§ 123 554 Y E B Vol.12 No.4
2014412 H Chinese Journal of Bioinformatics Dec.,2014

doi:10. 3969/j.issn.1672-5565.2014.04.03

AR SRR 3 & CD46 BEE = FE P 5 RARRIESH

DY 1,2 = So1,2% N 1,2 1,2 3 Ae1,2 3 2 1,2
ZRH T ESIE T, BT, AR, HUKEE IR
(1. ZRIA 2 2 R B RO I R T 205 ELI) 650201
2. ZHRI KSR H A B 650201)

T E RIS NM_213888 K EST /71, % iH 4 5+ 51 4 3§ BMI CD46 £ B, FF 34T 5 [ N 5 A0 4 A 15 B oo B Bt L A
2 € & RT-PCR £ K x BMI 30 ME Z 4 L #HATR K E oM. K% T BMI CD46 1 092 bp # %5 4 X /7 7 ( GenBank % 5 & .
KJ513478) , 455 363 MR HBR . oMK W ,CD46 & & i o~ F & (Mw) 4 39.60 kD, % & & (pl) Wy 5.39, F 4 4 MEF A 1A
BB NS A ESIRFAE N RKERA,C R EAG AR SR T, ZE AT aEA TR R 56.7%, ¥ ML
B MR BMI CD46 & A4 6 KEMAM A, FAFH NN KU, BML 5 46 F %% Rk, BMI 30 #4 R Kk kW,
CD46 XHE+ P Bk A; EENL MR . FRIEWZ H OREE 20 . BW . EH NUEETRY PERA; AT
BT BB W EW. 2% ERINT PIRKA;AQ BT A JREF AR AR TEREREMTFRE, ZE
RA#—FHRER G E L,

KER:AEATEAELE CDI6 A A B LR R ENERF AL KK

FESES.Q78 XEEFEEE:A  XEHS:1672-5565(2014) -04-249-08

Cloning, sequence and tissue expression analysis of
CD46 gene in Banna mini-pig inbred line
QIN Caiyan"?, HUO Jinlong"** , WANG Shuyan'?, WANG Pei'?, PAN Weirong"*, MIAO Yongwang®, ZENG Yangzhi'?

(1. Key Laboratory of Banna Mini-pig Inbred Line of Yunnan Province, Yunnan Agriculiural University, Kunming 650201, China;
2. Faculty of Animal Science and Technology, Yunnan Agricultural University, Kunming 650201, China)

Abstract ; Based on the NM_213888 and EST sequences of pig, we designed specific primers and amplified BMI CD46 for
cloning, sequencing and bioinformatics analysis. Meanwhile, the expression of CD46 in 30 important tissues of BMI was
analyzed by semi-quantitative RT-PCR. The research obtained 1 092 bp coding sequence ( GenBank accession number:
KJ513478) of BMI CD46 , which can encode a protein of 363 amino acids. Analysis showed that the molecular weight (Mw)
and isoelectric point (pl) of predicted CD46 protein were 39.60 kD and 5.39; it contained four conserved domains and one
transmembrane region ; The N-terminal of the protein existed signal peptide sequences; hydrophobicity analysis indicated that
the N-terminal of the protein was hydrophobic and the C-terminal of the protein was hydrophilic; It was a periplasm protein
with a probability of 56.7%; The active site analysis showed there were six kinds of active sites in BMI CD46; Phylogenetic
analysis demonstrated that BMI had the closest relationship with cattle. The analysis of tissue expression showed that the
expression of CD46 examined in 30 tissues had obvious differences. It was highly abundant in the duodenum, moderately
expressed in the testis, thymus, thyroid, epididymis, lung, lymph nodes, jejunum, ileum, colon, cerebellum and sublingual
gland; and weakly expressed in the submandibular gland, liver, adrenal gland, cecum, rectum, esophagus, pituitary and
brain stem; while it was undetected in the heart, spleen, kidneys, muscle, pancreas, stomach, skin, brain, hypothalamus
and spinal cord. These results provided a useful foundation for further studies on CD46 function in swine.
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1.1 ##5iXFH

