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TR HIAEE Jy 51. 2% R TATTR AR ZE B g imi B, 1 F 328 580 2 £ RT-PCR BRI T
) SSTR2 1 SSTR3 mRNA MYZHZRIKFHE , BN 1HAEZ IR L V2 K3k SSTR2 mRNA TEIFh ik &
515 ,SSTR3 mRNA 7 B ik S fiem . SSTR2 \SSTR3 Rk 27 RBUEAT e S SR FAE BINFAEH
KERIR 5 A AR 32 A 25 A KA R 214 35 cDNA  ZHEURIE ; L 9O E it RT-PCR
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Cloning and Expression of Two Somatostatin Receptor Genes
in Siniperca chuatsi

DAI Wei ZHAO Jin-Liang” MIAO Tian-Tian GUO Jin-Tao
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Abstract ; The complete cDNA sequences of two distinct somatostatin receptor genes ( SSTR2 and SSTR3) were
isolated from Siniperca chuatsi brain and cloned by means of rapid amplification of ¢cDNA ends ( RACE). The
full length of SSTR2 ¢DNA was 1 820 bp, containing 1 146 bp open reading frame and encoding 382 amino
acids, whereas the full length of SSTR3 ¢DNA was 1 874 bp, containing 1 458 bp open reading frame and
encoding 486 amino acids. Five domains were detected in SSTRs: the N-terminal domain, seven putative
transmembrane domains (TMD) ,three extracellular loops (ECLs) ,four intracellular loops (ICLs) and the C-
terminal domain. NJ phylogenetic tree showed that SSTR2 and SSTR3 formed two independent branches, and that
the amino acid sequence similarity between SSTR2 and SSTR3 was 51.2% , which indicated that they were
encoded by two different genes. A wide tissue expression of SSTR2 and SSTR3 mRNA were revealed by real-
time quantitative RT-PCR , with the highest expression of SSTR2 mRNA in liver,and SSTR3 mRNA in stomach,
suggesting that they may be involved in different physiological regulations.
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KAz MR ERUSAESE L
FRERZE B, Horp A KRS ZHEAK
+ 1 ( growth hormone-insulin-like growth
factor-1,, GH-IGF-I axis) A KA E M E R AT
PEENPWRHAERGEZ ", ERKRINER
('somatostatin, SS) J2& FH T Fr i 43 2 1) — B 400 ]
ik T4 3 06 A 4K B R ((growth hormone , GH) 1Y
PR K, BAT IR fish 2 oW E AR, 2
PR K & T RS L Rk B A
A RN B A W A0 258 AR R IR 2 R
( somatostatin receptor, SSTR) /i F /=4, SSTR
JE—FIE R 2, KM E @5 SSTR 445
B AT R AN TR B £ 538 i, BT GH-IGF-
BHAYAASIRAY, S 2 b AR B s AR Y
i A K E 5 SSTR 454 )5 K 18 2 4
A KAl GH IGF-1 SR E ¥ A KA, 38 vl 38
T 5 & (insulin, INS) FRBE L, S804 WAt
RSN AW L

WEL S Y C R IAEFE 5 Bl SSTRs,
SSTR1 ,SSTR2 .SSTR3 ,SSTR4 H1 SSTRS , B fi1H
AT DR i i - 0 A A AN ) B et {10
Hoyer 55 #i3 1 52 1A 25 44 B L% B 44 1) 7 245
P B 5 B SSTRs 434 2 W25 : SSTR2 \SSTR3
F1 SSTRS J& T—3F.2% ; SSTR1 F1 SSTR4 J& T %3
—pK7 ) FEfdE R B & B AF1E SSTRI
SSTR2 SSTR3 Fll SSTR5 iX 4 Ff SSTRs'* |

