


these signals during hair follicle morphogenesis.  Furthermore, the hierarchy of 

signaling events can be organized to analyze the sequential or convergent 

molecular controls during induction and morphogenesis of hair follicles.

Implications beyond hair follicles


 In addition to the hair follicle, a variety of other stem cell systems utilize 

the same signaling pathways to regulate self-renewal and lineage commitment 

(Fuchs et al., 2004; Moore and Lemischka, 2006).  Even more remarkable is the 

recurrence of these signals in guiding the development of tissues and organs which 

employ the formation of placodes.  From as early as neural induction to the 

formation of nearly every ectodermally derived appendage, these conserved 

developmental pathways drive analogous cellular processes during morphogenesis 

(Hogan, 1999; Pispa and Thesleff, 2003).  This begs the question of when and how 

unique cell fates are determined to favor the formation of one structure instead of 

another.  The answer may lie in the local balance of competing transcriptional 

regulators which integrate spatial and temporal cues to direct a distinct genetic 

program for different lineages.  This appears to be the case in the induction and 

differentiation of cranial sensory placodes where gene regulatory networks 

composed of transcription factors activate sets of “placode-specific” enhancers 

(Baker and Bronner-Fraser, 2001; Bhattacharyya and Bronner-Fraser, 2004).  
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Isolating the placodes of these other organs, particularly of appendages of the skin 

such as sweat and mammary glands, and comparing their expression profiles to 

those of the hair follicle placode will discern both common themes and unique 

aspects of individual morphogenetic processes downstream of shared signaling 

pathways.


 A complete understanding of the molecular events in the development of 

these tissues and organs have therapeutic implications, particularly if they involve 

the specification of stem cells.  Knowledge of normal morphogenesis and stem cell 

function will also aid in diagnosis and treatment when this process goes awry in 

disease.  Much more work lies ahead, but the hope of manipulating stem cells to 

control regeneration and repair in the clinic is promising.
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APPENDIX
COMPLETE MICROARRAY DATA


 The following is a comprehensive list of the 1394 differentially expressed 

genes in the sorted cell populations.  Signal values of Affymetrix probe sets and 

their annotated genes upregulated ≥2-fold in either the PCAD+ hair progenitors or 

PCAD− interfollicular keratinocytes relative to the other is provided.  The Mean 

Log2 Ratio is calculated for PCAD+ with respect to PCAD− mean signal values.
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Probe Set ID UniGene Name UniGene Symbol Mean Log2 
Ratio

PCAD+ Signal PCAD- Signal
1 2 1 2

1425425_a_at Wnt inhibitory factor 1 Wif1 6.02 2731 2330 51 27
1455280_at Fras1 related extracellular matrix protein 1 Frem1 5.15 1325 1213 40 32
1416846_a_at PDZ domain containing RING finger 3 Pdzrn3 4.91 9934 7866 361 227
1427053_at RIKEN cDNA 5033411B22 gene 5033411B22Rik 4.79 473 473 18 17
1449530_at trichorhinophalangeal syndrome I (human) Trps1 4.39 1266 1344 70 54
1427054_s_at RIKEN cDNA 5033411B22 gene 5033411B22Rik 4.36 2064 2325 103 111
1416561_at glutamic acid decarboxylase 1 Gad1 4.32 397 288 19 14
1434286_at trichorhinophalangeal syndrome I (human) Trps1 4.27 608 597 39 23
1418317_at LIM homeobox protein 2 Lhx2 4.18 7738 5952 450 300
1435349_at neuropilin 2 Nrp2 4.10 7272 5570 456 284
1446929_at BTB and CNC homology 2 (Bach2), mRNA Bach2 4.05 3820 2920 204 198
1437667_a_at BTB and CNC homology 2 Bach2 4.03 8000 5534 411 401
1434195_at protease, serine, 35 Prss35 3.96 2667 2887 233 124
1457445_at trichorhinophalangeal syndrome I (human) Trps1 3.90 2800 3173 249 151
1436869_at sonic hedgehog Shh 3.89 13860 12748 1084 707
1440304_at RIKEN cDNA E030004N02 gene E030004N02Rik 3.80 4028 3243 267 250
1450065_at adenylate cyclase 7 Adcy7 3.79 1727 1276 132 83
1427168_a_at procollagen, type XIV, alpha 1 Col14a1 3.79 8956 7752 763 438
1436515_at RIKEN cDNA E030004N02 gene E030004N02Rik 3.74 9455 6722 619 576
1448870_at latent transforming growth factor beta binding p Ltbp1 3.73 556 432 41 33
1438214_at trichorhinophalangeal syndrome I (human) Trps1 3.73 3737 3386 362 174
1447343_at neuropilin 2 Nrp2 3.72 1214 987 96 71
1420753_at tolloid-like Tll 3.70 1560 1563 149 91
1456307_s_at adenylate cyclase 7 Adcy7 3.69 9337 6953 840 406
1426528_at neuropilin 2 Nrp2 3.68 9358 8642 808 597
1455961_at membrane metallo endopeptidase Mme 3.64 1849 1346 133 121
1443161_at Trichorhinophalangeal syndrome I (human) Trps1 3.62 2186 1934 245 91
1442605_at BTB and CNC homology 2 (Bach2), mRNA Bach2 3.60 1923 1725 173 128
1438532_at Similar to hemicentin; fibulin 6 (LOC240793), NA 3.59 744 709 73 47
1440339_at RIKEN cDNA 4833416E15 gene 4833416E15Rik 3.55 3635 4031 273 378
1440026_at Trichorhinophalangeal syndrome I (human) Trps1 3.55 1705 1858 190 115
1450922_a_at transforming growth factor, beta 2 Tgfb2 3.52 928 750 95 51
1441657_at BTB and CNC homology 2 (Bach2), mRNA Bach2 3.51 745 563 61 53
1456778_at neuropilin 2 Nrp2 3.50 2668 2498 267 191
1426640_s_at tribbles homolog 2 (Drosophila) Trib2 3.49 4357 5099 560 278
1428347_at cytoplasmic FMR1 interacting protein 2 Cyfip2 3.41 404 338 34 35
1450923_at transforming growth factor, beta 2 Tgfb2 3.41 4148 3313 433 263
1416967_at SRY-box containing gene 2 Sox2 3.36 258 216 28 18
1436002_at RIKEN cDNA C230013L11 gene C230013L11Rik 3.34 2083 1526 170 183
1417155_at neuroblastoma myc-related oncogene 1 Nmyc1 3.32 5929 4936 614 469
1426766_at RIKEN cDNA 6330403K07 gene 6330403K07Rik 3.30 1930 1940 238 154
1447174_at Dachshund 1 (Drosophila) Dach1 3.28 632 742 86 56
1455865_at insulinoma-associated 1 Insm1 3.28 253 137 18 20
1434881_s_at potassium channel tetramerisation domain con Kctd12 3.28 1536 1697 174 158
1435399_at RIKEN cDNA 2310068J10 gene 2310068J10Rik 3.27 859 845 104 72
1436555_at expressed sequence AI158848 AI158848 3.23 6564 7114 772 688
1433743_at dachshund 1 (Drosophila) Dach1 3.22 1037 703 122 62
1455277_at Hedgehog-interacting protein Hhip 3.17 317 430 43 39
1417336_a_at synaptotagmin-like 4 Sytl4 3.15 812 906 90 103
1423250_a_at transforming growth factor, beta 2 Tgfb2 3.14 1030 770 108 94
1454613_at Dihydropyrimidinase-like 3 Dpysl3 3.11 1836 2828 303 227
1436173_at deleted in liver cancer 1 Dlc1 3.06 2681 2534 326 299
1440177_at hypothetical protein 9630027E11 9.63E+17 3.02 140 94 12 16
1425874_at homeo box C13 Hoxc13 2.95 1027 857 130 113
1460602_at deleted in liver cancer 1 Dlc1 2.94 2334 1762 290 238
1447227_at Solute carrier family 40 (iron-regulated transpo Slc40a1 2.94 890 766 133 82
1424683_at RIKEN cDNA 1810015C04 gene 1810015C04Rik 2.91 3977 3785 552 482
1450988_at G protein-coupled receptor 49 Gpr49 2.86 1064 1260 174 146
1437218_at fibronectin 1 Fn1 2.84 741 662 103 93
1435396_at expressed sequence C85317 C85317 2.81 2237 2387 351 309
1437360_at Protocadherin 19 Pcdh19 2.81 435 464 62 66
1457042_at Transcribed sequences NA 2.81 293 258 33 45
1436329_at early growth response 3 Egr3 2.79 4346 3845 718 464
1456901_at A disintegrin-like and metalloprotease (reprolysi Adamts20 2.78 196 140 22 26
1429088_at limb-bud and heart Lbh 2.76 677 545 105 74
1450770_at RIKEN cDNA 3632451O06 gene 3632451O06Rik 2.72 776 680 118 102
1436759_x_at calponin 3, acidic Cnn3 2.71 2928 3178 535 398
1456611_at RIKEN cDNA D430015B01 gene D430015B01Rik 2.69 2088 1979 322 306
1443263_at BTB and CNC homology 2 (Bach2), mRNA Bach2 2.69 1530 1052 221 172
1447831_s_at myotubularin related protein 7 Mtmr7 2.66 163 109 20 22
1441956_s_at Cut-like 1 (Drosophila), transcript variant 2, mR Cutl1 2.65 1100 797 141 156
1424704_at runt related transcription factor 2 Runx2 2.65 1095 1177 170 191
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1458220_at deleted in liver cancer 1 Dlc1 2.63 1151 662 157 126
1423259_at inhibitor of DNA binding 4 Idb4 2.61 1195 1271 190 214
1446141_at Transforming growth factor, beta 2 Tgfb2 2.60 1670 1023 251 182
1436836_x_at calponin 3, acidic Cnn3 2.58 2657 3000 564 380
1428572_at brain abundant, membrane attached signal pro Basp1 2.56 9068 8067 1426 1479
1443044_at hypothetical A830091E24 A830091E24 2.54 257 181 38 36
1425749_at syntaxin binding protein 6 (amisyn) Stxbp6 2.54 1370 1419 260 219
1426642_at fibronectin 1 Fn1 2.53 10050 9975 1833 1630
1437385_at Transcribed sequences NA 2.53 830 458 105 109
1419276_at ectonucleotide pyrophosphatase/phosphodiest Enpp1 2.52 344 367 58 65
1458739_at Latent transforming growth factor beta binding Ltbp1 2.51 1254 646 176 140
1438303_at transforming growth factor, beta 2 Tgfb2 2.51 302 253 60 37
1460578_at FYVE, RhoGEF and PH domain containing 5 Fgd5 2.50 308 448 69 62
1436218_at leucine-rich repeat-containing G protein-coupled Lgr6 2.49 3471 3647 692 577
1454830_at fibrillin 2 Fbn2 2.48 335 235 56 44
1455570_x_at calponin 3, acidic Cnn3 2.47 2850 3066 616 450
1429549_at procollagen, type XXVII, alpha 1 Col27a1 2.47 3756 3479 651 656
1429506_at naked cuticle 1 homolog (Drosophila) Nkd1 2.46 514 544 77 116
1450627_at progressive ankylosis ank 2.46 5382 4562 1191 614
1420425_at PR domain containing 1, with ZNF domain Prdm1 2.45 1034 1068 246 138
1419724_at ectodysplasin-A receptor Edar 2.44 3788 3830 763 636
1456380_x_at calponin 3, acidic Cnn3 2.42 1253 1417 273 225
1433490_s_at erythrocyte protein band 4.1-like 2 Epb4.1l2 2.42 2222 2427 454 415
1428896_at platelet-derived growth factor receptor-like Pdgfrl 2.42 225 174 34 40
1428209_at brain expressed X-linked 4 Bex4 2.42 548 335 94 66
1440465_at Cut-like 1 (Drosophila), transcript variant 2, mR Cutl1 2.42 465 561 84 106
1419485_at forkhead box C1 Foxc1 2.41 271 292 62 44
1456211_at NACHT, leucine rich repeat and PYD containin Nalp10 2.41 254 249 52 43
1456292_a_at vimentin Vim 2.39 113 160 21 30
1455145_at 14, 17 days embryo head cDNA, RIKEN full-le NA 2.38 671 710 135 131
1450928_at inhibitor of DNA binding 4 Idb4 2.38 6461 6145 1307 1115
1454890_at angiomotin Amot 2.37 741 748 164 123
1459546_s_at ectonucleotide pyrophosphatase/phosphodiest Enpp1 2.37 368 383 56 89
1423260_at inhibitor of DNA binding 4 Idb4 2.37 882 924 153 198
1444780_at RIKEN cDNA 5330421F07 gene 5330421F07Rik 2.37 701 528 124 112
1434909_at Ras-related GTP binding D Rragd 2.36 3334 3492 747 587
1422869_at c-mer proto-oncogene tyrosine kinase Mertk 2.35 547 401 113 71
1455256_at TRAF2 and NCK interacting kinase Tnik 2.34 1048 1026 257 152
1456111_at hypothetical protein C130036J11 C130036J11 2.33 1287 1224 269 229
1423607_at lumican Lum 2.27 366 299 83 55
1434325_x_at protein kinase, cAMP dependent regulatory, ty Prkar1b 2.27 411 315 78 71
1454742_at RasGEF domain family, member 1B Rasgef1b 2.27 919 983 178 216
1439852_at Transcribed sequences NA 2.27 2154 1808 368 450
1433583_at zinc finger protein 365 Zfp365 2.26 470 511 101 104
1416776_at crystallin, mu Crym 2.25 138 135 30 27
1417061_at solute carrier family 40 (iron-regulated transport Slc40a1 2.25 5078 4173 1130 802
1443544_at Transcribed sequences NA 2.25 347 316 58 81
1416221_at follistatin-like 1 Fstl1 2.24 1843 1895 429 359
1417359_at microfibrillar-associated protein 2 Mfap2 2.24 1855 1644 412 327
1440593_at 12 days embryo eyeball cDNA, RIKEN full-lengt NA 2.23 4632 4444 1035 901
1438354_x_at calponin 3, acidic Cnn3 2.23 205 199 53 33
1438894_at Transcribed sequences NA 2.23 260 259 72 39
1457859_at ADP-ribosylation factor related protein 2 Arfrp2 2.22 869 689 177 155
1434172_at cannabinoid receptor 1 (brain) Cnr1 2.22 363 212 54 65
1450505_a_at RIKEN cDNA 1810015C04 gene 1810015C04Rik 2.22 405 277 81 63
1439468_at BTB and CNC homology 2 (Bach2), mRNA Bach2 2.22 1008 730 179 188
1418028_at dopachrome tautomerase Dct 2.20 704 1011 122 244
1418723_at endothelial differentiation, lysophosphatidic aci Edg7 2.20 458 548 127 91
1448259_at follistatin-like 1 Fstl1 2.20 3740 3911 900 767
1438306_at ring finger protein 180 Rnf180 2.20 2510 2007 509 469
1422912_at bone morphogenetic protein 4 Bmp4 2.19 880 661 158 177
1422643_at monooxygenase, DBH-like 1 Moxd1 2.18 5488 5646 1396 1069
1446525_at Glypican 3, mRNA (cDNA clone MGC:35964 I Gpc3 2.17 694 570 154 126
1439766_x_at vascular endothelial growth factor C Vegfc 2.17 85 109 21 21
1459619_at erythrocyte protein band 4.1-like 2 Epb4.1l2 2.16 1170 1263 248 296
1417111_at mannosidase 1, alpha Man1a 2.16 3026 2592 655 601
1438118_x_at vimentin Vim 2.16 165 239 37 52
1428455_at procollagen, type XIV, alpha 1 Col14a1 2.15 724 606 140 158
1449822_at atonal homolog 1 (Drosophila) Atoh1 2.14 339 234 75 52
1422655_at patched homolog 2 Ptch2 2.14 4094 4103 942 921
1434136_at RIKEN cDNA 6332401O19 gene 6332401O19Rik 2.14 88 62 17 17
1441539_at 0 day neonate lung cDNA, RIKEN full-length e NA 2.12 659 645 152 148
1460604_at cytochrome b reductase 1 Cybrd1 2.12 132 89 22 28
1417377_at immunoglobulin superfamily, member 4A Igsf4a 2.12 5125 4096 1076 1026

