NIA H3016F11 Mm.1777 Similar to 60 kDa heat shock protein, mitochondrial precursor (Hsp60) (60 kDa chaperonin) (CPN60) (Heat shock protein 60) (HSP-60) (Mitoch     11 432551
10.53 -0.576 -2.04 0.04747 0.257563 4.18 0.04747 s10893 p00314 IMAGE 571282 Mm.259884 Methylmalonyl-Coenzyme A mutase Mut 17 17850

8.11 -0.491 -2.04 0.04746 0.257563 4.18 0.04746 s13249 p16633 CNS-CB CW0CG58YK11 Rn.25888 Transcribed locus 2 NA
8.63 0.564 2.04 0.04745 0.257563 4.18 0.04745 s16712 p21166 NIA H3134F06 Mm.29027 SPARC-like 1 (mast9, hevin) Sparcl1 5;10 13602
8.95 0.612 2.04 0.04745 0.257563 4.18 0.04745 s17098 p15806 NIA H3097F08 Mm.335281 Transcribed locus, strongly similar to NP_941011.1 cDNA sequence BC003885 [Mus musculus] 9;18 NA
7.98 -0.429 -2.04 0.04747 0.257563 4.18 0.04747 s17952 p15517 CNS-CB CW0CG71YH19 Mm.122336 RIKEN cDNA 4632413C14 gene 4632413C14Rik 4 77056
8.16 -0.513 -2.04 0.04751 0.257683 4.17 0.04751 s01944 p10441 NIA H3061A10 Mm.257276 RIKEN cDNA 1110004P21 gene 1110004P21Rik 4 68478
8.91 -0.622 -2.04 0.04751 0.257683 4.17 0.04751 s09385 p03934 NIA H3021F12 Mm.7141 Proliferating cell nuclear antigen Pcna 2;19 18538
8.26 0.541 2.04 0.0476 0.257686 4.17 0.0476 s03375 p00681 IMAGE 2631229 Mm.2952 Flap structure specific endonuclease 1 Fen1 19 14156

8.4 -0.605 -2.04 0.04753 0.257686 4.17 0.04753 s04859 p00897 NIA H3006A05 Mm.2870 Replication protein A2 Rpa2 4;8 19891
8.63 0.561 2.04 0.0476 0.257686 4.17 0.0476 s05552 p06530 NIA H3035B01 Mm.276018 Tribbles homolog 3 (Drosophila) Trib3 2 228775

11.14 -0.696 -2.04 0.0476 0.257686 4.17 0.0476 s06349 p05987 NIA H3032C05 Mm.30068 Small glutamine-rich tetratricopeptide repeat (TPR)-containing, alpha Sgta 10 52551
9.47 -0.571 -2.04 0.04758 0.257686 4.17 0.04758 s07956 p02885 NIA H3016E01 Mm.268180 Expressed sequence AU021838 AU021838 12;X 328099
8.94 0.599 2.04 0.0476 0.257686 4.17 0.0476 s13497 p13030 CNS-CB CW0CG74YB07 Mm.150568 C1q domain containing 1 C1qdc1 6 232560
7.89 -0.426 -2.04 0.04761 0.257686 4.17 0.04761 s13974 p13818 CNS-CB CW0CG84YF16 Rn.15709 Fibroblast growth factor 13 Fgf13 X 84488
9.22 -0.57 -2.04 0.04756 0.257686 4.17 0.04756 s20449 p19781 NIA H3125E01 Mm.296191 Expressed sequence AU014716 Bach 4 70025
7.98 -0.387 -2.04 0.04759 0.257686 4.17 0.04759 s21179 p21570 NIA H3137B09 Mm.41604 RIKEN cDNA 9330140K16 gene 9330140K16Rik 1;14 226970

9.5 0.591 2.04 0.04763 0.257742 4.17 0.04763 s22463 p18225 NIA H3112A11 Mm.252195 Transcription termination factor 1 Ttf1 2 22130
8.31 -0.522 -2.04 0.04768 0.257802 4.17 0.04768 s02053 p07383 NIA H3039G11 NA

11.79 -0.52 -2.04 0.0477 0.257802 4.17 0.0477 s03982 p04770 NIA H3026B09 NA
7.91 -0.534 -2.04 0.04766 0.257802 4.17 0.04766 s06631 p08041 IMAGE 697402 Mm.4325 Kruppel-like factor 4 (gut) Klf4 4 16600

10.29 0.988 2.04 0.0477 0.257802 4.17 0.0477 s11057 p09475 NIA H3054C09 Mm.43230 2'-5' oligoadenylate synthetase 1E Oas1c 5 114643
9.86 -0.556 -2.04 0.04768 0.257802 4.17 0.04768 s11736 p03097 NIA H3017A04 NA

10.66 -0.605 -2.04 0.0477 0.257802 4.17 0.0477 s18772 p22688 NIA H3146H04 Mm.23928 RIKEN cDNA 5832424M12 gene 5832424M12Rik 13 218503
8.37 -0.644 -2.04 0.04776 0.257972 4.17 0.04776 s15707 p23719 NIA H3154G01 Mm.343607 Potassium large conductance calcium-activated channel, subfamily M, alpha member 1 Kcnma1 14 16531
8.04 -0.514 -2.04 0.04776 0.257972 4.17 0.04776 s16088 p14003 NIA H3084C11 NA

8.3 -0.565 -2.04 0.04776 0.257972 4.17 0.04776 s24107 p24083 NIA H3156C11 Mm.346733 Expressed sequence AW320013 1700052N19Rik 10 73419
8.13 -0.466 -2.04 0.04777 0.257979 4.16 0.04777 s11403 p05395 NIA H3029C03 Mm.89918 Podocalyxin-like Podxl 6 27205
8.17 -0.414 -2.04 0.04781 0.258018 4.16 0.04781 s03583 p11441 NIA H3069A03 Mm.302686 RIKEN cDNA 1700029I01 gene 1700029I01Rik 4 70005

9.8 -0.413 -2.04 0.04782 0.258018 4.16 0.04782 s07548 p01650 NIA H3010B03 Mm.206782 Polymerase (RNA) III (DNA directed) polypeptide F Polr3f 2 70408
8.45 -0.503 -2.04 0.0478 0.258018 4.16 0.0478 s21390 p22860 NIA H3147D02 Mm.274329 PHD finger protein 12 Phf12 11 268448
9.48 -0.645 -2.04 0.04781 0.258018 4.16 0.04781 s24557 p12558 CNS-CB CW0CG108YF10 Mm.5248 Translin-associated factor X Tsnax 8;1 53424
7.88 -0.586 -2.04 0.0479 0.258347 4.16 0.0479 s10962 p12090 CNS-CB CW0CG76YI20 Rn.25316 Transcribed locus 1 NA
8.14 -0.393 -2.04 0.0479 0.258347 4.16 0.0479 s11935 p05638 IMAGE 1243671 Mm.248489 RAD17 homolog (S. pombe) Rad17 13 19356
7.97 -0.489 -2.04 0.04794 0.258363 4.16 0.04794 s01872 p08905 NIA H3050A10 Mm.234972 RIKEN cDNA C130089K02 gene C130089K02Rik 3 320637
8.11 -0.356 -2.04 0.04793 0.258363 4.16 0.04793 s07755 p11390 NIA H3068F08 Mm.4420 Protein tyrosine phosphatase, non-receptor type 21 Ptpn21 12 24000
8.51 -0.557 -2.04 0.04794 0.258363 4.16 0.04794 s20879 p16725 NIA H3102E03 Mm.335292 ARP6 actin-related protein 6 homolog (yeast) Actr6 10 67019
10.7 -0.703 -2.04 0.04796 0.258431 4.16 0.04796 s19750 p20840 NIA H3132H01 Mm.289329 Methionine aminopeptidase 2 Metap2 10;7 56307
7.81 -0.513 -2.04 0.04798 0.258475 4.16 0.04798 s03992 p01448 IMAGE 582161 Mm.317636 Nudix (nucleoside diphosphate linked moiety X)-type motif 13 Nudt13 14 67725
11.2 -0.609 -2.04 0.04801 0.258583 4.16 0.04801 s19585 p23677 NIA H3153E08 Mm.221235 RIKEN cDNA 8030443L12 gene Mapkapk2 1 17164
8.94 -0.716 -2.04 0.04806 0.258763 4.15 0.04806 s12346 p10520 IMAGE 1282513 Mm.18974 GA repeat binding protein, alpha Gabpa 16 14390

9.2 -0.652 -2.04 0.04806 0.258763 4.15 0.04806 s20564 p22849 NIA H3147A01 Mm.200924 Cell division cycle 2-like 6 (CDK8-like) Cdc2l6 10 78334
8.69 -0.529 -2.04 0.0481 0.258895 4.15 0.0481 s24750 p22806 CNS-CB CW0CG60YO13 Mm.246552 Protein tyrosine phosphatase, non-receptor type 3 Ptpn3 4 19257

10.07 -0.67 -2.04 0.04812 0.258958 4.15 0.04812 s07240 p01640 NIA H3010H01 Mm.270647 Solute carrier family 39 (zinc transporter), member 14 Slc39a14 14 213053
11.19 -1.352 -2.04 0.04815 0.25905 4.15 0.04815 s04861 p02689 NIA H3015A01 In multiple clusters NA

8.78 -0.529 -2.04 0.04817 0.2591 4.15 0.04817 s16181 p22197 NIA H3142E03 Mm.20521 Histone deacetylase 3 Hdac3 18 15183
11.41 -0.685 -2.04 0.04818 0.25912 4.15 0.04818 s21349 p23622 NIA H3153F01 Mm.158231 Succinate dehydrogenase complex, subunit A, flavoprotein (Fp) Sdha 13 66945

9.81 0.589 2.04 0.04824 0.25936 4.15 0.04824 s11054 p06663 IMAGE 440608 Mm.12945 Phosphatidylinositol 3-kinase, regulatory subunit, polypeptide 2 (p85 beta) Pik3r2 8 18709
11.28 0.518 2.04 0.04825 0.25936 4.15 0.04825 s12813 p15083 IMAGE 401641 Mm.311337 Mitogen activated protein kinase 14 Mapk14 17 26416

7.9 0.448 2.04 0.0483 0.259589 4.14 0.0483 s19369 p18801 CNS-CB CW0CG39YB07 Rn.34551 Transcribed locus 17 NA
8.57 -0.631 -2.03 0.0484 0.260075 4.14 0.0484 s14432 p22733 NIA H3146E10 Mm.23879 Sno, strawberry notch homolog 1 (Drosophila) Sbno1 5 243272

10.93 -0.63 -2.03 0.04841 0.260075 4.14 0.04841 s18733 p12954 NIA H3078B12 NA
9.96 -0.639 -2.03 0.04845 0.260242 4.14 0.04845 s12913 p16621 CNS-CB CW0CG58YG22 Mm.331565 Stomatin (Epb7.2)-like 2 Stoml2 4 66592

8.8 -0.529 -2.03 0.04848 0.260324 4.14 0.04848 s08419 p04435 NIA H3024C03 Mm.341848 RIKEN cDNA 1110008B24 gene 1110008B24Rik 12 73736
9.22 -0.473 -2.03 0.0485 0.260372 4.14 0.0485 s01992 p02775 NIA H3015G11 Mm.20931 Golgi SNAP receptor complex member 1 Gosr1 11 53334
8.01 -0.469 -2.03 0.04852 0.260461 4.14 0.04852 s17176 p22718 NIA H3146F08 Mm.21630 Ubiquitin specific protease 28 Usp28 9 235323
7.95 -0.431 -2.03 0.04858 0.260527 4.13 0.04858 s06968 p08825 NIA H3049A12 Mm.6018 Preferentially expressed antigen in melanoma like 7 Pramel7 2 347712
8.25 -0.432 -2.03 0.04857 0.260527 4.13 0.04857 s13935 p16640 CNS-CB CW0CG58YL23 Mm.261491 Ras homolog gene family, member T1 Rhot1 11 59040
7.85 0.452 2.03 0.04858 0.260527 4.13 0.04858 s15791 p23973 CNS-CB CW0CG123YN07 Mm.390 Cytotoxic T-lymphocyte-associated protein 4 Ctla4 1 12477

10.41 -0.59 -2.03 0.04858 0.260527 4.13 0.04858 s17340 p19075 NIA H3119C09 Mm.12787 RIKEN cDNA 2400010G15 gene 2400010G15Rik 17 76483
10.29 -0.571 -2.03 0.04865 0.260851 4.13 0.04865 s19716 p15462 CNS-CB CW0CG123YD12 Mm.46019 Dehydrogenase/reductase (SDR family) member 8 Dhrs8 5 114664

9.32 0.655 2.03 0.04867 0.260883 4.13 0.04867 s17683 p13201 CNS-CB CW0CG93YD14 Mm.371571 Paired-Ig-like receptor A1 Pira6 7 18729
12.33 -0.603 -2.03 0.04876 0.261227 4.13 0.04876 s02438 p01220 NIA H3007D09 In multiple clusters NA
12.05 -0.743 -2.03 0.04877 0.261227 4.13 0.04877 s09634 p00815 NIA H3005G06 Mm.325816 Peptidylprolyl isomerase B Ppib 9 19035

9.76 -0.551 -2.03 0.04877 0.261227 4.13 0.04877 s18314 p13708 NIA H3082D10 In multiple clusters NA
9.22 -0.577 -2.03 0.04876 0.261227 4.13 0.04876 s19065 p22121 NIA H3141A06 Mm.260921 Diacylglycerol kinase, theta Dgkq 5 110524
8.75 -0.567 -2.03 0.04882 0.261304 4.12 0.04882 s09712 p08745 NIA H3049A02 NA

10.69 -0.59 -2.03 0.04882 0.261304 4.12 0.04882 s15138 p15822 NIA H3097F10 Mm.29812 Selenoprotein 15-Sep 3 93684
10.08 -0.736 -2.03 0.04881 0.261304 4.12 0.04881 s22849 p12834 CNS-CB CW0CG54YH23 Mm.289630 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide Ywhaq 4;2;5;9 22630

9.91 -0.504 -2.03 0.04885 0.261426 4.12 0.04885 s01825 p03789 IMAGE 2649050 Mm.301652 Complement receptor related protein Crry 1;8 12946
9.96 -0.707 -2.03 0.04889 0.261582 4.12 0.04889 s21195 p23624 NIA H3153H01 Mm.286394 Poly(rC) binding protein 4 Pcbp4 9 59092

8.5 -0.681 -2.03 0.04892 0.261708 4.12 0.04892 s03498 p10669 NIA H3063E02 Mm.212525 Centromere protein J Cenpj 14 219103
11.69 -0.481 -2.03 0.04895 0.261766 4.12 0.04895 s24328 p20996 NIA H3133D09 NA