5% ( Siniperca chuatsi) 238 [E &2 IR K £
DA HAT AR | P o D o A
MLOUTAEOR, BR A KRS S ERRHET
( insulin-like growth factors, IGF-1, IGF-
)10 A4 (SS1,882,883) M 4 K
ShAH R FE R AR 4k o b AE SRR I ACHE
FEM H RACE $ AR 5o B 7 8% 4L K30 % 2 1k
SSTR2 F1 SSTR3 1) ¢cDNA 4K 591, 3 wf H4h
FREAESEAT T 125500, RS2 B 22 £t PCR 43
Br 7 SSTR2 Fl SSTR3 mRNA ({2 413854 1E
itk — SR A KM E R AL S A RKMEZ
IR TR R AR BT IERIER

BRI

1.1 SERH# SRy T B AR IX

PO R Bl AR SR T 3, I A ) IR |
I8 W1 TR 5 R FEEAE B E O L
WK, B TWAE R, -80CIRF4& .

A RNA #1217 RNAiso™ Plus . RT-PCR
X7 & RNA PCR Kit( AMV) Ver. 3. 0 SEHF 985G
JE it RT-PCR {5 & PrimeScript" RT reagent
Kit With gDNA Eraser ( Perfect Real Time) |
SYBR" Premix Ex Taq™ ( Tli RNaseH Plus) .
pMD™19-T Vector W A 529 T2 (K ) R
/8y H); RACE R 7 & SMARTer™ RACE c¢DNA
Amplification Kit T Clontech A H], HA7H]
1k = o Hr st
1.2 XEHE
1.2.1 &L RNA $2HUK cDNA AL BURA
URAT R AR 45 2021, 4% RNAiso™ Plus i 454
5 RNA, & RNase-free DNase [ JHfbALEH 2=
FRESIZH DNA 75 5¢ 42 I8 AMV [ sgiin) &
i B 5% 5 A cDNA, i 4 21l SMARTer™
RACE ¢DNA Amplification Kit & i 3" il 5’
RACE-Ready-cDNA , —20°C VKA 14755 ] .
1.2.2 519at56m s RE L,
FH b T e I 57 A BR s v 5
1.2.3 cDNA #S52KFIMT sy
BT GenBank £ A K AW ER A2 AR B [RIUR 751, 43
SIE SSTR2 il SSTR3 (A&~ X ik 1 Hl FH 5 14,
DUZH 21 RNA S 5% U cDNA B, 44 i
TaKaRa RNA PCR Kit( AMV) Ver. 3. 0 B 5347
RT-PCR,#/"4#% SSTR2 F1 SSTR3 #43 ¢cDNA 551,

FRAE I R BT A5 (35 43 <DNA J# 51, 4 531l 5%
11 SSTR2 F1 SSTR3 ) 3" RACE fi1 5 RACE &
FESPESI 9, RACE 973 #% B SMARTer™
RACE ¢DNA Amplification Kit {77 &5 %) 15d B 4
17, FEALEWM T LU 3'-RACE-Ready ¢cDNA
AR, LA FH 514 UPM 1 SR2R3/SR3R3 i#
17 3'-RACE §"# ,4°C 17, b 5'-RACE-Ready
cDNA b 4k, LLid 51 %) UPM F1 SR2R5/
SR3R5 #47 5'-RACE 414 4°C -7,

1.2.4 PCR ¥ 55 )F RT-PCR #
RACE 7=y B Uk I = , FH 32 388 Bt iR 4l 56 1
DNA [EDC 5] & ik A7 [l i Ak, 4tk 7= 9 5
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Table 1 Nucleotide sequences and annealing temperature of oligonucleotide primers

314 BRI (5'—3") AR CC) ety i () S0k
Primer Nucleotide sequence nnealing Product size Usage
temperature
SR2F AGTGACGAAYATCTACAT 52 577 SSTR2 #4075 P 3
SR2R CCAACAGAGGACRAACAC 52
SR3F TGATGAGCTCTTCATGCT 54 526 SSTR3 #4075 1P 3
SR3R CACAGCAACAACRATCAC 54
SR2R3 ATGGGTTCCACCACCTCAACCAAGCT 68 585 SSTR2 11 3'RACE 4"
SR2R5 GCAAAGTATCGATCGATGCTCATCACCA 68 1263 SSTR2 11 5'RACE 4"
SR3R3 TGGCGGTTCAGAACACCCTCCAGTCG 68 1192 SSTR3 1 3'RACE 4"
SR3R5 CAGACGGCACATGAAGGAGCCAAACG 68 890 SSTR3 1 5'RACE 4"
S2RTF CCCATCCTCTACGCCTTCCT 60 115 SSTR2 £H41FR A
S2RTR TGTCTGCCCTGCTGTCACTG 60
S3RTF GGCGGCTTTCATCATTTACACCT 60 145 SSTR3 iUk
S3RTR CTCCGACTTCCTTCGCTTGG 60
B-actin F GCGTGACATCAAGGAGAA 60 181 B-actin ZHZVFR LK
B-actin R CATACCGAGGAAGGAAGG 60