SEE SRR B S5 413 BN T A
A8 R AR HE B S e RN T i VSR AL M R
Ji B SR O OIS ERR R EAS B UL R
i1 e =377y /NI I I =D 7N E N N = =
BRI MR /N AR R T R R A
HHESE 30 FRLHZURE S A B R G T -80 AR
VAR KHARAF . M-MLV Wi 5553 B Invitrogen 2
], RNAiso Plus ,pMD18-T JeRE#IK K IHHT i ik 32
A0 DHS o B IR 4 SR e DNA 4li k357 & S Ex
Taq =534 H TaKaRa 2\ 7],
1.2 7k
1.2.1 RNA #2H

FREX 100 mg 2247 A ZURE i, W AU R IF B 1oy
AR, REMA 1 mL ) RNAiso Plus, IR I 2

L5 mL BLOAE R, R U] S2 O B RNA G FH]
RLBRAE I 2 AR I RINA i e 88 J% 4l FEF , 1% 1) B
PEBEEEIE (1 X TAE 22 vhii) 90 V HL K 40 min,, 6l
285,188.,58 AR RS, B S R RE L T -80 C
AT

1.2.2 cDNA &%

Wik D 7 0.2 mL e B0 o
A5 pg B RNA,1 pL 50 pmol -L7'f%) Oligo (dT) ,
I pL 10 mmol - L'y ANTP, it A RNase free dH,0
AR 12 pL, B EIR A5 65 CHIH S min,
UK, B B0 o Q) YRZEAE IR ELE IA
4 pL5SxH—HE A R 0P, 1 pl 40 U - pL™'
RNaseOUT™ 4% % Bl 417 41 771, 2 wL 0.1 mol - L7' f§
DTT, B4R 2% 1ot ,37 CHER 2 min, B N
AL i 200 U - wl7 ) M=MLV 33 5% 5t 1R 2],
KRz 47 37 C 50 min,70 °C 15 min J5 % 1 % Wi o
1525 22 cDNA BHRGE— B 50 ng - w1 TAE
BT PCR S,

1.2.3 it IFa i PCR 5149

28 GenBank |J#% CD46 mRNA JF4| (&35 .
NM_213888) L) J % EST J¥ 41|, #) F Primer Premier
5.0 #1 Oligo 6 HFBLITY™ 4% BMI CD46 JE [N 42 K 2
WX BRI 3 P9 RS 5 | W) . S IR0 18S J75)
(AY265350) Beit NS 519, DL B3 ik
THRAFGR(IETD) .

x1 BHWERE CD46 F1NSEE 18S #) PCR 3|#ER
Table 1 The PCR primers of target gene CD46

and internal control gene 18S

FEH 2 Fx IYFH(5'-3") PR (bp)
Genes Primer sequences (5'-3") Product size (bp)
F. GCTAGGCTGGTGTCGGGTTA
CD46 1182
R: GGGGCTGGATTCCACGTC

=

188 : GGACATCTAAGGGCATCACAG 145
R: AATTCCGATAACGAACGAGACT

1.2.4  PCR ¥ M R A 2 LB T RE

PCR WA % (25 pl) :ddH,0 17.75 pL, 10x
Ex Taq Buffer 2.5 pwL,2.5 mmol -L"ff) ANTP 2 pL,
50 ng -l ) £ 4] 41 cDNA iR & b 1.5 pL,
10 pmol - L™ YIE M54 45 0.5 pL,5 U - ul™' 1Y
Ex Taq ff 0.25 L. PCR §"3 R 94 °C i b
4 min;94 °C 30 5,55 °C 30 5,72 °C 2 min, 35 M
572 CIESEAH 10 ming FI ] 2% B B8 11 HE UK
e, BERE AR RGN
1.2.5  PCR p=¥alifl  EAN 7

Hs PCR 7291 1 1% (AR i B5OIR AR L 9k (1%
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TAE) J5 , 7E55MES & YN & H B0 H By i
e, g e zifk 10 & gl H 9 2: 8 R B, BG—
TR Al ik AR TAT R A W B .
1.2.6 e Bk S op s R