            122



M

G

a

e

s

a

)

s

a

o

1429178_at odd Oz/ten-m homolog 3 (Drosophila) Odz3 2.12 2293 2463 573 524
1434683_at Cut-like 1 (Drosophila), transcript variant 2, mR Cutl1 2.12 1134 1005 244 249
1443240_at Glypican 3, mRNA (cDNA clone MGC:35964 I Gpc3 2.12 3607 4188 879 908
1437347_at endothelin receptor type B Ednrb 2.11 387 726 72 175
1458205_at Mannosidase 1, alpha, mRNA (cDNA clone M Man1a 2.10 522 477 128 105
1452309_at cingulin-like 1 Cgnl1 2.10 2572 2532 602 592
1438441_at Inhibitor of DNA binding 4 Idb4 2.10 137 175 33 39
1422592_at catenin delta 2 Catnd2 2.09 274 314 68 70
1455180_at expressed sequence AA407270 AA407270 2.09 187 180 40 46
1425447_at dickkopf homolog 4 (Xenopus laevis) Dkk4 2.08 267 517 98 78
1427025_at myotubularin related protein 7 Mtmr7 2.08 425 405 106 91
1455262_at Transcribed sequences NA 2.08 408 385 113 74
1453851_a_at growth arrest and DNA-damage-inducible 45 g Gadd45g 2.07 1080 912 283 189
1446088_at RIKEN cDNA 9430081I23 gene 9430081I23Rik 2.07 1665 1433 475 261
1423274_at DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptid Ddx26 2.06 1887 1836 449 446
1423278_at protein tyrosine phosphatase, receptor type, K Ptprk 2.05 2663 2570 681 583
1439060_s_at DNA segment, Chr 11, ERATO Doi 498, expre D11Ertd498e 2.04 480 413 107 109
1422864_at runt related transcription factor 1 Runx1 2.04 608 447 145 110
1418176_at vitamin D receptor Vdr 2.04 802 732 193 179
1427086_at CDNA clone IMAGE:5028619, partial cds NA 2.03 399 323 89 86
1435280_at expressed sequence AI452195 AI452195 2.03 1261 1100 268 306
1441779_at RIKEN cDNA 9530006C21 gene 9530006C21Rik 2.03 295 474 85 98
1433471_at transcription factor 7, T-cell specific Tcf7 2.03 541 565 138 133
1455843_at fucosyltransferase 4 Fut4 2.02 194 139 40 41
1429870_at RIKEN cDNA C630040K21 gene C630040K21Rik 2.02 211 193 57 43
1459136_at BTB and CNC homology 2 (Bach2), mRNA Bach2 2.01 75 29 10 13
1424098_at ELOVL family member 7, elongation of long ch Elovl7 2.00 1708 1503 501 301
1417411_at nucleosome assembly protein 1-like 5 Nap1l5 2.00 310 252 71 69
1417600_at solute carrier family 15 (H+/peptide transporter Slc15a2 2.00 5339 5490 1534 1182
1435720_at Potassium voltage-gated channel, Shal-related Kcnd3 2.00 161 245 45 54
1438619_x_at zinc finger, DHHC domain containing 14 Zdhhc14 2.00 359 348 84 93
1446720_at Activated leukocyte cell adhesion molecule Alcam 1.99 1793 1577 491 355
1415949_at carboxypeptidase E Cpe 1.99 538 544 157 116
1436076_at discs, large (Drosophila) homolog-associated pr Dlgap1 1.99 142 387 60 58
1447567_at Odd Oz/ten-m homolog 3 (Drosophila) Odz3 1.99 213 157 50 42
1444432_at RIKEN cDNA D330040H18 gene D330040H18Rik 1.99 338 302 94 67
1452583_s_at galactose mutarotase Galm 1.98 447 715 136 151
1423091_a_at glycoprotein m6b Gpm6b 1.98 4945 5300 1555 1048
1450723_at ISL1 transcription factor, LIM/homeodomain (isl Isl1 1.98 239 181 59 46
1415834_at dual specificity phosphatase 6 Dusp6 1.97 4312 4387 1235 986
1436551_at fibroblast growth factor receptor 1 Fgfr1 1.97 860 1015 262 213
1460431_at glucosaminyl (N-acetyl) transferase 1, core 2 Gcnt1 1.97 360 348 94 87
1422648_at solute carrier family 7 (cationic amino acid tran Slc7a2 1.97 245 256 63 65
1436791_at wingless-related MMTV integration site 5A Wnt5a 1.97 242 100 45 34
1440372_at ADP-ribosylation factor related protein 2 Arfrp2 1.96 5712 5079 1601 1176
1425779_a_at T-box 1 Tbx1 1.96 143 231 44 50
1416632_at malic enzyme, supernatant Mod1 1.95 2176 2295 636 524
1458249_at Transcribed sequence with weak  similarity to p NA 1.95 158 174 46 40
1445711_at expressed sequence BB163080 BB163080 1.94 137 132 38 32
1424050_s_at fibroblast growth factor receptor 1 Fgfr1 1.94 489 653 152 143
1442740_at PR domain containing 5 Prdm5 1.93 249 217 67 54
1446247_at a disintegrin-like and metalloprotease (reprolysi Adamts18 1.92 727 879 221 202
1458605_at ADP-ribosylation factor related protein 2 Arfrp2 1.92 1005 880 275 223
1417376_a_at immunoglobulin superfamily, member 4A Igsf4a 1.92 1864 1726 473 473
1417400_at retinoic acid induced 14 Rai14 1.92 2729 2775 779 671
1448502_at solute carrier family 16 (monocarboxylic acid tr Slc16a7 1.92 482 451 134 112
1437466_at activated leukocyte cell adhesion molecule Alcam 1.91 4667 4243 1312 1054
1439554_at sex comb on midleg homolog 1 Scmh1 1.91 898 707 227 198
1430264_at RIKEN cDNA 2610030P05 gene 2610030P05Rik 1.91 5092 4606 1356 1220
1446609_at Transcribed sequences NA 1.91 675 562 201 127
1442504_at 0 day neonate thymus cDNA, RIKEN full-length NA 1.90 129 220 46 44
1448765_at Fyn proto-oncogene Fyn 1.90 202 192 56 49
1439753_x_at sine oculis-related homeobox 4 homolog (Dros Six4 1.89 39 38 11 10
1426724_at calponin 3, acidic Cnn3 1.88 579 733 163 191
1449273_at cytoplasmic FMR1 interacting protein 2 Cyfip2 1.88 415 269 91 91
1431118_at RIKEN cDNA 6720427H10 gene 6720427H10Rik 1.88 993 939 284 243
1444646_at RIKEN cDNA 8430420F16 gene 8430420F16Rik 1.88 831 774 239 197
1423584_at insulin-like growth factor binding protein 7 Igfbp7 1.87 872 847 227 244
1456621_at RIKEN cDNA D430015B01 gene D430015B01Rik 1.86 220 168 57 49
1437614_x_at zinc finger, DHHC domain containing 14 Zdhhc14 1.86 370 348 96 102
1438861_at basonuclin 2 Bnc2 1.85 4881 4243 1191 1329
1441972_at RIKEN cDNA 6230424C14 gene 6230424C14Rik 1.85 122 70 28 24
1420965_a_at ectodermal-neural cortex 1 Enc1 1.84 2745 2245 630 760
1417378_at immunoglobulin superfamily, member 4A Igsf4a 1.84 9455 8839 2666 2442
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1437431_at Cut-like 1 (Drosophila), transcript variant 2, mR Cutl1 1.84 672 577 181 166
1440878_at runt related transcription factor 1 Runx1 1.84 610 504 177 134
1416688_at synaptosomal-associated protein 91 Snap91 1.84 137 147 45 34
1440312_at ELOVL family member 7, elongation of long ch Elovl7 1.83 1827 1779 654 357
1440586_at RIKEN cDNA B430203I24 gene B430203I24Rik 1.83 2036 2093 605 553
1448415_a_at sema domain, immunoglobulin domain (Ig), sh Sema3b 1.83 336 389 102 102
1417455_at transforming growth factor, beta 3 Tgfb3 1.82 2397 2805 766 706
1449315_at odd Oz/ten-m homolog 3 (Drosophila) Odz3 1.81 872 938 297 220
1455447_at RIKEN cDNA D430019H16 gene D430019H16Rik 1.81 516 473 143 139
1443158_at Sex comb on midleg homolog 1 Scmh1 1.81 600 658 185 174
1441206_at synaptopodin 2 Synpo2 1.81 166 98 36 37
1443222_at Thymoma viral proto-oncogene 3 Akt3 1.81 395 402 100 127
1435832_at leucine rich repeat containing 4 Lrrc4 1.80 743 901 201 269
1428902_at carbohydrate sulfotransferase 11 Chst11 1.80 1465 1354 387 423
1436864_at ADP-ribosylation factor related protein 2 Arfrp2 1.79 771 714 239 191
1428479_at nuclear factor of activated T-cells, cytoplasmic, Nfatc1 1.79 293 324 91 87
1429359_s_at RNA binding protein gene with multiple splicing Rbpms 1.79 110 121 33 34
1444992_at expressed sequence AI120166 AI120166 1.78 1850 1773 469 588
1436223_at PREDICTED: integrin beta 8 [Mus musculus], Itgb8 1.77 1055 1174 404 248
1447040_at Activated leukocyte cell adhesion molecule Alcam 1.77 964 818 324 197
1438896_at DnaJ (Hsp40) homolog, subfamily C, member Dnajc6 1.77 148 116 43 34
1439895_at expressed sequence AU021025 AU021025 1.77 4635 4341 1359 1277
1434073_at G protein-coupled receptor associated sorting Gprasp2 1.77 527 551 159 157
1439556_at neural cell adhesion molecule 1 Ncam1 1.77 1112 964 370 238
1434180_at pleckstrin homology domain containing, family Plekhc1 1.77 862 993 284 258
1441644_at Protein tyrosine phosphatase, receptor type, K Ptprk 1.76 204 183 64 51
1423341_at chondroitin sulfate proteoglycan 4 Cspg4 1.75 2352 2353 695 703
1420667_at double C2, beta Doc2b 1.75 315 300 92 91
1417110_at mannosidase 1, alpha Man1a 1.75 835 861 256 249
1422552_at reprimo, TP53 dependant G2 arrest mediator c Reprimo 1.75 189 260 73 59
1436279_at solute carrier family 26, member 7 Slc26a7 1.75 86 207 32 48
1453003_at sortilin-related receptor, LDLR class A repeats-c Sorl1 1.75 2992 2132 847 660
1440770_at B-cell leukemia/lymphoma 2 Bcl2 1.74 4115 3926 1266 1134
1455333_at tensin 3 Tns3 1.74 2795 2704 897 747
1420731_a_at cysteine and glycine-rich protein 2 Csrp2 1.74 337 253 92 83
1420589_at hyaluronan synthase 3 Has3 1.73 8226 8337 2524 2479
1450191_a_at SRY-box containing gene 13 Sox13 1.73 848 890 256 269
1421694_a_at chondroitin sulfate proteoglycan 2 Cspg2 1.72 988 1271 316 362
1422824_s_at epidermal growth factor receptor pathway subst Eps8 1.72 827 875 267 248
1419486_at forkhead box C1 Foxc1 1.72 462 417 137 130
1456862_at sine oculis-related homeobox 4 homolog (Dros Six4 1.72 39 47 13 13
1438473_at ADP-ribosylation factor related protein 2 Arfrp2 1.71 306 393 104 108
1417307_at dystrophin, muscular dystrophy Dmd 1.71 1785 1806 589 509
1441891_x_at ELOVL family member 7, elongation of long ch Elovl7 1.71 2190 2294 879 487
1421598_at per-hexamer repeat gene 3 Phxr3 1.71 657 538 187 177
1429671_at RIKEN cDNA 2410018M08 gene 2410018M08Rik 1.71 513 486 153 152
1455535_at RIKEN cDNA A730017D01 gene A730017D01Rik 1.71 233 190 52 77
1447204_at Fibronectin leucine rich transmembrane protein Flrt2 1.70 3666 3905 1073 1252
1419700_a_at prominin 1 Prom1 1.70 1976 2187 704 577
1416165_at RAB31, member RAS oncogene family Rab31 1.70 771 578 230 180
1440840_at RIKEN cDNA D630004K10 gene D630004K10Rik 1.70 1849 1505 547 478
1416617_at acetyl-Coenzyme A synthetase 2 (AMP formin Acas2l 1.69 770 728 234 231