pMD19-T A 42 A4 it B 21 b, B AL 2 25
KIAHF# DHS« J5 2 LB VAR 3% 5%, 0 vk 5 40
FHEATHR AR BOR Y 800 E b b
FERR G AT PR A 58

L2.5 EWERESHT A BioEdit Al
Edit Seq & /¥ i 17 JF jik [ 5 H#E ( opening
reading frame , ORF) 73-#7 , I 4 A0 WL 1) 24 JE
12 7 51 5 N FH Scratch #2 F# (http : //www. ics.
uci. edu/ ~ baldig/ scratch/index. html) Fii Jill
TR N BLAST (http : //www. ncbi. nlm.
nih. gov/BLAST) HEAT 5 [6] P81 43 A H I
Clustal W ( http://www. ebi. ac. uk/clustalw/
index. html) #£47 2 J¥ 31 Lt X} ; W FH NetNGlyce
(http://www. cbs. dtu. dk/services/NetNGlyc/ ) it
WA 3 A6 457 55 B A ProtParam ( http :// www.
expasy. org/ tools/ protparam. html ) T £ H i 43F-
HRNAE 25 v EMBOSS ( http ://www. ebi. ac.
uk/Tools/ emboss/ align/index. html ) # 17 J3* 51] 4
RLRE 73 #7; W FH MEGA4. 1 # NJ R GE 4L
4§ 3 0 FH Sigmaplot 10. O 4 & AH X & 35 & AR
15 W2 SPSS 19. 0 AT R ge it 20
1.2.6 AR BGH MR ERG
SSTR2 il SSTR3 1) ¢DNA J¥51, 43 515 19
1 PCR 5149, I NS 3 [A B-actin G

EHE PCR 519, AN 4l 45 RNA (IR E N
0.5 g/L) JBIHL, S 5% 5% B cDNA, Al EASY
Dilution i 5 /1~ 10 f5#REEM B, &1k 3 MK,
A3 AR R S kAT SR 2 i PCR 3
WP R N 95C 40 s;95°C 10 s, 60C
20 5,40 MG ;60 ~95C FltfF , LIS 1 ih<k
) CAE R Xl &80 Bk B R X B Y il
T/ B-actin \SSTR2 F1 SSTR3 ¥ Hahn i Hh L .

HRAE e il A v i 2k, R A LR A &R |
DL 3 BISNAKH SR cDNA N, #E1T N S5
B-actin 5 F AYHEE[H SSTR2 F1 SSTR3 ) 2 it
POE R PCR R, $ Ry ShnEth &y
PP AIE] BEARESEAT 3 IRE A AR Y
2 FAX IR LL ddH,0 SR, R4S N 2 B-
actin X ARG B 4 45 2L ZARE 5 Ce E HEA 71—
fRAb B SR FH 2742 3L R Rl 41 41 SSTR2 Al
SSTR3 mRNA [ ik i 17 b 8o i, R H
SPSS19. 0 it/ Mk 4T Duncan’ s 75 5L [H
ERE L es N B IRTE  d Yiv

2 4 R

2.1 % SSTR ¢cDNA £KF% LM ELES
¥ /MR BES 3'RACE 5 RACE 38 7= 8 2230
L PR, 43 3R A5 T 8% SSTR2 | SSTR3
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¢DNA 2K JF¥51 1 820 bp .1 874 bp( GenBank %
SE5:JQ798173  JQ798174) , SSTR2 5 J il
THE (ORF) 1 146 bp, 4% 382 > & 5L /R ¥ 7))
(B 1), 427N 42,78 ku, ZHL 5 (pl) N
8.87, % 62.67.100.123 197 231 272 310 fii

