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1. AR A R A KFRENER, ZERANIERTT
WRFRF R 2 Biow.

2 ZRBSAURIESK 1 R ARIZER, 3 ONA FAafFal 1 Fros.

3. BABAIENR 2 BFER S g AAUN E K 1 K& KEER

4, HIBUFIESR 3 KRS BRAMEALHITE T 40

5. AP BAIENR 1 EBKTE, ENEEFE TR,

BEFRBURIEER 4 WEALRITE T, (8= ERURE K |
MEH; M

NEFF T EHEA.

6. EIXTFIER 1 MEAKTUE, SRMEMTREAENRE
SR A B S LA

7. BAERRIER 1 WEANENE, EEHEBRZEX 6 R
/R

8. FTAUAESK 2 HIER K PCR I 1HI5 14, %51 A:

Pl: gat agc ggc cgc atg gac gag gag ag

P2: gcg cgg atc cct aga act cag tca tco

9. AUFIESR 1 KB HEBUMER 2 RYFEE7E & V6 7 I 1 24
I BRI
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GIBC ZH kR4 E B FMNA

R

A& B K& GIBC 2K (G-patch protein Implicated in Breast
Carcinogenesis), ZER&EHER, SHRERNREHEKI
TERPIREIETT PRI A .

HEDAR

PREARKERTRESAZERR R, RHREZEEONE
B, MFERREREER, THNMEEFERRNERTMEE, N
B a7 IR RRR .

LR

FREHERT —FEAREEREA RO EKMEET XNE
B, BT REBZEANEN, R T I ZERNREBANEH
ZRIEBARREEAR, AR ZEOTRAIIRE. FEE. i
BEEMEARNERNEE, ETU LR, S8BT AR,

Bk, AT, AKRBRREET AT R A RS
fER, TREAER, ZEARAFIIRPFS 2 FintEERF
5, REBLTREERFIFH—AHSIMEERIGER, AR
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A2 MR

EH—AFE, FARARMKLT WIE LRFENER, ERATF
5| 1 B 7 BIB8EE P 51 ) DNA BRF 55 Biridk DNA 76 ™ 4% 51 T 2432 i DNA.

ERA—NTH, ZRARET TH LRERRNERE LRFAK
HERKREBAE.

EX—AHH, FRARMK T B ERRAGEEKITE M.

ER—ATHE, FRARETEFARBNEARANGE, %
HEEE TSR

Hrgr EREALKTE A, SRR ERRANEAES;
Fn

MEFRYF T BEHEAERS.

EH—ATHE, ZRARETHX LRBEMGUE, CRERR
REARAENRREN-ENFRENGE. ETURRRERE T
LA

EH—ATH, ARARKTRAUFRFANANE, E8F L
dfF UL, ATRETHIR-BUERN, ATRIARFFS 2 FroR
HEH.

Boh, AR T HTRAFF) 1| FRMEERT IR
WAFIE, &R ERERFI 1 PRI SERS I LA NETR
FF51.

FRBERMET HT PCRY MY, %5904

P1: gat agc ggc cgc atg gac gag gag ag
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P2: gcg cgg atc cct aga act cag tca tco
AR DR T FARERE . &SRS T IER Y+
RIN A o

B 1 EARKHBEEREHRER.

B 2 & GIBC MR REE.

&l 3 & GIBC XA KMENER, EFHAFESR, 20
KBk, HMA GIBC.

PLF B AR B 4R .
ERIREUT 3
RIBEFE S RMETR EST 5, Bl £y 820 EEE,
Wit T LRSI, UASLAR cDNA SUEEME M BEARHEAT PCR 318, 3KEL
TiZEEK ORF. St T
Pl: gat agc ggc cgc atg gac gag gag ag
P2: gcg cgg atc cct aga act cag tca tc

MR R #4445 GIBC (G-patch protein Implicated in Breast

Carcinogenesis).