1424097_at ELOVL family member 7, elongation of long ch Elovl7 1.69 1977 2227 807 496
1422831_at fibrillin 2 Fbn2 1.69 261 337 81 102
1442467_at RIKEN cDNA 5330421F07 gene 5330421F07Rik 1.69 483 405 135 140
1441573_at sex comb on midleg homolog 1 Scmh1 1.69 1887 1625 618 471
1423858_a_at 3-hydroxy-3-methylglutaryl-Coenzyme A synth Hmgcs2 1.68 389 389 125 117
1418847_at arginase type II Arg2 1.68 496 350 140 119
1434557_at huntingtin interacting protein 1 Hip1 1.68 729 692 222 223
1417585_at nucleoporin 210 Nup210 1.68 2193 1948 622 668
1449033_at tumor necrosis factor receptor superfamily, me Tnfrsf11b 1.68 39 27 11 9
1438975_x_at zinc finger, DHHC domain containing 14 Zdhhc14 1.68 346 327 98 111
1458324_x_at 16 days embryo head cDNA, RIKEN full-length NA 1.67 422 336 136 100
1439191_at follistatin-like 1 Fstl1 1.67 718 511 217 164
1435941_at rhomboid, veinlet-like 4 (Drosophila) Rhbdl4 1.67 997 1024 297 338
1441091_at Transcribed sequences NA 1.67 635 653 234 170
1433699_at tumor necrosis factor, alpha-induced protein 3 Tnfaip3 1.67 1548 1457 539 405
1433642_at ADP-ribosylation factor related protein 2 Arfrp2 1.66 1876 2861 686 779
1423407_a_at fibulin 2 Fbln2 1.66 575 738 201 212
1454799_at Transcribed sequences NA 1.65 515 456 161 149
1427256_at chondroitin sulfate proteoglycan 2 Cspg2 1.64 8514 8533 2892 2594
1453514_at glycoprotein m6b Gpm6b 1.64 203 293 77 79
1446196_at high mobility group AT-hook 2 Hmga2 1.64 332 216 106 66
1452366_at RIKEN cDNA 4732435N03 gene 4732435N03Rik 1.64 1732 1706 583 519
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1420377_at sialyltransferase 8 (alpha-2, 8-sialyltransferase Siat8b 1.64 1021 954 301 334
1437967_at Titin Ttn 1.64 192 66 42 30
1418210_at profilin 2 Pfn2 1.63 7565 9001 3149 2194
1443086_at activated leukocyte cell adhesion molecule Alcam 1.63 2251 1778 783 508
1438841_s_at arginase type II Arg2 1.62 218 173 77 49
1427257_at chondroitin sulfate proteoglycan 2 Cspg2 1.62 1208 1548 483 406
1440354_at ELOVL family member 7, elongation of long ch Elovl7 1.62 415 428 162 113
1422823_at epidermal growth factor receptor pathway subst Eps8 1.62 663 623 208 211
1440678_at Latent transforming growth factor beta binding Ltbp1 1.62 292 216 81 83
1430307_a_at malic enzyme, supernatant Mod1 1.62 1013 1193 368 350
1442680_at Neural cell adhesion molecule 1 Ncam1 1.62 290 299 116 75
1453041_at Trp53 inducible protein 5 Trp53i5 1.62 645 628 228 187
1443837_x_at B-cell leukemia/lymphoma 2 Bcl2 1.61 1182 1375 370 468
1423277_at protein tyrosine phosphatase, receptor type, K Ptprk 1.61 674 769 255 217
1448566_at solute carrier family 40 (iron-regulated transport Slc40a1 1.61 1002 789 323 261
1440758_at 7 days neonate cerebellum cDNA, RIKEN full-l NA 1.60 359 344 115 117
1457275_at desmuslin Dmn 1.60 122 86 38 29
1447491_at Leucine rich repeat containing 5 Lrrc5 1.60 2338 1952 785 624
1426865_a_at neural cell adhesion molecule 1 Ncam1 1.60 893 1015 348 280
1429893_at RIKEN cDNA 2810004A10 gene 2810004A10Rik 1.60 812 821 274 267
1433776_at lipoma HMGIC fusion partner Lhfp 1.60 138 119 38 47
1443394_at RIKEN cDNA 9230105E05 gene 9230105E05Rik 1.60 889 859 312 263
1450061_at ectodermal-neural cortex 1 Enc1 1.59 1985 1975 649 665
1453102_at fibronectin leucine rich transmembrane protein 3 Flrt3 1.59 3583 3475 1265 1079
1417505_s_at interleukin 11 receptor, alpha chain 1 Il11ra1 1.59 1243 1032 376 377
1443018_at Neural cell adhesion molecule 1 Ncam1 1.59 1199 1122 498 275
1453191_at procollagen, type XXVII, alpha 1 Col27a1 1.59 720 592 193 239
1416041_at serum/glucocorticoid regulated kinase Sgk 1.59 1011 1211 467 268
1426301_at activated leukocyte cell adhesion molecule Alcam 1.58 5975 5097 1967 1712
1419044_at contactin associated protein 4 Cntnap4 1.58 269 305 103 89
1427182_s_at DNA segment, Chr 18, ERATO Doi 653, expre D18Ertd653e 1.58 91 77 33 23
1442174_at tetraspanin 18 Tspan18 1.58 581 631 203 202
1450781_at high mobility group AT-hook 2 Hmga2 1.57 2443 2222 715 850
1452287_at Musashi homolog 1(Drosophila) Msi1h 1.57 1289 1071 407 386
1417621_at nuclear factor of activated T-cells, cytoplasmic, Nfatc1 1.57 1000 733 363 214
1425761_a_at nuclear factor of activated T-cells, cytoplasmic, Nfatc1 1.57 750 1250 294 359
1417520_at nuclear factor, erythroid derived 2, like 3 Nfe2l3 1.57 159 100 47 39
1437760_at UDP-N-acetyl-alpha-D-galactosamine:polypepti Galnt12 1.57 516 482 143 194
1441769_at ADP-ribosylation factor related protein 2 Arfrp2 1.56 10510 8762 3542 2981
1448788_at antigen identified by monoclonal antibody MRC Mox2 1.56 622 597 217 196
1457687_at B-cell leukemia/lymphoma 2 Bcl2 1.56 2072 2141 723 701
1421818_at B-cell leukemia/lymphoma 6 Bcl6 1.56 1436 1278 498 419
1420928_at beta galactoside alpha 2,6 sialyltransferase 1 St6gal1 1.55 2503 2666 844 919
1436501_at mitochondrial tumor suppressor 1 Mtus1 1.55 170 184 64 56
1445211_at Sex comb on midleg homolog 1 Scmh1 1.55 2221 2021 792 660
1451359_at cDNA sequence BC005662 BC005662 1.54 311 328 109 111
1419468_at C-type lectin domain family 14, member a Clec14a 1.54 39 49 15 15
1448877_at distal-less homeobox 2 Dlx2 1.54 142 131 41 53
1458113_at RIKEN cDNA 9530019H20 gene 9530019H20Rik 1.54 669 635 255 192
1456404_at a disintegrin-like and metalloprotease (reprolysi Adamts5 1.53 115 188 64 38
1451435_at cut-like 1 (Drosophila) Cutl1 1.53 1278 1286 418 468
1433596_at DnaJ (Hsp40) homolog, subfamily C, member Dnajc6 1.53 987 862 330 306
1424114_s_at laminin B1 subunit 1 Lamb1-1 1.53 2068 1721 670 637
1418175_at vitamin D receptor Vdr 1.53 400 292 115 122
1457434_s_at protein tyrosine phosphatase-like (proline inste Ptpla 1.52 3249 3247 1114 1145
1460595_at 16 days embryo head cDNA, RIKEN full-length NA 1.51 1269 929 422 339
1417780_at longevity assurance homolog 4 (S. cerevisiae) Lass4 1.51 232 179 84 59
1436959_x_at nasal embryonic LHRH factor Nelf 1.51 1320 1095 416 430
1426864_a_at neural cell adhesion molecule 1 Ncam1 1.51 10025 9716 4194 2742
1417319_at poliovirus receptor-related 3 Pvrl3 1.51 867 824 283 311
1444993_at Ring finger protein 32 Rnf32 1.51 304 279 107 97
1417673_at growth factor receptor bound protein 14 Grb14 1.50 556 713 246 198
1424113_at laminin B1 subunit 1 Lamb1-1 1.50 144 123 47 48
1442625_at Transcribed sequence with weak  similarity to p NA 1.50 116 113 44 37
1426300_at activated leukocyte cell adhesion molecule Alcam 1.49 1304 1247 499 411
1436512_at ADP-ribosylation factor-like 7 Arl7 1.49 5319 4995 1950 1707
1424890_at basonuclin 1 Bnc1 1.49 6659 6733 2259 2513
1455096_at fibronectin leucine rich transmembrane protein 2 Flrt2 1.49 3069 3322 1120 1149
1441391_at Guanine nucleotide binding protein (G protein), Gnb1l 1.49 1377 1335 463 502
1428387_at acyl-CoA synthetase long-chain family member Acsl3 1.48 673 817 240 291
1448323_a_at biglycan Bgn 1.48 2110 2127 729 789
1460070_at Carbohydrate sulfotransferase 2 Chst2 1.48 353 431 141 138
1430320_at dystrophin, muscular dystrophy Dmd 1.48 269 132 71 64
1450990_at glypican 3 Gpc3 1.48 1034 902 380 315
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1447547_at latent transforming growth factor beta binding p Ltbp1 1.47 50 37 16 15
1423331_a_at poliovirus receptor-related 3 Pvrl3 1.47 468 525 171 185
1441509_at RIKEN cDNA A130009I22 gene A130009I22Rik 1.47 590 609 222 211
1439341_at Transcribed sequences NA 1.47 379 469 164 141
1459420_at Transcribed sequences NA 1.47 1611 1742 674 537
1425007_at zinc finger protein 566 Zfp566 1.47 780 755 295 258
1429310_at fibronectin leucine rich transmembrane protein 3 Flrt3 1.46 4189 4586 1658 1520
1450044_at frizzled homolog 7 (Drosophila) Fzd7 1.46 4010 3666 1445 1350
1434848_at G protein-coupled receptor 27 Gpr27 1.46 273 288 106 99
1449286_at netrin G1 Ntng1 1.46 240 224 84 84
1433626_at phospholipid scramblase 4 Plscr4 1.46 84 93 35 29
1418835_at pleckstrin homology-like domain, family A, me Phlda1 1.46 2031 1759 696 674
1448673_at poliovirus receptor-related 3 Pvrl3 1.46 1609 1608 571 600
1440555_at Ras-related GTP binding D Rragd 1.46 308 228 97 95
1436419_a_at RIKEN cDNA 1700097N02 gene 1700097N02Rik 1.46 728 451 276 140
1416405_at biglycan Bgn 1.45 2055 2057 742 760
1436917_s_at G-protein signalling modulator 1 (AGS3-like, C. Gpsm1 1.45 340 269 115 107
1440506_at Solute carrier family 7 (cationic amino acid trans Slc7a2 1.45 200 222 72 83
1451835_at SRY-box containing gene 21 Sox21 1.45 969 908 375 312
1443870_at ATP-binding cassette, sub-family C (CFTR/MR Abcc4 1.44 950 948 351 351
1456811_at CXXC finger 4 Cxxc4 1.44 34 32 12 12
1455995_at DNA segment, Chr 10, Brigham & Women's G D10Bwg1379e 1.44 42 29 14 11
1450064_at formin 2 Fmn2 1.44 135 167 53 58
1419470_at guanine nucleotide binding protein, beta 4 Gnb4 1.44 495 528 191 186
1422708_at phosphoinositide-3-kinase, catalytic, gamma p Pik3cg 1.44 100 69 31 30
1447295_at Cut-like 1 (Drosophila), transcript variant 2, mR Cutl1 1.44 638 705 236 260
1446380_at RIKEN cDNA 9430076C15 gene 9430076C15Rik 1.44 747 761 272 285
1439793_at Gap junction membrane channel protein alpha 3 Gja3 1.44 108 129 42 45
1420872_at guanylate cyclase 1, soluble, beta 3 Gucy1b3 1.43 49 86 22 26
1430876_at RIKEN cDNA 2610312I10 gene 2610312I10Rik 1.43 148 88 46 39
1453545_at RIKEN cDNA 5730492I20 gene 5730492I20Rik 1.43 724 871 297 294
1443194_at RIKEN cDNA 5930430O07 gene 5930430O07Rik 1.43 816 551 276 220
1435701_at 10 days neonate medulla oblongata cDNA, RI NA 1.42 556 584 241 184
