Annotation Cluster 1 Enrichment Score: 1.31

0 GOTERM_MF_FAT identical protein binding

0 GOTERM_MF_FAT protein homodimerization activity

a GOTERM_MF_FAT protein dimerization activity
Annotation Cluster 2 Enrichment Score: 1.22

[]  SP_PIR_KEYWORDS zine

O GOTERM_MF_FAT zinc ion binding

O SP_PIR_KEYWORDS metal-binding

O GOTERM_MF_FAT transition metal ion binding

O SP_PIR_KEYWORDS zinc-finger

0 GOTERM_MF_FAT ion binding

O GOTERM_MF_FAT metal ion binding

O GOTERM_MF_FAT cation binding
Annotation Cluster 3 Enrichment Score: 1.16

O GOTERM_BP_FAT immune effector process

O GOTERM_BP_FAT immune response

0O GOTERM_BP_FAT lymphocyte mediated immunity

O GOTERM_BP_FAT leukocyte mediated immunity
Annotation Cluster 4 Enrichment Score: 1.03

0 GOTERM_CC_FAT extracellular region

O GOTERM_CC_FAT extracellular region part

] GOTERM_CC_FAT extracellular space
Annotation Cluster § Enrichment Score: 1.01

O UP_SEQ_FEATURE domain:Ig-like 3

a UP_SEQ_FEATURE domain:Ig-like 2

0 UP_SEQ_FEATURE domain:Ig-like 1

a SP_PIR_KEYWORDS immunoglobulin

D GOTERM_BP_FAT Immune response

O INTERPRO Immunoglobulin C1-set

[]  SMART 1Ge1

;) wTEReRo Immunoglobulin/major histocompatibility

complex, conserved site

0 SP_PIR_KEYWORDS duplication

O INTERPRO Immunoglobulin-like fold

O SP_PIR_KEYWORDS Immunoglobulin domain

0O INTERPRO Immunoglobulin-like

O UP_SEQ_FEATURE sequence variant

0 INTERPRO Immunoglobulin subtype

[]  sMar 16

Count P_Value Benjamini

RT - 7 7.56-3 B8.0E-1
RT = 4 1.1E-1 9.8E-1
RT - s 14E-1 9.9E-1
Count  P_Value Benjamini
RT Jr— 21 7.26-3 7.3E-1
RT — 21 2.0E-2 8.8E-1
RT —— 24 4.1E-2 9.2E-1
RT —— 23 4.9E-2 9.7E-1
RT — 12 1.0E-1 8.6E-1
RT s 29 1561 9.9E-1
RT pr— 28 1.86-1 9.6E-1
RT —— 28 2.0E-1 9.6E-1
P_Value  Benjamini
RT - 4 4.26-2 9.9E-1
RT - 7 6.8E-2 9.9E-1
RT a 3 7.9E-2 9.9E-1
RT M 3 1.06-1 1,0E0
Count ' P_Value  Benjamini
RT [ 15 S.3E-2 94E-1
RT - 8 1.1E-1  9.9E-1
RT - 6 1.36-1 9.9E-1
Count ' P_Value Benjamini
RT - 3 4.76-3 B8.8E-1
RT a 3 11E-2 9.2E-1
RT - a 1.1E-2 9.2E-1
RT H 3 4.8E-2 8.9E-1
RT - 7 6.8E-2 9.9E-1
RT a 3 8.8E-2 1.0E0
RT = 3 1.1E-1 1.0E0
RT - 3 1.2E-1 1.,0E0
RT = 3 1.6E-1 8.B8E-1
RT - 7 1.9E-1 1.0E0
RT - 5 2.7E-1 9.3E-1
RT - 6 2.9E-1 1.0E0
RT - 4 4.26-1 1.0E0
RT - 3 S.6E-1 1.,0E0
RT - 3 6.2E-1 1.0E0
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High .
Gene Low glucose Ratio
Gene name glucose t-test
symbol (LG) (HG/LG)
(HG)
ADAM
apauts)  metallopeptidase 1721.6 805. 3 . 138 0. 0042
with thrombospondin
type 1 motif, 1
arginine-rich,
ARMETL1 mutated in early 11.9 1.4 . 680 0.0294
stage tumors—like 1
ARSG arylsulfatase G 31.19 13.8 . 260 0.0146
CUB domain containi
CDCP1 _ M 40 10. 2 343 0.0199
protein 1
CST2 cystatin SA 195. 4 53.7 . 636 0.0015
ecto—NOX
ENOX1 disulfide-thiol 17.7 6.1 . 909 0. 0090
exchanger 1
FBN2 fibrillin 2 83.2 28.2 . 950 0. 0001
growth
GDF15 differentiation 3621. 6 1842.9 . 965 -<0. 0001
factor 15
POM (POM121 homolog,
POMZP3 ( omotog 60.7 25.9 346 0.0101
rat) and ZP3 fusion
protease, serine, 1
PRSS1 . 198.1 84.4 . 348 0.0276
(trypsin 1)
protease, serine, 1
PRSS1 (trypsin 1) / 290. 4 127.6 .276 0.0032
trypsinogen C
PRSS3 protease, serine, 3 869. 5 400. 6 . 171 0.0011
PRSS3 protease, serine, 3 1160. 5 475.1 2. 443 <0. 0001
serpin peptidase
SERPINBZ inhibitor, clade B 194. 1 102.0 . 904 0. 0331
(ovalbumin), member 2
tissue factor pathway
TFPI2 . 4446. 2 1793. 4 . 479 0. 0001
inhibitor 2
tumor necrosis factor
INFRSF11B T SCePtOr 25.8 12.8 021 0.0216

