<110>
<120>
<130>

<150> US 6
<151> 2010

<160> 4
<170>
<210>
<211>
<212>
<213>

<400> 1
gtttttgtgt

IPS-

1
2174
DNA
Homo

gg9aggggagg
gcccaccege

ggcgctgect
gcagcggcag
tcttgccacc
tgctgagegce
ctccecgtcag
cctgctcgea
cggcggcecaa
ccgcagecgce
agccctactc
tgtcttccac
ccagcgecegce
cgtcgtcgec
gcggggttgg
cggcagccgt
gggcctcegg
cggtgtctcc
accacggctc
atcctagcaa
gcaagccccc
tatgccgcga

gctgctccac

B-0010-PCT

1/407,947
/10/29

sapiens

tgctagccgg
cggcgaggag
cccgggaget
cctccaaatg
cggcagcggc
ggcggacccc
tcacaccggt
ccccattgag
gatcggcaag
cgggctggga
ggccctgaag
caagggctcc
ctcctectceg
ctgccecgecc
cggcggctcc
<ggcggggag
gagccgeggc
gcgcaagtcc
ctacaagccg
catcgtgggc
gtccggcectc
cagctccagc
cccctattgce

ctgcagcgcg
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ggccageggc
gcgcagctcc
cgcctecccg
agcgattcgc
ggcggcggga
ctgcgccagg
cacctcctgce
ctggacgcca
ccggacccgce
gcggagaagg
cagctggggg
ggcggceggceg
tcctectegt
tttcccccge
cgcggegget
ctggacaaga
gg9cggtgggg
gagccgeect
ggccactcgg
gcctacgecg
gtgggaggcc
ccgctcaccg
ttgggaggtt

cacgaccctg

ggtggcggeg
cgctgcaccg
gtgctccccc
ccgctggatc
agaggccggce
cgaaccggct
acccggagta
agaagagccc
cgccctecte
accccggecg
actcaccggc
actcccgcaa
ccccgggaga
atggagcgcec
ccccgceacca
aagaccagga
agcccggggc
cggcgctggt
tgttcccget
gctacccgtc
agctgtctgg
gggccteccc
accacggcegc

ccgggeccag

Pge A

gcggcggagg
cgatcgacgc
gcccteeecg
taacccaagg
ggtgccggca
cccgatcagg
cctgcagecg
cttggcgctg
caaactcaac
ctcagccccg
cgaggacaag
agacagcggc
caaggcgggc
ggtctccgeca
ctctgactgc
gcccaagcecc
gcacggtggc
gggggccggce
gccgecctec
tcagttcgtg
gggcctgggc
gccctecttce
ctcgcacctc

cctgaaggcg

NEW MARKER OF BREAST TUMORS FROM THE LUMINAL-B SUBTYPE

cgtcggtgga
tgcggagcga
ccecccccage
acacccgaaa
gcggtgtccc
gtcctgaaga
ctgtcctcca
ctggctcaga
tcggtggeag
ggcgccgcect
tccagcttca
tcctcctegg
ttcagggtcc
tcctegtect
aagaacggcg
agcccggagce
gccgagtcecg
cacgtggcgce
agcattggct
cctggectgg
ctgccgecgg
ctgcagggat

ggcggctcca
gggggctacc

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440



cgctggtgta
ccgegetecc
cgcacagctg
aggagctgct
ccgecctaccc
cctgccatct
ggaatccaca
€agcgggggg
cgctgtatgg
tcctccaccc
tcgeecgetgce
caccggactg
taacggccca
<210>
<211>
<212>
<213>
<400> 2

2
590
PRT
Homo

Met Ser Asp
1

Gly Ser Gly

val Leu

35

Ser

Ile
50

Pro Arg

His Pro Glu

65

Glu Leu Asp

ser Gln Ile

Ala
115

val Ala

Ala
130

ser Pro

cccecgggcac
cggccacccg
caactgggtg
cagccaccta
cggggcctcg
gcacctcccc
cactttgggc
cctggccgtg
acagagacta
cagccccctc
aacctccact
tgtatttatt

catg

sapiens

ser Pro

Ser Gly

20

Leu Pro

val Leu
Tyr Leu
Ala Lys
Gly Lys
Ala

Ala

Gly Ala

Ala

Gly

Pro

Lys

Gln

70

Lys

Pro

Asn

Ala

ccgctgecagce
ctctacacct
gcagccagtg
cggacccaca
ggcctgggcea
ccgeeegecg
ctaagccggt
ccgtecectec
gcttcagcct
accctecctcc
actgcttgac

tactataatg

Gly ser

Gly Gly

Ala Asp

40

Met Leu

55

Pro Leu

Ser Pro
Pro

Asp

Leu
120

Gly

ser Ala

135

ccgeccgeget
acggcttcat
ggccgtgega
cggccctgec
gcgecgecge
cccccggeag
accaccccta
ccacagccgg
cggcgctggg
ctctccctec
cctgccggga

ttagcttaca

Asn Pro

10

Arg

Lys Arg Pro

Pro Leu Arg

Ser Ala His

Thr
75

Ser Ser

Ala
90

Leu Leu

Pro Pro Ser

105

Gly Ala Glu

Ala Ala Ala

Pge 2-

ctcgtccagce
gctgcagaac
caagcgcttc
gggagccgag
cgccgecgec
cccecgggtcg
tggcaagagc
accctactat
ataccagtaa
tcctecctec
ttccccaccc