1442411_at Glucocorticoid induced transcript 1 Glcci1 1.42 644 581 216 241
1454824_s_at mitochondrial tumor suppressor 1 Mtus1 1.42 1208 1106 453 410
1426258_at sortilin-related receptor, LDLR class A repeats-c Sorl1 1.42 1959 2057 670 828
1437122_at B-cell leukemia/lymphoma 2 Bcl2 1.41 342 384 138 136
1437422_at sema domain, seven thrombospondin repeats ( Sema5a 1.41 2601 2236 863 952
1454866_s_at chloride intracellular channel 6 Clic6 1.40 133 109 51 40
1422851_at high mobility group AT-hook 2 Hmga2 1.40 8339 8585 3150 3249
1442992_at hypothetical LOC403343 130004C03 1.40 985 940 385 343
1446583_at NA NA 1.40 98 50 27 26
1444763_at protein tyrosine phosphatase, receptor type, K Ptprk 1.40 245 322 110 103
1448557_at RIKEN cDNA 1200015N20 gene 1200015N20Rik 1.40 148 215 69 67
1437492_at RIKEN cDNA 9430023B20 gene 9430023B20Rik 1.40 69 80 26 30
1443827_x_at cDNA sequence BC004044 BC004044 1.39 196 212 80 76
1435207_at DIX domain containing 1 Dixdc1 1.39 1477 1565 646 512
1437403_at RIKEN cDNA E130306M17 gene E130306M17Rik 1.39 2199 2874 939 979
1434776_at sema domain, seven thrombospondin repeats ( Sema5a 1.39 2159 2086 796 819
1456315_a_at protein tyrosine phosphatase-like (proline inste Ptpla 1.38 2054 2111 781 821
1416892_s_at RIKEN cDNA 3110001A13 gene 3110001A13Rik 1.38 1514 1486 594 560
1438989_s_at RIKEN cDNA B130021B11 gene B130021B11Rik 1.38 116 137 44 53
1418608_at calmodulin-like 3 Calml3 1.37 311 312 148 93
1451899_a_at general transcription factor II I repeat domain-c Gtf2ird1 1.37 1724 1874 734 657
1426858_at inhibin beta-B Inhbb 1.37 357 441 172 135
1433779_at cancer susceptibility candidate 4 Casc4 1.37 1122 1127 446 427
1445697_at Similar to development- and differentiation-enh --- 1.37 705 717 272 279
1456095_at Tyrosinase (Tyr), mRNA Tyr 1.37 65 133 27 45
1437574_at a disintegrin-like and metalloprotease (reprolysi Adamts18 1.36 312 327 132 117
1441947_x_at cDNA sequence BC033915 BC033915 1.36 1144 1115 403 476
1427579_at rhomboid, veinlet-like 4 (Drosophila) Rhbdl4 1.36 202 220 74 90
1429987_at RIKEN cDNA 9930013L23 gene 9930013L23Rik 1.36 325 225 126 84
1435892_at RIKEN cDNA D430002O22 gene D430002O22Rik 1.36 191 214 92 66
1446772_at Transcribed sequences NA 1.36 954 903 388 335
1448698_at cyclin D1 Ccnd1 1.35 3260 3274 1292 1277
1448665_at dystrophin, muscular dystrophy Dmd 1.35 6501 5439 2439 2226
1439795_at G protein-coupled receptor 64 Gpr64 1.35 2475 2656 955 1063
1460364_at general transcription factor II I repeat domain-c Gtf2ird1 1.35 3782 3439 1508 1316
1423110_at procollagen, type I, alpha 2 Col1a2 1.35 451 553 190 202
1448669_at dickkopf homolog 3 (Xenopus laevis) Dkk3 1.34 594 599 231 239
1417937_at dapper homolog 1, antagonist of beta-catenin ( Dact1 1.33 335 243 125 102
1426008_a_at solute carrier family 7 (cationic amino acid tran Slc7a2 1.33 114 113 45 45
1456515_s_at transcription factor-like 5 (basic helix-loop-helix) Tcfl5 1.33 225 218 104 72
1455436_at DIRAS family, GTP-binding RAS-like 2 Diras2 1.32 203 251 94 87
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1438702_at fibronectin leucine rich transmembrane protein 2 Flrt2 1.32 5637 6152 2253 2473
1452106_at nephronectin Npnt 1.32 2856 2624 1056 1144
1436993_x_at profilin 2 Pfn2 1.32 8822 9628 4227 3166
1423635_at bone morphogenetic protein 2 Bmp2 1.31 3129 2528 1275 998
1448901_at carboxypeptidase X 1 (M14 family) Cpxm1 1.31 172 205 72 79
1417782_at longevity assurance homolog 4 (S. cerevisiae) Lass4 1.31 48 53 20 21
1444306_at Musashi homolog 1(Drosophila) Msi1h 1.31 213 160 79 70
1429001_at pirin Pir 1.31 115 130 54 45
1454788_at ADP-ribosylation factor-like 7 Arl7 1.30 7089 5997 3031 2267
1436181_at development and differentiation enhancing fact Ddef2 1.30 760 783 326 299
1458947_at Fanconi anemia, complementation group C Fancc 1.30 6368 5673 2672 2212
1429053_at RIKEN cDNA 1110012J17 gene 1110012J17Rik 1.30 1528 1542 593 652
1453595_at RIKEN cDNA 2900064B18 gene 2900064B18Rik 1.30 95 85 34 39
1455325_at RIKEN cDNA A230057G18 gene A230057G18Rik 1.30 1982 1444 694 683
1434709_at RIKEN cDNA C130076O07 gene C130076O07Rik 1.30 202 203 85 80
1429285_at serine (or cysteine) proteinase inhibitor, clade Serpina9 1.30 211 151 78 68
1437889_x_at biglycan Bgn 1.29 778 798 312 334
1434628_a_at rhophilin, Rho GTPase binding protein 2 Rhpn2 1.29 326 471 162 158
1436761_s_at RIKEN cDNA 1200015N20 gene 1200015N20Rik 1.29 36 39 19 12
1424625_a_at DENN/MADD domain containing 1A Dennd1a 1.29 241 258 100 105
1432103_a_at SH3-domain GRB2-like 3 Sh3gl3 1.29 527 571 214 235
1431202_at hect domain and RLD 3 Herc3 1.28 346 306 119 150
1452771_s_at acyl-CoA synthetase long-chain family member Acsl3 1.27 1146 1160 447 507
1451972_at glucocorticoid induced transcript 1 Glcci1 1.27 2044 1653 737 791
1416842_at glutathione S-transferase, mu 5 Gstm5 1.27 545 555 247 209
1423885_at laminin, gamma 1 Lamc1 1.27 932 893 373 381
1429514_at phosphatidic acid phosphatase type 2B Ppap2b 1.27 553 641 249 244
1431049_at amyotrophic lateral sclerosis 2 (juvenile) chromo Als2cr15 1.27 76 43 24 24
1416257_at calpain 2 Capn2 1.26 1132 1198 442 531
1421317_x_at myeloblastosis oncogene Myb 1.26 1667 1470 692 616
1450194_a_at myeloblastosis oncogene Myb 1.26 619 536 262 220
1428259_at RIKEN cDNA 2310075M15 gene 2310075M15Rik 1.26 4243 4545 1776 1896
1431300_at RIKEN cDNA 3110007P09 gene 3110007P09Rik 1.26 139 98 55 43
1455549_at SEC14 and spectrin domains 1 Sestd1 1.26 3533 3005 1263 1450
1454764_s_at solute carrier family 38, member 1 Slc38a1 1.26 67 130 29 49
1434496_at polo-like kinase 3 (Drosophila) Plk3 1.25 311 335 144 127
1452365_at RIKEN cDNA 4732435N03 gene 4732435N03Rik 1.25 286 289 132 110
1417686_at lectin, galactose binding, soluble 12 Lgals12 1.24 664 527 274 225
1418209_a_at profilin 2 Pfn2 1.24 14379 15533 7097 5580
1441463_at RIKEN cDNA C230079D11 gene C230079D11Rik 1.24 166 212 85 73
1455250_at SH3-domain binding protein 4 Sh3bp4 1.24 482 591 218 233
1434429_at synaptotagmin 14-like Syt14l 1.24 25 28 9 13
1450857_a_at procollagen, type I, alpha 2 Col1a2 1.23 1099 1347 515 522
1436508_at RIKEN cDNA 2410014A08 gene 2410014A08Rik 1.23 3995 4345 1820 1738
1456874_at fibronectin leucine rich transmembrane protein 2 Flrt2 1.22 308 315 127 140
1436509_at RIKEN cDNA 2410014A08 gene 2410014A08Rik 1.22 2334 2720 1055 1113
1455818_at RIKEN cDNA 4930427A07 gene 4930427A07Rik 1.22 1566 2273 687 937
1454576_at RIKEN cDNA A230102O21 gene A230102O21Rik 1.22 193 227 75 105
1452214_at SKI-like Skil 1.22 4739 4351 1970 1928
1458140_at slit homolog 2 (Drosophila) Slit2 1.22 121 139 65 46
1426317_at StAR-related lipid transfer (START) domain co Stard6 1.22 464 459 219 178
1441927_at synaptotagmin 7 Syt7 1.22 199 198 79 91
1433043_at chondroitin sulfate proteoglycan 2 Cspg2 1.21 140 119 58 54
1426218_at glucocorticoid induced transcript 1 Glcci1 1.21 1924 1382 682 732
1459868_x_at interleukin 11 receptor, alpha chain 1 Il11ra1 1.21 109 91 42 44
1450860_at leucine aminopeptidase 3 Lap3 1.21 2970 3036 1417 1174
1452107_s_at nephronectin Npnt 1.21 1238 1034 446 531
1417420_at cyclin D1 Ccnd1 1.20 9402 8926 3856 4102
1449630_s_at MAP/microtubule affinity-regulating kinase 1 Mark1 1.20 2261 2573 958 1137
1430934_at RIKEN cDNA 2810043G22 gene 2810043G22Rik 1.20 125 123 58 50
1454877_at SERTA domain containing 4 Sertad4 1.20 6165 5585 2505 2587
1421052_a_at spermine synthase Sms 1.20 3674 4151 1789 1616
1445178_at SH3 multiple domains 2 Sh3md2 1.20 573 574 239 261
1448569_at CD8 antigen, beta chain Cd8b 1.19 3142 3800 1489 1534
1417311_at cysteine rich protein 2 Crip2 1.19 798 792 309 386
1457113_at nuclear autoantigenic sperm protein (histone-bin Nasp 1.19 1849 1314 800 563
1443589_at DNA segment, Chr X, ERATO Doi 242, expres DXErtd242e 1.19 89 105 47 37
1425942_a_at glycoprotein m6b Gpm6b 1.19 291 332 144 129
1450780_s_at high mobility group AT-hook 2 Hmga2 1.19 7972 8281 3444 3664
1446850_at Phosphatidic acid phosphatase type 2B Ppap2b 1.19 209 241 109 87
1442845_at RIKEN cDNA C130075A20 gene C130075A20Rik 1.19 171 130 62 69
1454268_a_at cytochrome b-245, alpha polypeptide Cyba 1.18 276 305 135 121
1455214_at microphthalmia-associated transcription factor Mitf 1.18 438 572 228 215
1416489_at phosphatidylinositol 4-kinase type 2 beta Pi4k2b 1.18 1025 1098 519 416
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1435363_at pleckstrin homology domain containing, family Plekhg1 1.18 1503 1397 733 550
1452666_a_at transmembrane and coiled-coil domains 2 Tmcc2 1.18 161 172 67 80
1441038_at Utrophin Utrn 1.18 713 720 324 309
1444253_at a disintegrin-like and metalloprotease (reprolysi Adamts18 1.17 89 81 43 33
1455437_at cDNA sequence BC033915 BC033915 1.17 3577 2945 1465 1430
1440952_at MAD homolog 7 (Drosophila) Smad7 1.17 368 197 133 106
1451679_at RIKEN cDNA 6530401D17 gene 6530401D17Rik 1.17 707 623 344 247
1440513_at expressed sequence C80258 C80258 1.16 690 698 300 319
1423680_at fatty acid desaturase 1 Fads1 1.16 929 799 426 347
1449455_at hemopoietic cell kinase Hck 1.16 275 323 127 139
1460693_a_at procollagen, type IX, alpha 3 Col9a3 1.16 61 60 29 25
1458942_at RIKEN cDNA C230037E05 gene C230037E05Rik 1.16 287 263 124 123
1426241_a_at sex comb on midleg homolog 1 Scmh1 1.16 596 656 236 325
1445918_at transmembrane protein 2 Tmem2 1.16 297 229 115 120
1416953_at connective tissue growth factor Ctgf 1.15 774 994 423 369
1433491_at erythrocyte protein band 4.1-like 2 Epb4.1l2 1.15 96 116 50 45