superfamily, member
11b
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AFFYMETRIX_3PRIME Fold Fold
IVI1p Gene Name change* change*
(Exp-1) (Exp-2)
1460437_at cytohesin 4 1.1 2
1460099_at ATPase, class II, type 9B 3.8 3
1459831_s_at transmembrane and coiled-coil . 46
domains 5
1459737_s_at transthyretin 1.4 1.2
1459505_at - 1.3 2.5
1459406_at DENN/MADD domain containing 2D 2.7 1.2
transient receptor potential
1459367_at cation channel, subfamily C, 3.4 1.4
member 5
1459136_at BTB and CNC homology 2 4.2 4.3
glucagon-like peptide 1 receptor;
1458719_at similar to glucagon-like 4.6 3.7
peptide-1 receptor
1458714_at RIKEN cDNA 1700093C20 gene 1 4.6
1458689 _at autophagy-related 10 (yeast) 3.6 1.3
1458076_at - 1.2 3.8
1457932_at - 1.6 2.8
1457753_at toll-like receptor 13 1 1.6
1457337_at - 1.1 1.1
1457035_at expressed sequence AI607873 1.4 1.7
1456655_at exostoses (multiple) 1 1 1.1
1456075_at protein kinase D2 3.6 2.3
1455790_at E2F transcription factor 2 1 2.9
1455690_at eukaryotic translation 5 8 L7
elongation factor 1 alpha 2
1455342_at RIKEN cDNA A230083H22 gene 1.5 1.6
1454600_at RIKEN cDNA 9530086P17 gene 2.5 3.3
1454147 _at RIKEN cDNA 2810429104 gene 2 3.6
1452408_at three prime repair exonuclease 1 1.9 2.7
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1452117_a_at

1451951 _at

1451804_a_at

1451563_at

1450826_a_at

1450788_at

1450364_a_at

1450234 _at

1450009_at
1449863_a_at
1449175_at

1448756_at

1448620_at

1448520_at

1448025_at

1447894 _x_at
1447727 _at
1447673_x_at
1447566_at

1447520_at

1447436_at

1447145_at

1446842_at

FYN binding protein
immunoglobulin kappa chain
complex

leucine rich repeat containing
16A

EGF-like module containing,
mucin-like, hormone
receptor—-like sequence 4

serum amyloid A 3

serum amyloid A 1

hepatitis A virus cellular
receptor 1

membrane—spanning 4-domains,
subfamily A, member 6C
lactotransferrin

distal-less homeobox b
G-protein coupled receptor 65
S100 calcium binding protein A9
(calgranulin B)

Fc receptor, I1gG, low affinity III
DNA cross—link repair 1B, PS02
homolog (S. cerevisiae)
signal-regulatory protein beta 1;
similar to SIRP beta 1 cell
surface protein

