#1 DBT &2ty 1. s LA R IFES-RBET

IR A
Fold ' probe Set ID | UniGene ID | Gene Title
| change
1.50 | 1456890 _at | Mm.86382.1 | DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
1.57 | 1440604 _at Mm.214668.1 | Transcnbed sequences
1.57 | 1445808_at | Mm.214726.1 | ---
1.57 | 1424688 _at Mm.171397.1 | cAMP responsive element binding protein 3-ltke 3
58 assstn [ amissies | Tmcrbelsmence i oo sy ooy
1.79 | 1431573_at | Mm.50508.1 | RIKEN cDNA 4930404K22 gene
1.87 | 1458003_at Mm.166739.1 | zinc finger protein 398
192 | 1455926_at | Mm.28694.2 | LSM6 homolog, U6 small nuclear RNA associated (8. cerevisiae)
2.06 | 1460256 _at Mm.300.1 carbonic anhydrase 3
2.07 | 1415994_at | Mm.21758.1 | cytochrome P450, family 2, subfamily e, polypeptide 1
2,17 | 1423491 at Mm.143768.1 | F-box only protein 3
2.24 | 1417023 _a_at | Mm.582.1 fatty acid binding protein 4, adipocyte
2.59 1 1422651 _at Mm,3969.1 - adipocyte, C1Q and collagen domain containing
266 | 1446130 at | Mm.218691 1 | Transcribed sequence with strong similar'ity to protein pir:S12207
- (M mneeningt S12207 hynathehcal nratein
2.66 | 1449434 _at Mm.300.1 carbonic anhydrase 3
2.82 | 1417867 _at | Mm.4407.1 adipsin
5.83 | 1447305_at . | Mm.152254.1 | Transcribed sequences
itk
fl?:l:]l:ge Probe Set 1D ITI;‘anscnp t Gene Title
1.5 | 1439233 _at Mm.132676.1 | Transcribed sequences
1.5 | 1440582 _at Mm.208286.1 | RIKEN ¢cDNA 8030492004 gene
1.5 | 1451403 _at Mm.219662.1 | cDNA sequence BC024868
1.5 11430118 _at Mm.71287.1 | RIKEN ¢cDNA A330042105 gene
1.5 11419378 _a_at [ Mm.22742.1 | FXYD domain-containing ion transport regulator 2
1.5 1459677_at | Mm.215348.1 | ---
1.5 | 1447037 _at Mm.132762.2 | pleckstrin homology domain interacting protein
1.6 | 1459249 at Mm.186017.1 | Transcribed sequences
1.6 | 1445526 _at Mm.26887.1 | Transcribed sequences
Transcribed sequence with weak similarity to protein
1.6 | 1449720_at | Mm.218186.1 | ref:NP_083358.1 (M.musculus) RIKEN cDNA 5830411307
[Mus musculus]
- 1.7 | 1433018_at Mm.219778.1 | RIKEN ¢DNA 4930560018 gene
1.7 | 1419231 s _at | Mm.4201.1 keratin complex 1, acidie, gene 12
L8 | 1439086 st | Mm8T679.1 | fone K950017615 producthypothesca roten,full et
1.9 | 1444025 _at Mm.209030.1 | potassivm inwardly-rectifying channel, subfamily J, member 3
1.9 ] 1454242 at | Mm.158296.1 | RIKEN cDNA 2310079G19 gene
8 days embryo whole body cDNA, RIKEN full-length enriched
2.0 | 1440060 _at Mm.145294.1 | library, clone:5730539D01 product:unclassifiable, full insert
sequence
2.0 1444781_at | Mm.161023.1 | XPA binding protein 1 :
2.1 | 1442786_s_at | Mm.195906.1 | DNA segment, Chr 5, Brigham & Women's Genetics 0860
2.2 | 1437640 _at Mm.44182.1 | RIKEN cDNA 6430704M03 gene
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# 2 DBT BEIZIV 1. 550 1 Y TFicHF Bzl n- &=+

HiR<wUX
Fold Probe Set ID | UniGene ID Gene Title
change
0.317 | 1445526_at | Mm.26887.1 Transcribed sequences
0.367 1447125:at Mm.221072.1 | ---
0.388 | 1438981 _at | Mm.132109.1 | Transcribed sequences
0.389 | 1454296 _at Mm.178176.1 | RIKEN cDNA 4631402F24 gene
0.410 } 1421316 _at | Mm.158107.1 | RIKEN cDNA 1110058A15 gene
0.423 | 1446451 _at Mm.182743.1 | Transcribed sequences
0.427 | 1437713 _x_at | Mm.28647.3 RIKEN ¢DNA 1500010102 gene
0.427 | 1460126 _at | Mm.17000.1 -
0.438 | 1419245 _at Mm.58771.1 RABI14, member RAS oncogene family
0.467 | 1423124 x_at | Mm.3655.1 RAD354 like (S. cerevisiae)
0.473 | 1456729 x at | Mm.11333.3 expressed sequence AW540478
0.495 | 1437623 x_at | Mm.19082,2 kinesin 2
0.503 | 1443369_at | Mm.208281.1 | cDNA sequence BC052055
0.506 | 1460607 at | Mm.151375.1 | immunoglobulin superfamily, member 11
0.507 | 1423929 _at | Mm.34257.1 phosphoglycerate dehydrogenase like 1 .