SSTR2
SSTR3

SSTR2
SSTR3

SSTR2
SSTR3

SSTR2

SSTR3

SSTR2
SSTR3

SSTR2
SSTR3

TMD1
7777777777 MALDQWPELPTP—PNISIPEPLLYDSY [QONESDLDENISETREPHQDK=TSSVVITE I YEMY, AVGI_(}\A[,\/IYVII_R
MGVVSLPGLEMTDEMWENGSSASPSPGPPLFLLMPNDSEMINETLFNSTNSTTADVSSGPGVAGVLISLIYIVVEIIGLGGXTLVIHIVLH
*5 0K sy o W kK b oBERE Lo op FE D g D TR DRE IR dolidoRRg | Y
ICL1 TMD2 ECL1 TMD3 ICL2

YAKMKTVTNIYT LNLAVADVI!MMS LPFTALQLTLVHWPFGEVLRVIMTVGSLNQF TS TFCLMVMS IDRYFAVVHPTKSTKWRKPRVAK
YSKIESVINIYTLNLATADELFMLGLPFLAVONTLQSWPFGSFM@RLYMTVDS INQFTSTFCLTVMSIDRYLAVVHPTRSSKWRRPQVAK

skocky g oskelokelokokelokokok s skok sk sky | skelsksskosk skek ekekek, | sskek sskekok kg 3 o3k g skeskek ok g skekek
TMD4 ECL2 TMD5 ICL3
LINLTYWVVSLLVILPTMEFSGLDKVP—-V(@G IVWPEPQDVYYTAFTEYTFFIGEFLPLAV I[@1L.CYLL 1 IVKVKSSG——IRVGSTKRKRS[E
VVN'I'VWAI,SI’I,VVI,I’VVII“A\ IQKA(}(}'\I/E!(\JIAWI’[iI’AK IWRAAFTTYTSTVGEFCPLLI II,CYLI‘I VERIRSSGKKVIATSTKRRKSI
sk ocekek ckoskekickk, otk or ok, ROk okkeksk | orn dekskiksk cskelok ckek soelelekekskekskr L rrsskeksk sl kekskekr rskk
TMDG6 ECL3 TMD7 ICL4

RKVTRMVS IVVAVEVL@WLPEY ITENVISVTGS [KPTSAVKSTFDEVVVLGYANS@ANP [LYAFLSDNFKKSFQNVL.C——LKKVAGLDETE
RKV'I’RWVVIVVAVI’VI‘EWLI’I?YALNI INI,LVSLP”SISYQGIXYI“VVVLGYANZE?NI’[VYGI“I,SICNI’KRGI‘RKAI_RSlRKV[ZN[I[ZI’M[Z

3 koL ok koL kbkkbbkbbibllll ok kol okk: korokk okk 0 ok
R SDSRADRSRMANDAA [ IN——ANLETHN
RQQQQEEGRMALMPRESLRRATGDEEDDDEEDVSEMTETYRTAQNGNSSFQPQGSQPLLSEKRATPRATEPSSPDERDKAGDTKGKDQVN
* PH, kR * 3 Biis i

GSTLTVPLLLNGTKNGSIKTLPEEGLEQSTSLEISYL

Lokeekk o okk

1 &% SSTR2 #1 SSTR3 S E 4 51 bk Xt

Fig.1 Amino acid sequences alignment of Siniperca chuatsi SSTR2 and SSTR3

7 AR (TMD) J AR , 2 D2 R SR AE HI R i th R AL A s SO, BRI ALz 50 T R

Seven putative transmembrane domains (TMD) are shaded, cysteine residues are indicated by black background
and white letters, glycosylation sites are shown as bold upper case letters, kinase specific phosphorylation sites are

indicated by underlining,the same amino acids marked with * . ICL. Intracellular loop; ECL. Extracellular loop.