9.87 -0.581 -2.03 0.04896 0.261788 4.12 0.04896 s11414 p03093 NIA H3017E03 Mm.371645 Phosphatidic acid phosphatase type 2 domain containing 1 Ppapdc1 8 71910
11.33 -1.082 -2.03 0.04898 0.261824 4.12 0.04898 s03983 p05542 NIA H3030F09 Mm.274432 Protein phosphatase 3, catalytic subunit, beta isoform Ppp3cb 14 19056
11.42 -0.517 -2.03 0.04901 0.261848 4.12 0.04901 s02286 p03547 NIA H3019C12 Mm.6698 SAR1a gene homolog 1 (S. cerevisiae) Sara1 10 20224
10.76 -0.941 -2.03 0.049 0.261848 4.12 0.049 s14993 p23496 NIA H3152H09 Mm.29525 Zinc finger protein 592 Zfp592 7 233410

8.73 -0.484 -2.03 0.04901 0.261848 4.12 0.04901 s16017 p12971 CNS-CB CW0CG57YB06 NA
7.88 -0.543 -2.03 0.04902 0.261852 4.12 0.04902 s11325 p11019 NIA H3066C10 NA

11.04 -0.55 -2.03 0.04905 0.261955 4.12 0.04905 s21273 p18502 NIA H3114F09 Mm.172197 Transcribed locus 10 NA
8.13 -0.405 -2.03 0.04909 0.262094 4.11 0.04909 s08747 p09282 NIA H3052B09 Mm.290906 Nuclear antigen Sp100 Sp100 1 20684
8.41 -0.561 -2.03 0.04911 0.262101 4.11 0.04911 s03876 p10175 NIA H3059G12 Mm.10665 Testis expressed gene 292 Tex292 8 21771
7.68 -0.386 -2.03 0.0491 0.262101 4.11 0.0491 s07434 p12138 NIA H3073B06 NA

14.56 0.562 2.03 0.04915 0.262188 4.11 0.04915 s06718 p10357 IMAGE 1891351 Mm.267377 Stearoyl-Coenzyme A desaturase 1 Scd1 19;2;5;4;11 20249
8.02 0.559 2.03 0.04917 0.262188 4.11 0.04917 s08246 p11605 NIA H3070E11 In multiple clusters NA
9.24 -0.57 -2.03 0.04917 0.262188 4.11 0.04917 s08513 p00095 NIA H3001G12 Mm.141197 WW domain binding protein 11 Wbp11 6 60321
9.37 0.603 2.03 0.04917 0.262188 4.11 0.04917 s20546 p19525 CNS-CB CW0CG24YI06 Mm.250256 Ectonucleotide pyrophosphatase/phosphodiesterase 2 Enpp2 15 18606
9.94 -0.63 -2.03 0.04921 0.262331 4.11 0.04921 s20462 p19271 NIA H3120G09 Mm.127731 Pyrroline-5-carboxylate reductase 1 Pycr1 11 209027

12.68 0.623 2.03 0.04923 0.262412 4.11 0.04923 s02228 p01503 IMAGE 4196209 Mm.20889 Cytochrome P450, family 8, subfamily b, polypeptide 1 Cyp8b1 9 13124
14.99 0.583 2.03 0.04925 0.262449 4.11 0.04925 s24573 p14860 NIA H3090D10 Mm.36006 Adenylate kinase 7 Ak7 12 78801

9.6 -0.425 -2.03 0.04939 0.263003 4.1 0.04939 s00703 p02297 IMAGE 862855 Mm.341574 Chemokine (C-C motif) ligand 7 Ccl7 11 20306
9.04 -0.463 -2.03 0.0494 0.263003 4.1 0.0494 s09100 p12120 NIA H3073H03 Mm.276386 Expressed sequence AW011752 AW011752 11 104570
8.24 -0.441 -2.03 0.0494 0.263003 4.1 0.0494 s15677 p22492 NIA H3144D04 Mm.221269 RIKEN cDNA 3830405G04 gene 3830405G04Rik 5 70681
8.06 -0.463 -2.03 0.04937 0.263003 4.1 0.04937 s22488 p15415 NIA H3095G07 Mm.31577 Vitelliform macular dystrophy 2 homolog (human) Vmd2 19 24115
9.54 -0.619 -2.02 0.04944 0.263068 4.1 0.04944 s05686 p00910 NIA H3006F06 Mm.235407 Ubiquitin-conjugating enzyme E2 variant 2 Ube2v2 16;6;15;4 70620

10.32 -0.743 -2.03 0.04943 0.263068 4.1 0.04943 s07039 p09341 NIA H3053E04 Mm.4356 Calponin 1 Cnn1 9 12797
8.26 -0.54 -2.03 0.04942 0.263068 4.1 0.04942 s08778 p11848 CNS-CB CW0CG85YH19 Rn.33275 Serine/threonine kinase 2 Slk 1 54308

7.7 0.579 2.02 0.04945 0.263069 4.1 0.04945 s24239 p16671 IMAGE 3371039 Mm.1181 Resistin Retn 8 57264
8.38 -0.57 -2.02 0.04948 0.263179 4.1 0.04948 s07984 p02887 NIA H3016G01 Mm.295441 Tetratricopeptide repeat domain 7B Ttc7b 12 104718
9.91 -0.554 -2.02 0.04951 0.263257 4.1 0.04951 s14429 p20169 NIA H3127A02 Mm.249545 RIKEN cDNA 4732465J09 gene 4732465J09Rik 9 270163

11.85 -0.722 -2.02 0.0496 0.263669 4.09 0.0496 s22018 p20769 NIA H3131A05 Mm.12677 ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1 Atp5c1 2;X 11949
9.49 0.425 2.02 0.04962 0.263684 4.09 0.04962 s00410 p03315 IMAGE 2748986 Mm.153230 ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 Atp8a1 5 11980
7.95 0.505 2.02 0.04963 0.263684 4.09 0.04963 s12827 p14575 CNS-CB CW0CG95YG16 NA
9.73 -0.54 -2.02 0.04962 0.263684 4.09 0.04962 s23562 p24071 NIA H3156G09 Mm.148693 DAZ associated protein 1 Dazap1 10 70248
8.64 -0.625 -2.02 0.04965 0.263718 4.09 0.04965 s16237 p22449 CNS-CB CW0CG22YD08 Mm.359760 0 day neonate cerebellum cDNA, RIKEN full-length enriched library, clone:C230022A12 product:unknown EST, full insert sequence NA
8.06 -0.454 -2.02 0.04968 0.263757 4.09 0.04968 s03369 p07339 NIA H3039C06 NA
7.87 -0.621 -2.02 0.04967 0.263757 4.09 0.04967 s13760 p22520 NIA H3144H07 NA

10.81 0.623 2.02 0.04979 0.26429 4.09 0.04979 s19239 p14451 NIA H3088C07 Mm.9889 Similar to 1-aminocyclopropane-1-carboxylate synthase 2 381411
9.06 -0.626 -2.02 0.0498 0.264299 4.09 0.0498 s08415 p00851 NIA H3005C11 Mm.28265 WD repeat domain 5 Wdr5 2 140858

10.89 -0.664 -2.02 0.04982 0.264353 4.09 0.04982 s15863 p13475 NIA H3081C05 Mm.214765 RIKEN cDNA 1500003O03 gene 1500003O03Rik 2;16 56398
10.3 -0.501 -2.02 0.04987 0.264485 4.08 0.04987 s20030 p20600 NIA H3130H07 NA

10.49 0.473 2.02 0.04986 0.264485 4.08 0.04986 s22356 p22325 NIA H3143E07 Mm.196475 F-box and WD-40 domain protein 7, archipelago homolog (Drosophila) Fbxw7 3 50754
7.76 -0.392 -2.02 0.04993 0.264793 4.08 0.04993 s18435 p21650 CNS-CB CW0CG45YD12 Mm.34855 RIKEN cDNA A530041M06 gene Lrig2 3 269473
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9.46 4.471 18.58 0 0 345.04 0 s00133 p06119 IMAGE 697399 Mm.582 Fatty acid binding protein 4, adipocyte Fabp4 3 11770
9.35 5.313 18.97 0 0 359.69 0 s00662 p03327 IMAGE 1885212 Mm.10742 Cytochrome P450, family 4, subfamily a, polypeptide 10 Cyp4a10 4 13117

11.36 2.381 8.38 0 0 70.16 0 s00822 p08168 NIA H3045H01 Mm.305108 RIKEN cDNA 0610039N19 gene 0610039N19Rik 6 67442
10.65 1.647 8.75 0 0 76.5 0 s01097 p04074 IMAGE 635529 Mm.10211 Ectonucleoside triphosphate diphosphohydrolase 5 Entpd5 12 12499
10.08 -2.138 -8.67 0 0 75.22 0 s01128 p06640 IMAGE 455780 Mm.149720 Leukemia inhibitory factor receptor Lifr 15 16880

8.75 3.626 14.42 0 0 207.91 0 s01457 p00256 BMAP UI-M-BH4-azm-b-06-0-UI Mm.202331 Peroxisomal acyl-CoA thioesterase 2A Pte2a 12 171281
7.95 2.813 12.05 0 0 145.27 0 s01603 p05571 IMAGE 581909 Mm.878 Lymphocyte antigen 6 complex, locus D Ly6d 15 17068

10.24 5.341 21.32 0 0 454.38 0 s02368 p01476 IMAGE 4195989 Mm.10742 Cytochrome P450, family 4, subfamily a, polypeptide 10 Cyp4a10 4 13117
11.37 2.736 7.99 0 0 63.85 0 s02501 p07620 IMAGE 963046 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436

9.28 1.921 8.74 0 0 76.47 0 s02622 p03280 IMAGE 1764593 Mm.288765 Protein phosphatase 2a, catalytic subunit, beta isoform Ppp2cb 8 19053
11.7 -1.969 -10.36 0 0 107.4 0 s02677 p02512 IMAGE 873932 Mm.52526 RIKEN cDNA 2810439F02 gene 2810439F02Rik 18 72747

8.3 -2.704 -8.48 0 0 71.99 0 s02860 p03030 IMAGE 1265339 Mm.34663 NTF2-related export protein 1 Nxt1 2 56488
9.83 3.261 12.05 0 0 145.2 0 s03110 p01498 IMAGE 4484227 Mm.171378 Uncoupling protein 2, mitochondrial Ucp2 7;6 22228

10.11 5.377 22.09 0 0 487.91 0 s03857 p06079 IMAGE 692327 Mm.10742 Cytochrome P450, family 4, subfamily a, polypeptide 10 Cyp4a10 4 13117
11.94 2.663 11.74 0 0 137.75 0 s03896 p03257 NIA H3018A12 Mm.356689 Acyl-Coenzyme A oxidase 1, palmitoyl Acox1 11 11430
10.77 2.171 8.67 0 0 75.14 0 s04680 p03258 NIA H3018B12 Mm.4454 ELK3, member of ETS oncogene family Elk3 10 13713

9.75 2.84 7.96 0 0 63.39 0 s05862 p08586 IMAGE 676519 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436
10.44 1.868 8.26 0 0 68.18 0 s07992 p10055 NIA H3058G09 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436

14.5 -1.941 -9.04 0 0 81.71 0 s08906 p01100 IMAGE 574433 Mm.261609 RIKEN cDNA 1810011H11 gene 1810011H11Rik 14 69069
9.44 2.266 8.06 0 0 65.03 0 s09077 p03670 NIA H3020F03 Mm.20615 Peroxisomal biogenesis factor 11a Pex11a 7 18631
8.26 3.54 18.16 0 0 329.75 0 s09094 p06744 NIA H3036H03 Mm.27154 Vanin 1 Vnn1 10 22361
9.38 2.782 11.47 0 0 131.51 0 s09511 p04133 IMAGE 820613 Mm.1514 Lipoprotein lipase Lpl 8 16956
9.47 2.692 9.43 0 0 88.94 0 s09872 p01335 IMAGE 581783 Mm.3283 G0/G1 switch gene 2 G0s2 1 14373

10.04 2.917 8.85 0 0 78.24 0 s09919 p05681 IMAGE 577727 Mm.3283 G0/G1 switch gene 2 G0s2 1 14373
9.12 2.374 9.76 0 0 95.29 0 s10166 p01337 IMAGE 575647 Mm.212157 RIKEN cDNA 4930453N24 gene 4930453N24Rik 16 67609
9.78 6.402 23.18 0 0 537.09 0 s10590 p04406 IMAGE 2582368 Mm.250901 Cytochrome P450, family 4, subfamily a, polypeptide 14 Cyp4a14 4 13119

11.54 -2.067 -8.45 0 0 71.33 0 s11534 p10517 IMAGE 1278143 Mm.213003 Myeloid differentiation primary response gene 88 Myd88 9 17874
7.65 1.627 9.51 0 0 90.4 0 s12126 p01290 IMAGE 3587115 Mm.1978 Cytosolic acyl-CoA thioesterase 1 Cte1 12 26897
9.75 3.466 11.86 0 0 140.72 0 s12491 p02076 IMAGE 863529 Mm.25709 Inhibitor of growth family, member 1 Ing1 8 26356

10.09 4.989 13.13 0 0 172.47 0 s13037 p15093 IMAGE 404104 Mm.10742 Cytochrome P450, family 4, subfamily a, polypeptide 10 Cyp4a10 4 13117
8.23 3.865 17.81 0 0 317.3 0 s13758 p20728 LION LIONp462G04391 Mm.202331 Peroxisomal acyl-CoA thioesterase 2A Pte2a 12 171281

10.63 2.95 8.97 0 0 80.54 0 s15002 p19650 NIA H3123B09 Mm.145091 Aldehyde dehydrogenase family 3, subfamily A2 Aldh3a2 11 11671
10.23 5.653 18.77 0 0 352.43 0 s16899 p13234 IMAGE 1432794 Mm.10742 Cytochrome P450, family 4, subfamily a, polypeptide 10 Cyp4a10 4 13117

9.43 2.96 10.18 0 0 103.71 0 s16927 p13236 CNS-CB CW0CG93YO12 Hs.439381 Vacuolar protein sorting 13D (yeast) VPS13D 1 55187
7.41 -1.688 -11.4 0 0 129.94 0 s17192 p25020 empty NA
7.41 -2.202 -11.39 0 0 129.63 0 s18018 p24729 empty NA
9.79 2.232 8.91 0 0 79.32 0 s18855 p21603 IGBMC Mouse_Abcd3 (ATP-binding cassette, sub-family D, member 3) Mm.194462 ATP-binding cassette, sub-family D (ALD), member 3 Abcd3 3 19299

10.29 3.605 12.83 0 0 164.52 0 s19716 p15462 CNS-CB CW0CG123YD12 Mm.46019 Dehydrogenase/reductase (SDR family) member 8 Dhrs8 5 114664
9.78 2.92 8.16 0 0 66.61 0 s19749 p20068 CNS-CB CW0CG37YK01 Mm.3283 G0/G1 switch gene 2 G0s2 1 14373
9.82 2.517 9.29 0 0 86.33 0 s19850 p22894 NIA H3147F06 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436