ERREBANWE.
UTHIFEF A5, £33 PCR ¥ 1%, TEEF pcDNA3. 1(-)
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(Invitrogen) EiErh, £%64{k DH5o. (Invitrogen) BEi#k, 8% GIBC
I EZRIEB AL,
ups 5’ — GGAATTCGCCACCATGGACGAGGAGAGC —3’ (EcoRl)

downs 5’ — CGGGATCCACGAACTCAGTCATCTTC —3’ (BamHI)

FRREBAENGE:

LR BRI A 514, £33 PCR & 1%, T f# 2] pGEX-4T-3(Amersham)
ik, 2#4LBL21 (Invitrogen) Hikk, 8% GIBC MEBRIER
k.
ups 5’ — GGAATTCCATGGACGAGGAGAGC—3’
downs 5 ’ —

AAGGAAAAAAGCGGCCGCTCTAGAACTCAGTCATCTTC—3’

B R AL Bk 20q13. 3, 2K 1882bp. RikE H 4 55KkD.
ORF F7%l: (1536bp) - 4D EE: HITHBZIERRENE 1 511 A
ERNEOR. REEYERERN, XNMEARSEEANTENS
iR, H—ARMNE 180 £ 198 MEEERK C3HL BIGIREH, &
ZANRMEE 313 38 359 NMEERIN G-patch FHIR, BEANRAE
119 MEE 128 NMEERNERAERES . B 1 RZBEANTRE
.

RITR 751
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H. sapiens KIAA1847 KIAA1847

M. musculus BC021513 c¢DNA sequence BC021513

R.norvegicu LOC296478 similar to c¢DNA  sequence

S BC021513
D. melanogas CG4709 Drosophila melanogaster CG4709
ter gene

A. gambiae 1281359 Anopheles gambiae str. PEST
ENSANGG0000001. . .
A. thaliana At2g24830 Arabidopsis thaliana At2g24830

gene

MIHITEPEREST, RIAHERE,

cDNA sources: NEUROBLASTOMA COT 25 - NORMALIZED; PLACENTA
COT 25 - NORMALIZED; RLAR:; 'B; WE; RBIALNE, BH, 2
FEIIE: FE: SFNREWEIMEAM: pnet; denis_drash;
B KBEE: BREE: B BITRKEARNERMEE R HE;
fiti, Z0FAZR; CNCAP (3) T-2254fUAR: /DARRE; FRAE: FAEGFRIX
KERYERFR; SR, RER+, WEBAMER; epid_tumor; &
R, MR ERMRE; ME, REMRE: PSS IRE: L5,
ERARIORE, ARE: REARR: EXAEUMELE: T
R B3, M2RE: EERE: RENOHRE: BEKNE, i,
25; BEKBRRNE, K Ok SEE AR SW8249%K
&, SRR FIRULAME; SRE (poolof 3); M; B|A: MILIRH,
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iRk, IREFRTEL, M2, YRR, WMBEMXFBE, RPEFIAKE
B @RAE: BUK: OB B REBRGAK, ARAR: il 45
fii; RRMEFEEMAEI EEMMR: BT RS bocio_tumor;
testis_normal; BPRAME, AR BE ARR. LEWHE;
MARIERR: AUFURR: FRRE: MAME; ; AveolarEWEZHMI: AN L
WRAnf; FERERE R (BRAR) .

B ERERANEQRE LRY EERN B, TUREHH
%, Pk THrRE ARSI, T AR A R B 8 B A S
SEIERITFIIER R R RF=E . 7T UGBS B STE E3)
)3 B oL 8 B B 3 VR A B TR R AR« SR DU R AR
R BT B

FAMTTER A FRE HGIBCHMCF-7M T47-D (3R 4
#). ECC-1#Ishikawa (FEE4M). HepG2 (FHEMHME) 4
i E MR MMM E R, SRR, GIBCH{RIEHE 4 B
YEM .

BLMFIFREARE, RETH HEXREAMTUE, AT
0 R A B A KT TE, AT /] BLS BNE YT R B E B

SEHE B
SEHEB] 1: F PCR J5vE M ZL AR SCPE e [ 468 GIBC B H HIEE R

FIFLBRRESCEE(Clontech AR)AMMR, FTHISIHHAT PCR 5
1.
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Primerl: 5’ - gat agc ggc cgc atg gac gag gag ag-3’

Primer2: 5’ - gcg cgg atc cct aga act cag tca tc—3’