16 days neonate cerebellum cDNA, RIKEN full-length
0.514 | 1447154_at | Mm.209748.1 | enriched library, clone:9630033020 product:unknown EST,
full insert sequence
0.519 { 1442567 _at Mm.124159.1 | ¢cDNA sequence BC055367
0.521 | 1447049 _at Mm.171661.1 | Transcribed sequences
0.526 | 1417262_at | Mm.3137.1 prostaglandin-endoperoxide synthase 2
0.528 | 1450168 _at | Mm.58321.1 RIKEN cDNA 2900001A12 gene
0.531 ] 1457977_at | Mm.33247.1 RIKEN ¢DNA 2310005N01 gene
0.532 | 1454159 _a_at | Mm.141936.2 | insulin-like growth factor binding protein 2
0.536 | 1458541_at | Mm.101932.1 | dynactin 4
0.536 | 1453616_at Mm,133867.1 | RIKEN ¢DNA 3830408C21 gene
0.538 | 1453385_at | Mm.57689.1 RIKEN ¢DNA 1110015C02 gene
0.539 | 1445204 _at Mm.136996.1 | Transcribed sequences
0.542 | 1453345_at | Mm.38884.1 RIKEN ¢DNA 3830408G10 gene
0.547 | 1446222_at | Mm.182815.1 | Transcribed sequences
0.556 | 1426076 at | Mm.131057.1 | cell division cycle 27 homolog (S. cerevisiae)
0.556 { 1417993 _at Mm.118769.1 | seminal vesicle secretion 3
0.560 | 1456343 _at Mm.132397.1 | solute carrier family 35, member F1
0.561 | 1449900 _at Mm.5120.1 galactosylceramidase
0.567 | 1435789_x_at | Mm.38261.3 Transcribed sequences
0.568 | 1420119_s_at | Mm.198140.1 | expressed sequence AU020177
0.578 | 1446875_at | Mm.173939.1 | ---
0.578 | 1420923_at | Mm.396.1 ubiquitin specific protease 9, X chromosome
0.579 | 1417859 _at Mm.3257.1 growth arrest specific 7
0.582 | 1460104 _at Mm.215338.1 | vacuolar protein sorting 4b (yeast)
0.582 | 1419127 _at Mm.154796.1 | neuropeptide Y
0.583 | 1423573_at | Mm.86611.1 sterotd 5 alpha-reductase 2-like
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Adult male diencephalon cDNA, RIKEN full-length

0.584 | 1457733 _at | Mm.138491.1 | enriched library, clone:9330152010 product.unknown EST,
full insert sequence
0.584 | 1457070_at | Mm.41676.1 Transcribed sequences
0.592 | 1440582_at | Mm.208286.1 | RIKEN cDNA 8030492004 gene
0.594 | 1454737 _at Mm.16479.3 dual specificity phosphatase 9
0.595 ] 1455770 _at Mm.30146.1 tryptophan 2,3-dioxygenase
0.596 | 1427006 at | Mm.149978.1 | Rap guanine nucleotide exchange factor (GEF) 1
# 2 DBT #5121V 1. 5 /0 1 UTICH BiCHiEhic BT (i)
iR~ 2
fg‘;ge Probe Set ID | UniGene ID | Gene Title
0.598 | 1416342 _at Mm.980.1 tenascin C
0.599 | 1419943 s at | Mm.195316.1 | cyclin Bl
0.603 | 1455586 _at | Mm.217250.1 | RIKEN cDNA 3110001H135 gene
0.603 | 1446308 at Mm.207320.1 | RIKEN cDNA 1700106J16 gene
0.605 | 1455203 at Mm.35159.1 RIKEN cDNA A930003A15 gene
0.608 | 1443484_at | Mm.214535.1 | ---
0.609 | 1432747 at | Mm.56320.1 RIKEN cDNA 4933403]19 gene
0.611 | 1445556 _at | Mm.138929.1 | Transcribed sequences
0.611 | 1455152 _at | Mm.28818.1 Hypothetical LOC225897 (LOC225897), mRNA