H2A histone family, member B3
aquaporin 3

RIKEN cDNA 1700015C15 gene
histone deacetylase 4
lipopolysaccharide binding
protein

expressed sequence AI451250
ataxia, cerebellar, Cayman type
homolog (human)

DNA segment, Chr 4, ERATO Doi 571,

expressed

23

1.5

1.6

1.7

2.4
1.4

1.2

1.7
2.6
1.2

4.6

1.1

1.1

1.9
4.1
4.6

1.3

4.9

2.7

1.9

1.9

2.9
3.6

1.7

2.2

1.2
1.4

e
= )



1446255_at
1444987_at
1444979_at
1444843_at
1444750_at

1444647_at

1444610_at

1444393_at

1444226_at
1443852_at

1443783_x_at

1443732_at
1443531 _at
1442339_at
1442074_at

1441958_s_at

1441799_at
1441747_at

1441680_at

1441667_s_at

1441379_at

1441164_at

1440889_at

1440865_at

1440843_at

KCNQ1 overlapping transcript 1
cathepsin B

protein C

insulin degrading enzyme
phospholipase A2, activating
protein

mitochondrial ribosomal protein
S30

regulating synaptic membrane
exocytosis 1

forkhead box 03

histocompatibility 2, class II
antigen A, alpha;
histocompatibility 2, class II
antigen E alpha

RIKEN cDNA D630045J12 gene
RIKEN cDNA A930005104 gene
stefin A2 like 1

advanced glycosylation end
product—specific receptor

RIKEN cDNA 6030422H21 gene

RNA binding motif, single
stranded interacting protein
SET and MYND domain containing 1
expressed sequence AU045094
RIKEN cDNA 9630014M24 gene; Rho
GTPase activating protein 26;
predicted gene 5820

cDNA sequence BC006965
interferon induced transmembrane
protein 6

RIKEN cDNA A230051N06 gene

24

1.1

2.7
1.8
1.4

2.8

4.9

3.3

4.2

2.3

5.3

2.8

3.3

2.2

2.6

2.1
5.1



1440592_at

1440582 _at

1440212_at

1440016_at

1439956_at

1439431_x_at
1438998_at

1438461 _at

1437935_at

1437726_x_at

1437323 _a_at

1436975_at

1436397_at

1436382_at

1435761 _at
1435665_at
1435628_x_at

1434716_at

1433987 _at
1433837 _at
1433836_a_at
1433362_at

CD80 antigen

itchy, E3 ubiquitin protein
ligase

solute carrier family 12, member
1

dihydrolipoamide branched chain
transacylase E2
membrane-spanning 4-domains,
subfamily A, member 6B

bicaudal D homolog 1 (Drosophila)
cyclin H

KH domain containing, RNA
binding, signal transduction
associated 1

RIKEN cDNA 4930486G11 gene
complement component 1, q
subcomponent, beta polypeptide
islet amyloid polypeptide
POM121 membrane
glycoprotein-like 2 (rat)
TRAF-interacting protein with
forkhead-associated domain,
family member B

zinc finger and BTB domain
containing 12

cDNA sequence BC100530; stefin A3
expressed sequence AI451617
cDNA sequence BC005512
hepatitis A virus cellular
receptor 1

hippocalcin-like 4

RIKEN cDNA 8430408G22 gene
RIKEN cDNA 8430408G22 gene
RIKEN cDNA 4930527F18 gene
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4.9

5.1

4.4

3.2

[l e el
N O

1.2

1.8

2.3

5.1
1.2

1.3

2.6

1.5

2.7

1.8

1.8

5.1
2.2

2.5

1.3
1.4
1.2
3.5



1431008_at

1430868_at
1430858_at
1430669_at
1430016_at

1430009_at

1429954 _at

1429524 _at

1428960_at

1428352_at

1427869_at

1427851_x_at

histocompatibility 2, Q region
locus 1; histocompatibility 2, Q
region locus 9; similar to H-2
class I histocompatibility
antigen, L-D alpha chain
precursor; histocompatibility 2,
Q region locus 8;
histocompatibility 2, Q region
locus 2; similar to MHC class Ib
antigen; histocompatibility 2, Q
region locus 7;
histocompatibility 2, Q region
locus 6; hypothetical protein
L0C100044307; similar to H-2
class I histocompatibility
antigen, Q7 alpha chain precursor
(QA-2 antigen); RIKEN cDNA
0610037M15 gene