10.65 2.59 10.3 0 0 106.18 0 s21384 p17484 NIA H3107D02 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436
9.81 3.156 12.02 0 0 144.57 0 s22097 p16419 IMAGE 1972904 Mm.20396 Carnitine acetyltransferase Crat 2 12908
9.51 3.927 15.24 0 0 232.17 0 s23902 p15887 IMAGE 1448821 Mm.582 Fatty acid binding protein 4, adipocyte Fabp4 3 11770
8.45 2.721 12.39 0 0 153.43 0 s24421 p16386 IMAGE 407886 Mm.219001 Peroxisomal acyl-CoA thioesterase 2B Pte2b 12 171282
9.79 1.949 7.56 0 1.00E-06 57.19 0 s00549 p02801 IMAGE 1853434 Mm.19806 Histone deacetylase 2 Hdac2 10 15182

10.59 2.762 7.58 0 1.00E-06 57.46 0 s01270 p08436 IMAGE 679028 NA
9.01 2.122 7.7 0 1.00E-06 59.25 0 s03586 p01201 NIA H3007A07 Mm.1514 Lipoprotein lipase Lpl 8 16956
7.89 1.633 7.57 0 1.00E-06 57.36 0 s06441 p00357 IMAGE 1379171 Mm.347424 Purinergic receptor P2Y, G-protein coupled, 14 P2ry14 3 140795
9.59 1.788 7.68 0 1.00E-06 58.95 0 s08600 p03161 NIA H3017A12 Mm.230301 Synaptogyrin 1 Syngr1 15 20972

11.08 -2.058 -7.65 0 1.00E-06 58.56 0 s11730 p10525 IMAGE 1278277 Mm.17910 Hydroxysteroid dehydrogenase-5, delta<5>-3-beta Hsd3b5 3 15496
12.5 2.857 7.47 0 2.00E-06 55.83 0 s16096 p21171 NIA H3134C07 Mm.205266 Acetyl-Coenzyme A acyltransferase 1 Acaa1 9 113868

12.86 1.885 7.26 0 3.00E-06 52.66 0 s00144 p03047 IMAGE 1499752 Mm.10530 Acetyl-Coenzyme A dehydrogenase, medium chain Acadm 3 11364
9.76 1.998 7.33 0 3.00E-06 53.78 0 s23677 p15105 IMAGE 468915 Mm.253875 Fatty acid desaturase 3 Fads3 19 60527

12.21 2.388 7.23 0 4.00E-06 52.25 0 s24406 p15874 IMAGE 1350390 Mm.371599 Stearoyl-coenzyme A desaturase 3 Scd3 19 30049
10.05 2.317 7.14 0 5.00E-06 50.99 0 s05857 p03982 NIA H3022F06 Mm.148155 Malic enzyme, supernatant Mod1 9;1;13 17436

9.2 2.261 7.11 0 5.00E-06 50.61 0 s13296 p21501 NIA H3136E12 Mm.171378 Uncoupling protein 2, mitochondrial Ucp2 7;6 22228
10.21 1.793 7.14 0 5.00E-06 50.94 0 s16160 p15539 IMAGE 1510585 Mm.5062 Phosphatidylcholine transfer protein Pctp 11 18559
10.66 -2.249 -7.08 0 6.00E-06 50.12 0 s00499 p07925 NIA H3043E07 NA

12.5 1.694 7.07 0 6.00E-06 49.96 0 s00521 p02551 IMAGE 1852361 Mm.39090 Glutamate receptor, ionotropic, NMDA2C (epsilon 3) Grin2c 11 14813
9.23 1.736 7.01 0 7.00E-06 49.18 0 s08207 p02125 NIA H3012E02 Mm.45132 Tumor differentially expressed 2-like Tde2l 4 230779

10.32 2.404 6.97 0 8.00E-06 48.64 0 s14143 p14531 CNS-CB CW0CG94YK02 Mm.24118 Glutathione S-transferase, theta 2 Gstt2 10 14872
9.3 1.674 6.91 0 9.00E-06 47.72 0 s00899 p02274 IMAGE 751479 Mm.38248 Sialyltransferase 9 (CMP-NeuAc:lactosylceramide alpha-2,3-sialyltransferase) Siat9 6;18 20454
9.6 1.888 6.84 0 1.10E-05 46.81 0 s22942 p20526 IGBMC Mouse_Abcd3 (ATP-binding cassette, sub-family D, member 3) Mm.194462 ATP-binding cassette, sub-family D (ALD), member 3 Abcd3 3 19299

11.29 -1.426 -6.69 0 1.80E-05 44.69 0 s01017 p07404 IMAGE 1970780 In multiple clusters NA
10.73 1.885 6.63 0 2.20E-05 43.93 0 s01527 p01018 IMAGE 2647061 Mm.28883 Peroxisomal delta3, delta2-enoyl-Coenzyme A isomerase Peci 13 23986

7.53 -2.129 -6.5 0 3.20E-05 42.26 0 s13944 p24828 empty NA
10.87 1.726 6.49 0 3.30E-05 42.08 0 s10759 p05686 IMAGE 1400613 Mm.2445 Acetyl-Coenzyme A dehydrogenase, long-chain Acadl 1 11363

7.59 -2.44 -6.45 0 3.70E-05 41.54 0 s00581 p06387 IMAGE 353157 Mm.2966 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 3 Atp5g3 2 228033
8.24 -1.177 -6.44 0 3.70E-05 41.51 0 s04222 p07082 NIA H3038B10 Mm.51136 Casein kinase II, alpha 2, polypeptide Csnk2a2 8 13000

11.28 2.034 6.44 0 3.70E-05 41.49 0 s16303 p18107 NIA H3111C08 Mm.19130 ELOVL family member 5, elongation of long chain fatty acids (yeast) Elovl5 9 68801
8.59 1.573 6.4 0 4.10E-05 41 0 s03536 p06325 NIA H3034E11 Mm.210336 Lectin, galactose binding, soluble 4 Lgals4 7 16855

12.31 1.375 6.39 0 4.30E-05 40.79 0 s00430 p08183 NIA H3045G03 Mm.194986 Diacylglycerol kinase, gamma Dgkg 16 110197
9.19 1.411 6.38 0 4.30E-05 40.75 0 s02313 p02777 NIA H3015A12 In multiple clusters NA

11.79 2.037 6.36 0 4.50E-05 40.49 0 s17980 p15519 IMAGE 1499557 Mm.291776 Enoyl coenzyme A hydratase 1, peroxisomal Ech1 7 51798
9.17 2.106 6.31 0 5.40E-05 39.78 0 s12707 p20705 LION LIONp462E01397 Mm.272197 Monoglyceride lipase Mgll 6 23945

11.65 1.505 6.25 0 6.40E-05 39.04 0 s00721 p06143 IMAGE 1450517 Mm.22505 Hydroxysteroid (17-beta) dehydrogenase 12 Hsd17b12 2 56348
9.73 2.148 6.24 0 6.50E-05 38.95 0 s11569 p03609 IMAGE 2123049 Mm.20615 Peroxisomal biogenesis factor 11a Pex11a 7 18631
9.97 1.764 6.21 0 7.10E-05 38.56 0 s00044 p01509 IMAGE 1225346 Mm.277518 Monocyte to macrophage differentiation-associated Mmd 11 67468
8.94 1.623 6.17 0 8.00E-05 38.06 0 s16680 p17580 NIA H3108D02 Mm.87271 Cytochrome P450, family 2, subfamily j, polypeptide 9 Cyp2j9 4 74519

8.3 1.385 6.16 0 8.10E-05 37.94 0 s14534 p13527 NIA H3081G11 Mm.290563 Centromere autoantigen A Cenpa 5 12615
8.22 2.048 6.14 0 8.70E-05 37.66 0 s22010 p13601 CNS-CB CW0CG112YM09 Rn.22242 Transcribed locus 7 NA
9.08 -1.626 -6.07 0 0.000101 36.83 0 s00948 p08934 IMAGE 335058 Mm.4592 Cytokine inducible SH2-containing protein Cish 9 12700

13.29 -1.187 -6.07 0 0.000101 36.87 0 s09985 p02611 IMAGE 1348892 Mm.300 Carbonic anhydrase 3 Car3 3 12350
8.88 1.671 6.08 0 0.000101 36.98 0 s16502 p20648 IGBMC Mouse_Fads2 (fatty acid desaturase 2) Mm.38901 Fatty acid desaturase 2 Fads2 19 56473
8.91 1.896 6.07 0 0.000101 36.86 0 s19107 p21615 CNS-CB CW0CG98YG04 Mm.290657 Keratin complex 1, acidic, gene 23 Krt1-23 11 94179

10.19 1.776 6.08 0 0.000101 37.02 0 s19627 p23656 NIA H3153H05 Mm.28883 Peroxisomal delta3, delta2-enoyl-Coenzyme A isomerase Peci 13 23986
8.59 1.581 6.07 0 0.000101 36.85 0 s22163 p12847 CNS-CB CW0CG55YB07 Mm.246875 DDHD domain containing 2 Ddhd2 8 72108
8.26 1.213 5.97 0 0.000137 35.67 0 s00263 p09197 IMAGE 425315 Mm.1956 Neurofilament, light polypeptide Nefl 14 18039
11.1 -1.636 -5.91 0 0.000166 34.92 0 s02406 p10438 NIA H3061F09 Mm.52526 RIKEN cDNA 2810439F02 gene 2810439F02Rik 18 72747
9.44 1.501 5.86 0 0.000195 34.3 0 s20031 p21620 IGBMC Mouse_Fads2 (fatty acid desaturase 2) Mm.38901 Fatty acid desaturase 2 Fads2 19 56473

13.13 1.495 5.85 0 0.000197 34.22 0 s12603 p14565 IMAGE 1297216 Mm.210323 Acyl-CoA synthetase long-chain family member 1 Acsl1 8 14081
8.76 -1.664 -5.83 0 0.000211 33.94 0 s10601 p02104 IMAGE 846599 Mm.4592 Cytokine inducible SH2-containing protein Cish 9 12700

11.61 1.964 5.81 0 0.00022 33.75 0 s08883 p05454 NIA H3029F10 Mm.10530 Acetyl-Coenzyme A dehydrogenase, medium chain Acadm 3 11364
11.06 1.629 5.8 0 0.000223 33.66 0 s14329 p18383 IMAGE 865663 Mm.315081 CDNA, clone:Y1G0113D06, strand:plus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000061661, based on BLAT search 5;2 NA

8.32 1.385 5.76 0 0.000249 33.22 0 s01755 p04547 IMAGE 778151 Mm.18939 Phosphomannomutase 1 Pmm1 15 29858
10.12 1.52 5.76 0 0.000249 33.16 0 s07682 p08064 IMAGE 904397 Mm.28883 Peroxisomal delta3, delta2-enoyl-Coenzyme A isomerase Peci 13 23986
12.42 1.788 5.76 0 0.000249 33.19 0 s09676 p01327 IMAGE 4485789 Mm.381 Adipose differentiation related protein Adfp 4 11520

9.99 1.452 5.76 0 0.000249 33.13 0 s15882 p17069 NIA H3104E10 Mm.2445 Acetyl-Coenzyme A dehydrogenase, long-chain Acadl 1 11363
11.17 1.584 5.74 0 0.000259 32.96 0 s02258 p03545 NIA H3019A12 Mm.276389 Heme oxygenase (decycling) 1 Hmox1 8;7 15368
10.86 2.169 5.7 0 0.000292 32.49 0 s15407 p18386 IMAGE 1162967 Mm.315081 CDNA, clone:Y1G0113D06, strand:plus, reference:ENSEMBL:Mouse-Transcript-ENST:ENSMUST00000061661, based on BLAT search 5;2 NA
10.52 1.653 5.68 0 0.000307 32.29 0 s01476 p05370 IMAGE 580316 Mm.307620 Carnitine palmitoyltransferase 2 Cpt2 4 12896
11.43 -1.346 -5.66 0 0.000326 32.05 0 s01074 p08428 IMAGE 678913 Mm.6595 Mitogen activated protein kinase kinase kinase 5 Map3k5 10 26408
13.33 1.938 5.63 0 0.000357 31.7 0 s20913 p22103 NIA H3141G03 In multiple clusters NA
11.21 -1.685 -5.61 0 0.000378 31.46 0 s05512 p08580 IMAGE 679295 Mm.291831 Glycosylphosphatidylinositol specific phospholipase D1 Gpld1 13 14756

9.07 1.427 5.61 0 0.000378 31.44 0 s23649 p14855 NIA H3090G09 Mm.3868 YY1 transcription factor Yy1 12 22632
8.31 1.342 5.58 0 0.000405 31.17 0 s23985 p14867 NIA H3090C11 Mm.245675 RIKEN cDNA 2010107C10 gene Rsb30 7 75985
8.49 1.389 5.56 0 0.00043 30.93 0 s13604 p21232 CNS-CB CW0CG87YH09 Rn.5106 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 Hmgcs1 2 29637
9.66 1.536 5.56 0 0.000434 30.87 0 s00557 p09969 IMAGE 475526 Mm.6974 Keratin complex 1, acidic, gene 14 Krt1-14 11 16664

13.22 1.288 5.55 0 0.000441 30.78 0 s03633 p06069 IMAGE 634968 Mm.290044 Solute carrier family 27 (fatty acid transporter), member 2 Slc27a2 2 26458
11.43 -1.897 -5.53 0 0.000459 30.61 0 s12907 p24297 CNS-CB CW0CG119YN01 Mm.3117 Pleckstrin homology-like domain, family A, member 1 Phlda1 10 21664
10.88 1.627 5.52 0 0.000479 30.44 0 s08176 p12363 NIA H3075C10 Mm.194462 ATP-binding cassette, sub-family D (ALD), member 3 Abcd3 3 19299
12.71 1.584 5.51 0 0.000491 30.32 0 s04552 p01470 IMAGE 4195850 Mm.289131 Transcribed locus, strongly similar to NP_032282.2 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2 [Mus musculus] 3 NA

9.06 1.713 5.48 0 0.000538 29.98 0 s13843 p22002 CNS-CB CW0CG46YA18 Rn.1348 Reticulon 4 Rtn4 14 83765
10.48 1.691 5.45 0 0.000571 29.75 0 s22628 p15419 NIA H3095C08 NA
10.83 1.661 5.45 0 0.000572 29.72 0 s10258 p08226 NIA H3045B09 NA

9.67 2.229 5.44 0 0.000585 29.61 0 s01287 p11510 NIA H3069F11 NA
9.14 1.26 5.44 0 0.000585 29.56 0 s09707 p04141 IMAGE 572558 Mm.290044 Solute carrier family 27 (fatty acid transporter), member 2 Slc27a2 2 26458