0.612 | 1452698 at Mm.29900.1 RIKEN ¢DNA 2310050B20 gene
0.613 | 1427386 _at Mm.28399.1 nuclear pore membrane protein 121
0.613 | 1458870 x_at | Mm.173297.1 | pam, highwire, rpm I
0.613 | 1425749 at | Mm.220297.1 | syntaxin binding protein 6 (amisyn)
0.614 | 1454157 a_at | Mm.71913.2 phospholipase A2, group IID
0.617 | 1431491_at | Mm.118233.1 | RIKEN cDNA 9430087N24 gene
0.618 | 1441761_at | Mm.37451.1 Transcribed sequences
0.618 | 1450087 _a_at | Mm.78861.1 nucleolar and coiled-body phosphoprotein 1
0.619 | 1439624 at Mm.100151.1 | hypothetical protein C730031G17
0.620 | 1450677 _at Mm.16753.1 checkpoint kinase 1 homolog (S. pombe)
0.620 | 1458012 _at Mm.130056.1 | dachshund 2 (Drosophila)
0.621 | 1437848 x_at | Mm,22456.2 RIKEN ¢DNA 2610017G09 gene
0.622 | 1457145 _at | Mm.32034.1 RIKEN c¢DNA 4931414113 gene
0.622 | 1454873 at | Mm.117042.1 | RIKEN ¢DNA C130032F08 gene
0.623 | 1432069 _at | Mm.158982.1 | RIKEN cDNA 1700023G09 gene
0.627 | 1449207 a_at | Mm.196638.1 | kinesin family member 20A
0.627 1 1423463 _a_at | Mm.11516.1 DNA segment, Chr 2, ERATO Doi 750, expressed
0.628 | 1451913_a_at | Mm.116721.2 | hypoxia up-regulated 1
0.629 | 1447363 _s_at | Mm.200255.1 budding uninhibited by benzimidazoles 1 homolog, beta {S.
0.630 | 1448000 _at Mm.180845.1 | cell division cycle associated 3
0.630 | 1447081_at | Mm.172797.1 | --
0.630 | 1416558 _at Mm.4674.1 maternal embryonic leucine zipper kinase
0.631 | 1424856_at | Mm.44101.1 ATPase, Na+/K+ transporting, alpha 3 polypeptide
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0.632 | 1438170_x_at | Mm.181562.8 | adhesion regulating molecule 1
0.633 | 1444975 _at Mm,12301.1 Transcribed sequences
0.634 | 1436723 _at Mm,34903.1 FSH primary response 1
0.635 | 1439676 _at Mm. 182845.1 | Transcribed sequences
0.636 | 1443537 _at | Mm.133719.1 | RIKEN cDNA C130009A20 gene
0.636 | 1432212 _at | Mm.87538.1 RIKEN ¢DNA 1810073H04 gene
0.636 | 1432447 a_at | Mm.36000.2 RIKEN ¢DNA 2310005N01 gene
0.637 | 1431956_at | Mm.159669.1 | RIKEN ¢cDNA 5830453K13 gene
0.639 | 1437173_at | Mm.136736.1 | endothelial differentiation, sphingolipid G-protein-coupled
0.640 | 1436035_at | Mm.154541.1 | RIKEN cDNA 3830431G21 gene
0.640 | 1418589 a_at | Mm.10414.1 myeloid leukemia factor 1
0.641 | 1422668 at Mm.45371.1 serine {or cysteine) proteinase inhibitor, clade B, member 9b
0.644 | 1420816 _at Mm.29717.1 3-monooxgenase/tryptophan 5-monooxgenase activation
0.647 | 1456134 _x_at | Mm.44202.2 Yipl interacting factor homolog (S. cerevisiae)
#2 DBT#EIZXY L. 5 50 1 LTFCABICHflEhicBisF (5
iR~ R
fl?ﬁge Probe Set ID | UniGene ID | Gene Title
0.649 | 1452924 at | Mm.85162.1 RIKEN c¢DNA 2310007D09 gene
0.649 | 1452042 a_at | Mm.46635.1 RIKEN c¢DNA 5730537D05 gene
0.649 | 1424610_at | Mm.35564.1 RIKEN ¢DNA G430055L02 gene