FHRMEME: £ S0pl RMERDEFH 50mmol/L KCL,
10mmo1/L Tris—C1 (pH8. 5), 1. 5mmo1/L MgCl., 200pmo1/LdNTP, 20pmol
519, 1U B Pyrobest DNA R-5HB§ (TaKaRa A H)7™= ). 7E PTC-100
A4 PCR 4 (MJR 248 BT &M KM 25 NFM: 94°C 30sec:
56°C Imin; 72°C 2min. ¥ #7™¥)H QIAGEN A & #J PCR 4L iAM &
4tiik., I DNA BRI P UI8E NotI #1 BamHI (NEB 2A%]) #4THNE (37
‘C 12Hours). E{EYLAR#ATHIFE S — 1536bp FF51.

ka2 GIBC ZER AP IRIB K 4ill
pGEX-4T-3-GIBC "JLAZTEKGHTE BL21 EHT 30CHFHRE

GST-GIBC & EH, HiHl& BL21 KMERZEMAM: HERATE
BEEIFIRET, 37°C 250rpm HEFRE Agoo 0.4-0.5, 2500g H.L» 15
%, %M. ¥ 1-50ng pGEX-4T-3-GIBC #4bL2_b ik i & 1 B2 54
i, F Glutathione Sepharose 4B #4744, AHSBRINT

(1) EREATTRES) 2-3mL 2YTA BEFRZE P HEFR 4-5 /Nt #5823 100 mL

R AR R.

(2) ¥HE| 500 mL BHEFH ISR 3-5 /PR

(3) #10.5mL IMIPTG 30°C, }5F 3-6 /piT.

(4) 3000 rpm 10 43 &hEE.CoBUEE 40 L.

(5) H25mLPBS ER4M. &F 10 4.
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(6) 1N 1.25mL 20% Triton X-100, &%) 1 /MY,
(7) 1000 rpm 10 28EELy, HIA 0.5mL 50% slurry of Glutathione

Sepharose 4B, E i 30 44 .
(8) 1000 rpm 5 4344 85.0», PBS tE=ii.
(9) A 0.5mL ¥Efx Buffer Btli, 5EELEHE L.

Bk S RmE 2 .
SERE] 3: MTT ¥ERTUA R EE R GIBC X5 i 4 MU TR A & W

MTT (U EBEM =) AR M mEBRE, 3445 4 MLk
BREEABEER—MAETKNELCT=YER, FETAR
P, TAEHREE XM IIEE. ?iﬁﬁ?’éﬂ:zﬁﬁﬁﬂzm (DMSO0),
WA 570 nm R F B KRB . %R ERIKERARELREE
MREBEE. MIT % ZNHTHAREHER. AREKNE
%, ALRAA MTT EMEE SIP X MCF-7 £ KK W. ik
EHEWT:

¥ 3% SR BN B AE K BIE MCF-7 1 T47-D (ZLARE 40 )
ECC-1 1 Ishikawa (FEEMM). HepG2 (FEMM) i
T 96 fLiRP, BAEMAREY 1x10° 4. RHILBREB
B A SIP(25.50.100 ng), BIRELER 6 FLAM, 37°C, 5%CO2
AT, SHHEF 1d. 2d. 3d. 4d 5, EENMEREFRAN
A 50 plLl mg/mL B MTT %8, RHEEFEETER 4 ot
FELH, AORHELHNEE SHLIAZFEER 150 uL,
B 10 28, GFERCLEERIBRE_FETINL. A

10
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BE)EAR I E 96 LR FEALE 570 nm LB EE. £ EME
3PN, WHRKUNEORA (RSN EERSENER.

11
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<110>
120>
<130>
<160>
<170>

210>
211>
212>
<213>

220>
221>
222>
{2235

<400>
atg gac

Met Asp Glu Glu Ser
1

ctg cag
Leu Gln

cag gct

GIBCK"1

SEQUENCE LISTING
LK
GIBCE: P H 4t i 25 1 A1 L A
2

PatentIn version 3.1

1
1536
DNA
A

CDS
(1).. (1533)