9.8 2.262 5.44 0 0.000585 29.57 0 s14089 p16638 CNS-CB CW0CG58YL14 Mm.24118 Glutathione S-transferase, theta 2 Gstt2 10 14872
10.8 2.22 5.42 0 0.000611 29.39 0 s05526 p08072 NIA H3044H01 Mm.287443 Mitochondrial ribosomal protein S18A Mrps18a 17 68565
8.36 1.446 5.39 0 0.000678 29.01 0 s18611 p17044 NIA H3104D07 Mm.22220 Fatty acid binding protein 3, muscle and heart Fabp3 4 14077
8.18 1.224 5.38 0 0.000691 28.92 0 s19318 p23153 CNS-CB CW0CG65YF18 Mm.30737 F-box protein 28 Fbxo28 1 67948

11.29 -1.829 -5.33 0 0.000791 28.45 0 s00314 p04845 IMAGE 634217 In multiple clusters NA
9.13 1.15 5.31 0 0.000853 28.15 0 s08111 p04171 IMAGE 775462 Mm.287544 Wingless-related MMTV integration site 5A Wnt5a 14 22418
8.45 1.51 5.31 0 0.000853 28.15 0 s18827 p21601 IGBMC Mouse_mKor_exon1 (Opioid receptor, kappa 1) Mm.7977 Opioid receptor, kappa 1 Oprk1 1 18387

11.36 -1.628 -5.27 0 0.000948 27.77 0 s00940 p01766 IMAGE 1225951 Mm.3117 Pleckstrin homology-like domain, family A, member 1 Phlda1 10 21664
7.47 1.273 5.26 0 0.000974 27.66 0 s06499 p01899 IMAGE 606372 Mm.297440 RAN, member RAS oncogene family Ran 5;2;17 19384

10.77 1.663 5.24 1.00E-05 0.001025 27.47 1.00E-05 s03104 p08926 NIA H3050F12 Mm.277857 Hydroxysteroid (17-beta) dehydrogenase 4 Hsd17b4 10 15488
10.35 1.711 5.24 1.00E-05 0.001027 27.44 1.00E-05 s08055 p03919 NIA H3021G10 Mm.29666 Solute carrier family 25 (mitochondrial carnitine/acylcarnitine translocase), member 20 Slc25a20 9 57279

8.01 -0.953 -5.23 1.00E-05 0.001047 27.35 1.00E-05 s21050 p19295 NIA H3120G12 Mm.23973 RIKEN cDNA 4933409N07 gene 4933409N07Rik 8 71069
8.1 -1.237 -5.23 1.00E-05 0.001048 27.32 1.00E-05 s13388 p15586 NIA H3096B05 Mm.257837 ATPase, class VI, type 11A Atp11a 8;7 50770

8.86 1.401 5.2 1.00E-05 0.001134 27.05 1.00E-05 s11981 p09232 NIA H3052H02 Mm.29625 Transcribed locus, strongly similar to XP_218220.2 similar to hypothetical protein 4930401F20 [Rattus norvegicus] NA
9.79 2.403 5.19 1.00E-05 0.001153 26.97 1.00E-05 s01157 p07662 IMAGE 602213 Mm.20396 Carnitine acetyltransferase Crat 2 12908
9.82 1.203 5.19 1.00E-05 0.001159 26.93 1.00E-05 s10874 p08252 NIA H3045D12 Mm.382 Discs, large homolog 1 (Drosophila) Dlgh1 16 13383
11.2 1.712 5.17 1.00E-05 0.001205 26.78 1.00E-05 s13536 p22510 NIA H3144F06 Mm.381 Adipose differentiation related protein Adfp 4 11520
7.76 1.272 5.13 1.00E-05 0.001361 26.37 1.00E-05 s16983 p13240 CNS-CB CW0CG93YP07 Mm.214134 RIKEN cDNA 4933412E12 gene 4933412E12Rik 10 71086
8.41 1.474 5.13 1.00E-05 0.00137 26.32 1.00E-05 s15626 p13792 IMAGE 403861 Mm.2543 Indian hedgehog Ihh 1 16147

9.8 -1.417 -5.13 1.00E-05 0.001381 26.27 1.00E-05 s00520 p01779 IMAGE 1496189 Mm.2314 Protein kinase C, delta Prkcd 14 18753
11.7 1.672 5.11 1.00E-05 0.001428 26.14 1.00E-05 s24015 p16661 IMAGE 3468291 Mm.291776 Enoyl coenzyme A hydratase 1, peroxisomal Ech1 7 51798

10.32 1.621 5.1 1.00E-05 0.00148 26.01 1.00E-05 s23117 p15148 IMAGE 482742 Mm.28398 Fatty acid binding protein 2, intestinal Fabp2 3 14079
13.26 1.262 5.09 1.00E-05 0.001518 25.9 1.00E-05 s12778 p20719 CNS-CB CW0CG66YP13 Mm.334112 LOC434223 7 434223

9.59 1.182 5.08 1.00E-05 0.001531 25.85 1.00E-05 s22391 p16689 IMAGE 3464828 In multiple clusters NA
9.25 1.189 4.99 1.00E-05 0.002092 24.85 1.00E-05 s25029 p22048 CNS-CB CW0CG47YE20 Mm.254642 Cathepsin O Ctso 3 229445

11.52 1.317 4.96 1.00E-05 0.002263 24.59 1.00E-05 s17679 p21651 CNS-CB CW0CG45YD17 Mm.324550 RIKEN cDNA 1300002A08 gene 1300002A08Rik 8 66887
12.98 1.54 4.95 1.00E-05 0.002341 24.46 1.00E-05 s11797 p07172 NIA H3138H04 Mm.210323 Acyl-CoA synthetase long-chain family member 1 Acsl1 8 14081

8.46 1.462 4.93 1.00E-05 0.002469 24.28 1.00E-05 s14184 p14023 NIA H3085G01 In multiple clusters NA
7.96 -1.096 -4.92 1.00E-05 0.002546 24.16 1.00E-05 s02459 p07878 NIA H3043F01 Mm.329322 Formin-family protein FHOS2 FHOS2 18 225288
9.04 1.313 4.89 2.00E-05 0.002722 23.94 2.00E-05 s10252 p02850 IMAGE 1482544 Mm.17235 Cysteine and glycine-rich protein 3 Csrp3 7 13009
9.47 1.263 4.87 2.00E-05 0.002862 23.76 2.00E-05 s22504 p17717 NIA H3109E07 Mm.159651 RIKEN cDNA 1300010F03 gene 1300010F03Rik 14 219189

11.01 1.64 4.87 2.00E-05 0.002874 23.73 2.00E-05 s13815 p21752 NIA H3138H07 Mm.200497 Hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit Hadha 5;2 97212
7.46 -1.537 -4.85 2.00E-05 0.003013 23.57 2.00E-05 s14000 p24832 empty NA

11.38 -1.653 -4.84 2.00E-05 0.003152 23.41 2.00E-05 s05527 p09092 NIA H3051D09 Mm.24761 Breast cancer metastasis-suppressor 1-like Brms1l 12 52592
15.03 -1.199 -4.83 2.00E-05 0.003241 23.3 2.00E-05 s11075 p00517 IMAGE 643334 Mm.347501 Serine (or cysteine) proteinase inhibitor, clade A, member 1b Serpina1b 12 20701

8.19 1.015 4.82 2.00E-05 0.003248 23.28 2.00E-05 s12273 p07442 IMAGE 959612 Mm.290830 MAD2 (mitotic arrest deficient, homolog)-like 1 (yeast) Mad2l1 6 56150
9.13 1.221 4.82 2.00E-05 0.003293 23.22 2.00E-05 s09258 p03166 NIA H3017F12 Mm.192580 Reticulon 4 Rtn4 11;6 68585

11.26 -1.308 -4.81 2.00E-05 0.00335 23.14 2.00E-05 s06402 p03427 IMAGE 2123534 In multiple clusters NA
14.54 -1.457 -4.8 2.00E-05 0.003424 23.05 2.00E-05 s06458 p03431 NIA H3082D02 Mm.46705 Serologically defined colon cancer antigen 1 Sdccag1 12 66244
10.45 1.285 4.8 2.00E-05 0.003424 23.04 2.00E-05 s18666 p15774 NIA H3097F04 Mm.27227 RIKEN cDNA 5730469M10 gene 5730469M10Rik 14 70564
13.07 0.958 4.8 2.00E-05 0.003424 23.02 2.00E-05 s22228 p21039 CNS-CB CW0CG68YF05 NA

10.1 1.467 4.77 2.00E-05 0.003707 22.76 2.00E-05 s10090 p08251 NIA H3045C12 Mm.2445 Acetyl-Coenzyme A dehydrogenase, long-chain Acadl 1 11363
11.32 -1.115 -4.75 2.00E-05 0.003902 22.59 2.00E-05 s17854 p15771 NIA H3097C04 Mm.22718 X-box binding protein 1 Xbp1 11 22433

8.23 1.294 4.74 3.00E-05 0.004059 22.46 3.00E-05 s04952 p08589 IMAGE 680825 Mm.3527 Cyclin G2 Ccng2 5 12452
10.52 -1.066 -4.73 3.00E-05 0.004157 22.37 3.00E-05 s09849 p05937 IMAGE 573943 Mm.151951 Phospholipase A2, group XIIA Pla2g12a 3 66350
10.51 1.339 4.72 3.00E-05 0.00421 22.31 3.00E-05 s06659 p08043 IMAGE 876803 Mm.10211 Ectonucleoside triphosphate diphosphohydrolase 5 Entpd5 12 12499

9.76 1.249 4.71 3.00E-05 0.00432 22.2 3.00E-05 s06673 p07281 IMAGE 1923190 In multiple clusters NA
10.62 -1.464 -4.71 3.00E-05 0.00432 22.2 3.00E-05 s23936 p21011 NIA H3133C11 Mm.149870 Synovial apoptosis inhibitor 1, synoviolin Syvn1 19 74126

8.43 1.028 4.7 3.00E-05 0.004392 22.13 3.00E-05 s16439 p14781 IMAGE 303782 Mm.218749 Cytochrome P450, family 2, subfamily b, polypeptide 20 Cyp2b20 7 13091
7.92 0.917 4.68 3.00E-05 0.004746 21.87 3.00E-05 s09940 p12339 NIA H3075C07 NA
8.78 1.148 4.68 3.00E-05 0.004746 21.88 3.00E-05 s22051 p13093 NIA H3079E05 Mm.35061 Polymerase (DNA directed), epsilon Pole 5 18973

15.23 -1.188 -4.67 3.00E-05 0.004884 21.76 3.00E-05 s14591 p14551 IMAGE 986831 Mm.250901 Cytochrome P450, family 4, subfamily a, polypeptide 14 Cyp4a14 4 13119
11.29 1.721 4.65 3.00E-05 0.005163 21.58 3.00E-05 s22410 p20785 NIA H3131A07 Mm.291776 Enoyl coenzyme A hydratase 1, peroxisomal Ech1 7 51798
10.96 -1.407 -4.64 4.00E-05 0.005267 21.51 4.00E-05 s07311 p01902 IMAGE 371874 Mm.29275 Achaete-scute complex homolog-like 3 (Drosophila) Ascl3 7 56787
12.06 -1.441 -4.63 4.00E-05 0.005383 21.43 4.00E-05 s24772 p17432 IMAGE 576695 Mm.30102 Glutaminase 2 (liver, mitochondrial) Gls2 10 216456

8.48 1.065 4.62 4.00E-05 0.005544 21.32 4.00E-05 s10750 p10550 IMAGE 989551 Mm.22220 Fatty acid binding protein 3, muscle and heart Fabp3 4 14077
9.19 1.126 4.61 4.00E-05 0.005707 21.22 4.00E-05 s00495 p04341 IMAGE 1401037 Mm.8983 Tumor necrosis factor (ligand) superfamily, member 13 Tnfsf13 11 69583
7.78 -0.923 -4.59 4.00E-05 0.005896 21.09 4.00E-05 s10711 p00568 IMAGE 652695 Mm.6718 Interferon-induced protein with tetratricopeptide repeats 1 Ifit1 19 15957

10.12 -1.653 -4.59 4.00E-05 0.005896 21.1 4.00E-05 s23332 p18750 IMAGE 1329907 Mm.30222 Stromal cell-derived factor 2-like 1 Sdf2l1 16 64136
8.49 -1.191 -4.56 5.00E-05 0.006512 20.77 5.00E-05 s02718 p01482 IMAGE 576404 NA
8.74 1.487 4.56 5.00E-05 0.006512 20.76 5.00E-05 s13451 p21986 CNS-CB CW0CG45YN04 Rn.1348 Reticulon 4 Rtn4 14 83765
9.29 1.199 4.56 5.00E-05 0.006512 20.76 5.00E-05 s20388 p15173 NIA H3093E01 Mm.192580 Reticulon 4 Rtn4 11;6 68585
8.13 -1.2 -4.55 5.00E-05 0.006518 20.74 5.00E-05 s22081 p14887 NIA H3091G01 Mm.192303 SEC24 related gene family, member B (S. cerevisiae) Sec24b 3 99683

10.88 1.396 4.55 5.00E-05 0.006598 20.69 5.00E-05 s15466 p21202 NIA H3134B11 Mm.347362 RIKEN cDNA 5730439E10 gene 5730439E10Rik 9 102632



8.29 -0.839 -4.54 5.00E-05 0.006693 20.63 5.00E-05 s02434 p10440 NIA H3061H09 Mm.259294 REV1-like (S. cerevisiae) Rev1l 1 56210
9.44 1.16 4.53 5.00E-05 0.006777 20.55 5.00E-05 s08041 p03657 NIA H3020A02 Mm.10211 Ectonucleoside triphosphate diphosphohydrolase 5 Entpd5 12 12499
8.58 1.138 4.53 5.00E-05 0.006777 20.55 5.00E-05 s18560 p21396 NIA H3135D11 Mm.646 Tropomyosin 2, beta Tpm2 4 22004

11.01 1.64 4.53 5.00E-05 0.006777 20.56 5.00E-05 s21043 p13147 NIA H3079C12 Mm.290414 Mitofusin 1 Mfn1 3 67414
8.64 1.098 4.52 5.00E-05 0.006894 20.47 5.00E-05 s02786 p11736 NIA H3071H03 Mm.141592 RIKEN cDNA 2610002D18 gene 2610002D18Rik 4 69885

11.26 1.218 4.52 5.00E-05 0.006894 20.47 5.00E-05 s06852 p05239 NIA H3028G07 Mm.253922 SEC14-like 2 (S. cerevisiae) Sec14l2 11 67815
9.65 -1.088 -4.5 6.00E-05 0.00739 20.25 6.00E-05 s02598 p06862 IMAGE 576284 Mm.181959 Early growth response 1 Egr1 18;7 13653