0.651 | 1423592 _at Mm.35815.1 Rho-associated coiled-coil forming kinase 2
0.651 | 1444024 at Mm.209443.1 | cDNA sequence BC004701
0.651 | 1426744 _at Mm.38016.1 sterol regulatory element binding factor 2
0.651 | 1444199 at | Mm.45087.1 ELK4, member of ETS oncogene family
0.651 | 1436711_at | Mm.27747.1 RIKEN ¢DNA B430109J19 gene
0.652 | 1420544 _at Mm.4799.1 germinal center expressed transcript
0.652 | 1419058 _at Mm.130322.1 | RNA polymerase I associated factor
0.653 | 1432261 at | Mm.219777.1 | RIKEN cDNA 2310039D24 gene
0.653 | 1435114_at | Mm.2718.2 RIKEN ¢DNA D630024B06 gene
0.653 | 1450506_a_at | Mm.34109.1 RIKEN cDNA 2700083B06 gene
0.653 | 1431349_at Mm.24.2 heterogeneous nuclear ribonucleoprotein A/B
0.653 | 1421641 at | Mm.57040.1 ;‘:j‘r‘:gr::‘;i‘)’fﬁg’;('z‘e“mm‘sm‘“e’ transporter,
0.654 { 1441135 at | Mm.131890.1 | RIKEN cDNA 4930488P06 gene
0.654 | 1431697_at | Mm.30717.8 synaptojanin 2
0.655 | 1442031 _at | Mm.27025.1 RIKEN c¢DNA D130073L02 gene
0.655| 1457385_at | Mm.214504.1 | Transcribed sequences
0.657 | 1443493 _at Mm.216296.1 | DEAH (Asp-Glu-Ala-His) box polypeptide 37
0.657 | 1430540_at | Mm.45133.1 RIKEN cDNA 5330414008 gene
0.659 | 1449478 _at Mm.4825.1 matrix metalloproteinase 7
0.660 | 1429216 _at | Mm.133714.1 | cDNA sequence AY424292
0.660 | 1431963 _at | Mm.159485.1 | RIKEN cDNA 4930556A20 gene
0.661 | 1446126_at | Mm.182857.1 | Transcribed sequence
0.662 | 1423774_a_at | Mm.27529.1 protein regulator of cytokinesis 1
0.663 | 1427041_at | Mm.97514.1 cDNA sequence BC013712
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0.663 | 1448187 at | Mm.16549.1 polymerase (DNA directed), delta 1, catalytic subunit
0.663 | 1452314 at Mm.42203,1 kinesin family member 11
0.665 | 1450157_a_at | Mm.116997.1 | hyaluronan mediated motility receptor (RHAMM)
0.665 | 1447820 _x_at | Mm.182243.1 [ carnitine palmitoyltransferase 2
0.666 | 1438624 x_at [ Mm.131817.1 | RIKEN c¢DNA 6430516N12 gene
iR~ A
Fold Probe Set ID | Transcript ID | Gene Title
change
0.126 | 1436593 _at | Mm.35212.1 Unknown (protein for MGC:58818)
0.427] 1455282 x at | Mm.19143.2 aminolevulinic acid synthase 1
0.449 { 1459612_at | Mm.208696.1 | ---
0.507 | 1416539_at | Mm.196345.1 | yolk sac gene 2
0.513 | 1426919 _at Mm.4712.1 integrin beta 1 (fibronectin receptor beta)
0522 | 1437244 at | Mm.11982.1 RIKEN cDNA 8430435B07 gene
0.527 | 1437116_at | Mm.127777.1 | RIKEN c¢cDNA 1110019013 gene
0.534 | 1448626_at Mm.74138.1 CDX35 regulatory subunit associated protein 1
0.536 1435285:at Mm.24207.1 expressed sequence AV354767
0.536 | 1453277 at | Mm.149413.1 | RIKEN ¢DNA 3021401N23 gene
0.538 | 1419532 _at Mm,1349.1 interleukin 1 receptor, type II
# 2 DBT ®#5iCXY 1. 5 50 | LTFRARICARSh /BT (#:iE)
BiER~U R
Fold . .