AR A IR + b, ICL. 4HA N #E; ECL. 40140

x2 EFE5HAWFH SSTR2 #1 SSTR3 SEBMIBMELLE

i) 8 KBt T A 4 A~ —fkE . SSTR3 %
ORF 1 458 bp, 4 486 & IFEMFH (K 1),
TR 53.96 ku,pl 4 6.56,% 74 135 184 |
210,242 287 323 345 fii 1Y) 8 AR W] B
B4 A Zh A, R SRR T 9 45 A o B R B

Table 2 Amino acid similarities of SSTR2 and SSTR3 between Siniperca chuatsi and other known species

A KM Z A4 2 HEMLEE (% ) A KAMERZ A 3 HAMLEE (% )
SSTR2 Similarity SSTR3 Similarity
Fhr A B Epinephelus coioides 96.9 A AN . Haplochromis burtoni 91.3
FE4 Oreochromis niloticus 94.5 BT A BEAN Epinephelus coioides 91.2
4 Carassius auratus 84.0 BEE 4. Danio rerio 78.8
{A AN £ Haplochromis burtoni 82.6 4t Carassius auratus 77.8
BEE£8 2 A Danio rerio 2A 75.5 Y Gallus gallus 62.7
B4 2B Danio rerio 2B 83.5 N Homo sapiens 61.0
BA Ctenopharyngodon idella 82.4 JINER Mus musculus 58.6
LI 8 7RIyt Takifugu rubripes 81.3
N 2A Homo sapiens 2A 75.3
A 2B Homo sapiens 2B 68.5
W Gallus gallus 72.7
JNER 2A Mus musculus 2A 72.7
JINER 2B Mus musculus 2B 66. 4
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SSTR H1 5 42544 X I Al . N A g |7 455 ot
X.(TMD) 3 4L E( ECLs ) (4 20 N E
(ICLs) #1 C K ¥, 8% SSTR2 F1 SSTR3 & 7 4~
TMD ¥ £F AE R SF & R F 8.
YANSCANPI/VLY, SSTR2 7£ N RMH#FAE 3 4
KA 3% H2 O FE A A A5, 78 1CL2 | ICL3 Al
ECLA "h & IAFHE 6 TS TE I BARGFr 53 W R 1L
fimi, SSTR3 B N A i P AAAE 4 > KA B i
FERUBERLARA 5 7E 1CL2 \ICL3 ICL4 Fl C K %
IR AFELE 9 NG E Ry SRR AL AT
SSTR ZSEHR 79 e Xt 43 Hr 22 B (3 2) , %
SSTR2 2R 3 4 55 HAth £0 24 i AR R ey, 3
rh SRV 41 BE M ( Epinephelus coioides ) #11PLE
o 11T 55 5 2I RO 271288 1 R 0L 8 R X A1,
SSTR3 #2751 5 HoAth a2 A AR AL A vy, 3L
5 B A B 4 A ISR B 6 ( Haplochromis
burtoni ) ZAFERRITH AL BE fie 5 , 11115 S R L

FIARUEE AR X AR, 8% SSTR2 5 SSTR3 [H] ()
RS HARMRIE R 51. 2%

HIE SSTR2 1 SSTR3 44 KL MR J7 5 k7t T
HHESI Y N RGECHEM (K 2), SSTR2
SSTR3 43 T AR XF 2 A b 37 19 40 32 4843 2
WAL (52 a0 3RS Wb A] R 2 ¢
R HARG A —FL
2.2 % SSTR mRNA WAL RIZFLME LI 10
FERERERRE (3L 5 BB EE) UG ZHZ cDNA A
M ,B-actin .SSTR2 I SSTR3 L[ 4% Sk 5 | Wy ik
175 e i PCR OO, #4845 356 R 1 s o
M1k, B-actin SSTR2 F SSTR3 (¥ A% E
553591 99. 5% ,103. 3% H1 102. 7% , #H % %
R 739149 0.999 .0.998 F10.962, HZHEA
5 SSTR2 F1 SSTR3 i Al A e il 26 19 4 Pk ¢ &
RAT, REAETE ik B 0 S 06 vk B 3 [ N 2R 17 o
B ) R 5T o