1
gag gag agc

5
cag gtg gag
Gln Val Glu

20

gac ctg cgc

Gln Ala Asp Leu Arg

ctc acc
Leu Thr
50

gecg ctg
Ala Leu
65

gct ttc
Ala Phe

cgt ggg
Arg Gly

tct gcg

35

gag gcc agc
Glu Ala Ser

gac gaa gag
Asp Glu Glu

Cgg gag gcc
Arg Glu Ala
85

tce gga tca
Ser Gly Ser
100

gca ggt gge

Ser Ala Ala Gly Gly

ctg agt

115

ggg aca aag

ctg gag tcg gce ttig
Leu Glu Ser Ala Leu
10

ctg gce ttg gge gec
Leu Ala Leu Gly Ala
25

cag ctg cag ggg gac
Gln Leu Gln Gly Asp
40

ctg gtg tct gtc agg
Leu Val Ser Val Arg
55

cgec ccg ggc cge cag
Arg Pro Gly Arg Gln
70

atc act gag gcg gtg
Ile Thr Glu Ala Val
90

gag acc gtt cct aaa
Glu Thr Val Pro Lys
105

Cag gag gag gaa gag

cag
Gln

ggC
Gly

ctg
Leu

aag
Lys

gaa
Glu
75

gag
Glu

gca
Ala

gga

acc tac cgt gcg cag
Thr Tyr Arg Ala Gln
15

ctg gat tcg tct gag
Leu Asp Ser Ser Glu
30

aag gag ctc atc gag
Lys Glu Leu Ile Glu
45

age agg ttg ttg gcc
Ser Arg Leu Leu Ala
60

gat gct gag tac cag
Asp Ala Glu Tyr Gln
80

gca cca geca gcg gee
Ala Pro Ala Ala Ala
95

gag gcg gee cca gaa
Glu Ala Gly Pro Glu
110

gag gaC gag gaa gag

Gln Glu Glu Glu Glu Gly Glu Asp Glu Glu Glu

120

gtg agc gcg ccc tac

12

tac

125

agc tcc tgg gge act

48

96

144

192

240

288

336

384

432
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Leu Ser Gly

ctg
Leu
145

g8C
Gly

ctg
Leu

aac
Asn

cce
Pro

ctg
Leu
225

gtg
Val

gag
Glu

gee
Ala

gee
Ala

gee
Ala
305

ctce
Leu

gaa
Glu

tcg

130

gag
Glu

tcg
Ser

aag
Lys

tgce
Cys

tte
Phe
210

gece

Ala

gac
Asp

gee
Ala

aca
Thr

aga
Arg
290

ttt
Phe

acc

Thr

ggc
Gly

ctg

tat
Tyr

gCg
Ala

ccg
Pro

agg
Arg
195

cag
Gln

aag
Lys

aac
Asn

gtg
Val

gag
Glu
275

gtg
Val

get
Ala

aag
Lys

Cgg
Arg

gac

Thr

cac
His

get
Gly

tgce
Cys
180

ttc
Phe

gac
Asp

cac
His

g8c
Gly

gtg
Val
260

tce

Ser

gtg
Val

ggc
Gly

atg
Met

gtg
Val
340

cag

Lys Val Ser Ala Pro

aac gcc
Asn Ala
150

gtc cgt
Val Arg
165

ccg tte
Pro Phe

tce cat
Ser His

cca gac
Pro Asp

cag gat
Gln Asp
230

tac tac
Tyr Tyr
245

gag ggg
Glu Gly

gac tca
Asp Ser

ggg tca
Gly Ser

1gg gag
Trp Glu
310

gge tat
Gly Tyr
325

gag ccc
Glu Pro

tgt gtg

135

atg
Met

gtg
Val

ttc
Phe

j24:4°4
Gly

ctg
Leu
215

g8cC
Gly

aca
Thr

gac
Asp

gac
Asp

gat
Asp
295

gtg
Val

gag
Glu

atc
Ile

gag

gtg
Val

ctt
Leu

ctg
Leu

cag
Gln
200

agc
Ser

ctc
Leu

gte
Val

g8C
Gly

agc
Ser
280

gct
Ala

cac
His

ttt
Phe

cat

gtg
Val

tac
Tyr

gag
Glu
185

gtg
Val

tce
Ser

tgg
Trp

aag
Lys

atc
Ile
265

gac
Asp

gtg
Val

acg
Thr

ggc
Gly

get

GIBCHF"1
Tyr Tyr Ser Ser Trp Gly Thr

gga
Gly

ctg
Leu
170

gga
Gly

gte
Val

ctg
Leu

cac
His

ttt
Phe
250

cig
Leu

ggt
Gly

gac
Asp

cga
Arg

aag
Lys