1456072_at protein phosphatase 1, regulatory (inhibitor) su Ppp1r9a 1.15 426 408 194 183
1452226_at regulator of chromosome condensation 2 Rcc2 1.15 1072 988 488 439
1454701_at RIKEN cDNA 4930503L19 gene 4930503L19Rik 1.15 643 493 333 176
1424824_at RIKEN cDNA 9630044O09 gene 9630044O09Rik 1.15 47 39 19 20
1436977_at Transcribed sequences NA 1.15 376 322 153 160
1440284_at Transcribed sequences NA 1.15 26 26 13 11
1416579_a_at tumor-associated calcium signal transducer 1 Tacstd1 1.15 5810 5848 2899 2340
1459144_at Fibronectin type III domain containing 3a Fndc3 1.14 692 781 328 340
1431226_a_at fibronectin type III domain containing 4 Fndc4 1.14 294 271 132 124
1427028_at leucine-rich repeat-containing G protein-coupled Lgr6 1.14 397 394 181 179
1456648_at Mannosidase 1, alpha Man1a 1.14 385 521 194 212
1451516_at Ras homolog enriched in brain like 1 Rhebl1 1.14 1024 1005 482 441
1419798_at RIKEN cDNA 2610019E17 gene 2610019E17Rik 1.14 99 103 53 39
1434307_at transmembrane protein 64 Tmem64 1.14 947 988 462 417
1442175_at RIKEN cDNA C030027H14 gene C030027H14Rik 1.14 593 538 272 243
1438783_at Transmembrane, prostate androgen induced RN Tmepai 1.14 572 562 243 271
1447043_at V-erb-a erythroblastic leukemia viral oncogene Erbb4 1.14 214 157 77 89
1437785_at a disintegrin-like and metalloprotease (reprolysi Adamts9 1.13 5519 5115 2230 2633
1433894_at expressed sequence AI591476 AI591476 1.13 119 134 54 61
1453416_at growth arrest-specific 2 like 3 Gas2l3 1.13 2651 2126 1086 1087
1429896_at RIKEN cDNA 5830408B19 gene 5830408B19Rik 1.13 8103 9049 4003 3817
1446461_at SRY-box containing gene 5 Sox5 1.13 224 179 94 88
1437467_at activated leukocyte cell adhesion molecule Alcam 1.12 15907 14868 7572 6622
1448919_at CD302 antigen Cd302 1.12 125 132 63 55
1439568_at gene regulated by estrogen in breast cancer pr Greb1 1.12 371 468 183 200
1424367_a_at homer homolog 2 (Drosophila) Homer2 1.12 719 817 318 386
1430033_at RIKEN cDNA 5330431K02 gene 5330431K02Rik 1.12 349 269 143 138
1437059_at SRY-box containing gene 21 Sox21 1.12 3230 2585 1364 1302
1423499_at synuclein, alpha interacting protein (synphilin) Sncaip 1.12 131 144 64 63
1446653_at Transcribed sequences NA 1.12 444 368 179 192
1435083_at cortexin Ctxn 1.11 547 515 220 273
1433590_at hect domain and RLD 3 Herc3 1.11 1081 1043 471 516
1459493_at SET binding protein 1 (Setbp1), mRNA Setbp1 1.11 495 522 231 241
1435176_a_at inhibitor of DNA binding 2 Idb2 1.11 370 437 182 189
1431402_at kin of IRRE like 3 (Drosophila) Kirrel3 1.11 439 439 205 202
1430352_at RIKEN cDNA 8430417A20 gene 8430417A20Rik 1.11 3978 3771 1608 1968
1430083_at RIKEN cDNA 2610307P16 gene 2610307P16Rik 1.10 125 109 58 52
1440739_at vascular endothelial growth factor C Vegfc 1.10 202 190 103 79
1438866_at glutamate receptor ionotropic, NMDA3A Grin3a 1.09 55 36 20 22
1420411_a_at phosphatidylinositol 4-kinase type 2 beta Pi4k2b 1.09 542 213 241 78
1435977_at hepatoma-derived growth factor, related protei Hdgfrp3 1.09 780 728 354 353
1434797_at RIKEN cDNA 6720469N11 gene 6720469N11Rik 1.09 583 528 255 267
1458241_at RIKEN cDNA 9230105E05 gene 9230105E05Rik 1.09 658 464 248 271
1448024_at RIKEN cDNA B430320C24 gene B430320C24Rik 1.09 504 618 286 237
1435050_at RIKEN cDNA B930094H20 gene B930094H20Rik 1.09 52 40 22 21
1434645_at RIKEN cDNA C530008M17 gene C530008M17Rik 1.09 56 51 26 24
1422865_at runt related transcription factor 1 Runx1 1.09 74 65 30 35
1446897_at Transcribed sequences NA 1.09 256 307 137 126
1460559_at ankyrin repeat domain 25 Ankrd25 1.08 1151 1377 575 612
1435387_at expressed sequence AI505012 AI505012 1.08 375 433 195 187
1449058_at GLI-Kruppel family member GLI Gli 1.08 587 668 265 329
1449471_at potassium large conductance calcium-activate Kcnmb4 1.08 512 588 248 273
1447818_x_at Ras homolog enriched in brain like 1 Rhebl1 1.08 1503 1344 769 576
1456377_x_at RIKEN cDNA 0610025L06 gene 0610025L06Rik 1.08 2107 2327 1021 1068
1419829_a_at Transcribed sequence with weak  similarity to p NA 1.08 286 248 144 107
1433531_at acyl-CoA synthetase long-chain family member Acsl4 1.07 980 887 525 364
1417312_at dickkopf homolog 3 (Xenopus laevis) Dkk3 1.07 378 388 198 168
1420342_at ganglioside-induced differentiation-associated- Gdap10 1.07 1925 2086 958 947
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1440067_at Neural cell adhesion molecule 1 Ncam1 1.07 157 124 79 54
1426934_at NHS-like 1 Nhsl1 1.07 1721 1737 788 865
1418711_at platelet derived growth factor, alpha Pdgfa 1.07 1668 1864 685 990
1424250_a_at Rho guanine nucleotide exchange factor (GEF) Arhgef3 1.07 559 567 283 253
1422462_at ubiquitin-conjugating enzyme E2T (putative) Ube2t 1.07 379 323 161 171
1434982_at Transcribed sequence with weak  similarity to p NA 1.07 160 208 90 84
1425510_at MAP/microtubule affinity-regulating kinase 1 Mark1 1.06 181 180 80 93
1452740_at myosin heavy chain 10, non-muscle Myh10 1.06 2847 2468 1344 1197
1457256_x_at patched homolog 2 Ptch2 1.06 7113 6632 3415 3192
1424051_at procollagen, type IV, alpha 2 Col4a2 1.06 1217 1241 600 578
1425452_s_at protein tyrosine phosphatase, receptor type, J //Ptprj /// AW12575 1.06 3005 3130 1710 1241
1426541_a_at RIKEN cDNA 2310067E08 gene 2310067E08Rik 1.06 38 39 18 19
1435184_at RIKEN cDNA B430320C24 gene B430320C24Rik 1.06 886 939 495 381
1434592_at solute carrier family 16 (monocarboxylic acid tr Slc16a10 1.06 615 517 258 283
1424950_at SRY-box containing gene 9 Sox9 1.06 1393 1265 724 553
1452205_x_at T-cell receptor beta, variable 13 Tcrb-V13 1.06 128 144 64 66
1418884_x_at tubulin, alpha 1 Tuba1 1.06 8478 7906 4029 3798
1435913_at cDNA sequence BC038881 BC038881 1.05 287 260 137 127
1427683_at early growth response 2 Egr2 1.05 863 915 583 277
1417558_at Fyn proto-oncogene Fyn 1.05 153 171 65 92
1417101_at heat shock protein 2 Hspa2 1.05 458 382 214 191
1454671_at insulin induced gene 1 Insig1 1.05 443 596 226 269
1422771_at MAD homolog 6 (Drosophila) Smad6 1.05 57 71 30 31
1416505_at nuclear receptor subfamily 4, group A, member Nr4a1 1.05 1322 1300 675 591
1460627_at RIKEN cDNA D130067I03 gene D130067I03Rik 1.05 73 46 28 27
1429114_at SEC14 and spectrin domains 1 Sestd1 1.05 393 394 182 198
1421943_at transforming growth factor alpha Tgfa 1.05 426 348 196 176
1417978_at eukaryotic translation initiation factor 4E memb Eif4e3 1.04 360 448 182 208
1435308_at fucosyltransferase 9 Fut9 1.04 83 74 40 36
1444519_at G protein-coupled receptor 49 Gpr49 1.04 70 184 51 59
1458575_at SET binding protein 1 (Setbp1), mRNA Setbp1 1.04 1105 1001 511 509
1417612_at immediate early response 5 Ier5 1.04 1886 1662 965 753
1424594_at lectin, galactose binding, soluble 7 Lgals7 1.04 426 372 172 215
1448416_at matrix gamma-carboxyglutamate (gla) protein Mglap 1.04 202 160 89 87
1434700_at RIKEN cDNA 6030408C04 gene 6030408C04Rik 1.04 1446 1395 692 688
1455820_x_at scavenger receptor class B, member 1 Scarb1 1.04 1084 1125 552 523
1439926_at hypothetical protein 4632417D23 4632417D23 1.03 335 319 155 165
1455881_at immediate early response 5-like Ier5l 1.03 438 382 195 205
1415806_at plasminogen activator, tissue Plat 1.03 179 149 91 69
1435461_at membrane associated guanylate kinase, WW a Magi3 1.03 714 714 355 342
1434008_at sodium channel, type IV, beta polypeptide Scn4b 1.03 229 211 102 113
1436368_at solute carrier family 16 (monocarboxylic acid tr Slc16a10 1.03 2087 1700 896 943
1451152_a_at ATPase, Na+/K+ transporting, beta 1 polypepti Atp1b1 1.02 988 1043 501 497
1417688_at cDNA sequence BC004044 BC004044 1.02 329 367 157 187
1437540_at mucolipin 3 Mcoln3 1.02 174 306 101 127
1444583_at Nuclear autoantigenic sperm protein (histone-bi Nasp 1.02 1249 1296 757 502
1456475_s_at protein kinase, cAMP dependent regulatory, ty Prkar2b 1.02 2551 2090 1165 1118
1448509_at SH3-domain GRB2-like (endophilin) interacting Sgip1 1.02 369 379 204 166
1432746_at RIKEN cDNA 6030442H21 gene 6030442H21Rik 1.02 266 219 129 109
1455149_at SH3 multiple domains 2 Sh3md2 1.02 641 596 288 322
1415964_at stearoyl-Coenzyme A desaturase 1 Scd1 1.02 2508 3322 1443 1395
1417749_a_at tight junction protein 1 Tjp1 1.02 8251 7217 4086 3533
1459054_at cDNA sequence BC035954 BC035954 1.01 146 129 58 78
1416326_at cysteine-rich protein 1 (intestinal) Crip1 1.01 803 813 389 411
1433770_at dihydropyrimidinase-like 2 Dpysl2 1.01 2010 2294 1045 1091
1419593_at gene regulated by estrogen in breast cancer pr Greb1 1.01 169 201 92 91
1457229_at G-protein coupled receptor 173 Gpr173 1.01 337 346 164 175
1455687_at intestinal cell kinase Ick 1.01 2803 2305 1193 1331
1441995_at Neural cell adhesion molecule 1 Ncam1 1.01 571 420 272 212
1417928_at PDZ and LIM domain 4 Pdlim4 1.01 371 285 197 127
1448908_at phosphatidic acid phosphatase type 2B Ppap2b 1.01 377 410 201 190
1455980_a_at PREDICTED: similar to growth arrest-specific 2 Gas2l3 1.01 449 292 174 186
1433571_at serine incorporator 5 Serinc5 1.01 728 553 350 278
1446326_at procollagen, type I, alpha 2 Col1a2 1.00 61 68 31 33
1437894_at prospero-related homeobox 1 Prox1 1.00 57 41 23 25
1438664_at protein kinase, cAMP dependent regulatory, ty Prkar2b 1.00 1136 1010 565 506
1428749_at Dmx-like 2 Dmxl2 1.00 572 598 296 290
1453523_at RIKEN cDNA A030006P16 gene A030006P16Rik 1.00 185 158 79 91
1449198_a_at sialyltransferase 9 (CMP-NeuAc:lactosylceramid Siat9 1.00 456 569 261 247
1426712_at solute carrier family 6 (neurotransmitter transp Slc6a15 1.00 58 50 29 25

