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WFFER R OMEEL (330) : The gene expression profiles of human endometrial carcinoma were
analysed by serial of gene expression (SAGE) which allows quantitative and
simultaneous analysis of a large number of transcripts. More than 22000 transcripts
deriverd from a normal endometrial tissue and endometrial carcinoma tissue were
analysed. While extensive similarity was noted between the expression profiles of the
normal endometrial tissue and endometrial carcinoma tissue, many transcripts, such
as B-factor properdin, uridine phosphorylase, and cyclin G1 interacting protein, were
expressed at extremely different levels in differentiated and undifferentiated
carcinoma. These data provide new information that might be used to identify genes
useful for the diagnosis and treatment of endometrial carcinoma.
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1B 7 3I0GCCCCCATGAGE M 16 16 0 MTACCACTTCCGC
Do o102 OCTGCTCACGCCCGA % 13 25 0 TGGGAGCCTGIGTG
o0 0 OTGOCCGCCATCAGY % 18 15 0 TAGGACTGCAGCET
B 166 2M6EECCTRTE6RE X 16 15 b CROTDCMACTCAT
i M TCARGEAGCAGETCC % W M 0 CTGTCTRRTRERG!
B 40 OCCTGTGCTCAACCA W M M 0 CAGAGCAGTGACAG
¥ WCTOCTOOMGGEGT %0 13 13 O TRCCRRICTGTGIT
8 M 5 OCCAGTGATCOCCAC a0 13 13 0 TGAGKCTTCRCARY
BB S OGCGOTCAAGGECTG & 15 13 0 CTGCCGRCCCACTR
B0 O0CAGCTGAGCCCGET 48 15 13 0 AMCCCTGACCGTGA
% B OTCCCCTICICTG66 0 17 12 0 TGOGAGAGGTGCCT
1 ¥ ITCACAMCCTCAGET & 18 12 0 TRAACGOTACCTCA
BB B 0ACACCGCCCCTCAC 46 12 12 0 CGCAGPGCCATGOC
W o OCCATGCCCCCTGCC 47 12 40 4 CAGRACGCCTTCCT

BB 3 TTRECCOCCOETCAT & 02 03 D AACRAGTOCTRGE

W@ 0 OCGATCATAGCCCCT 11 11 0 TRGRLCCTATRTGA
19 1 OTCTGACAGCTOTGC 30 (0 10 O TORCCTGOTATRAG
319 19 OTATTTAACTGACTA &1 10 1 0 TGAGTCCAGCTOT
18 19 QCCACIGTECIGGEC & 0 1 1 TRGUTGOCTRCCCY
Bl OCAGCAGAGGCOGCA &3 1 1 b TACCCCAGETUCCA
Nk B OTGCAUTONGOGETG & 1 1 B CTGGAGRAGCCTT
BomW® o OTCIRCTOOTGRGGE &% 10 1 b CRCCTOCTRRMCR
WOl W OGGAETAIGGEEATE 10 10 B EATCCAGAGETTAC
WOl W OCCCCACCTOGECCA &7 10 11 0 CAGEGGITEATHGA
Hoo0r o7 OTHGGAGAGGET &% 10 11 I ACTRACTTGAGACC
B0 OMCTGRCARaRE B B 2 NYTCTOCACTCS
0o 1 TCCCRACCRTROAGE 60 6 00 B TRRGGETETRIRT
WooIT M WCAGGCAGTRACAGE 61 0 W B TGGCARGETCGTTT
Wb 0 OCAGETCTCARGENC & 6 W TACAUGCGITRRA
#1616 OGOCTCATCOONGCA & 10 10 0 GEGRTCETAAGGRE
M08 16 OCTAGCGCGTICCGE 61 16 10 D CPACAAATGGCAGE
Bo16 6 OCUCCTECCICTCA & 0 1) b AGOCR(TRCTICCA
M1 16 OCACACCTCCTCCCT 66 10 10 0 AGCCACTRAGGGTC
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[ CTCCTCACGCCCOR ™ Homo sapiers ifachor. properdio (OFT

1 TGGECCCTGTGTCG  Homo sapiers uarg seeinn prokein

3 CAGOCAGCAGCTCC  Homo sapiers heralmocyles asonated proten 2 (RCP2)

4 CCATOOCCCCTROC  Homo sapiees hypothe:ieal prrein FLTSH0F1 1 0350)

i TOCCCCCOGETCAT  Homa sapiers spleing fctor S, subunir 2, 66kDa SF1A2

6§ CCATCOTARCCCCT  Homo sapices ok 1. Iranenvesghrare: BLC1)

T TATTTAACTGACTA  Homo sapicks Untnor rejeeion snrigen (gp96) 1 (TRAT)

8 CCACCOTOCTROOC Moo mapioes collagen, type VT, alpha 21001 5:42)

8 CAGPAGAGGECHCA  Homo sapiers uridice phospharglase (CP)

10 TGCACTGTGCGOTR  Homo sapiers cvein G1 interasting protein (CGl)

1 COCCACCTOGOCCA  Homo sapiers homog of yeast MAKT (MAF1)

12 TICOCCUAGAGGUT  Homo sapiers sieilar to Cssteinerieh protein 1 (CRIPY

13 CCCCACCOTGCAGG  Homo sapiers cukarvacie transhcion initiavien factar 3

W CAGCTCTCACGETC  Homs sapiers priibitn iPIIT)

15 CTAGOGCGTTCCGE  Human riNA yrimary transerspt inlemal transcribed spacce 1 (TS1)
16 CCCCTOCCTCCTCA  Hloms sapiers LOCHRIZA LOCHER

1T TAGGACTGCAGCCC  Homo sapiers mRNA for FLIOI38 pootein

18 TGCCGGTCTGTGTT  Homo sapiers sitilur to bvpotherical protein MGC3S83 (LOC126209
19 TGAGGCCOCGEAGC  Homo sapiers CDAL antiser (arget of axtiproifevative antibody 14CDRD
A AACCCIGACCGTGA  Homo sapiers metallothinein 24 (AT24)

A TCGRAGAGRTGECT  Homa spiers targel of meb) {ohickent {TOM1)

B CANGACGICTICCT  Homo sapiers RuvBrike 2 (E. eold (RUVRI)

B TOGOCCCTEIGTGA  Homo sapiers carga seeccion protein (TTP:7)

Y TAGCIGCCTCCCCA  Homo sapiers wrmithine dessrboyluse antinme 3 OAZ2)

% TACCCCAGCTCCCS  Homo sapiers bore marvw siromal eell antigen 2 (BST2)

% CTGRAGGAGCCTCT  Homo sapiers mitomaractivated proteim binding proteliricteructing protein
3 COCCTCCTRGAACG  Homo sapiers LSHT hoolsg, UG small anelear RNAassodated LSV
% CATCCAGAGOCCAC  Homo sapiers chovizosonce |7 apen reading Erame 35 IC1forf3)

B CAGCCGETCATRGA  Homo syirs keraln 13 (KRT1S)

0 TORCAGGCTOGTTT  Homa sapices itrilysin tetalkwoteinase | (PTTRH 1)

A COACAMATRGCAGE  Hloma sapices renal short-thain dehydrogemgseledutase 2(RaSDR2:
B AGCCGCCRCTTCCA  Flomo sapiors sutathivoe pemiaee 1 (GFR1)
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