RIKEN cDNA 5830403M04 gene
RIKEN cDNA 4632433K11 gene
keratin associated protein 4-7
RIKEN cDNA 4930584F24 gene

heat shock transcription factor,
Y linked 2

C-type lectin domain family 4,
member a3

myosin IF

enkurin, TRPC channel interacting
protein

arrestin domain containing 2
immunoglobulin heavy chain 6
(heavy chain of IgM)

similar to RGD1359202 protein
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S

4.7
3.2
3.1

1.6

3.1

1.5

3.5

3.6

3.4

1.2



1427799_x_at

1427797_s_at
1427747_a_at

1427327_at

1427025_at
1426936_at
1426112_a_at

1425645_s_at

1425548_a_at
1425451_s_at

1425407_s_at

1425225_at

1424857_a_at

1424494 _s_at

1424302_at

1424109_a_at
1422953_at

1422708_at

1422347_at

immunoglobulin kappa chain
variable 21 (V21)-1; similar to
Chain L, Structural Basis Of
Antigen Mimicry In A Clinically
Relevant Melanoma Antigen System
cathepsin E

lipocalin 2

paired immunoglobin-like type 2
receptor alpha

myotubularin related protein 7
cDNA sequence BC005512

CD72 antigen

cytochrome P450, family 2,
subfamily b, polypeptide 10
leukocyte specific transcript 1
chitinase 3-like 4

C-type lectin domain family 4,
member a2

Fc receptor, IgG, low affinity IV
similar to tripartite motif
protein TRIM34 alpha; tripartite
motif-containing 34; similar to
Tripartite motif protein 34
FLYWCH family member 2

similar to Leukocyte
immunoglobulin-like receptor,
subfamily B (with TM and ITIM
domains), member 3; leukocyte
immunoglobulin-like receptor,
subfamily B (with TM and ITIM
domains), member 3

glyoxalase 1

formyl peptide receptor 2
phosphoinositide-3-kinase,
catalytic, gamma polypeptide

neuropeptide Y receptor Y6
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1.2

1.6

1.2

1.1

3.1

2.5

2.1

1.2

3.8

1.4

1.8

3.8

3.6



1422013_at

1421947 _at

1421818_at

1420699_at

1420697_at

1420464_s_at

1420421_s_at

1419959_s_at

1419764_at

C-type lectin domain family 4,
member a2

guanine nucleotide binding
protein (G protein), gamma 12
B-cell leukemia/lymphoma 6
C-type lectin domain family 7,
member a

solute carrier family 15, member
3

hypothetical protein
L0C100038909; similar to PIRAZ;
hypothetical protein
LOC100038908; predicted gene
15448; paired-Ig-like receptor
All; paired-Ig-like receptor A5;
paired-Ig-like receptor A6;
paired-Ig-like receptor A4;
paired—-Ig-like receptor A7;
predicted gene 15930;
paired-Ig-like receptor Al;
paired-Ig-like receptor A2;
predicted gene 10693
hypothetical protein
L0C100044239; killer cell
lectin—like receptor subfamily B
member 1B; hypothetical protein
L0C100044240

predicted gene 2135; predicted
gene 2104; cytoplasmic
polyadenylated homeobox

similar to Chitinase 3-like
protein 3 precursor (Secretory
protein Yml) (Eosinophil
chemotactic cytokine) (ECF-L);
chitinase 3-like 3; predicted
gene 6522
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1.5

1.2

1.2

1.1

1.7

1.2

1.1

3.9

2.3

2.3

2.2

2.8

1.3

3.3



1419691 _at

1419609_at

1419515_at

1419434 _at

1419394_s_at

1419201 _at
1418878_at

1418867_at

1418866_at

1418809_at

1418774_a_at

1418722_at

1418655_at

cathelicidin antimicrobial
peptide

chemokine (C-C motif) receptor 1
FYVE, RhoGEF and PH domain
containing 2

solute carrier family 2
(facilitated glucose
transporter), member 10

S100 calcium binding protein A8
(calgranulin A)

kallikrein related—peptidase 11
acrosomal vesicle protein 1
cytochrome P450, family 24,
subfamily a, polypeptide 1
cytochrome P450, family 24,
subfamily a, polypeptide 1
hypothetical protein
LOC100038909; similar to PIRAZ;
hypothetical protein
L0OC100038908; predicted gene
15448; paired-Ig-like receptor
All; paired-Ig-like receptor A5;
paired-Ig-like receptor A6;
paired-Ig-like receptor A4;
paired-Ig-like receptor A7;
predicted gene 15930;
paired-Ig-like receptor Al;
paired-Ig-like receptor A2;
predicted gene 10693