change Probe Set ID | UniGene ID Gene Title
0.540 | 1444849 _at | Mm.172604.1 | expressed sequence C76872
0.544 | 1432547 at | Mm.160091.1 | RIKEN c¢DNA C030005H24 gene
0346 | 1445759 at | Mm 2106571 | g e productunknown EST. fll
0.546 | 1442911 at | Mm.218423.1 | RIO kinase 2 (yeast)
0.551 | 1454434 at | Mm.158716.1 | RIKEN ¢DNA 9030607J07 gene
0.552 | 1428480 _at | Mm.28038.1 DNA segment, Chr 4, ERATO Doi 421, expressed
0.552 | 1437906_x_at | Mm.19169.5 thioredoxin-like 1
0.560 | 1459226_at | Mm.194760.1 | Transcribed sequences
0.564 | 1437160_at | Mm.126932.1 | neuroligin 1
0.566 | 1455635_at | Mm.136419.1 | RIKEN cDNA 4732460102 gene
0.569 | 1450194 _a_at | Mm.1202.1 myeloblastosis oncogene
0.576 | 1437464 _at Mm.23357.1 expressed sequence AI661438
0.577 | 1451418_a_at | Mm.33268.1 SFRY domain-containing SOCS box 4
11 days embryo head cDNA, RIKEN full-length enriched
0.579 | 1445298 at | Mm.85388.1 library, clone:6230408M08 product:unknown EST, full
msert sequence
0.579 | 1454767 at Mm.36529.1 DNA segment, Chr 2, Brigham & Women's Genetics 1423
Adult female vagina cDNA, RIKEN full-length enriched
0.584 | 1456973 _at Mm.214730.1 | library, clone:9930108006 product: hypothetical protein, full
Insert sequence
0.586 | 1443667 at | Mm.191440.1 | expressed sequence C79407
0.589 | 1425349 _a_at | Mm.18535.1 myelin basic protein expression factor 2, repressor
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0.592 | 1446389 _at | Mm.182718.1 | Transcribed sequences
16 days embryo head ¢cDNA, RIKEN full-length enriched
0.599 1 1456997 at | Mm.209879.1 | library, clone:C130022G24 product:unclassifiable, full
insert sequence
0.599 | 1426193 at Mm,219545.1 | otospiralin
0.601 | 1430784 _a_at | Mm.24372.1 RIKEN cDNA 4932417H02 gene
0.602 | 1444129 at Mm.35196.1 expressed sequence AW742635
0.604 | 1427852 _x_at [ Mm.157783.12 | immunoglobulin heavy chain (558 family)
0.609 | 1450161 _at Mm.12967.1 inhibitor of kappaB kinase gamma
0.610 | 1455234 at | Mm.32526.2 RIKEN ¢DNA 6330417G03 gene
3 days neonate thymus ¢cDNA, RIKEN full-length enriched
0.618 | 1440477 _at Mm.37223.1 library, clone:A630022L15 product:unknown EST, full
insert sequence
ozt 10750 | Mmorsse | Trmseredsaten it iy oo
0.629 | 1431476 _at Mm.84915.1 RIKEN cDNA 4933407105 gene
0.629 | 1440754 _at Mm.193602.1 | ---
0.630 | 1458069 at | Mm,215480.1 | Transcribed sequences
0.633 | 1440332 at Mm.129546.1 | Transcribed sequences
0.633 | 1441178 _at Mm,96010.1 RIKEN c¢DNA 1190002H09 gene
0.635 | 1444769 _at Mm.147464.1 | testis expressed gene 9
0.635 | 1427307 _a_at | Mm.18527.2 disabled homolog 1 (Drosophila)
0.636 | 1450643_s_at | Mm.28962.1 acyl-CoA synthetase long-chain family member 1
0.636 | 1443988 at Mm,35598.1 RIKEN ¢DNA B330012G18 gene
: 13 days embryo forelimb ¢cDNA, RIKEN full-length
0.641 | 1446167 at Mm.207152.1 | enriched library, clone:5930417E23 product:unknown EST,
full insert sequence
0.644 | 1456427 _at Mm.20365.2 glycoprotein Ib, beta polvpeptide
0.647 | 1429445_at | Mm.87320.1 RIKEN cDNA 4921510J17 gene