agctgggaat

Thr Pro Glu

Ala val Pro

30

Gln Ala

45

Asn

Thr
60

Gly His

Pro val Ser

Leu Ala Gln

Ser Leu

110

Lys

Lys Pro

Leu Gln

140

gccgcccagg
gaaccgctgc
gccacctcegg
aaacttctgg
gccgecgect
ctgtccttgce
cacttatcca
tcgccatacg
ctacagctct
ccacctgcecg
aacccttccc

ataagtgcat

Ser
15

ser
Ala Ala
Arg Leu
Leu

Leu

Ile
80

Pro

Thr
95

Cys
Asn Ser
Gly

Arg

Leu Gly

1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2174



ser

Arg

val

Ser

225

Glu

Ala

Glu

val

305

Gly

ser

Pro

Pro

Tyr

385

Ala

Ser

Gly

Thr

val

Ser

210

Pro

Leu

val

Ser

Ala

290

Phe

Ala

Lys

Pro

ser

370

His

Pro

Gly

Ser

Pro

195

Ala

His

Asp

ser

Gly

Gly

Pro

Tyr

ser

Gly

Phe

Gly

Asp

Ala

Gly

Ser

180

Ser

Ser

His

Lys

260

Ala

Leu

Ala

LysS

Leu

Ala

Pro

Glu

Asp

Ser

Ala

Ser

ser

ser

val

Pro

Gly

Leu

Pro

Gln

ser

Ala
405

ser

Ala

Ser

230

Asp

Gly

Gly

Ala

Pro

310

Tyr

val

Pro

Gly

His

390

Gly

Lys

Arg

Ser

Cys

ser

215

Cys

Gln

Gly

Arg

Pro

295

ser

Pro

Gly

ser

Leu

375

Leu

Pro

Ser

Lys

Ser

Pro

200

Ser

Lys

Glu

Gly

Lys

val

Ser

Ser

Gly

Ser

360

Cys

Gly

Ser

Ser

Asp

ser

185

Pro

ser

Asn

Pro

Glu

265

Ser

ser

Ile

Gln

Gln

345

Ser

Arg

Gly

Leu

Phe
Ser
170
Pro
Phe
Pro
G'I.y
Lys
Pro
Glu
Pro
Gly
Phe
330
Leu
Pro
Asp

ser

Lys
410

Pge 3

Gly

Gly

Pro

Gly

Gly

Pro

Gly

Pro

Tyr

Tyr

315

val

Ser

Leu

Pro

ser
395

Pro

Ser

Asp

Pro

Ser

Ala

Pro

Lys

300

His

Pro

Gly

Thr

Tyr

380

cys

Gly

Tyr

ser

Lys

His

205

Ser

val

Pro

His

ser

285

Pro

Gly

Gly

Gly

cys

ser

Gly

Ser

Ser

Ala

190

Gly

Arg

Gly

Glu

Gly

Ala

Gly

ser

Leu

Leu

350

Ala

Leu

Thr

Tyr

Lys

val

175

Gly

Ala

Gly

Gly

Pro

255

Gly

Leu

His

Ile

Asp

335

Gly

Ser

Gly

cys

Pro
415

Gly

Ser

Phe

Pro

Gly

Ala

val

ser

val

320

Pro

Leu

Pro

Gly

Ser

400

Leu



val Tyr

Ala Gln

Leu GlIn

450

Gly Pro

Leu Arg

Tyr Pro

Ala Ala

Pro Gly

Tyr His

545

val Pro

Tyr Gly

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Pro Gly His Pro Leu

Ala Ala Leu Pro Gly
435

Asn Glu Pro Leu Pro
455

Cys Asp Lys Arg Phe
4

Thr His Thr Ala Leu
485

Gly Ala Ser Gly Leu
500

Ser Cys His Leu His
515

Ser Leu Ser Leu Arg
Pro Tyr Gly Lys Ser

Ser Leu Pro Thr Ala
565

GIn Arg Leu Ala Ser

3

25

DNA

Artificial Sequence

PCR primer
3

tcaccatgag cgattcgccc gctgg

<210>
<211>
<212>
<213>

<220>
<223>

<400>

4
21
DNA
Artificial Sequence

PCR primer
4

cctggtatcc cagcgccgag g

GIn

His

440

His

Ala

Pro

Gly

Leu

520

Asn

His

Gly

Ala

Pro

425

Pro

ser

Thr

Gly

ser

505

Pro

Pro

Leu

Pro

ser
585

Ala

Leu

Cys

Ser

Ala

490

Ala

Pro

His

ser

TYyr

570

Ala

Ala

Tyr

Asn

Glu

475

Glu

Ala

Pro

Thr

Thr

555

Tyr

Leu

Leu

Thr

Trp

Glu

Lys

Ala

Ala

Leu

540

Ala

Ser

Gly

Ser

Tyr

445

val

Leu

Leu

Ala

Ala

525

Gly

Gly

Pro

Tyr

ser

430

Gly

Ala

Leu

Leu

Ala

510

Pro

Leu

Gly

Tyr

GlIn
590

ser

Phe

Ala

ser

Ala

495

Ala

Gly

ser

Leu

Ala
575

Ala

Met

Ser

His

480

Ala

Ala

Ser

Arg

Ala

560

Leu

25

21