86— /Danio rerio SSTR2B
100 E( ‘tenopharyngodon idella SSTR2
97 Carassius auratus SSTR2

Oreochromis niloticus SSTR2

":Epinephelus coioides SSTR2

Siniperca chuatsi SSTR2
Danio rerio SSTR2A

100

100

100

100

100

0.05 I

87

78

Haplochromis burtoni SSTR2

Takifugu rubripes SSTR2
Gallus gallus SSTR2

99 Homo sapiens SSTR2A

Homo sapiens SSTR2B
Mus musculus SSTR2A
100 Mus musculus SSTR2B

100 Mus musculus SSTR3
Homo sapiens SSTR3
Gallus gallus SSTR3

100 — Carassius auratus SSTR3
|:I)ani() rerio SSTR3

Lpinephelus coioides SSTR3
Haplochromis burtoni SSTR3
Siniperca chuatsi SSTR3

2 ZHESNY SSTR2 1 SSTR3 B NJ Z Gt L #4
Fig.2 Phylogenetic tree of vertebrate SSTR2 and SSTR3
Siniperca chuatst il 5 Epinephelus coioides BhHE £ B ('SSTR2; ACI12981, SSTR3: ACI12982 ) ; Oreochromis niloticus; % F 1 ( SSTR2 ; XP _
003438730) ; Takifugu rubripes : ZT8E4< )5 i (SSTR2 : AAL32173 ) ; Danio rerio . & D41 (SSTR2A ; XP_689033 , SSTR2B : XP_694885 , SSTR3 : XP_
695365) ; Carassius auratus ; 43 1 ( SSTR2; AAF98367, SSTR3; AAM82355 ) ; Ctenopharyngodon idella ; %5 £ ( SSTR2 ; ACB69421 ) ; Haplochromis
burtoni ;A FCFNIR 7 ( SSTR2 ; AASO7962 , SSTR3 ; AAS97963 ) 3 Mus musculus ;/NEL(SSTR2A ; AAA58256 ,SSTR2B ; CAA48766 , SSTR3 ; AAA40144) ;
Gallus gallus; %% ( SSTR2; NP _001025516, SSTR3: NP _001019754 ) ; Homo sapiens; A\ ( SSTR2A . AAF42809, SSTR2B: AAF42810, SSTR3

AAA60592)
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221 A
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SSTR2 X ik &
Relative concentration of SSTR2

(= S A

| -l

Mu Di Br He Es St In Sp Ki Go Li Py
AR 2R Peripheral tissues

3

SSTR3 HIXf Rk R

Relative concentration of SSTR3

2,
20t T
18t
16}
141
12t
10t
St

S N R

a1 s

Mu Di Br He Es St In Sp Ki Go Li Py
AR 2R Peripheral tissues

BR R & 4H 47 SSTR2(A) .SSTR3(B) mRNA HHEX RizE

Fig.3 Relative expression of SSTR2 (A) and SSTR3 (B) mRNA in adult tissues of Siniperca chuatsi
Mu: LA ; Gi:fi8; Br:fifi; He..Or; Es:&iB; St: 8 ; In: 58 ; Sp: M Ki. '™ Go #EH; Li:fiF; Py W4T, Fik(ELL B-actin N
SEEF NI TE B 2R AN T X B ORS 80) AR ECB L CP 3 = s ) .+ FoR AR S HMAHLE B &£ R

(P<0.05),

Mu: Muscle; Gi; Gill; Br: Brain; He: Heart; Es: esophagus; St: Stomach; In; Intestine; Sp: Spleen; Ki: Kidney; Go; Gonad; Li:

Liver; Py: pyloric caecum. Expression values were normalized to those of internal reference beta-actin. Data were expressed as the mean

fold change (Mean +SD,n =3) from the calibrator group ( gonad) . Expression values of tissues with ( * ) are significantly different from

the others, respectively (P <0.05).