330

gtg

acg
Thr
155

tac
Tyr

aag
Lys

tct
Ser

cag
Gln

gca
Ala
235

gac
Asp

cce
Pro

acg
Thr

tct
Ser

ggt
Gly
315

gst
Gly

glg

His Ala Val Val

acc

345

ctg

cag

13

aag

140

gaa gag
Glu Glu

cce act
Pro Thr

tgc cgc
Cys Arg

ctg gat
Leu Asp
205

gcc ggce
Ala Gly
220

gca cgc
Ala Arg

tcg ctg
Ser Leu

cca ctg
Pro Leu

ggt gac
Gly Asp
285

ggg acc
Gly Thr
300

ata ggc
Ile Gly

ttg ggc
Leu Gly

ttg cct
Leu Pro

cag acc

gCg gag gat
Ala Glu Asp

cac
His

ttt
Phe
190

gag
Glu

tct
Ser

atc

Ile

ctg
Leu

cge
Arg
270

tee
Ser

tgc
Cys

tce
Ser

cga

aag
Lys
175

aag

Lys

ctg
Leu

gCg
Ala

acc

Thr

ctg
Leu
255

aca
Thr

agc
Ser

agc
Ser

aga
Arg

cac

160

tct
Ser

gag
Glu

cge
Arg

tgt
Cys

gat
Asp
240

agg
Arg

gag
Glu

tat
Tyr

tct
Ser

ctc

Leu
320

gcg

Arg His Ala

335

Cga ggg aag
Arg Gly Lys

350

agg gtt ggc

480

528

976

624

672

720

768

816

864

912

960

1008

1056

1104
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aag
Lys

cct

Pro
385

aag
Lys

gCg
Ala

Cgg
Arg

acc
Thr

g8C
Gly
465

gee
Ala

cag
Gln

Leu

gct

Asp Gln Cys Val

355

g8C

Ala Gly

370

888
Gly

ctg
Leu

g88
Gly

gee
Ala

cag
Gln
450

ggc
Gly

caa
Gln

agg
Arg

ctg
Leu
435

cgg
Arg

cgg cat
Arg His

cag cgc
Gln Arg

gag cag
Glu Gln

<2107
211>
212>
213

<400>

5

11

PRT
A

2

Met Asp Glu

1

acc
Thr

cge
Arg

ggt
Gly

agg
Arg
420

agc

Ser

gac
Asp

agc
Ser

cag
Gln

agg
Arg

500

Glu

Leu Gln Gln Val

GIn Ala Asp

20

Leu

aac aag
Asn Lys

cca gct
Pro Ala
390

cag gct
Gln Ala

405

agc aag
Ser Lys

ctg cgg
Leu Arg

atc agg
Ile Arg

gtg gcg
Val Ala
470

ctg ggg
Leu Gly

485

aag gca

Glu

cce
Pro
375

cct

Pro

cct
Pro

gac
Asp

cte
Leu

agc
Ser

455

tca
Ser

cag
Gln

gac

Thr Leu
360

ccc agg
Pro Arg

Cgg aat
Arg Asn

ggg gcc
Gly Ala

atg tac
Met Tyr
425

ttc cag
Phe Gln
440

atc cag
Ile Gln

gce cag
Ala Gln

ctc cgg
Leu Arg

acc cac

Lys Ala Asp Thr His

905

Ser Leu Glu Ser Ala
5

Glu Leu Ala Leu Gly
25

GIBCKF"1

Gln Lys Gln Thr Arg Val Gly

igc cgg
Cys Arg

gtg ttt
Val Phe
395

cta gaa
Leu Glu
410

cat gcc
His Ala

act gag
Thr Glu

gag gct
Glu Ala

ctg cag
Leu Gln
475

gct cag
Ala Gln
490

aag aag
Lys Lys

365

gga aga
Gly Arg
380

gac ttc
Asp Phe

gCC ggg

241424
Gly

ctc
Leu

g8Cg

gCC agg
Ala Arg

aat gaa
Asn Glu
400

gce cca

Ala Gly Ala Ala Pro

agc aag
Ser Lys

gag aag
Glu Lys
445

ctc gee
Leu Ala
460

gag aag
Glu Lys

gaa gcc
Glu Ala

atg act
Met Thr

agt
Ser
430

atc
Ile

cgc
Arg

ctg
Leu

ggC
Gly

gag
Glu
510

415

gcc aag
Ala Lys

gag cga
Glu Arg

aac gct
Asn Ala

gca gga
Ala Gly
480

ctg cag
Leu Gln
495

ttc tag
Phe

Leu Gln Thr Tyr Arg Ala Gln

10

15

Ala Gly Leu Asp Ser Ser Glu