ATPase, Cut+ transporting, alpha
polypeptide

neutrophilic granule protein
beta-1, 4-N-acetyl-galactosaminy

1 transferase 1
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1.2

1.4

2.2

3.5

3.9

1.7

1.5

2.5

2.9



1418536_at

1417822_at

1417821 _at

1417649_at

1417506_at
1416025_at

histocompatibility 2, Q region
locus 1; histocompatibility 2, Q
region locus 9; similar to H-2
class I histocompatibility
antigen, L-D alpha chain
precursor; histocompatibility 2,
Q region locus 8;
histocompatibility 2, Q region
locus 2; similar to MHC class Ib
antigen; histocompatibility 2, Q
region locus 7;
histocompatibility 2, Q region
locus 6; hypothetical protein
L0C100044307; similar to H-2
class I histocompatibility
antigen, Q7 alpha chain precursor
(QA-2 antigen); RIKEN cDNA
0610037M15 gene

DNA segment, Chr 17, human D6S56E
5

DNA segment, Chr 17, human D6S56E
5

cyclin—dependent kinase
inhibitor 1C (P57)

geminin

fibrinogen gamma chain

2.1

3.1

4.1

1.3

1.7
1.2

2.5

3.7

1.3

1.1
2.3

*Fold change i log, fET&R T,
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Fold Fold
AFFYMETRIX_3PRIME
Gene Name change* change™®
_INT_ID
(Exp-1) (Exp-2)

hydroxysteroid (17-beta)
1460606_at -1.3 -1.3

dehydrogenase 13

ankyrin repeat and sterile alpha
1460449 _at -1.3 -3.2
motif domain containing 1B
1460365_a_at dynamin 1 -3.1 -2.4
histone cluster 2, H3b; histone
cluster 1, H3f; histone cluster 1,
H3e; histone cluster 2, H3cl;
histone cluster 1, H3d; histone
1460314_s_at -2.1 ~-1.9
cluster 1, H3c; histone cluster 1,
H3b; histone cluster 2, H3c2;
histone cluster 2, H2aal; histone
cluster 2, H2aa2
limbic system—associated

1460092_at -3.6 -2.6
membrane protein

1460009_at immediate early response 5 -2.9 -3
signal transducing adaptor

1459427_at molecule (SH3 domain and ITAM -1.6 -1.4
motif) 1

1458585_at - -1.9 -1.4

1458355_x_at WD repeat domain 92 -2.8 -2.5
similar to Dual-specificity

1457667_x_at tyrosine—(Y) -phosphorylation -3.3 -3.5
regulated kinase 2

1457588 _at expressed sequence C76213 -3.6 -5.1

1457545_at RIKEN cDNA 9530036011Rik -3.7 2.6

1457306, at aminolevulinate, delta-, e L
dehydratase

1457102_at RIKEN cDNA A030001D16 gene -4.1 -3

1456839_at GRAM domain containing 1B -2 -3.2
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1456787_at

1456493_at

1455530_at

1455471_at
1454536_at
1454297_at
1454065_at
1454015_a_at
1453823_a_at

1453780_at

1453770_at
1453472_a_at

1453233_s_at
1453132_a_at

1452677_at

1452544 _x_at

1452277_at
1452014_a_at

1451901 _at

1451886_at

RIKEN cDNA 2810055G20 gene
similar to Spl10 nuclear body
protein

immunoglobulin heavy variable
V14-2

canopy 1 homolog (zebrafish)
transmembrane protein 30C
RIKEN cDNA 4631402F24 gene
RIKEN cDNA 4930562D21 gene
cadherin 13

coiled—coil domain containing 76
predicted gene,
ENSMUSG00000043151
carboxypeptidase A4