5% A4 4% 4 £ SSTR2 1 SSTR3 mRNA
AYARXT kB IR 3, SSTR2 SSTR3 7 T4 4
HUh R Z R, Hr SSTR2 7EJ b
FIREEE (P <0.05) , 2 ks 819 18 5,
YR B RS SL R ) 0 BE LV E mIE R
KK, SSTR3 7 B A i ik & fwm (P
<0.05) , ZIAKE A 19. 3 4% HRK R Mk i
' RIS S 5 SR [ T 1 R AR

3 i i
3.1 % SSTR B35 &M g K

RAZART 5T AR A 5 i 4 B A R, & fa
( Carassius auratus )" | BE & 14 ( Danio rerio,
GenBank JF# %15 . XP-685832 . XP-689033 , XP-
695365 . XP-688757) Flfh A1 BEa " b 2 TE
15T 4 A SSTR ( SSTRI , SSTR2 . SSTR3 il
SSTRS) , ¥ 4 fi. SSTR1 , SSTR3 | SSTRS FlIHE &)
i SSTR1 SSTR2 Hifs & I AFEAE T A2 ACHF
5%ia F RACE A ARG i FE R 1S T SSTR2
Fl SSTR3 %t K ¢DNA 4 K JF 51, 2r 9 K
1 820 bp#l 1 874 bp, % fih 382 Fll 486 >2d
i, % SSTR2 \SSTR3 5 HiAth fi 25 & L R ) ¥ 5

AFARLBE ¥ 15 5 S 28 Rl 2L . B HESI Y
SSTRs R G, ) SSTR2 1 SSTR3 4341l
EHABY R SSTR2 I SSTR3 J2, KA EA]
43 5) PR AN TR 32 PR 2 A 7 A

GIETR 25 40 L X 43t & B, 8]k SSTR2 #11
SSTR3 ¥ &4 7 /> TMD .4 4 ICL 3 > ECL 1%
SERIR, 55 7 S TMD PSS AF AR ST I R LR 7
%) YANSCANPI/VLY, % SSTR2 Fl SSTR3
PIfFTE 8 ek, Hrh, {7 T ECLI
FIECL2 U 2 AN FHXT R ST ) 2 Ik 22 R 5% L
D i U T = W = el i R
FUT L C ORI AT A 2 e 2 R R 2 T 5 40 i
L HAhZ AR E RS, B% SSTR2 Fl SSTR3 &
KRR FEFIARMRIE K 51.2% , BEERFH 25+
BLAERAE N KAl C AR X3, 7 4> TMD 95
FEBRFH AL 5 5, SSTR2 5 SSTR3 & iR
P A B (R 22 53 2 BAE C R I,

W5 &I, SSTR Y N A Sify X 38 v #7778
TR ATl B 125 422 () A AR AV A, X SRR A7 1
1128025 | B N OB 1 S o e = e L N ]
64 11 B SSTR2 il SSTR3 & LML T
SN s DX 3 23 A AE 3 A4~ (14,3037 fif
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KO 4 AN (FE 18 36 41 .46 i i) KA Tk i
FEHE AL A, R A BE | 4 ff SSTR2 N
UiAFAE 3 A BRI A A, R A BEf SSTR3 N
WHAEAE S A BEIE AL AL P N R (Mus
musculus ) SSTR3 #FE Ak A7 o5 B 2 B, H: 5 i {4
AT W E AR, FLX R R Il 0 R A
WRERY . % AZE(Homo sapiens) SSTR1 Hf
SER P, TMD3 8 Asp™ . TMD4 fY Phe' .
TMDS5 ¥ Phe™  TMD6 f4 GIn™' FI TMD7 )
Ser®® J¥ B Fe R 25 44, & SS-14 1 1% 0 25 1)
( Phe’-Phe-Trp-Lys-Thr-Phe'") AT P
3.2 % SSTR mRNA £ 28 R X4 1E 2 47
SSTR Z R K IEE £ A b T iz £k, L
SSTR2 Fik i ) iz, SLF 9 Y622 i RT-
PCR W, i SSTR2 il SSTR3 mRNA .7F £ Fh
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