12.71 1.488 4.5 6.00E-05 0.007417 20.23 6.00E-05 s02100 p12499 CNS-CB CW0CG107YG12 Mm.14609 Aldehyde dehydrogenase family 1, subfamily A7 Aldh1a7 19 26358
8.73 1.41 4.49 6.00E-05 0.007449 20.19 6.00E-05 s01921 p02761 NIA H3015A10 Mm.18939 Phosphomannomutase 1 Pmm1 15 29858
8.05 1.389 4.49 6.00E-05 0.007449 20.18 6.00E-05 s14221 p22213 NIA H3142E05 NA
8.65 1.206 4.49 6.00E-05 0.007519 20.14 6.00E-05 s16684 p21164 NIA H3134D06 Mm.269657 GrpE-like 2, mitochondrial Grpel2 18;7 17714

10.67 -1.601 -4.48 6.00E-05 0.007751 20.04 6.00E-05 s04939 p09099 NIA H3051C10 Mm.271745 RIKEN cDNA D030005H02 gene Nrp1 8 18186
10.93 1.496 4.47 6.00E-05 0.007989 19.94 6.00E-05 s10528 p12332 NIA H3075D06 Mm.291743 Dodecenoyl-Coenzyme A delta isomerase (3,2 trans-enoyl-Coenyme A isomerase) Dci 17 13177

8.73 -1.089 -4.45 6.00E-05 0.008259 19.83 6.00E-05 s02463 p11462 NIA H3069F05 Mm.7996 Fibroblast growth factor 12 Fgf12 16 14167
11.32 1.538 4.44 7.00E-05 0.008426 19.76 7.00E-05 s13222 p17403 CNS-CB CW0CG107YB01 Mm.38901 Fatty acid desaturase 2 Fads2 19 56473

14.4 -1.461 -4.44 7.00E-05 0.008498 19.72 7.00E-05 s06190 p01182 NIA H3007F04 NA
9.29 1.286 4.44 7.00E-05 0.00856 19.68 7.00E-05 s00005 p03809 IMAGE 764166 In multiple clusters NA

13.19 -1.412 -4.41 7.00E-05 0.00916 19.46 7.00E-05 s06909 p06009 NIA H3032A08 Mm.330160 Heat shock 70kD protein 5 (glucose-regulated protein) Hspa5 2 14828
9.04 1.549 4.41 7.00E-05 0.00916 19.48 7.00E-05 s13616 p19180 CNS-CB CW0CG91YN24 Mm.155620 Phospholipase A2, group VI Pla2g6 15 53357

11.08 -1.352 -4.41 7.00E-05 0.009163 19.43 7.00E-05 s08412 p10321 IMAGE 551150 Mm.1287 Microtubule-associated protein tau Mapt 11 17762
7.91 0.804 4.41 7.00E-05 0.009163 19.44 7.00E-05 s08754 p03396 IMAGE 2182621 Mm.323365 SRY-box containing gene 6 Sox6 7 20679
8.89 1.49 4.4 8.00E-05 0.009307 19.38 8.00E-05 s05661 p03974 NIA H3022F05 Mm.16898 3-phosphoglycerate dehydrogenase Phgdh 3 236539

8.4 -0.992 -4.39 8.00E-05 0.009529 19.27 8.00E-05 s00914 p03556 IMAGE 2182183 Mm.129228 ABI gene family, member 3 Abi3 11 66610
15.08 -1.048 -4.39 8.00E-05 0.009529 19.28 8.00E-05 s03671 p02227 IMAGE 752206 Mm.347501 Serine (or cysteine) proteinase inhibitor, clade A, member 1b Serpina1b 12 20701
15.56 -1.066 -4.39 8.00E-05 0.009529 19.28 8.00E-05 s13406 p19432 NIA H3122H05 Mm.330116 Outer dense fiber of sperm tails 2 Odf2 2 18286

9.18 1.391 4.38 8.00E-05 0.009761 19.19 8.00E-05 s14367 p14541 IMAGE 1177726 Mm.370170 Bone morphogenetic protein 6 Bmp6 13 12161
8.75 -1.141 -4.36 9.00E-05 0.010358 18.99 9.00E-05 s03566 p08119 NIA H3044G07 Mm.279287 RIKEN cDNA 4930504E06 gene 4930504E06Rik 3 75007

8.3 0.936 4.36 9.00E-05 0.010358 19 9.00E-05 s15558 p15840 NIA H3097H12 Mm.4141 Very low density lipoprotein receptor Vldlr 19 22359
9.39 -1.256 -4.33 9.00E-05 0.011091 18.79 9.00E-05 s11313 p00267 IMAGE 718119 Mm.24769 Olfactory receptor 56 Olfr56 11 18356

15.33 -0.858 -4.33 9.00E-05 0.011091 18.78 9.00E-05 s20470 p13635 NIA H3082C01 Mm.312593 Serine (or cysteine) proteinase inhibitor, clade A, member 1e Serpina1e 12 20704
9.78 -1.144 -4.32 1.00E-04 0.011517 18.66 1.00E-04 s12791 p20457 CNS-CB CW0CG89YP02 Mm.85165 Transcribed locus, moderately similar to XP_488601.1 hypothetical gene supported by AK085773 [Mus musculus] 13 NA

10.91 1.041 4.3 1.00E-04 0.012266 18.47 1.00E-04 s16191 p18353 LION LIONp462C0395 Mm.200497 Hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit Hadha 5;2 97212
7.96 -0.952 -4.29 0.00011 0.012491 18.41 0.00011 s02731 p00972 IMAGE 1378899 Mm.28631 RIKEN cDNA 2010208K18 gene 2010208K18Rik 7 72096
9.39 0.987 4.28 0.00011 0.012769 18.33 0.00011 s21087 p14681 NIA H3089A12 Mm.291799 Retinol dehydrogenase 11 Rdh11 12 17252
9.41 1.51 4.28 0.00011 0.012849 18.3 0.00011 s01957 p09931 IMAGE 2317999 NA
11.7 -1.36 -4.28 0.00011 0.012855 18.29 0.00011 s12320 p12310 NIA H3075F03 Mm.219527 Complement component 1, s subcomponent C1s 6 50908

11.11 -1.604 -4.27 0.00011 0.013129 18.21 0.00011 s05499 p09090 NIA H3051B09 Mm.355283 Transcribed locus, moderately similar to XP_343058.1 similar to amisyn [Rattus norvegicus] 12 NA
10.74 -1.074 -4.27 0.00011 0.013129 18.22 0.00011 s18319 p18064 NIA H3111H02 Mm.245297 Kallikrein B, plasma 1 Klkb1 8 16621
11.99 1.259 4.26 0.00012 0.013475 18.12 0.00012 s02004 p01493 IMAGE 4196181 Mm.22668 3-hydroxy-3-methylglutaryl-Coenzyme A lyase Hmgcl 4 15356

8.09 0.963 4.25 0.00012 0.013758 18.05 0.00012 s03721 p09907 IMAGE 2317556 Mm.129481 Nuclear receptor subfamily 3, group C, member 1 Nr3c1 18;2 14815
11.2 1.085 4.24 0.00012 0.014072 17.98 0.00012 s20262 p15744 IMAGE 1279664 Mm.1282 Chemokine (C-C motif) ligand 3 Ccl3 11 20302

12.02 1.105 4.21 0.00013 0.015124 17.76 0.00013 s01150 p01514 IMAGE 4485554 Mm.236443 Fatty acid synthase Fasn 11 14104
7.89 0.778 4.21 0.00014 0.015124 17.76 0.00014 s03037 p10976 NIA H3066H04 NA

13.99 -1.301 -4.21 0.00014 0.015225 17.72 0.00014 s15515 p14556 IMAGE 1177987 Mm.87078 Left right determination factor 1 Lefty1 1 13590
13.8 -1.165 -4.19 0.00014 0.015896 17.59 0.00014 s19335 p13175 IMAGE 1431906 Mm.330160 Heat shock 70kD protein 5 (glucose-regulated protein) Hspa5 2 14828
9.94 -0.995 -4.19 0.00014 0.015905 17.58 0.00014 s08068 p02639 IMAGE 1362500 Mm.181959 Early growth response 1 Egr1 18;7 13653

11.34 -2.16 -4.19 0.00015 0.016152 17.53 0.00015 s22978 p15662 CNS-CB CW0CG72YL11 Mm.14277 Serum amyloid A 3 Saa3 7 20210
8.92 1.265 4.18 0.00015 0.016532 17.45 0.00015 s05125 p00147 NIA H3002C07 Mm.646 Tropomyosin 2, beta Tpm2 4 22004

11.11 -1.494 -4.18 0.00015 0.016532 17.44 0.00015 s14788 p15579 NIA H3096C04 NA
12.96 1.39 4.17 0.00015 0.016533 17.43 0.00015 s17299 p20353 NIA H3129A01 Mm.250866 RIKEN cDNA E030003E18 gene Aldh1a1 19 11668

8.32 0.856 4.16 0.00016 0.017124 17.32 0.00016 s10561 p03886 NIA H3021F06 Mm.80584 Ligase IV, DNA, ATP-dependent Lig4 8 319583
12.33 1.048 4.16 0.00016 0.017168 17.29 0.00016 s02318 p07133 IMAGE 472349 Mm.39472 Farnesyl diphosphate synthetase Fdps 10 110196

8.16 0.928 4.16 0.00016 0.017168 17.3 0.00016 s19503 p13181 CNS-CB CW0CG92YP11 Mm.55422 RIKEN cDNA 2610020O08 gene 2610020O08Rik X 67050
7.67 0.777 4.15 0.00016 0.01746 17.22 0.00016 s11248 p04879 IMAGE 573034 Mm.336041 RIKEN cDNA 1110059M19 gene 1110059M19Rik X 68800
7.65 0.673 4.15 0.00016 0.01746 17.23 0.00016 s24412 p21250 CNS-CB CW0CG97YE10 Mm.87051 Thymocyte selection-associated HMG box gene Tox 4 252838
8.42 1.098 4.14 0.00017 0.01778 17.16 0.00017 s19379 p14709 CNS-CB CW0CG96YA23 Mm.182094 Transcription elongation factor A (SII)-like 8 Tceal8 X 66684

12.26 1.155 4.14 0.00017 0.017831 17.13 0.00017 s05624 p08836 NIA H3050D01 Mm.281744 RIKEN cDNA 4933427D06 gene 4933427D06Rik 6 232217
8.51 -1.067 -4.14 0.00017 0.017831 17.14 0.00017 s19363 p13425 CNS-CB CW0CG100YK15 Mm.1850 Expressed sequence BB219290 BB219290 1 98752
7.73 0.836 4.13 0.00017 0.01806 17.09 0.00017 s23106 p17450 CNS-CB CW0CG34YF02 Hs.512651 Ataxin 7-like 3 ATXN7L3 17 56970

15.02 -1.167 -4.13 0.00017 0.018216 17.05 0.00017 s08482 p10333 IMAGE 552587 Mm.340163 Myosin, heavy polypeptide 8, skeletal muscle, perinatal Myh8 11 17885
7.67 0.748 4.12 0.00018 0.018409 16.99 0.00018 s07126 p11874 CNS-CB CW0CG85YP05 Mm.273806 Zinc finger, MYM domain containing 1 Zmym1 4 68310

13.53 1.655 4.12 0.00018 0.018409 16.99 0.00018 s07236 p10338 IMAGE 1886037 In multiple clusters NA
8.68 1.052 4.12 0.00018 0.018409 17 0.00018 s22751 p12840 CNS-CB CW0CG54YL15 Mm.112977 RIKEN cDNA 2310005P05 gene 2310005P05Rik 9 67484

12.73 -1.614 -4.11 0.00019 0.018944 16.9 0.00019 s18759 p23968 CNS-CB CW0CG123YM17 Mm.28328 Hydroxysteroid 11-beta dehydrogenase 1 Hsd11b1 1 15483
15.61 -0.693 -4.11 0.00019 0.019154 16.86 0.00019 s12149 p09740 NIA H3056D06 NA

8.17 -1.592 -4.08 2.00E-04 0.020484 16.66 2.00E-04 s01412 p09984 IMAGE 480395 Mm.246750 Menage a trois 1 Mnat1 12 17420
8.24 0.946 4.08 2.00E-04 0.020484 16.66 2.00E-04 s06940 p08575 IMAGE 694727 Mm.267006 Bcl2-interacting killer-like Biklk 15 12124

10.09 -1.034 -4.08 2.00E-04 0.020502 16.65 2.00E-04 s10065 p10813 NIA H3064E08 Mm.316000 Cytochrome P450, family 7, subfamily b, polypeptide 1 Cyp7b1 3 13123
8.13 -1.364 -4.08 0.00021 0.020678 16.61 0.00021 s23611 p17927 NIA H3110G09 Mm.213206 Orthodenticle homolog 3 (Drosophila) Otx3 4 140477

15.65 -0.726 -4.07 0.00021 0.020846 16.55 0.00021 s03291 p00929 NIA H3006A09 NA
10.41 1.621 4.07 0.00021 0.020846 16.55 0.00021 s08799 p05702 IMAGE 1382635 Mm.2445 Acetyl-Coenzyme A dehydrogenase, long-chain Acadl 1 11363

8.71 1.085 4.07 0.00021 0.020846 16.56 0.00021 s16955 p13238 CNS-CB CW0CG93YO22 Mm.123110 Spectrin beta 2 Spnb2 11 20742
8.18 0.789 4.07 0.00021 0.020846 16.55 0.00021 s18747 p13216 IMAGE 1432567 Mm.27575 Zinc finger protein 68 Zfp68 5 24135

10.64 1.166 4.06 0.00021 0.021109 16.5 0.00021 s05964 p12184 NIA H3073H11 Mm.371560 Farnesyl diphosphate farnesyl transferase 1 Fdft1 14 14137
8.54 0.787 4.06 0.00022 0.021473 16.45 0.00022 s11785 p09224 NIA H3052H01 Mm.320206 Calneuron 1 Caln1 5 140904
8.02 0.87 4.05 0.00022 0.021745 16.4 0.00022 s03931 p09122 IMAGE 793152 Mm.259879 Baculoviral IAP repeat-containing 4 Birc4 X 11798

13.46 -1.25 -4.05 0.00023 0.021801 16.37 0.00023 s01466 p08444 IMAGE 679136 Mm.14173 Orosomucoid 2 Orm2 4 18406
8.88 1.11 4.05 0.00023 0.021801 16.37 0.00023 s02610 p04810 IMAGE 582885 Mm.103413 RIKEN cDNA 0610009K11 gene 0610009K11Rik 4 68350
8.79 1.051 4.05 0.00022 0.021801 16.39 0.00022 s11870 p10498 IMAGE 1886415 Mm.17235 Cysteine and glycine-rich protein 3 Csrp3 7 13009

10.48 -1.674 -4.04 0.00023 0.021819 16.35 0.00023 s24272 p21277 CNS-CB CW0CG97YL15 Mm.30222 Stromal cell-derived factor 2-like 1 Sdf2l1 16 64136
8.27 -1.255 -4.03 0.00023 0.022464 16.27 0.00023 s11714 p08223 NIA H3045G08 Mm.11746 Expressed sequence C80008 C80008 5 97243