SLAM family member 7
calreticulin 3

gastrokine 2

similar to polynucleotide
phosphorylase-like protein;
polyribonucleotide
nucleotidyltransferase 1
histocompatibility 2, D region;
histocompatibility 2, D region
locus 1

arylsulfatase G

insulin-like growth factor 1
helicase-like transcription
factor

SPEG complex locus
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1451632_a_at

1451594_s_at

1451228_a_at
1451060_at

1450979_at

1450336_at

1450238_at

1450130_at

1449486_at

1449280_at

1449030_at
1448735_at
1448239_at
1447792_x_at

1447553 _x_at

1447044 _at
1447020_at

predicted gene 5353;
immunoglobulin heavy chain (J558
family); similar to Ig heavy chain
V region 108A precursor; similar
to Ig heavy chain V-I region V35
precursor; predicted gene 900;
immunoglobulin heavy chain
complex; similar to Ig H-chain
V-JHl-region; immunoglobulin
heavy variable V1-31;
immunoglobulin heavy chain 2
(serum IgA)

serine (or cysteine) peptidase
inhibitor, clade B, member 6c
syncollin

G protein—coupled receptor 146
carcinoembryonic antigen—related
cell adhesion molecule 14

SET domain containing 1A
glucosaminyl (N-acetyl)
transferase 2, I-branching enzyme
xenotropic and polytropic
retrovirus receptor 1
carboxylesterase 1

endothelial cell-specific
molecule 1

synapsin II

ceruloplasmin

heme oxygenase (decycling) 1

G protein—coupled receptor 174
resistance to inhibitors of
cholinesterase 3 homolog (C.
elegans)

zinc finger protein, multitype 2
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1446944 _at

1446781 _at

1445944 _at

1445354 _at

1444995_at

1444980_at

1444589_at
1444493 _at

1443546_at

1443322_at
1443296_at
1442911 _at
1442558_at
1442494 _at
1442400_at

1442340_x_at

1442167_at

1441784 _at

1441732_at

1441697_at
1441618_at

1441560_at

1441471 _at

1441273_at

1441190_at

DNA segment, Chr 1, ERATO Doi 84,
expressed

DNA segment, Chr 8, ERATO Doi 54,
expressed

RIKEN cDNA 4930522L14 gene
family with sequence similarity
55, member C

chromodomain protein, Y
chromosome-like 2

one cut domain, family member 2
predicted gene 4944

TBC1 domain family, member 2B
high density lipoprotein (HDL)
binding protein

PCTAIRE-motif protein kinase 1
RIO kinase 2 (yeast)

predicted gene 10421

expressed sequence C79242

cysteine rich protein 61
cytoplasmic FMR1 interacting
protein 2

collagen and calcium binding EGF
domains 1

teashirt zinc finger family
member 1

mastermind like 1 (Drosophila)
Rho GTPase activating protein 29
catenin (cadherin associated
protein), alpha 3

RIKEN cDNA 2810002D19 gene
leucine-rich repeats and calponin
homology (CH) domain containing 2
actin related protein 2/3

complex, subunit 5-like
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1441112_at

1440887_at
1440638_at

1440511_at

1439944 _at
1439886_at
1439812_at

1439780_at

1439651_at

1439289_s_at

1438751 _at

1437784_at

1437311 _at

1437128_a_at

1436957 _at

1436569_at

1436362_x_at

1436250_at

1435751 _at

1434295_at

1434292_at

1434280_at

1433944 _at

similar to Zinc finger BED domain
containing protein 4

RIKEN cDNA C330005M16 gene
RIKEN cDNA A230107NO1 gene
proteasome (prosome, macropain)

activator subunit 4

RIKEN cDNA 4930402H24 gene
ribosomal protein L7-like 1;
predicted gene 11222

LIM domain only 4

PNMA-like 1

solute carrier family 30, member
10

runt-related transcription
factor 1; translocated to, 1
(cyclin D-related)

small nucleolar RNA host gene 11
(non—protein coding)