0.648 | 1459791 _at Mm.70400.1 DnaJ (Hsp40) homolog, subfamily C, member 1
0.648 | 1459951 at | Mm.210108.1 | RIKEN cDNA 4732464A07 gene
0.649 | 1424725 _at Mm.35581.1 DNA segment, Chr 16, ERATO Doi 472, expressed
0.651 | 1452459_at | Mm.168523.1 | calmodulin binding protein 1
0.651 | 1435504_at { Mm.141984.1 | RIKEN cDNA 1700024K14 gene
0.652 | 1430987 s at | Mm.174860.1 | WW domain binding protein 11
0.654 | 1449207 a_at | Mm.196638.1 | kinesin family member 20A
#2 DBT 523V 1. 5 30 1 LTFRA RIS B R T ()
R~V A
f!(::l:lilge Probe Set ID | UniGene ID Gene Title
0.655 | 1447966 _a_at | Mm.215610.3 | hypothetical protein A630048M13
0.655 | 1442280 _at Mm.207430.1 | DNA segment, Chr 2, ERATO Doi 750, expressed
0.655 | 1425932_a_at | Mm.7526.2 CUG triplet repeat, RNA binding protein 1
0.657 { 1457385 _at Mm.214504.1 | Transcribed sequences
0657 | 1444663 st | Mm211202.1 | igrar Cione E130309P07 productanknon EST. fall -
0.660 | 1426263 _at Mm.178322.1 | immunoglobulin superfamily, member 4C
0.663 | 1427277 at Mm.4645.1 sine oculis-related homeobox 1 homolog (Drosophila)
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0.664 | 1457797 _at Mm.37805.1 expressed sequence AI605517
0.665 | 1452772_at | Mm.23207.1 RIKEN cDNA 5430432P15 gene
% 3 HIET 10 5 EBFESh/ETOYE DBT #541259 1. S 40 1 PUFicH Biciishi
BIETF
Hm?%ﬂ f [%!;TEEEJ%% Probe set ID Gene Title
Bib i
364.7 0.595 1455770 _at tryptophan 2 3-dioxygenase
102.0 0.598 1419943 _s_at | cyclin Bl
85.9 0.641 1422668 _at ;Zrine (or cysteine) proteinase inhibitor, clade B, member
61.7 0.532 1454159 a_at | insulin-like growth factor binding protein 2
392 0.622 1457145_at RIKEN cDNA 4931414L13 gene
31.8 0.63 1416558_at maternal embryonic leucine zipper kinase
279 0.627 1423463_a_at | DNA segment, Chr 2, ERATQ Doi 750, expressed
259 0.66 1429216 _at cDNA sequence AY424292
238 0.665 1450157_a_at | hyaluronan mediated motility receptor (RHAMM)
20.7 0.627 1449207 a_at | kinesin family member 20A
18.2 0.662 1423774 _a_at | protein regulator of cytokinesis 1
14.0 0.629 1447363_s_at l();dgel:-legv };ril:;l)nbned by benzimidazoles 1 homolog, beta
11.8 0.526 1417262 _at prostaglandin-endoperoxide synthase 2
11.4 0.506 1460607 _at immunoglobulin superfamily, member 11
10.6 0.663 1452314 _at kinesin family member 11
8.7 0.651 1444024 _at ¢DNA sequence BC004701
8.6 0.649 1452924 at RIKEN c¢DNA 2310007D09 gene
5.9 0.542 1453345 _at RIKEN cDNA 3830408G10 gene
538 0.64 1418589 a at | myeloid leukemia factor 1
5.0 0.613 1425749 _at syntaxin binding protein 6 (amisyn)
49 0.582 1419127 _at neuropeptide Y
49 0.579 1417859 _at growth arrest specific 7
4.7 - 0.653 1431349 _at heterogengous nuclear ribonucleoprotein A/B
4.6 0.653 1435114 _at RIKEN ¢cDNA D630024B06 gene
45 0.427 1460126 _at ---
41 0.644 1420816 _at 3-monooxgenase/tryptophan 5-monooxgenase activation
38 0.556 1426076 _at cell division cycle 27 homolog (S. cerevisiae)
3.7 0.598 1416342 at tenascin C
34 0.41 1421316 _at RIKEN c¢DNA 1110058A15 gene
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