1429581_at acyl-Coenzyme A dehydrogenase family, mem Acad9 -1.00 1908 1711 3811 3429
1451243_at arginyl aminopeptidase (aminopeptidase B) Rnpep -1.00 252 183 454 407
1428549_at coiled-coil domain containing 3 Ccdc3 -1.00 565 599 1084 1241
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1429021_at Eph receptor A4 Epha4 -1.00 925 798 1904 1535
1419309_at glycoprotein 38 Gp38 -1.00 197 200 345 450
1445897_s_at interferon-induced protein 35 Ifi35 -1.00 190 192 410 354
1419161_a_at NADPH oxidase 4 Nox4 -1.00 43 47 99 80
1430191_at RIKEN cDNA 9130004J05 gene 9130004J05Rik -1.00 524 498 1052 988
1439731_at RIKEN cDNA E130309F12 gene E130309F12Rik -1.00 64 42 102 105
1426584_a_at sorbitol dehydrogenase 1 Sdh1 -1.00 188 160 343 353
1416137_at annexin A7 Anxa7 -1.01 193 197 413 374
1422470_at BCL2/adenovirus E1B 19kDa-interacting protei Bnip3 -1.01 2059 1348 4148 2581
1452434_s_at DiGeorge syndrome critical region gene 6 Dgcr6 -1.01 260 253 565 471
1427510_at guanine nucleotide binding protein, alpha inhibit Gnai1 -1.01 101 91 168 216
1424172_at hydroxyacyl glutathione hydrolase Hagh -1.01 445 394 856 825
1416401_at kangai 1 (suppression of tumorigenicity 6, pros Kai1 -1.01 259 231 513 474
1417701_at protein phosphatase 1, regulatory (inhibitor) su Ppp1r14c -1.01 1841 2267 4441 3780
1430286_s_at protein phosphatase 1, regulatory (inhibitor) su Ppp1r14c -1.01 221 230 483 427
1449256_a_at RAB11a, member RAS oncogene family Rab11a -1.01 1041 1168 2267 2184
1453261_at RIKEN cDNA 2610035D17 gene 2610035D17Rik -1.01 151 101 252 246
1452519_a_at zinc finger protein 36 Zfp36 -1.01 821 944 2074 1484
1423420_at adrenergic receptor, beta 1 Adrb1 -1.02 43 54 109 87
1438764_at annexin A7 Anxa7 -1.02 370 376 837 672
1417649_at cyclin-dependent kinase inhibitor 1C (P57) Cdkn1c -1.02 131 161 291 299
1417195_at DNA segment, Chr 8, ERATO Doi 594, expres D8Ertd594e -1.02 191 204 368 435
1416021_a_at fatty acid binding protein 5, epidermal Fabp5 -1.02 7649 6955 15545 14020
1426873_s_at junction plakoglobin Jup -1.02 242 237 479 492
1422743_at phosphorylase kinase alpha 1 Phka1 -1.02 97 99 184 213
1423909_at RIKEN cDNA 0610011I04 gene 0610011I04Rik -1.02 313 324 618 669
1420150_at splA/ryanodine receptor domain and SOCS bo Spsb1 -1.02 165 159 284 373
1457883_at Adult male aorta and vein cDNA, RIKEN full-le NA -1.03 215 247 431 512
1438093_x_at diazepam binding inhibitor Dbi -1.03 3129 2925 6563 5766
1442606_at dynamin binding protein Dnmbp -1.03 116 106 242 211
1455994_x_at elongation of very long chain fatty acids (FEN1 Elovl1 -1.03 598 668 1295 1294
1459948_at Growth hormone receptor Ghr -1.03 70 65 136 138
1419052_at OVO homolog-like 1 (Drosophila) Ovol1 -1.03 70 62 152 117
1435571_at RIKEN cDNA A530065I17 gene A530065I17Rik -1.03 175 210 412 372
1435205_at transcription factor AP-2, epsilon Tcfap2e -1.03 822 903 1612 1909
1425645_s_at cytochrome P450, family 2, subfamily b, polype Cyp2b20 -1.04 64 74 160 123
1449852_a_at EH-domain containing 4 Ehd4 -1.04 387 287 837 532
1418517_at Iroquois related homeobox 3 (Drosophila) Irx3 -1.04 122 126 264 243
1421106_at jagged 1 Jag1 -1.04 288 176 616 313
1441547_at Nuclear factor I/A Nfia -1.04 1102 1117 2179 2389
1430483_a_at RIKEN cDNA 2310042N02 gene 2310042N02Rik -1.04 99 100 203 207
1430655_at RIKEN cDNA 4631405K08 gene 4631405K08Rik -1.04 496 421 843 1029
1446281_at RIKEN cDNA C530008M07 gene C530008M07Rik -1.04 134 111 291 211
1424530_at SEC14-like 2 (S. cerevisiae) Sec14l2 -1.04 130 139 288 265
1430724_at abhydrolase domain containing 9 Abhd9 -1.05 138 106 256 247
1432018_at achaete-scute complex homolog-like 2 (Drosop Ascl2 -1.05 15 13 30 28
1451210_at phosphatidic acid phosphatase type 2c Ppap2c -1.05 842 1019 1931 1909
1428400_at RIKEN cDNA 2200002K05 gene 2200002K05Rik -1.05 83 90 202 154
1423494_at RIKEN cDNA 2310042E22 gene 2310042E22Rik -1.05 90 108 207 203
1433943_at RIKEN cDNA 4930463G05 gene 4930463G05Rik -1.05 97 94 200 195
1450034_at signal transducer and activator of transcription Stat1 -1.05 310 340 688 656
1448529_at thrombomodulin Thbd -1.05 28 39 90 47
1417196_s_at DNA segment, Chr 8, ERATO Doi 594, expres D8Ertd594e -1.06 604 544 1160 1237
1448194_a_at H19 fetal liver mRNA H19 -1.06 14012 11770 27644 25780
1417047_at prominin 2 Prom2 -1.06 194 184 462 329
1425603_at RIKEN cDNA 0610011I04 gene 0610011I04Rik -1.06 381 416 787 877
1453511_at RIKEN cDNA 2310007B03 gene 2310007B03Rik -1.06 52 51 116 98
1458578_at RNA binding motif, single stranded interacting Rbms1 -1.06 274 258 503 606
1438937_x_at angiogenin, ribonuclease A family, member 1 Ang1 -1.07 61 38 101 101
1448985_at dual specificity phosphatase 22 Dusp22 -1.07 687 706 1523 1412
1425918_at EGL nine homolog 3 (C. elegans) Egln3 -1.07 678 715 1592 1338
1417301_at frizzled homolog 6 (Drosophila) Fzd6 -1.07 1540 1441 3208 3058
1422784_at keratin complex 2, basic, gene 6a Krt2-6a -1.07 123 144 312 245
1450626_at mannosidase, beta A, lysosomal Manba -1.07 255 297 511 648
1453593_at RIKEN cDNA 1700110N18 gene 1700110N18Rik -1.07 434 394 851 880
1424308_at solute carrier family 24 (sodium/potassium/calci Slc24a3 -1.07 193 245 407 506
1443720_s_at bone morphogenetic protein receptor, type 1B Bmpr1b -1.08 17 14 31 34
1437057_at EGF-like-domain, multiple 3 Egfl3 -1.08 444 487 937 1026
1439757_s_at Eph receptor A4 Epha4 -1.08 246 212 475 493
1424400_a_at formyltetrahydrofolate dehydrogenase Fthfd -1.08 78 123 174 241
1417395_at Kruppel-like factor 4 (gut) Klf4 -1.08 586 590 1223 1270
1445929_at Potassium channel, subfamily K, member 2 Kcnk2 -1.08 68 62 137 139
1440693_at RIKEN cDNA 2410003B16 gene 2410003B16Rik -1.08 94 86 194 188
1428450_at RIKEN cDNA 2610034B18 gene 2610034B18Rik -1.08 196 243 477 446
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1437245_at RIKEN cDNA 9930117H01 gene 9930117H01Rik -1.08 22 22 58 35
1420614_at t-complex-associated-testis-expressed 1-like Tcte1l -1.08 628 733 1465 1401
1416431_at tubulin, beta 6 Tubb6 -1.08 164 171 374 335
1423126_at ATPase, Na+/K+ transporting, beta 3 polypepti Atp1b3 -1.09 4489 4920 10040 9992
1436346_at CD109 antigen Cd109 -1.09 1370 1430 3341 2638
1420498_a_at disabled homolog 2 (Drosophila) Dab2 -1.09 109 66 142 219
1418648_at EGL nine homolog 3 (C. elegans) Egln3 -1.09 269 216 578 445
1418483_a_at glycoprotein galactosyltransferase alpha 1, 3 Ggta1 -1.09 450 473 946 1014
1434440_at guanine nucleotide binding protein, alpha inhibit Gnai1 -1.09 4199 4308 8972 9096
1417777_at leukotriene B4 12-hydroxydehydrogenase Ltb4dh -1.09 742 923 1850 1666
1441163_at mediator of RNA polymerase II transcription, s Med12l -1.09 35 46 76 94
1448954_at nuclear receptor interacting protein 3 Nrip3 -1.09 180 206 331 487
1422293_a_at potassium channel tetramerisation domain con Kctd1 -1.09 143 152 317 310
1424507_at Ras and Rab interactor 1 Rin1 -1.09 26 18 39 53
1415850_at RAS p21 protein activator 3 Rasa3 -1.09 362 397 791 819
1440283_at RIKEN cDNA 1810059H22 gene 1810059H22Rik -1.09 126 99 239 236
1450947_at RIKEN cDNA 2610528J11 gene 2610528J11Rik -1.09 123 95 234 226
1434725_at RIKEN cDNA 4921521N14 gene 4921521N14Rik -1.09 239 303 561 585
1447655_x_at SRY-box containing gene 6 Sox6 -1.09 798 744 1639 1646
1449929_at t-complex-associated-testis-expressed 1-like Tcte1l -1.09 2975 2957 6576 6068
1444974_at expressed sequence AU023617 AU023617 -1.10 257 266 493 626
1437874_s_at hexosaminidase B Hexb -1.10 202 141 415 308
1424942_a_at myelocytomatosis oncogene Myc -1.10 63 73 172 118
1434534_at NA NA -1.10 5518 4035 11594 8601
1429284_at RIKEN cDNA 8430436F23 gene 8430436F23Rik -1.10 725 744 1737 1419
1451594_s_at serine (or cysteine) proteinase inhibitor, clade Serpinb6c -1.10 55 66 137 121
1416528_at SH3 domain binding glutamic acid-rich protein-l Sh3bgrl3 -1.10 533 551 1084 1247
1424030_at grainyhead-like 1 (Drosophila) Grhl1 -1.10 690 780 1811 1324
1454862_at pleckstrin homology-like domain, family B, me Phldb2 -1.11 934 1036 1988 2245
1438882_at Rho GTPase activating protein 18 Arhgap18 -1.11 424 308 871 694
1427677_a_at SRY-box containing gene 6 Sox6 -1.11 1167 1221 2598 2555
1416564_at SRY-box containing gene 7 Sox7 -1.11 85 70 190 143
1436651_at Transcribed sequences NA -1.11 257 218 498 522
1439352_at tripartite motif protein 7 Trim7 -1.11 51 52 111 110
1419572_a_at ATP-binding cassette, sub-family D (ALD), me Abcd4 -1.12 143 118 326 238
1425108_a_at cDNA sequence BC004728 BC004728 -1.12 72 65 162 135
1424303_at expressed sequence AV216087 AV216087 -1.12 371 420 843 878
1443997_at RIKEN cDNA C130040D06 gene C130040D06Rik -1.12 129 92 292 180
1426908_at UDP-N-acetyl-alpha-D-galactosamine: polypept Galnt7 -1.12 168 184 410 352
1441153_at Utrophin Utrn -1.12 619 540 1369 1145
1417122_at vav 3 oncogene Vav3 -1.12 925 1131 2282 2169
1437302_at adrenergic receptor, beta 2 Adrb2 -1.13 51 53 126 101
1451446_at anthrax toxin receptor 1 Antxr1 -1.13 1492 1509 3214 3363
1448359_a_at hypoxia induced gene 1 Hig1 -1.13 272 284 683 535
1417813_at inhibitor of kappaB kinase epsilon Ikbke -1.13 142 134 313 290
1451775_s_at interleukin 13 receptor, alpha 1 Il13ra1 -1.13 171 184 394 385
1434070_at jagged 1 Jag1 -1.13 1758 1383 3955 2887
1421163_a_at nuclear factor I/A Nfia -1.13 557 490 1078 1203
1440491_at solute carrier family 1 (glial high affinity glutam Slc1a3 -1.13 34 25 69 57
1438183_x_at sorbitol dehydrogenase 1 Sdh1 -1.13 72 63 145 148
1416008_at special AT-rich sequence binding protein 1 Satb1 -1.13 3483 3307 7376 7483
1433819_s_at 1-acylglycerol-3-phosphate O-acyltransferase Agpat3 -1.14 156 155 380 307
1417566_at abhydrolase domain containing 5 Abhd5 -1.14 203 233 543 415
1422678_at diacylglycerol O-acyltransferase 2 Dgat2 -1.14 219 223 604 374
1416855_at growth arrest specific 1 Gas1 -1.14 6714 5863 14228 13385
1447173_at NA NA -1.14 25 26 60 53
1426952_at Rho GTPase activating protein 18 Arhgap18 -1.14 140 138 320 293
1423824_at RIKEN cDNA 5031439A09 gene 5031439A09Rik -1.14 1106 1177 2475 2560
1420915_at signal transducer and activator of transcription Stat1 -1.14 177 162 411 333
1450618_a_at small proline-rich protein 2A Sprr2a -1.14 649 777 1707 1419
1417639_at solute carrier family 22 (organic cation transport Slc22a4 -1.14 238 222 540 474
1444479_at Transcribed sequences NA -1.14 2794 3662 6420 7713
1434486_x_at UDP-glucose pyrophosphorylase 2 Ugp2 -1.14 579 616 1374 1257
1437932_a_at claudin 1 Cldn1 -1.15 1061 947 2637 1810
1437458_x_at clusterin Clu -1.15 329 313 773 655
1453072_at G protein-coupled receptor 160 Gpr160 -1.15 177 225 490 396
1423062_at insulin-like growth factor binding protein 3 Igfbp3 -1.15 94 75 190 184
1451690_a_at poliovirus receptor-related 4 Pvrl4 -1.15 137 73 277 166
1448312_at proprotein convertase subtilisin/kexin type 2 Pcsk2 -1.15 150 191 307 446
1435842_at RIKEN cDNA 1110038O08 gene 1110038O08Rik -1.15 111 130 226 306