14.09 -1.538 -4.02 0.00024 0.02301 16.19 0.00024 s05434 p01183 NIA H3007G04 Mm.243234 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 2 Psmd2 16;9 21762
8.69 -0.858 -4 0.00026 0.024466 16.01 0.00026 s01244 p10226 NIA H3060B07 Mm.26006 Nur77 downstream gene 1 Ndg1 1 368204

14.35 -1.328 -4 0.00026 0.024466 16 0.00026 s16798 p23212 CNS-CB CW0CG20YL19 Mm.3217 Argininosuccinate synthetase 1 Ass1 2;10 11898
8.43 1.304 4 0.00026 0.024466 16.01 0.00026 s18884 p22625 NIA H3145A09 Mm.30129 Methyl-CpG binding domain protein 5 Mbd5 16;2 109241
9.36 0.862 3.98 0.00027 0.025675 15.85 0.00027 s00508 p03061 IMAGE 1884951 Mm.290182 G protein-coupled receptor kinase-interactor 1 Git1 11 216963

10.61 0.817 3.98 0.00027 0.025675 15.86 0.00027 s02413 p03782 IMAGE 987489 Mm.3077 Nuclear receptor subfamily 1, group I, member 3 Nr1i3 1 12355
13.51 -1.531 -3.98 0.00028 0.025768 15.83 0.00028 s12350 p00798 NIA H3005F04 Mm.261201 Hypothetical LOC74273 Jmjd3 11 216850
11.72 1.247 3.98 0.00028 0.025866 15.82 0.00028 s15838 p16037 IMAGE 2065023 Mm.27427 Dehydrogenase/reductase (SDR family) member 4 Dhrs4 14 28200

7.8 0.8 3.97 0.00029 0.026396 15.74 0.00029 s11444 p04887 IMAGE 573035 Mm.129309 RIKEN cDNA 1110051B16 gene 1110051B16Rik 14 278672
10.5 0.908 3.97 0.00029 0.026396 15.74 0.00029 s24253 p16411 IMAGE 514817 Mm.2567 Elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 2 Elovl2 13 54326
9.77 1.155 3.97 0.00029 0.026396 15.73 0.00029 s24852 p14102 NIA H3085F11 Mm.41728 Enoyl Coenzyme A hydratase domain containing 1 Echdc1 10;1 52665
7.95 1.562 3.96 0.00029 0.026487 15.71 0.00029 s00331 p07919 NIA H3043G06 NA
11.3 1.019 3.96 0.00029 0.026487 15.7 0.00029 s01560 p05376 IMAGE 596183 Mm.260164 L-3-hydroxyacyl-Coenzyme A dehydrogenase, short chain Hadhsc 3 15107

10.96 -1.873 -3.96 0.00029 0.026487 15.69 0.00029 s22782 p15654 CNS-CB CW0CG72YI24 Mm.178427 Leucine-rich repeats and IQ motif containing 2 Lrriq2 16 74201
8.44 1.165 3.96 3.00E-04 0.026813 15.65 3.00E-04 s05909 p00148 NIA H3002D07 Mm.301827 Ribosomal protein S6 kinase polypeptide 1 Rps6ka1 4 20111
9.54 1.044 3.94 0.00031 0.027655 15.56 0.00031 s03926 p04518 IMAGE 1395320 Mm.227738 Choline kinase beta Chkb 15 12651
9.13 0.914 3.94 0.00031 0.027655 15.55 0.00031 s11429 p03605 IMAGE 2099516 Mm.282711 Peroxisomal biogenesis factor 3 Pex3 10 56535
8.28 0.947 3.94 0.00031 0.027855 15.53 0.00031 s00543 p09459 NIA H3054C07 Mm.9654 RIKEN cDNA 1110008J03 gene 1110008J03Rik 5 100764
9.72 0.938 3.94 0.00031 0.027988 15.5 0.00031 s02400 p05062 NIA H3027F09 Mm.261045 Protein phosphatase 1A, magnesium dependent, alpha isoform Ppm1a 12 19042

9.4 -1.18 -3.93 0.00032 0.028099 15.48 0.00032 s02648 p01738 IMAGE 641899 Mm.37623 ADP-ribosylation factor-like 6 interacting protein 6 Arl6ip6 2 65103
10.71 1.124 3.93 0.00032 0.028605 15.43 0.00032 s17568 p22669 NIA H3146E02 Mm.296221 Dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex) Dlst 12 78920

7.94 0.753 3.92 0.00033 0.029469 15.34 0.00033 s24496 p21256 CNS-CB CW0CG97YG02 Mm.259893 Topoisomerase (DNA) II beta binding protein Topbp1 9 235559
8.92 1.14 3.91 0.00034 0.029615 15.32 0.00034 s18681 p16286 NIA H3100F08 Mm.30181 Membrane-associated protein 17 Map17 4 67182
7.88 0.964 3.91 0.00034 0.029645 15.31 0.00034 s07382 p03436 NIA H3035B01 Mm.276018 Tribbles homolog 3 (Drosophila) Trib3 2 228775

10.86 1.112 3.9 0.00036 0.031083 15.17 0.00036 s05532 p01414 NIA H3008F09 Mm.3991 Solute carrier family 25 (mitochondrial carrier, dicarboxylate transporter), member 10 Slc25a10 11 27376
8.35 1.06 3.89 0.00036 0.031083 15.17 0.00036 s10109 p00313 IMAGE 568123 Mm.141758 Hemoglobin X, alpha-like embryonic chain in Hba complex Hba-x 11 15126
8.42 1.246 3.89 0.00036 0.031649 15.11 0.00036 s16292 p21179 NIA H3134C08 Mm.103033 Transcribed locus 15 NA

12.58 1.013 3.88 0.00038 0.032707 15.02 0.00038 s01965 p03793 IMAGE 763061 Mm.141936 Insulin-like growth factor binding protein 2 Igfbp2 1 16008
9.61 0.769 3.86 4.00E-04 0.034102 14.9 4.00E-04 s02693 p04044 IMAGE 3154782 Mm.222536 Solute carrier family 25 (mitochondrial carrier, peroxisomal membrane protein), member 17 Slc25a17 15 20524
8.19 1.03 3.85 0.00041 0.034912 14.83 0.00041 s10135 p11327 CNS-CB CW0CG53YB08 Mm.25252 RIKEN cDNA 9130411I17 gene 9130411I17Rik 10 67569

10.29 0.992 3.85 0.00041 0.034996 14.82 0.00041 s20529 p16451 IMAGE 3326165 Mm.157545 Lysosomal acid lipase 1 Lip1 19 16889
8.54 -1.082 -3.85 0.00041 0.035052 14.8 0.00041 s12957 p18423 IMAGE 3412995 Mm.328914 Peroxisome proliferator activator receptor delta Ppard 17 19015
8.41 1.183 3.84 0.00043 0.0362 14.71 0.00043 s11046 p11777 NIA H3071A09 Mm.272969 RIKEN cDNA 2600017H08 gene 2600017H08Rik 2 66442

13.47 -1.306 -3.83 0.00043 0.036408 14.68 0.00043 s00393 p00241 IMAGE 642217 Mm.42012 Laminin, alpha 3 Lama3 18 16774
8.28 0.814 3.83 0.00043 0.036408 14.68 0.00043 s01461 p03840 IMAGE 1177673 Mm.291928 Catenin beta Catnb 9 12387

10.66 1.579 3.83 0.00043 0.036408 14.67 0.00043 s17045 p18868 NIA H3117D07 Mm.277857 Hydroxysteroid (17-beta) dehydrogenase 4 Hsd17b4 10 15488
13.22 -1.3 -3.82 0.00044 0.036997 14.62 0.00044 s08080 p01357 NIA H3008E02 Mm.287892 Caseinolytic protease, ATP-dependent, proteolytic subunit homolog (E. coli) Clpp 17 53895

8.18 1.019 3.82 0.00045 0.037479 14.58 0.00045 s23105 p16430 CNS-CB CW0CG42YF19 Mm.296565 RIKEN cDNA 1700009P13 gene 1700009P13Rik 10 215814
11.57 1.073 3.82 0.00045 0.03749 14.57 0.00045 s02331 p05853 NIA H3031E12 Mm.30158 Fatty acid desaturase 1 Fads1 19 76267

8.06 -1.18 -3.82 0.00045 0.037492 14.56 0.00045 s04266 p08368 IMAGE 733953 Mm.255151 Nuclear factor, erythroid derived 2 Nfe2 15 18022
10.86 1.208 3.81 0.00045 0.037492 14.55 0.00045 s11794 p04360 IMAGE 1281487 Mm.28108 RIKEN cDNA 2310016A09 gene 2310016A09Rik 15 69574
10.23 -1.139 -3.81 0.00046 0.037782 14.52 0.00046 s09855 p11313 CNS-CB CW0CG52YL16 Rn.6512 Ubiquitin associated domain containing 1 Ubadc1 3 362087
15.23 -1.096 -3.81 0.00046 0.038039 14.5 0.00046 s07114 p01122 IMAGE 637869 Mm.347501 Serine (or cysteine) proteinase inhibitor, clade A, member 1b Serpina1b 12 20701

7.78 -0.84 -3.8 0.00047 0.03825 14.47 0.00047 s02719 p02254 IMAGE 850536 Mm.338792 RIKEN cDNA 2510003E04 gene 2510003E04Rik 10 72320
9.19 -0.923 -3.8 0.00047 0.03825 14.47 0.00047 s05628 p12420 NIA H3076D05 NA

8.4 0.96 3.79 0.00049 0.039979 14.35 0.00049 s07785 p00380 IMAGE 1378698 Mm.23790 RIKEN cDNA B230339E18 gene Hipk2 6 15258
9.89 0.914 3.79 0.00049 0.040104 14.33 0.00049 s00076 p05095 IMAGE 944461 Mm.290407 Nucleosome assembly protein 1-like 1 Nap1l1 10;1;3 53605

10.75 0.868 3.78 0.00051 0.041228 14.25 0.00051 s23552 p15111 IMAGE 315061 Mm.98200 Cytochrome P450, family 2, subfamily j, polypeptide 6 Cyp2j6 4 13110
15.68 -0.63 -3.76 0.00053 0.04245 14.17 0.00053 s09485 p05923 IMAGE 1450538 Mm.277236 RIKEN cDNA 1700010G06 gene Ddef1 15 13196

8.31 0.972 3.76 0.00053 0.04245 14.16 0.00053 s13807 p14584 CNS-CB CW0CG95YJ04 Mm.18714 Paxillin Pxn 5 19303
10.1 1.287 3.76 0.00053 0.042708 14.14 0.00053 s09327 p02138 NIA H3012B04 Mm.58836 Citrate synthase Cs 10;7 12974
8.05 0.761 3.76 0.00053 0.042708 14.13 0.00053 s16364 p22715 NIA H3146C08 Mm.4933 Minichromosome maintenance deficient 6 (MIS5 homolog, S. pombe) (S. cerevisiae) Mcm6 1 17219
9.94 0.745 3.76 0.00054 0.042866 14.11 0.00054 s08395 p08017 IMAGE 874053 Mm.24997 Phosphatidylserine receptor Ptdsr 11 107817
8.77 0.786 3.75 0.00054 0.043036 14.09 0.00054 s01971 p09169 IMAGE 763596 Mm.34064 Signal transducer and activator of transcription 5B Stat5b 11 20851
8.44 -0.923 -3.75 0.00054 0.043036 14.08 0.00054 s05973 p07320 NIA H3039H03 Mm.30850 WD repeat domain 7 Wdr7 18 104082
8.57 -1.042 -3.75 0.00055 0.043036 14.08 0.00055 s10435 p04138 IMAGE 635945 Mm.6479 Interferon regulatory factor 5 Irf5 6 27056

11.18 -1.193 -3.75 0.00055 0.043463 14.04 0.00055 s11973 p02064 IMAGE 375059 Mm.46514 Myosin, light polypeptide 7, regulatory Myl7 11 17898
7.38 -0.705 -3.75 0.00055 0.043463 14.04 0.00055 s18340 p24970 empty NA

9.6 1.181 3.74 0.00056 0.04362 14.02 0.00056 s04219 p04270 NIA H3023F06 Mm.296789 Ectonucleoside triphosphate diphosphohydrolase 7 Entpd7 19 93685
7.65 0.883 3.74 0.00056 0.043694 14.01 0.00056 s04983 p11403 NIA H3068C10 NA

12.46 1.074 3.74 0.00057 0.044003 13.98 0.00057 s02540 p05320 IMAGE 1245546 Mm.10708 Topoisomerase (DNA) III alpha Top3a 11 21975
8.48 0.869 3.74 0.00057 0.044003 13.97 0.00057 s04923 p07567 NIA H3040G10 NA
8.65 1.019 3.74 0.00057 0.044003 13.97 0.00057 s20485 p14917 NIA H3091E05 Mm.272541 RIKEN cDNA 2410002O22 gene 2410002O22Rik 13 66975

12.36 1.128 3.73 0.00059 0.045432 13.88 0.00059 s22210 p17193 CNS-CB CW0CG60YE04 Mm.29542 U2 small nuclear ribonucleoprotein auxiliary factor (U2AF) 1, related sequence 1 U2af1-rs1 11 22183
10.47 0.9 3.71 0.00061 0.046849 13.79 0.00061 s00760 p03321 IMAGE 583687 Mm.299073 Zinc finger protein 358 Zfp358 8 140482
11.15 -1.167 -3.71 0.00061 0.046849 13.79 0.00061 s16829 p12974 CNS-CB CW0CG57YD04 Hs.300355 Caspase recruitment domain family, member 11 CARD11 7 84433
13.68 0.822 3.71 0.00062 0.047441 13.75 0.00062 s21287 p18242 NIA H3113B01 Mm.208924 Sex comb on midleg homolog 1 Scmh1 4 29871

8.99 -0.842 -3.71 0.00063 0.04755 13.73 0.00063 s00738 p08447 IMAGE 694114 Mm.4351 Arginine vasopressin receptor 1A Avpr1a 10 54140
9.92 0.914 3.69 0.00065 0.049357 13.63 0.00065 s09431 p07463 IMAGE 524277 Mm.19306 Calpain 2 Capn2 1 12334
9.46 0.869 3.69 0.00066 0.049649 13.61 0.00066 s03396 p06569 NIA H3035A06 NA
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8.63 1.861 9.51 0 0 90.37 0 s00116 p03045 IMAGE 1499273 Mm.181709 Regulator of G-protein signaling 16 Rgs16 1 19734
8.3 -2.681 -9.71 0 0 94.34 0 s02860 p03030 IMAGE 1265339 Mm.34663 NTF2-related export protein 1 Nxt1 2 56488