30

Arg Gln Leu Gln Gly Asp Leu Lys Glu Leu Ile Glu

14

1152

1200

1248

1296

1344

1392

1440

1488

1536
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35

GIBCFF™1
40 45

Leu Thr Glu Ala Ser Leu Val Ser Val Arg Lys ggr Arg Leu Leu Ala

Ala

65

Ala

Arg

Ser

Leu

Leu

145

Gly

Leu

Asn

Pro

Leu
225

Val

Glu

o0

Leu Asp

Phe Arg

Gly Ser

Ala Ala
115

Ser Gly
130

Glu Tyr

Ser Ala

Lys Pro

Cys Arg

195

Phe Gln
210

Ala Lys

Asp Asn

Ala Val

55

Glu Glu Arg Pro Gly Arg Gln Glu Asp Ala Glu Tyr Gln
70 75 80

Glu Ala Ile Thr Glu Ala Val Glu Ala Pro Ala Ala Ala
85 90 95

Gly Ser Glu Thr Val Pro Lys Ala Glu Ala Gly Pro Glu
100 105 110

Gly Gly Gln Glu Glu Glu Glu Gly Glu Asp Glu Glu Glu
120 125

Thr Lys Val Ser Ala Pro Tyr Tyr Ser Ser Trp Gly Thr
135 140

a]

His Asn Ala Met Val Val Gly Thr Glu Glu Ala Glu Asp
150 155 160

Gly Val Arg Val Leu Tyr Leu Tyr Pro Thr His Lys Ser
165 170 175

Cys Pro Phe Phe Leu Glu Gly Lys Cys Arg Phe Lys Glu
180 185 190

Phe Ser His Gly Gln Val Val Ser Leu Asp Glu Leu Arg
200 205

Asp Pro Asp Leu Ser Ser Leu Gln Ala Gly Ser Ala Cys
215 220

His Gln Asp Gly Leu Trp His Ala Ala Arg Ile Thr Asp
230 235 240

Gly Tyr Tyr Thr Val Lys Phe Asp Ser Leu Leu Leu Arg
245 250 255

Val Glu Gly Asp Gly Ile Leu Pro Pro Leu Arg Thr Glu

15
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GIBCFF1
260 265 270

Ala Thr Glu Ser Asp Ser Asp Ser Asp Gly Thr Gly Asp Ser Ser Tyr
275 280 285

Ala Arg Val Val Gly Ser Asp Ala Val Asp Ser Gly Thr Cys Ser Ser
290 295 300

Ala Phe Ala Gly Trp Glu Val His Thr Arg Gly Ile Gly Ser Arg Leu
305 310 315 320

Leu Thr Lys Met Gly Tyr Glu Phe Gly Lys Gly Leu Gly Arg His Ala
325 330 335

Glu Gly Arg Val Glu Pro Ile His Ala Val Val Leu Pro Arg Gly Lys
340 345 350

Ser Leu Asp Gln Cys Val Glu Thr Leu Gln Lys Gln Thr Arg Val Gly
355 360 365

Lys Ala Gly Thr Asn Lys Pro Pro Arg Cys Arg Gly Arg Gly Ala Arg
370 375

Pro Gly Gly Arg Pro Ala Pro Arg Asn Val Phe Asp Phe Leu Asn Glu
385 390 395 400

Lys Leu GIn Gly Gln Ala Pro Gly Ala Leu Glu Ala Gly Ala Ala Pro
405 410 415

Ala Gly Arg Arg Ser Lys Asp Met Tyr His Ala Ser Lys Ser Ala Lys
420 425 430

Arg Ala Leu Ser Leu Arg Leu Phe Gln Thr Glu Glu Lys Ile Glu Arg
435 440 445

Thr Gln Arg Asp Ile Arg Ser Ile Gln Glu Ala Leu Ala Arg Asn Ala
450 455 460

Gly Arg His Ser Val Ala Ser Ala Gln Leu Gln Glu Lys Leu Ala Gly
465 470 475 480

Ala Gln Arg Gln Leu Gly Gln Leu Arg Ala Gln Glu Ala Gly Leu Gln
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GIBCK™1
485 490 495

Gln Glu Gln Arg Lys Ala Asp Thr His Lys Lys Met Thr Glu Phe
500 505 510
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