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Flags SAMR1 Ratio Flags SAMP8 (Gene Name

A 2 P 304 melanoma antigen

A 8 p 495 melanoma antigen, 80 kDa

A 29 P 1080  chemokine (C~C motif) ligand 19

A 4 p 117 lysozyme

A P 115 histocompatibility 2, D regionjjocus 1

A 1 p g RIKEN cDNA 0610008D07 gene

A 12 P 137 xanthine dehydrogenase

P 116 P 847 unknown EST, full insert sequence.

A 18 P 126 VYon Willebrand factor homolog

A 20 P 128 RIKEN cDNA 2310076021 gene >2 ] 5

A 93 P 484 RIKEN ¢DNA 2810477H02 gene

A 134 p 556 phosphatidylinositol glvean, class O 41 gene
A 125 P 489 galactosyliceramidase

A 14 P 53 RIKEN cDNA 1110018N24 gene

A 155 p 603 phosphatidyvlinesitol glvean, class O

A 31 P 112 cadherin 11

P 296 P 1070 RIKEN cDNA D130027G05 zene

A 131 P 471 angiotensinogen

P 29 p 100 ATP-binding cassette, sub~family B (MDR/TAP), member 1A
P 18 P 62 L~3~hydroxyacyl~Coenzyme A dehydrogenase, short chain
P 27 p 91 beclin 1 {coiled—coil, myosin-like BCL2-interacting protein)
A 18 P 56 fibromodulin

A 28 . P 85 RIKEN cDNA 2810431B21 gene

A 20 \ p 81 K~linked lymphocyie—regulated 3a

A 11 p 34 similar to zinc finger protein 113

A 25 p 74 proline—serine~threonine phosphatase—interacting protein 2
A 25 p 74 Mus musculus, clone IMAGE:5364905, mRNA, partial ods

p 790 P 2320 cadherin 11

= 79 P 233 wransmembrane 7 superfamily member |

A 31 P 89 mitogen—activated protein kinase kinase ldnase kinase §

A 154 P 448 cadherin 11

P 77 P 215 Mus musculus proteasome beta-subunit G5 (Psmb1)

A 61 p 166 methyl~CpG binding domain protein 4

A 71 p 191 N-—deacetylase/N-sulfotransferase (heparan glucosaminyl) 1
P 114 P 288 microfibrillar-associated protein 1

A 15 P 39 RADbS4 like (8. cerevisiae)

A 77 P io8 Mus musculus, clons MGC:8827 IMAGE:2640084

A 49 P 127 adenylate cyclase 7

p 44 P 112 myelin basic protein expression factor 2, repressor

P 463 P 1172 RIKEN cDNA 2810477H02 gene

P 381 P 956 HYPOTHETICAL 19.1 KDA PROTEIN (MAL2 PROTEOLIPID)

DE1 ZEREVTIVADERTREADLELZEETF
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Flags SAMRIRatio FlagsSAMPS Gene Name

P 153 A 3 ESTs, Moderately similar to $12207 hypothetical protein (B2 element)
P 313 A T histocompatibility 2, L region
P 688 A 32 histocompatibility 2, D regiolﬁiocus 1
P 8679 P 646 sransthyretin
P 84 A § RBi-inducible coiled-soil 1
P 12072 P 1203 transthyretin
P 4829 P 583 transthyrstin
P 350 P 44 SHY-box containing gene 11, full insert sequence.
P T A 13 Zinc finger protein 68
P 1427 P 296 RIKEN cDNA 2700089E24 gene
p 87 A 20  ActA binding protein 3 <?Z 5
P 74 A 17 ribosomal protein S6 3 4 g ene
P 219 A 52 mitogen activated protein kinase kinase 5
P 206 P 51 similar to chromosome 1 open reading frame 27
P25 A 8 kinesin family member 10
P 897 P 176 DNA segment, Chr 6, Wayne State University 157, expressed
P 810 A 206 endometrial bleeding associated factor
P 243 A 63 RIKEN oDNA 1500015010 zene
P 951 P 278 protein phosphatase 1, regulatory (inhibitor} subunit 1A
P 1709 P 511 paternally sxpressed 3
P 75 A 23 Fo receptor, IgG, low affinity 1ib
P 167 A 52 Mouse endogenous murine mink cell focus~forming (MCF) envelope protein
P 170 P 54 ESTs
P 202 A 65 gamma—glutamyl carboxylase
P 3364 P 1144 erythroid differentiation regulator
P 1025 P 358 RIKEN oDNA 2810443J12 gene
P 688 P 250 similar to chromosome 1 open reading frame 27
P 154 A 58 Mouse endogenous murine mink cell focus—forming (MCF) envelope protein
p 137 P 51 RIKEN cDNA 2810439M05 gene
P 483 A 186 blocked early in transport 1 homolog (8. cerevisiae)-like
P 45 P17 filaggrin
P 52 A 20 RIKEN cDNA 2900008107 gene
P 228 P 80 ribosomal protein 825
. P 189 M 75 Rab38, member of RAS oncogene family

DiR2 ZBRETIADERECRAORIUI-EEF
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EF3 TESzRToyIRHEEEEFORREL

DNA methyltransferase family (Nnmt), Methyl DNA binding protein family (Mbd, Mecp)
Histone family

Histone acetyl-transferase (Hat, Myst)

Histone deacetylase (Mdac)
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AzaC (mg/kg)

EE04-1 AzaCErEICE#SBETFRELTIL

RE10.5H1ZAzaC%0, 0.1, 0.3, Tmg/kgfZR RIS, BBE115H. 145
BB REBTORETFRREBENICERLE-. RIZ8 40BETFOR
BEILEMF surfaceV b L7 EBNT3RTYSTIELELD CTHS, &
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EBl4-2 AzaCEEICEESEETFRREL

fR4£10.5812AzaC%0, 0.1, 0.3, Img/kgiZIA BB S L. JA4E 1150, 14.5B 2B BRIN T
DEEFERREMEGIER LIz, EELEBETFRE-BITRU-. ZOFCEIET 4
ERFTRUZLDRBAEA—Tz0VICEELCEBRAEL T3 EARESINTSE
EFTHT=.

Igtp: interferon gamma induced GTPase, Irf7: interferon regulatory factor 7, G1p2:
INTERFERON-INDUCED PROTEIN IFI-15K, [Hit1: interferon-induced protein with
tetratricopeptide repeats 1, Ifitm3: interferon induced transmembrane protein 3, Ifi35:
interferon-induced protein 35, ligp1: interferon inducible GTPase 1, lfih1: interferon
induced with helicase C domain 1, Ifi1: INTERFERON-INDUCIBLE PROTEIN 1, Ifit3:
interferon-induced protein with tetratricopeptide repeats 3, Oas1a: 2'-5' oligoadenylate
synthetase 1A, Oasl2: 2*-5' oligoadenylate synthetase-like 2, Parp9: poly (ADP-ribose)
polymerase family, member 9, Parp12:poly (ADP-ribose) polymerase family, member
12, Ddx58:DEAD (Asp-Glu-Ala-Asp) box polypeptide 58, Trim25: tripartite motif protein
25, Bst2:bone marrow stromal cell antigen 2, D11Erid759e:DNA segment, Chr 11,
ERATO Doi 759, expressed, Usp18: ubiquitin specific peptidase 18, Gbp4: guanylate
nucleotide binding protein 4, Rip4.receptor transporter protein 4, Fbxo39: F-box protein
39, Stat1:signal transducer and activator of transcription 1, Isgf3g: interferon
dependent positive acting transcription factor 3 gamma, Rsad2: radical S-adenosyl
methionine domain containing 2
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