8.24 -1.452 -9.18 0 0 84.23 0 s04222 p07082 NIA H3038B10 Mm.51136 Casein kinase II, alpha 2, polypeptide Csnk2a2 8 13000
7.41 -1.705 -13.29 0 0 176.63 0 s17192 p25020 empty NA
7.41 -2.175 -12.99 0 0 168.64 0 s18018 p24729 empty NA
7.53 -2.093 -7.38 0 2.10E-05 54.45 0 s13944 p24828 empty NA
9.94 -1.443 -7.03 0 5.50E-05 49.36 0 s08068 p02639 IMAGE 1362500 Mm.181959 Early growth response 1 Egr1 18;7 13653
8.53 1.636 6.89 0 7.40E-05 47.54 0 s08608 p10329 IMAGE 1885381 Mm.181709 Regulator of G-protein signaling 16 Rgs16 1 19734

15.55 -1.032 -6.71 0 0.00012 45.04 0 s11652 p02843 IMAGE 1482404 In multiple clusters NA
7.96 -1.263 -6.57 0 0.00017 43.18 0 s02731 p00972 IMAGE 1378899 Mm.28631 RIKEN cDNA 2010208K18 gene 2010208K18Rik 7 72096
14.5 -1.189 -6.4 0 0.000273 40.92 0 s08906 p01100 IMAGE 574433 Mm.261609 RIKEN cDNA 1810011H11 gene 1810011H11Rik 14 69069
9.65 -1.258 -6.01 0 0.000886 36.12 0 s02598 p06862 IMAGE 576284 Mm.181959 Early growth response 1 Egr1 18;7 13653
8.06 -1.569 -5.86 0 0.001253 34.3 0 s04266 p08368 IMAGE 733953 Mm.255151 Nuclear factor, erythroid derived 2 Nfe2 15 18022
8.49 -1.036 -5.86 0 0.001253 34.32 0 s18566 p13720 NIA H3082H11 Mm.104932 B-cell translocation gene 4 Btg4 9 56057
7.96 -1.125 -5.83 0 0.001282 33.97 0 s02459 p07878 NIA H3043F01 Mm.329322 Formin-family protein FHOS2 FHOS2 18 225288
9.72 -1.404 -5.8 0 0.001306 33.68 0 s14213 p15045 NIA H3092E09 Mm.181959 Early growth response 1 Egr1 18;7 13653
8.26 -1.148 -5.7 0 0.001717 32.5 0 s04138 p06828 IMAGE 621020 Mm.1626 Tumor necrosis factor receptor superfamily, member 6 Tnfrsf6 19 14102
8.73 -1.193 -5.64 0 0.001743 31.77 0 s02463 p11462 NIA H3069F05 Mm.7996 Fibroblast growth factor 12 Fgf12 16 14167

10.03 1.093 5.64 0 0.001743 31.76 0 s02675 p00720 IMAGE 2647497 Mm.249934 Signal transducer and activator of transcription 3 Stat3 11 20848
15.62 -0.74 -5.62 0 0.001743 31.56 0 s09861 p03637 IMAGE 389112 Mm.34650 Paralemmin Palm 10 18483
15.61 -0.822 -5.63 0 0.001743 31.66 0 s12149 p09740 NIA H3056D06 NA

7.79 -0.953 -5.67 0 0.001743 32.12 0 s16667 p18090 NIA H3111B06 Mm.102136 Serologically defined colon cancer antigen 33 Sdccag33 18 110796
8.34 -0.928 -5.41 0 0.003283 29.26 0 s18385 p15242 NIA H3093B10 Mm.34606 HIV-1 Rev binding protein 2 Hrb2 10 52705
7.34 -0.742 -5.39 0 0.003308 29.09 0 s22257 p22061 empty NA

15.68 -0.776 -5.36 0 0.003573 28.7 0 s09485 p05923 IMAGE 1450538 Mm.277236 RIKEN cDNA 1700010G06 gene Ddef1 15 13196
7.46 -1.444 -5.27 0 0.004621 27.73 0 s14000 p24832 empty NA
8.45 -1.144 -5.23 1.00E-05 0.004928 27.4 1.00E-05 s07262 p08046 IMAGE 719901 Mm.57029 Cytochrome P450, family 7, subfamily a, polypeptide 1 Cyp7a1 4 13122

11.83 -1.214 -5.12 1.00E-05 0.00675 26.17 1.00E-05 s06753 p03703 NIA H3020G07 NA
8.64 -1.134 -5.12 1.00E-05 0.00675 26.16 1.00E-05 s11427 p01813 IMAGE 576761 Mm.17949 Mitochondrial ribosomal protein S22 Mrps22 9 64655
15.2 -0.758 -5.07 1.00E-05 0.007609 25.68 1.00E-05 s16616 p22696 NIA H3146H05 Mm.291777 TAF5-like RNA polymerase II, p300/CBP-associated factor (PCAF)-associated factor Taf5l 8 102162

15.34 -0.761 -5.02 1.00E-05 0.008596 25.19 1.00E-05 s21098 p24413 NIA H3158E04 NA
10.34 -1.011 -4.99 1.00E-05 0.008804 24.92 1.00E-05 s01999 p09171 IMAGE 422775 In multiple clusters NA

8.26 -0.89 -5 1.00E-05 0.008804 24.96 1.00E-05 s24928 p18720 NIA H3116H12 Mm.45191 Thrombospondin, type I, domain 2 Thsd2 10 72780
10.29 -0.964 -4.93 1.00E-05 0.010092 24.26 1.00E-05 s00823 p09188 IMAGE 763090 Mm.4541 SRY-box containing gene 2 Sox2 3 20674

8.05 -0.953 -4.92 1.00E-05 0.010092 24.24 1.00E-05 s02254 p11995 NIA H3072C12 Mm.311962 RIKEN cDNA D830013E24 gene D930008O12Rik 17 319418
8.33 -1.403 -4.92 1.00E-05 0.010092 24.23 1.00E-05 s04468 p01718 NIA H3010F11 Mm.33192 Lipase, member H Liph 16 239759
7.38 -0.799 -4.9 2.00E-05 0.0105 24.03 2.00E-05 s18340 p24970 empty NA
7.78 -0.933 -4.88 2.00E-05 0.010568 23.8 2.00E-05 s02719 p02254 IMAGE 850536 Mm.338792 RIKEN cDNA 2510003E04 gene 2510003E04Rik 10 72320

12.71 -1.35 -4.87 2.00E-05 0.010568 23.69 2.00E-05 s07763 p05754 IMAGE 581961 Mm.859 Polymerase (DNA directed), gamma 2, accessory subunit Polg2 11 50776
9.28 -1.348 -4.87 2.00E-05 0.010568 23.76 2.00E-05 s10167 p02109 IMAGE 832557 Mm.329686 Protein tyrosine phosphatase, receptor type, C polypeptide-associated protein Ptprcap 19 19265

12.37 -0.995 -4.89 2.00E-05 0.010568 23.87 2.00E-05 s14394 p13771 CNS-CB CW0CG83YJ20 Hs.12102 Sorting nexin 3 SNX3 6;7 8724
8.71 -0.93 -4.85 2.00E-05 0.011074 23.48 2.00E-05 s12494 p04640 NIA H3025H04 Mm.294662 Scm-like with four mbt domains 1 Sfmbt1 14 54650
7.88 -0.935 -4.81 2.00E-05 0.012116 23.14 2.00E-05 s09862 p04657 NIA H3025A07 NA
7.64 -1.243 -4.79 2.00E-05 0.012245 22.97 2.00E-05 s13985 p23550 IMAGE 472826 Mm.276030 RIKEN cDNA 2600009P04 gene 2600009P04Rik 9 66572

11.02 -0.877 -4.79 2.00E-05 0.012245 22.98 2.00E-05 s14427 p18377 LION LIONp462H08412 Mm.9925 Isocitrate dehydrogenase 1 (NADP+), soluble Idh1 1 15926
10.08 -1.01 -4.73 3.00E-05 0.013862 22.4 3.00E-05 s01128 p06640 IMAGE 455780 Mm.149720 Leukemia inhibitory factor receptor Lifr 15 16880

8.46 -0.964 -4.74 3.00E-05 0.013862 22.49 3.00E-05 s16216 p15543 CNS-CB CW0CG72YD03 Rn.22506 Transcribed locus 18 NA
8.34 -0.867 -4.74 3.00E-05 0.013862 22.45 3.00E-05 s19219 p21617 CNS-CB CW0CG98YG12 Mm.273768 Kelch-like 7 (Drosophila) Klhl7 5 52323

10.07 -0.995 -4.72 3.00E-05 0.014115 22.29 3.00E-05 s16722 p17322 NIA H3106B06 Mm.254134 GPI-anchored membrane protein 1 Gpiap1 2;1;11 53872
8.03 -0.942 -4.7 3.00E-05 0.01501 22.04 3.00E-05 s18797 p20126 CNS-CB CW0CG99YC12 Mm.275893 Expressed sequence AI595338 AI595338 5 100702

10.36 -1.232 -4.69 3.00E-05 0.015133 21.96 3.00E-05 s22872 p21284 CNS-CB CW0CG97YM21 NA
8.3 -0.742 -4.64 4.00E-05 0.016938 21.52 4.00E-05 s13344 p14052 NIA H3085D05 Mm.20928 Microtubule-associated protein 7 Mtap7 10 17761

8 -0.831 -4.64 4.00E-05 0.016938 21.52 4.00E-05 s23384 p15418 NIA H3095B08 NA
8.1 -0.9 -4.63 4.00E-05 0.017018 21.45 4.00E-05 s02704 p01742 IMAGE 1225884 Mm.9286 RAD51-like 3 (S. cerevisiae) Rad51l3 11 19364

9.19 -0.968 -4.61 4.00E-05 0.01743 21.22 4.00E-05 s05628 p12420 NIA H3076D05 NA
10.81 -1.053 -4.62 4.00E-05 0.01743 21.32 4.00E-05 s09516 p08737 NIA H3049A01 Mm.28232 SUMO/sentrin specific protease 6 Senp6 9 215351

8.07 -0.818 -4.61 4.00E-05 0.01743 21.26 4.00E-05 s19183 p14701 CNS-CB CW0CG95YP02 Rn.834 Transcribed locus 18 NA
7.6 -0.788 -4.6 4.00E-05 0.017667 21.13 4.00E-05 s04237 p07594 IMAGE 960016 Mm.10205 Undifferentiated embryonic cell transcription factor 1 Utf1 7 22286

9.27 -0.833 -4.58 4.00E-05 0.018287 20.98 4.00E-05 s05520 p02696 NIA H3015H01 Mm.200947 RIKEN cDNA 4631424J17 gene D930040F23Rik 11 268400
7.78 -0.795 -4.57 4.00E-05 0.018578 20.89 4.00E-05 s10711 p00568 IMAGE 652695 Mm.6718 Interferon-induced protein with tetratricopeptide repeats 1 Ifit1 19 15957
8.63 -0.999 -4.56 5.00E-05 0.018995 20.77 5.00E-05 s04520 p09918 IMAGE 2599023 Mm.29324 Lactate dehydrogenase 1, A chain Ldh1 7;4;13;3;14 16828

9.3 0.954 4.55 5.00E-05 0.019319 20.68 5.00E-05 s00899 p02274 IMAGE 751479 Mm.38248 Sialyltransferase 9 (CMP-NeuAc:lactosylceramide alpha-2,3-sialyltransferase) Siat9 6;18 20454
10.81 -1.734 -4.53 5.00E-05 0.020335 20.48 5.00E-05 s09811 p09009 IMAGE 790218 Mm.2823 B-cell translocation gene 3 Btg3 16;17 12228

9.86 -1.174 -4.52 5.00E-05 0.020406 20.43 5.00E-05 s06670 p04469 NIA H3024E07 Mm.21911 Small fragment nuclease Smfn 9 104444
9.23 -0.773 -4.51 5.00E-05 0.02098 20.3 5.00E-05 s07140 p12136 NIA H3073H05 Mm.24069 Feminization 1 homolog b (C. elegans) Fem1b 9 14155

8.8 -1.075 -4.49 6.00E-05 0.021159 20.15 6.00E-05 s02360 p06342 IMAGE 671039 Mm.29854 Histone deacetylase 6 Hdac6 X 15185
8.29 -0.717 -4.48 6.00E-05 0.021159 20.07 6.00E-05 s02434 p10440 NIA H3061H09 Mm.259294 REV1-like (S. cerevisiae) Rev1l 1 56210
9.41 -0.861 -4.49 6.00E-05 0.021159 20.13 6.00E-05 s02697 p07628 IMAGE 598918 Mm.12665 Cullin 3 Cul3 1 26554

14.58 -1.005 -4.49 6.00E-05 0.021159 20.14 6.00E-05 s08783 p04418 NIA H3024B01 Mm.18637 Teratocarcinoma expressed, serine rich Tera 6;16;14;7 56306
8.06 -1.226 -4.48 6.00E-05 0.021159 20.09 6.00E-05 s14865 p22489 NIA H3144A04 Mm.103675 Similar to sacsin 14 432862

8 -0.636 -4.47 6.00E-05 0.021233 20.02 6.00E-05 s02954 p11742 NIA H3071F04 NA
11.73 -1.038 -4.46 6.00E-05 0.021397 19.89 6.00E-05 s00670 p10495 IMAGE 1004482 Mm.8552 Baculoviral IAP repeat-containing 5 Birc5 11 11799

8.96 -0.716 -4.46 6.00E-05 0.021397 19.88 6.00E-05 s13042 p19697 NIA H3124A03 Mm.275158 LSM8 homolog, U6 small nuclear RNA associated (S. cerevisiae) Lsm8 6 76522
8.27 -1.293 -4.46 6.00E-05 0.021397 19.88 6.00E-05 s22139 p16931 NIA H3103C05 NA
8.13 -1.285 -4.43 7.00E-05 0.022783 19.66 7.00E-05 s23611 p17927 NIA H3110G09 Mm.213206 Orthodenticle homolog 3 (Drosophila) Otx3 4 140477

11.37 -2.032 -4.43 7.00E-05 0.022858 19.61 7.00E-05 s15015 p18370 IMAGE 848005 Mm.328914 Peroxisome proliferator activator receptor delta Ppard 17 19015
8.15 -1.081 -4.4 8.00E-05 0.024535 19.38 8.00E-05 s02422 p11970 NIA H3072B09 Mm.244047 Ninein Nin 12 18080

8.4 -0.854 -4.36 9.00E-05 0.025337 19.03 9.00E-05 s00914 p03556 IMAGE 2182183 Mm.129228 ABI gene family, member 3 Abi3 11 66610
11.1 -1.126 -4.37 8.00E-05 0.025337 19.1 8.00E-05 s04118 p00942 NIA H3006F10 Mm.3596 COP9 (constitutive photomorphogenic) homolog, subunit 2 (Arabidopsis thaliana) Cops2 2 12848
10.9 -1.309 -4.37 8.00E-05 0.025337 19.08 8.00E-05 s04920 p05003 NIA H3027C02 Mm.25264 DEAD (Asp-Glu-Ala-Asp) box polypeptide 21 Ddx21 10 56200
8.32 -0.801 -4.36 9.00E-05 0.025337 19.01 9.00E-05 s05235 p11415 NIA H3068G11 Mm.334012 Embryonic ectoderm development Eed 7 13626