RIKEN cDNA A630033E08 gene
gamma—aminobutyric acid (GABA) A
receptor, subunit alpha 3
phosphatidylinositol-3, 4, 5-tris
phosphate—dependent Rac exchange
factor 2

predicted gene 4638

RIKEN cDNA 5430405G05 gene
ATP-binding cassette, sub—family
C (CFTR/MRP), member 9

RAS guanyl releasing protein 1
small nucleolar RNA host gene 11
(non—protein coding)
widely—interspaced zinc finger
motifs

HECT domain containing 2
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1433311_at

1432598_at

1432327_at
1432278 _at

1432255_at

1432141_x_at

1431314_a_at

1431216_s_at

1431210_at
1430988_at
1430971 _a_at
1430903_at
1430446_at
1429922_at

1428799_at

1428033_at

1428010_at

1427651_x_at

1427451 _a_at

1427351_s_at

1427329_a_at

RIKEN cDNA D530031A16 gene
germ cell-less homolog 1
(Drosophila)

RIKEN cDNA 9530067L11 gene
RIKEN cDNA 4930471M09 gene
microtubule associated
serine/threonine kinase 1
gasdermin A2

RIKEN cDNA 5830417110 gene;
similar to GON-4-like protein
(GON-4 homolog) ; similar to Dingo
protein isoform 2

DnaJ (Hsp40) homolog, subfamily
C, member 6

ATP/GTP binding protein—like 3
RIKEN cDNA 2810407C02 gene
aquarius

RIKEN cDNA 4933416017 gene
RIKEN cDNA 2310057B04 gene
predicted gene 13629

Leber congenital amaurosis 5
(human)

predicted gene 4979; predicted
gene 14139

translocase of inner
mitochondrial membrane 9 homolog
(yeast)

histocompatibility 2, D region;
histocompatibility 2, D region
locus 1

cDNA sequence BC018473
immunoglobulin heavy chain 6
(heavy chain of IgM)
immunoglobulin heavy chain 6

(heavy chain of IgM)
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1426340_at

1426093_at

1425917_at

1425722_at

1425614_x_at

1425500_x_at
1425469_a_at

1425261 _at

1425166_at
1425165_at

1425035_s_at

1424233_at

1424007_at

1423412_at

1423152_at

1422812_at

1422758_at

1422011_s_at

solute carrier family 1 (glial
high affinity glutamate
transporter), member 3

similar to tripartite motif
protein TRIM34 alpha; tripartite
motif-containing 34; similar to
Tripartite motif protein 34
histocompatibility 28

interferon inducible GTPase 1;
interferon—inducible GTPase—-like
histocompatibility 2, D region;
histocompatibility 2, D region

locus 1

CCAAT/enhancer binding protein
(C/EBP), gamma
retinoblastoma-like 1 (pl07)
granzyme N

similar to DNA cytosine—b
methyltransferase 3-like
protein; DNA
(cytosine—-5-)-methyltransferase
3-like

mesenchyme homeobox 2

growth differentiation factor 10
RNA binding motif protein 47
vesicle—associated membrane
protein, associated protein B and
C

chemokine (C-X-C motif) receptor
6

carbohydrate sulfotransferase 2
similar to X-linked
lymphocyte-regulated protein
pMl; X-linked
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1421596_s_at

1421434 _at

1420549_at

1420352_at

1420009_at

1419771_at
1419686_at

1419670_at

1418697_at

1418535_at

1418441 _at
1418276_at

1417889_at

1417356_at

1417079_s_at

1416487_a_at

lymphocyte-regulated complex;
predicted gene 14599

histocompatibility 28

dynein, axonemal, heavy chain 5
similar to guanylate nucleotide
binding protein 1; guanylate
binding protein 1

protease, serine, 22

WW, C2 and coiled-coil domain
containing 1

voltage—dependent anion channel 1
testis specific gene Al4
formiminotransferase
cyclodeaminase

indolethylamine
N-methyltransferase

ral guanine nucleotide
dissociation stimulator, -like 1
collagen, type VIII, alpha 1
E74-like factor 2
apolipoprotein B mRNA editing
enzyme, catalytic polypeptide 2;
similar to APOBEC-2 protein
paternally expressed 3; antisense
transcript gene of Peg3

lectin, galactose-binding,
soluble 2

yes—associated protein 1

-1.8
-3.2

-3.1

-1.3

*Fold change IZ log, [ETH T,
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