1456321_at RIKEN cDNA 3830408G10 gene 3830408G10Rik -1.15 28 26 77 45
1423844_s_at cystathionine beta-synthase Cbs -1.16 94 81 168 221
1421365_at follistatin Fst -1.16 1925 1790 3610 4709
1455872_at hypothetical protein A030013D21 A030013D21 -1.16 95 114 230 235
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1439628_x_at Rab38, member of RAS oncogene family Rab38 -1.63 1633 1705 5175 5142
1422573_at AMP deaminase 3 Ampd3 -1.64 403 571 1336 1657
1460406_at expressed sequence AI427122 AI427122 -1.64 224 225 719 681
1456084_x_at fibromodulin Fmod -1.64 15 18 44 59
1427012_at LanC (bacterial lantibiotic synthetase compone Lancl1 -1.64 623 614 1837 2028
1419051_at OVO homolog-like 1 (Drosophila) Ovol1 -1.64 107 82 308 277
1444147_at proprotein convertase subtilisin/kexin type 2 Pcsk2 -1.64 42 23 108 87
1449848_at guanine nucleotide binding protein, alpha 14 Gna14 -1.65 134 132 369 465
1449586_at plakophilin 1 Pkp1 -1.65 4162 3627 13242 11215
1416007_at special AT-rich sequence binding protein 1 Satb1 -1.65 1071 943 2921 3380
1454867_at meningioma 1 Mn1 -1.65 63 95 236 249
1438156_x_at carnitine palmitoyltransferase 1a, liver Cpt1a -1.66 33 22 78 92
1451989_a_at microtubule-associated protein, RP/EB family, Mapre2 -1.66 412 469 1229 1549
1455037_at plexin A2 Plxna2 -1.66 191 161 574 532
1459529_at RIKEN cDNA E230016K23 gene E230016K23Rik -1.66 21 15 49 62
1437231_at SLIT and NTRK-like family, member 6 Slitrk6 -1.66 119 159 408 462
1428650_at tensin Tns -1.66 336 258 813 1045
1435693_at mal, T-cell differentiation protein-like Mall -1.67 622 583 1974 1870
1456114_at CDP-diacylglycerol synthase 1 Cds1 -1.67 259 271 863 820
1420461_at macrophage stimulating 1 receptor (c-met-relate Mst1r -1.67 70 59 200 208
1418318_at ring finger protein 128 Rnf128 -1.67 85 75 252 258
1455061_a_at acetyl-Coenzyme A acyltransferase 2 (mitocho Acaa2 -1.68 101 111 375 303
1433509_s_at DNA segment, Chr 6, ERATO Doi 253, expres D6Ertd253e -1.68 246 203 784 645
1427164_at interleukin 13 receptor, alpha 1 Il13ra1 -1.68 266 263 832 866
1424034_at RAR-related orphan receptor alpha Rora -1.68 457 315 1440 997
1441214_at synaptotagmin-like homologue lacking C2 dom MGI:2443248 -1.68 314 261 958 873
1450005_x_at EGF-like-domain, multiple 9 Egfl9 -1.69 125 126 381 430
1437829_s_at eukaryotic elongation factor-2 kinase Eef2k -1.69 1416 1360 4574 4380
1417394_at Kruppel-like factor 4 (gut) Klf4 -1.69 2460 2128 7689 7115
1455627_at procollagen, type VIII, alpha 1 Col8a1 -1.69 524 399 1528 1433
1434146_at Glutamate receptor, ionotropic, AMPA2 (alpha Gria2 -1.70 11 11 41 32
1436236_x_at coactosin-like 1 (Dictyostelium) Cotl1 -1.70 494 393 1480 1382
1421970_a_at glutamate receptor, ionotropic, AMPA2 (alpha Gria2 -1.70 52 29 152 100
1427537_at epiplakin 1 Eppk1 -1.71 1293 963 3848 3465
1424638_at cyclin-dependent kinase inhibitor 1A (P21) Cdkn1a -1.72 387 369 1558 931
1453345_at RIKEN cDNA 3830408G10 gene 3830408G10Rik -1.72 60 79 296 159
1439675_at RIKEN cDNA 4933429D07 gene 4933429D07Rik -1.72 72 59 200 232
1436119_at aldehyde dehydrogenase 1 family, member L2 Aldh1l2 -1.73 236 271 893 783
1416592_at glutaredoxin 1 (thioltransferase) Glrx1 -1.73 149 130 444 481
1436182_at special AT-rich sequence binding protein 1 Satb1 -1.73 1460 1472 5196 4547
1456741_s_at glycoprotein m6a Gpm6a -1.75 28 26 88 94
1445626_at Lectin, galactose binding, soluble 3 Lgals3 -1.75 67 70 311 150
1420760_s_at N-myc downstream regulated gene 1 Ndrg1 -1.75 1203 740 4082 2280
1436590_at protein phosphatase 1, regulatory (inhibitor) su Ppp1r3b -1.75 594 582 2169 1790
1434773_a_at solute carrier family 2 (facilitated glucose trans Slc2a1 -1.75 1693 959 4707 3889
1442434_at DNA segment, Chr 8, ERATO Doi 82, express D8Ertd82e -1.76 293 270 907 994
1427019_at protein tyrosine phosphatase, receptor type Z, Ptprz1 -1.76 176 197 631 626
1416200_at RIKEN cDNA 9230117N10 gene 9230117N10Rik -1.76 59 58 227 167
1418891_a_at RAB3D, member RAS oncogene family Rab3d -1.77 251 368 1016 1057
1455377_at RIKEN cDNA 4921517B04 gene /// similar to F 17B04Rik /// LOC -1.77 65 57 246 170
1439449_at special AT-rich sequence binding protein 1 Satb1 -1.77 665 755 2154 2679
1418086_at protein phosphatase 1, regulatory (inhibitor) su Ppp1r14a -1.78 35 34 118 119
1424701_at protocadherin 20 Pcdh20 -1.78 338 311 1067 1161
1455288_at RIKEN cDNA 1110036O03 gene 1110036O03Rik -1.78 107 88 362 304
1457656_s_at RIKEN cDNA C230085N15 gene C230085N15Rik -1.78 557 498 1695 1922
1448392_at secreted acidic cysteine rich glycoprotein Sparc -1.78 1084 1030 3542 3740
1426600_at solute carrier family 2 (facilitated glucose trans Slc2a1 -1.79 812 592 2622 2164
1443284_at Special AT-rich sequence binding protein 1 Satb1 -1.79 143 135 470 489
1424698_s_at grancalcin Gca -1.80 42 47 189 122
1422308_a_at lectin, galactose binding, soluble 7 Lgals7 -1.80 2769 3095 11282 9116
1432976_at RIKEN cDNA 2310038E17 gene 2310038E17Rik -1.80 41 37 138 133
1460003_at expressed sequence AI956758 AI956758 -1.81 262 264 1035 812
1458738_at Guanine nucleotide binding protein, alpha 14 Gna14 -1.82 225 192 663 801
1425213_at RIKEN cDNA 6430514L14 gene 6430514L14Rik -1.82 246 249 818 926
1444392_at Leprecan-like 1 Leprel1 -1.83 374 352 1395 1182
1439794_at Netrin 4 (Ntn4), mRNA Ntn4 -1.83 287 236 857 986
1421679_a_at cyclin-dependent kinase inhibitor 1A (P21) Cdkn1a -1.84 1077 948 4377 2845
1429808_at RIKEN cDNA 1110020C03 gene 1110020C03Rik -1.84 65 66 208 260
1420468_at ankyrin repeat and SOCS box-containing protei Asb17 -1.85 31 33 130 101
1417700_at Rab38, member of RAS oncogene family Rab38 -1.85 1158 1182 4230 4223
1426599_a_at solute carrier family 2 (facilitated glucose trans Slc2a1 -1.85 933 604 2948 2460
1437813_at absent in melanoma 1-like Aim1l -1.86 50 57 227 161
1426243_at cystathionase (cystathionine gamma-lyase) Cth -1.86 372 365 1236 1431
1420807_a_at EGF-like-domain, multiple 9 Egfl9 -1.86 142 147 490 554
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1460463_at RIKEN cDNA 4632413I24 gene 4632413I24Rik -1.86 945 781 3408 2839
1450782_at wingless-related MMTV integration site 4 Wnt4 -1.86 639 676 2281 2474
1420312_s_at NA NA -1.87 77 73 292 254
1441687_at wingless-related MMTV integration site 4 Wnt4 -1.87 149 149 585 501
1417089_a_at creatine kinase, mitochondrial 1, ubiquitous Ckmt1 -1.88 755 825 2828 2989
1449994_at epithelial mitogen Epgn -1.88 134 160 468 612
1452284_at protein tyrosine phosphatase, receptor type Z, Ptprz1 -1.89 598 612 2274 2205
1431775_at RIKEN cDNA 3100002H09 gene 3100002H09Rik -1.89 91 96 357 335
1455165_at RAR-related orphan receptor alpha, mRNA (cD Rora -1.89 157 115 606 392
1418912_at plexin domain containing 2 Plxdc2 -1.90 97 87 356 331
1449158_at potassium channel, subfamily K, member 2 Kcnk2 -1.90 416 350 1419 1421
1441917_s_at transmembrane protein 40 Tmem40 -1.90 177 231 743 763
1419204_at delta-like 1 (Drosophila) Dll1 -1.91 335 328 1138 1355
1428622_at DEP domain containing 6 Depdc6 -1.91 155 186 730 547
1445638_at Myeloid ecotropic viral integration site-related g Mrg1 -1.91 19 20 77 68
1437019_at RIKEN cDNA 2200001I15 gene 2200001I15Rik -1.91 120 120 482 418
1449816_at sulfotransferase family 5A, member 1 Sult5a1 -1.91 396 336 1356 1380
1429067_at calpain, small subunit 2 Capns2 -1.92 811 869 3616 2754
1456174_x_at N-myc downstream regulated gene 1 Ndrg1 -1.92 923 508 3358 1826
1438570_at Transcribed sequences NA -1.92 681 523 2302 2228
1416022_at fatty acid binding protein 5, epidermal Fabp5 -1.93 2096 2157 9802 6350
1417129_a_at myeloid ecotropic viral integration site-related g Mrg1 -1.94 202 235 730 947
1455200_at p21 (CDKN1A)-activated kinase 6 Pak6 -1.94 394 420 1346 1774
1435595_at RIKEN cDNA 1810011O10 gene 1810011O10Rik -1.94 346 286 1457 951
1433203_at RIKEN cDNA 6030400A10 gene 6030400A10Rik -1.94 506 487 1894 1911
1448987_at acetyl-Coenzyme A dehydrogenase, long-chai Acadl -1.95 351 315 1266 1307
1417346_at apoptosis-associated speck-like protein contain Asc -1.95 404 486 1877 1538
1430550_at lipase-like, ab-hydrolase domain containing 3 Lipl3 -1.95 174 238 988 581
1417185_at lymphocyte antigen 6 complex, locus A Ly6a -1.95 236 163 764 757
1460038_at POU domain, class 3, transcription factor 1 Pou3f1 -1.95 1245 1326 5105 4847
1436325_at RAR-related orphan receptor alpha Rora -1.95 94 74 400 245
1455408_at RIKEN cDNA 4732472I07 gene 4732472I07Rik -1.95 20 18 66 79
1455794_at RIKEN cDNA D130058I21 gene D130058I21Rik -1.95 114 112 532 343
1447791_s_at guanine nucleotide binding protein, alpha 14 Gna14 -1.98 43 54 163 216
1418084_at neuropilin Nrp -1.98 181 184 677 762
1442936_at NA NA -1.99 751 681 2903 2790
1440842_at RIKEN cDNA C230085N15 gene C230085N15Rik -1.99 271 272 1089 1062
1451021_a_at Kruppel-like factor 5 Klf5 -2.00 1244 1077 4930 4322
1416318_at serine (or cysteine) proteinase inhibitor, clade Serpinb1a -2.01 26 37 117 133
1440091_at myeloid ecotropic viral integration site-related g Mrg1 -2.02 182 188 730 773
1434425_at expressed sequence AI597080 AI597080 -2.05 66 66 315 234
1439819_at expressed sequence AU015263 AU015263 -2.05 124 136 677 396
1419905_s_at hydroxyprostaglandin dehydrogenase 15 (NAD) Hpgd -2.05 17 21 77 82
1436178_at leprecan-like 1 Leprel1 -2.05 248 239 969 1053
1426785_s_at monoglyceride lipase Mgll -2.05 117 109 402 533
1437699_at RIKEN cDNA E430014B02 gene E430014B02Rik -2.05 330 356 1485 1357
1452031_at solute carrier family 1 (glial high affinity glutam Slc1a3 -2.05 178 151 647 713
1434025_at Kruppel-like factor 5 Klf5 -2.06 2268 2027 9682 8207
1421964_at Notch gene homolog 3 (Drosophila) Notch3 -2.06 68 81 354 265
1433768_at RIKEN cDNA 2410003B16 gene 2410003B16Rik -2.06 1281 1203 5286 5072
1424852_at myocyte enhancer factor 2C Mef2c -2.07 98 123 544 376
1452232_at UDP-N-acetyl-alpha-D-galactosamine: polypept Galnt7 -2.07 277 342 1512 1073
1418365_at cathepsin H Ctsh -2.08 242 203 997 878
1451308_at elongation of very long chain fatty acids (FEN1 Elovl4 -2.08 44 37 218 125
1417214_at RAB27b, member RAS oncogene family Rab27b -2.08 129 104 522 457
1424976_at ras homolog gene family, member V Rhov -2.08 76 67 349 254
1451415_at RIKEN cDNA 1810011O10 gene 1810011O10Rik -2.08 167 207 979 585
1447861_x_at myeloid ecotropic viral integration site-related g Mrg1 -2.09 44 49 194 198
1448943_at neuropilin Nrp -2.09 211 243 930 999
1424208_at prostaglandin E receptor 4 (subtype EP4) Ptger4 -2.11 286 332 1154 1512
1455186_a_at RIKEN cDNA 1190003J15 gene 1190003J15Rik -2.11 429 466 2029 1841
1436838_x_at coactosin-like 1 (Dictyostelium) Cotl1 -2.12 928 628 3383 3263
1437811_x_at Coactosin-like 1 (Dictyostelium) Cotl1 -2.13 627 427 2289 2227
1415897_a_at microsomal glutathione S-transferase 1 Mgst1 -2.13 218 260 1093 991
1448873_at occludin Ocln -2.14 65 65 336 238