11.43 -1.195 -4.37 8.00E-05 0.025337 19.12 8.00E-05 s06530 p04713 NIA H3026A02 Mm.89515 Sorting nexin 9 Snx9 17;5 66616
8.58 -0.97 -4.37 8.00E-05 0.025337 19.1 8.00E-05 s09631 p11055 CNS-CB CW0CG43YB03 Rn.24468 Transcribed locus 6 NA
8.16 -0.755 -4.37 8.00E-05 0.025337 19.07 8.00E-05 s20142 p20856 NIA H3132H03 Mm.24124 Zinc finger protein 96 Zfp96 13 22758
8.61 -1.17 -4.38 8.00E-05 0.025337 19.22 8.00E-05 s20570 p15943 NIA H3098G01 Mm.352764 Transcribed locus, weakly similar to XP_204245.4 reverse transcriptase [Mus musculus] 15 NA

15.67 -0.706 -4.34 9.00E-05 0.02636 18.86 9.00E-05 s02139 p09429 NIA H3054E03 NA
9.28 -0.919 -4.32 1.00E-04 0.02636 18.7 1.00E-04 s05469 p07581 NIA H3040E12 Mm.5718 Phosphatidylinositol 4-kinase, catalytic, alpha polypeptide Pik4ca 16 224020

12.83 -0.966 -4.32 1.00E-04 0.02636 18.68 1.00E-04 s07426 p04970 IMAGE 908633 Mm.336743 Heat shock protein 8 Hspa8 9;5;1;10;15;14;12 15481
10.46 1.245 4.33 1.00E-04 0.02636 18.71 1.00E-04 s09331 p05722 IMAGE 581906 Mm.153625 Lipin 1 Lpin1 12 14245

8.67 -0.79 -4.32 1.00E-04 0.02636 18.69 1.00E-04 s21631 p13140 NIA H3079D11 Mm.4168 Solute carrier family 12, member 2 Slc12a2 18 20496
7.37 -0.623 -4.33 9.00E-05 0.02636 18.78 9.00E-05 s23310 p24626 empty NA
8.17 -0.849 -4.33 9.00E-05 0.02636 18.77 9.00E-05 s23474 p20800 NIA H3131H08 Mm.2903 DNA primase, p49 subunit Prim1 10 19075
9.48 -1.097 -4.32 1.00E-04 0.026515 18.63 1.00E-04 s18174 p13704 NIA H3082H09 Mm.260576 Cyclin-dependent kinase 8 Cdk8 5 264064
8.98 -0.928 -4.29 0.00011 0.027954 18.44 0.00011 s02448 p10180 NIA H3060D01 Mm.272551 CCR4-NOT transcription complex, subunit 7 Cnot7 8 18983
8.65 -1.103 -4.29 0.00011 0.027954 18.43 0.00011 s23680 p17669 NIA H3109E01 Mm.294154 Origin recognition complex, subunit 1-like (S.cereviaiae) Orc1l 4 18392
8.42 -0.892 -4.28 0.00011 0.028436 18.32 0.00011 s14649 p16595 NIA H3101C11 Mm.121918 DDHD domain containing 1 Ddhd1 14 114874
8.15 -0.859 -4.28 0.00011 0.028436 18.32 0.00011 s18803 p13468 NIA H3081D04 Mm.33285 Basic leucine zipper nuclear factor 1 Blzf1 1 66352
8.94 -0.901 -4.25 0.00012 0.028813 18.07 0.00012 s00577 p02803 IMAGE 1764188 Mm.4774 Single-minded homolog 1 (Drosophila) Sim1 10 20464

7.8 -0.737 -4.26 0.00012 0.028813 18.11 0.00012 s01568 p12544 IMAGE 1344798 Mm.333502 Similar to T-cell receptor alpha chain V region CTL-F3 precursor 14 236118
9.33 -0.79 -4.26 0.00012 0.028813 18.14 0.00012 s07200 p02920 NIA H3016H05 Mm.261027 DNA segment, Chr 19, Brigham & Women's Genetics 1357 expressed D19Bwg1357e 19 52874
9.79 -0.778 -4.26 0.00012 0.028813 18.13 0.00012 s07493 p02418 NIA H3014B03 Mm.86382 DEAD (Asp-Glu-Ala-Asp) box polypeptide 58 Ddx58 4 230073
8.68 -0.71 -4.26 0.00012 0.028813 18.17 0.00012 s18622 p13470 NIA H3081F04 Mm.237296 Phosphorylase kinase beta Phkb 8 102093

15.07 -0.816 -4.27 0.00011 0.028813 18.25 0.00011 s19595 p20603 NIA H3130C08 Mm.26908 Casein kinase 1, alpha 1 Csnk1a1 18 93687
8.46 -0.835 -4.25 0.00012 0.028813 18.08 0.00012 s21440 p17488 NIA H3107H02 NA
8.72 -1.126 -4.26 0.00012 0.028813 18.12 0.00012 s23682 p19461 NIA H3122E09 Mm.126976 Tousled-like kinase 2 (Arabidopsis) Tlk2 11 24086

11 -0.997 -4.22 0.00013 0.030328 17.85 0.00013 s02441 p03784 IMAGE 1122786 Mm.1976 Cadherin 15 Cdh15 8 12555
7.77 -0.68 -4.23 0.00013 0.030328 17.88 0.00013 s13897 p20214 NIA H3127F07 Mm.156727 Hyperparathyroidism 2 homolog (human) Hrpt2 1 214498
8.32 -1.02 -4.22 0.00013 0.030328 17.85 0.00013 s23608 p15363 NIA H3095C01 NA

8.5 -0.756 -4.22 0.00013 0.030709 17.79 0.00013 s16979 p21938 NIA H3140B07 Mm.319516 RIKEN cDNA B230308N11 gene B230308N11Rik 5 320060
7.78 -1.179 -4.21 0.00013 0.030711 17.76 0.00013 s11852 p06404 IMAGE 403657 Mm.252369 Cholinergic receptor, nicotinic, alpha polypeptide 4 Chrna4 2 11438

11.93 -0.856 -4.21 0.00014 0.030976 17.69 0.00014 s00447 p11505 NIA H3069A11 Mm.52526 RIKEN cDNA 2810439F02 gene 2810439F02Rik 18 72747
8.49 -0.952 -4.21 0.00014 0.030976 17.69 0.00014 s02718 p01482 IMAGE 576404 NA
9.15 -1.176 -4.2 0.00014 0.031444 17.62 0.00014 s00468 p05111 IMAGE 1121413 Mm.3925 S100 calcium binding protein A4 S100a4 3 20198

10.62 0.932 4.19 0.00014 0.031502 17.6 0.00014 s00621 p03835 IMAGE 873690 Mm.8359 Pyruvate kinase liver and red blood cell Pklr 3 18770
7.86 -0.82 -4.19 0.00015 0.031829 17.52 0.00015 s02673 p11210 NIA H3067B10 Mm.26363 Transcribed locus 8 NA
8.65 -0.915 -4.19 0.00015 0.031829 17.53 0.00015 s13967 p20474 CNS-CB CW0CG99YN16 Mm.34368 RIKEN cDNA 1810019A08 gene 1810019A08Rik 3 69769

13.34 -1.279 -4.17 0.00015 0.032481 17.43 0.00015 s02013 p09681 NIA H3055A11 Mm.24576 RIKEN cDNA B230106I24 gene B230106I24Rik 3 320024
8.34 -0.831 -4.17 0.00015 0.032481 17.42 0.00015 s19176 p21357 NIA H3135E06 Mm.29709 Origin recognition complex, subunit 6-like (S. cerevisiae) Orc6l 8 56452
8.54 -0.794 -4.15 0.00016 0.034327 17.25 0.00016 s04110 p07080 NIA H3038H09 Mm.314338 Activin receptor IIA Acvr2 2 11480

9 -0.804 -4.15 0.00017 0.034511 17.2 0.00017 s02011 p07889 NIA H3043A03 In multiple clusters NA
7.7 -0.747 -4.14 0.00017 0.034511 17.1 0.00017 s07825 p11134 CNS-CB CW0CG45YA15 Mm.254018 RIKEN cDNA E030042N05 gene E030042N05Rik 2 320490

13.13 -0.894 -4.14 0.00017 0.034511 17.18 0.00017 s08902 p10320 IMAGE 540268 Mm.284863 BMP and activin membrane-bound inhibitor, homolog (Xenopus laevis) Bambi 18 68010
11.01 -1.133 -4.14 0.00017 0.034511 17.13 0.00017 s09632 p12075 IMAGE 1080039 Mm.29760 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 Psmd13 7 23997

8.46 -0.999 -4.14 0.00017 0.034511 17.15 0.00017 s10097 p02365 NIA H3013E08 Mm.270259 Septin 7 7-Sep 9 235072
7.94 -0.688 -4.14 0.00017 0.034511 17.12 0.00017 s20337 p20092 CNS-CB CW0CG38YA18 Mm.334561 CDNA sequence BC053440 BC053440 8 234344

15.68 -0.714 -4.11 0.00019 0.036849 16.88 0.00019 s10204 p09766 NIA H3056F09 NA
7.77 -0.666 -4.11 0.00019 0.036849 16.86 0.00019 s10432 p01326 IMAGE 577855 Mm.311026 F-box only protein 33 Fbxo33 12 70611
8.17 -0.703 -4.11 0.00019 0.036849 16.86 0.00019 s12745 p16361 CNS-CB CW0CG41YF06 Mm.222473 Expressed sequence AI115600 AI115600 9 102442
8.28 -0.948 -4.09 2.00E-04 0.037973 16.72 2.00E-04 s01529 p02810 IMAGE 640544 Mm.315652 DEAH (Asp-Glu-Ala-His) box polypeptide 35 Dhx35 2 71715

14.35 -1.204 -4.09 2.00E-04 0.037973 16.72 2.00E-04 s14289 p20165 NIA H3127E01 NA
10.01 -1.059 -4.09 2.00E-04 0.037973 16.75 2.00E-04 s19911 p14698 CNS-CB CW0CG95YO01 Rn.98804 Similar to KIAA0731 protein 10 303158

7.67 -0.635 -4.08 2.00E-04 0.038126 16.68 2.00E-04 s09122 p06994 NIA H3037B11 Mm.1775 Hematological and neurological expressed sequence 1 Hn1 11 15374
14.09 -1.155 -4.07 0.00021 0.039837 16.55 0.00021 s14278 p23237 NIA H3150E01 Mm.124685 Biogenesis of lysosome-related organelles complex-1, subunit 2 Bloc1s2 19;2 73689

8.05 -0.73 -4.06 0.00022 0.040492 16.48 0.00022 s01997 p07379 NIA H3039C11 Mm.2901 TYRO3 protein tyrosine kinase 3 Tyro3 2 22174
7.87 -0.56 -4.06 0.00022 0.040577 16.46 0.00022 s18755 p20384 NIA H3129H04 Mm.265917 Thyroid hormone receptor alpha Thra 11 21833

10.57 -0.851 -4.05 0.00022 0.040726 16.43 0.00022 s00842 p01250 IMAGE 638199 Mm.195061 RIKEN cDNA A930015D03 gene H2-T22 17 15039
14.59 -1.341 -4.03 0.00024 0.043725 16.22 0.00024 s06557 p03695 NIA H3020G06 Mm.16421 High mobility group box 1 Hmgb1 5;3;19;15;16 15289

7.36 -0.534 -4.02 0.00024 0.043819 16.16 0.00024 s01338 p07158 IGBMC Spotting_buffer NA
12.78 -0.944 -4.02 0.00024 0.043819 16.19 0.00024 s09468 p02849 IMAGE 1499042 In multiple clusters NA
11.78 -1.063 -4.02 0.00024 0.043819 16.16 0.00024 s12853 p13033 IMAGE 1431868 Mm.29760 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 Psmd13 7 23997

8.45 -1.041 -4.01 0.00025 0.044222 16.11 0.00025 s08393 p06225 NIA H3033A11 Mm.263355 EST AI197291 Prdm5 6 70779
15.44 -0.611 -4.01 0.00025 0.044393 16.09 0.00025 s18784 p21406 NIA H3135F12 Mm.4068 CAMP responsive element binding protein-like 1 Crebl1 17 12915

8.39 -0.839 -4.01 0.00025 0.044522 16.06 0.00025 s12006 p06670 IMAGE 622005 Mm.1569 Caspase 4, apoptosis-related cysteine protease Casp4 9 12363
7.8 -0.75 -4 0.00026 0.045051 16.01 0.00026 s18721 p15006 NIA H3092F04 Mm.11282 Gene model 104, (NCBI) 1 226720

9.99 -0.798 -4 0.00026 0.045437 15.97 0.00026 s05254 p03477 NIA H3019E03 Mm.5088 RIKEN cDNA C030026E19 gene Atm 9 11920
10.12 -1.147 -3.99 0.00026 0.045501 15.95 0.00026 s23592 p13831 NIA H3083G01 Mm.26838 RIKEN cDNA 9030611N15 gene 9030611N15Rik 13 105387

7.69 -0.701 -3.99 0.00027 0.045743 15.91 0.00027 s02736 p05328 IMAGE 669672 Mm.14297 Nuclear receptor subfamily 2, group F, member 1 Nr2f1 13 13865
7.54 -0.954 -3.98 0.00027 0.046304 15.86 0.00027 s00841 p00230 IMAGE 523659 Mm.329272 Laminin, gamma 2 Lamc2 1 16782
11.3 -1.352 -3.98 0.00028 0.046304 15.85 0.00028 s06542 p03183 NIA H3018G02 Mm.49048 Prolactin like protein O Prlpo 13 67505
8.39 -0.897 -3.97 0.00028 0.047203 15.76 0.00028 s01998 p08151 NIA H3044G11 Mm.101836 RIKEN cDNA 9630033F20 gene 9630033F20Rik 6 319801

8.9 -0.974 -3.97 0.00028 0.047203 15.77 0.00028 s16994 p23220 CNS-CB CW0CG20YO01 Mm.87417 Dishevelled associated activator of morphogenesis 1 Daam1 12 208846
8.61 -1.309 -3.95 3.00E-04 0.049305 15.62 3.00E-04 s20442 p13633 NIA H3082A01 Mm.132208 Importin 11 Ipo11 13 76582
7.98 -0.729 -3.95 3.00E-04 0.049305 15.61 3.00E-04 s24784 p15380 NIA H3095D03 Mm.26798 RIKEN cDNA 9430091N11 gene 9430091N11Rik 15 319244

10.28 -0.81 -3.94 0.00031 0.049816 15.56 0.00031 s09217 p03674 NIA H3020B04 NA
8.06 -0.73 -3.94 0.00031 0.049816 15.55 0.00031 s17150 p24508 NIA H3159D04 Mm.34775 Pyruvate dehydrogenase E1 alpha 1 Pdha1 X 18597
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