1449938_at placental protein 11 related Pp11r -2.16 300 346 1705 1184
1443579_s_at DEP domain containing 6 Depdc6 -2.17 29 25 161 80
1454666_at Kruppel-like factor 3 (basic) Klf3 -2.17 2420 2262 10926 10119
1426340_at solute carrier family 1 (glial high affinity glutam Slc1a3 -2.17 60 56 255 269
1424966_at transmembrane protein 40 Tmem40 -2.17 311 345 1561 1382
1455573_at keratin complex 1, acidic, gene 14 Krt1-14 -2.18 712 405 2558 2307
1439915_at Myeloid ecotropic viral integration site-related g Mrg1 -2.18 110 114 508 509
1459713_s_at transmembrane protein 16A Tmem16a -2.18 319 341 1689 1308
1419082_at serine (or cysteine) proteinase inhibitor, clade Serpinb2 -2.19 21 18 103 74
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1450643_s_at acyl-CoA synthetase long-chain family member Acsl1 -2.20 55 53 303 193
1437232_at bactericidal/permeability-increasing protein-like Bpil2 -2.20 20 19 130 50
1443814_x_at cathepsin H Ctsh -2.20 235 202 1086 910
1451348_at DEP domain containing 6 Depdc6 -2.21 75 60 328 292
1417429_at flavin containing monooxygenase 1 Fmo1 -2.21 363 285 1339 1641
1456815_at forkhead box N1 Foxn1 -2.21 84 83 414 361
1439492_at RIKEN cDNA C130053K05 gene C130053K05Rik -2.21 134 186 834 626
1446764_at Wingless-related MMTV integration site 3A Wnt3a -2.21 217 196 870 1038
1426914_at MARVEL (membrane-associating) domain cont Mrvldc2 -2.22 158 153 800 652
1429503_at RIKEN cDNA 2900024C23 gene 2900024C23Rik -2.22 239 232 1251 950
1450744_at elongation factor RNA polymerase II 2 Ell2 -2.23 1120 1056 5629 4596
1420385_at guanine nucleotide binding protein, alpha 14 Gna14 -2.23 154 150 726 694
1429123_at RAB27A, member RAS oncogene family Rab27a -2.23 131 147 686 616
1418649_at EGL nine homolog 3 (C. elegans) Egln3 -2.24 344 208 1594 930
1448852_at regucalcin Rgn -2.24 72 63 305 333
1443138_at Sulfotransferase family 5A, member 1 Sult5a1 -2.24 231 159 958 853
1439610_at Transcribed sequences NA -2.24 119 92 508 478
1431786_s_at RIKEN cDNA 1190003J15 gene 1190003J15Rik -2.25 230 255 1197 1112
1417942_at Ly6/Plaur domain containing 3 Lypd3 -2.25 129 141 637 647
1419215_at aldehyde oxidase 4 Aox4 -2.26 97 102 507 446
1435076_at RIKEN cDNA 2310047D13 gene 2310047D13Rik -2.26 176 216 1010 861
1434369_a_at crystallin, alpha B Cryab -2.27 33 22 121 137
1419709_at stefin A3 Stfa3 -2.28 2049 2878 11649 11900
1460302_at thrombospondin 1 Thbs1 -2.29 112 109 461 624
1420944_at zinc finger protein 185 Zfp185 -2.29 376 308 2034 1296
1452114_s_at insulin-like growth factor binding protein 5 Igfbp5 -2.31 175 128 760 721
1448944_at neuropilin Nrp -2.31 150 145 794 661
1451716_at v-maf musculoaponeurotic fibrosarcoma oncoge Mafb -2.31 417 368 2247 1655
1434272_at cytoplasmic polyadenylation element binding p Cpeb2 -2.33 333 343 1791 1611
1423856_at popeye domain containing 3 Popdc3 -2.33 297 360 1192 2101
1430551_s_at lipase-like, ab-hydrolase domain containing 3 Lipl3 -2.34 219 235 1552 740
1419591_at melanoma-derived leucine zipper, extra-nuclear Mlze -2.36 202 296 1538 975
1434411_at expressed sequence AW743884 AW743884 -2.37 123 117 537 706
1421811_at thrombospondin 1 Thbs1 -2.37 767 586 3014 3901
1457632_s_at myeloid ecotropic viral integration site-related g Mrg1 -2.38 207 223 1029 1215
1425103_at angiotensin I converting enzyme (peptidyl-dipe Ace2 -2.41 206 205 1312 873
1451798_at interleukin 1 receptor antagonist Il1rn -2.42 95 67 567 287
1435639_at RIKEN cDNA 2610528A11 gene 2610528A11Rik -2.42 36 31 157 198
1439630_x_at suprabasin Sbsn -2.44 638 745 4205 3283
1420364_at G protein-coupled receptor 87 Gpr87 -2.45 158 157 908 813
1449064_at L-threonine dehydrogenase Tdh -2.45 97 107 699 413
1437517_x_at serine (or cysteine) proteinase inhibitor, clade Serpinb3a -2.45 126 131 798 606
1437463_x_at transforming growth factor, beta induced Tgfbi -2.45 270 197 1242 1268
1421604_a_at Kruppel-like factor 3 (basic) Klf3 -2.46 133 136 751 731
1434150_a_at RIKEN cDNA 3300001H21 gene 3300001H21Rik -2.46 107 85 601 446
1453239_a_at ankyrin repeat domain 22 Ankrd22 -2.48 33 47 259 181
1437876_at Hypothetical gene supported by BC030430 (L NA -2.48 76 86 456 447
1449937_at placental protein 11 related Pp11r -2.48 1106 1309 7863 5584
1451006_at xanthine dehydrogenase Xdh -2.48 46 32 260 164
1416697_at dipeptidylpeptidase 4 Dpp4 -2.49 192 176 1178 890
1422588_at keratin complex 2, basic, gene 6b Krt2-6b -2.49 88 106 577 507
1429360_at Kruppel-like factor 3 (basic) Klf3 -2.49 540 476 2769 2935
1442067_at Receptor tyrosine kinase-like orphan receptor 1 Ror1 -2.49 662 425 3277 2673
1448123_s_at transforming growth factor, beta induced Tgfbi -2.49 664 543 3308 3455
1452766_at RIKEN cDNA 2900041A09 gene 2900041A09Rik -2.51 69 74 377 436
1423883_at acyl-CoA synthetase long-chain family member Acsl1 -2.52 495 493 3261 2427
1425789_s_at annexin A8 Anxa8 -2.52 94 93 605 466
1429313_at receptor tyrosine kinase-like orphan receptor 1 Ror1 -2.52 166 136 970 751
1415871_at transforming growth factor, beta induced Tgfbi -2.52 176 159 938 990
1446834_at Cathepsin C Ctsc -2.54 60 77 479 309
1443017_at cytoplasmic polyadenylation element binding p Cpeb2 -2.54 50 81 399 346
1424356_a_at meteorin, glial cell differentiation regulator-like Metrnl -2.54 78 75 538 347
1421965_s_at Notch gene homolog 3 (Drosophila) Notch3 -2.56 308 302 1937 1648
1459897_a_at suprabasin Sbsn -2.56 631 697 4636 3173
1421040_a_at glutathione S-transferase, alpha 2 (Yc2) Gsta2 -2.57 31 45 273 171
1460330_at annexin A3 Anxa3 -2.59 79 74 421 506
1421308_at carbonic anhydrase 13 Car13 -2.59 80 90 609 412
1434295_at RAS guanyl releasing protein 1 Rasgrp1 -2.61 322 224 1870 1404
1454858_x_at RIKEN cDNA 3300001H21 gene 3300001H21Rik -2.62 125 98 785 581
1427957_at RIKEN cDNA 9530008L14 gene 9530008L14Rik -2.65 115 172 929 828
1420955_at visinin-like 1 Vsnl1 -2.65 261 225 1506 1545
1456250_x_at transforming growth factor, beta induced Tgfbi -2.66 871 663 4574 5016
1429076_a_at glycerophosphodiester phosphodiesterase do Gdpd2 -2.68 108 121 753 718
1423414_at prostaglandin-endoperoxide synthase 1 Ptgs1 -2.69 139 135 1001 767
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1416382_at cathepsin C Ctsc -2.70 847 870 6502 4688
1441094_at alcohol dehydrogenase 6B (class V) Adh6b -2.70 174 180 1354 955
1452166_a_at keratin complex 1, acidic, gene 10 Krt1-10 -2.73 3442 3963 25956 23170
1454159_a_at insulin-like growth factor binding protein 2 Igfbp2 -2.74 73 55 407 441
1443926_at Myeloid ecotropic viral integration site-related g Mrg1 -2.74 49 40 271 323
1426208_x_at pleiomorphic adenoma gene-like 1 Plagl1 -2.74 1668 1643 10892 11189
1423323_at tumor-associated calcium signal transducer 2 Tacstd2 -2.76 260 222 1740 1520
1417852_x_at chloride channel calcium activated 1 Clca1 -2.79 524 416 3711 2732
1459973_x_at dipeptidylpeptidase 4 Dpp4 -2.80 42 35 322 211
1460591_at estrogen receptor 1 (alpha) Esr1 -2.80 56 66 366 484
1438109_at chloride channel calcium activated 5 Clca5 -2.81 92 67 656 446
1447891_at NA NA -2.81 311 190 1939 1471
1434151_at RIKEN cDNA 3300001H21 gene 3300001H21Rik -2.82 145 168 1166 1044
1421307_at carbonic anhydrase 13 Car13 -2.83 100 107 745 722
1419492_s_at defensin beta 1 Defb1 -2.83 156 116 761 1146
1417702_a_at histamine N-methyltransferase Hnmt -2.83 22 24 169 159
1435761_at stefin A1 Stfa1 -2.83 1452 1288 10084 9335
1425102_a_at angiotensin I converting enzyme (peptidyl-dipe Ace2 -2.87 34 36 313 201
1439528_at RIKEN cDNA 4833423E24 gene 4833423E24Rik -2.88 148 134 1408 658
1426708_at anthrax toxin receptor 2 Antxr2 -2.92 137 203 966 1560
1435436_at Transcribed sequences NA -2.92 133 156 1387 788
1416225_at alcohol dehydrogenase 1 (class I) Adh1 -2.93 191 174 1790 991
1450460_at aquaporin 3 Aqp3 -2.95 193 189 1456 1497
1449500_at serine (or cysteine) proteinase inhibitor, clade Serpinb7 -2.96 434 414 3210 3392
1431211_s_at thioesterase superfamily member 5 Them5 -2.99 64 60 675 309
1424968_at RIKEN cDNA 2210023G05 gene 2210023G05Rik -2.99 112 105 853 867
1456539_at Transcribed sequence with strong similarity to NA -3.02 244 213 2121 1590
1422587_at transmembrane protein 45a Tmem45a -3.09 291 342 3426 1965
1438474_at ankyrin repeat domain 35 Ankrd35 -3.12 26 28 310 162
1419491_at defensin beta 1 Defb1 -3.12 230 177 1662 1852
1434227_at keratinocyte differentiation associated protein Krtdap -3.16 722 673 6328 6098
1436520_at expressed sequence AI450948 AI450948 -3.18 286 196 2525 1767
1441909_s_at RIKEN cDNA 9530066K23 gene 9530066K23Rik -3.20 27 21 252 177
1417853_at chloride channel calcium activated 2 Clca2 -3.26 256 199 2582 1742
1459898_at suprabasin Sbsn -3.31 55 87 885 482
1441341_at Transcribed sequences NA -3.32 109 105 1065 1080
1437939_s_at Cathepsin C Ctsc -3.34 61 56 701 479
1424713_at calmodulin-like 4 Calml4 -3.36 66 63 612 703
1422008_a_at aquaporin 3 Aqp3 -3.38 12 12 136 118
1435760_at cystatin A MGI:3524930 -3.43 168 177 1842 1875
1448932_at keratin complex 1, acidic, gene 16 Krt1-16 -3.44 81 88 1101 735
1417732_at annexin A8 Anxa8 -3.45 243 203 2780 2085
1457025_at RIKEN cDNA 4833413O15 gene 4833413O15Rik -3.46 81 50 998 405
1440523_at retinal short chain dehydrogenase reductase Rdhe2 -3.53 289 260 3978 2367
1441384_at Transcribed sequences NA -3.55 87 101 1318 885
1417408_at coagulation factor III F3 -3.63 44 33 574 376
1448152_at insulin-like growth factor 2 Igf2 -3.64 650 540 7115 7633
1458000_at desmoglein 1 alpha Dsg1a -3.70 317 263 4344 3172
1426808_at lectin, galactose binding, soluble 3 Lgals3 -3.74 312 260 4311 3269
1416930_at lymphocyte antigen 6 complex, locus D Ly6d -3.80 495 434 7376 5495
1419463_at chloride channel calcium activated 1 Clca1 -3.86 592 614 9974 7551
1455519_at desmoglein 1 alpha Dsg1a -3.90 46 44 853 494
1460259_s_at chloride channel calcium activated 1 Clca1 -3.92 351 362 6390 4408
1439620_at carbonic anhydrase 13 Car13 -3.93 19 16 272 266
1422481_at keratin complex 2, basic, gene 1 Krt2-1 -4.06 998 995 18569 14590
1456203_at RIKEN cDNA 1110020A10 gene 1110020A10Rik -4.35 108 75 2497 1172
1424306_at elongation of very long chain fatty acids (FEN1 Elovl4 -4.40 50 42 1254 686
1439183_at N-acylsphingosine amidohydrolase (alkaline cer Asah3 -4.57 16 23 570 323
1424265_at N-acetylneuraminate pyruvate lyase Npl -4.60 260 308 7595 6168
1453801_at thioesterase superfamily member 5 Them5 -4.68 31 25 915 511
1437578_at chloride channel calcium activated 2 Clca2 -4.86 29 20 932 483
1429297_at serine (or cysteine) proteinase inhibitor, clade Serpinb12 -4.97 19 21 815 422
1422939_at serine (or cysteine) proteinase inhibitor, clade Serpinb3b -5.05 74 97 3139 2491
1422940_x_at serine (or cysteine) proteinase inhibitor, clade Serpinb3b -5.07 124 143 4887 4052
1436448_a_at prostaglandin-endoperoxide synthase 1 Ptgs1 -5.11 68 93 3215 2265
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