F—AR oy alife 5 pMD18-T 3 244 i
RO AR AR (10 pL) -5 pL 19 3 2% th iR,
4 wWLi HEEER 1 pL /Y pMDI8-T A, HX30 pL
KIGHH DH S J&RSZ M (VKB AR ) 5 10 plL
HEARY)T 0.2 mL AR LG RIS BE K R
# 30 min, 42 CKEHT 45 s, B P E 2 min,
B A= 43855 A 800 wL A& iR K LB i)
PRIEIREE A, 37 °C 200 rpm HIRE S R AHHETR 1 he
WL 200 wL & 983 ST R4 T A 40 pg cmL!
X-Gal 100 pg +mL™' Amp F123.8 pg -mL™" IPTG [
LB B B A AR B 57 4k 1,37 CIEE KR 1 h 5,
BB S RO SR IR OIS 0 1 € B P B T 4 b T
100 pg -mL™" Amp (¥ 4 mL LB 48555738741 ,37 C
200 rpm {HIRIEZ 5555 18 h,
1.2.7  TEW PCR %7€ g bl 5

PL0.2 wL B MR AR, ddH,0 B2 419.05 L,
Hoftyiaon) i s AT R A) 1.2.4, 547 R PCR %8
JE , 2% WIS WHEE I PR VKA TN 5, BE PR R G% E AR
AT RS RSB 20 ok FH 38 RS 1) M3
1.2.8  £4141 RT-PCR ¥

435 2L BMI 30 Ffi4141 50 ng - pL™' i) cDNA T
YEBONAEAR , 4T CD46 (1) 2 2H 25 5 K- ik 1k
30T KL CD46 75 BMI & H LU )Rk =R, 37
SR SO A FR Sas TR ] 1.2.4, TRl iy AR R AR
188 HATIIE,
1.2.9  Jpa\ i FghE oA

FIH Lasergene 3 FxF PCR 7 ) #1001y F1 5w,
R 285 SR AT G L HE O AR IE, B 8 BMI CD46
gt Fp 31, HE T AE S 0 O & R 8. A
ProtParam tool ( http://web. expasy. org/protparam/ )
P LR 53 14 (Mw) (S HL s (pl) (IE FUHL AT AR
FE o373 AERE R PR YRR T R A
SignalP 4. 1 ( http://www. cbs. dtu. dk/services/
Signall) 0 2 1 [T 32 95 6 4 15 5 Ji; TargetP
(http ://www.cbs.dtu. dk/services/ TargetP ) T il &
JEi B V.40 i % 7 5 O ; NCBI ) Conserved Domain
Architecture Retrieval Tool ( CDART ) ( http://www.
ncbi.nlm. nih. gov/BLAST) Tl &5 11 5% F) £ <1 45 44
35§ ; SOPMA ( http : //npsa—pbil.ibep.fr) 0 & H 51 B9
%% %5 #; TMHMM ( http://www. cbs. dtu. dk/
services / TMHMM =2.0 ) Fil I 25 [ 5T 119 125 S8R e 405

¥J; ProtScale ( http://us. expasy. org/cgi — bin/
protscale. pl ) 5 Jll 25 1 J5i /Y i 7K &5 #4; PROSITE
(http ;//prosite. expasy. org/ ) T 25 FH 5T 1Y 16 TE 7
1 ;Lasergene ,ClustalX 1.83 1 MEGA 5.2 484Kk {444
HEZ YR R GV s Quantity One Hf4 /3 HE DI 7
FHLAP R R,

2 RE0r

2.1 BMI CD46 E R ¥ 1&g R

L BMI 30 FiZH 21 cDNA YAt AR , >R F
e tEg | W)k AT PCR 471G, v yk A I 7 ) | B A
Marker 1t 1 100~1 200 bp Z[&], 57 1 182 bp
MG, HB R B (LB 1) o

M 1

2 000

<41 182bp
1000
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250
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1 CD46 Ry LR
Fig.1 The amplification result of CD46 gene
7 :M:DL2000 DNA 43F-##5rifE; 1. CD46 PCR =4,
Notes: M;DL2000 DNA Marker; 1:CD46 PCR product.

2.2 BMI CD46 ZERFSI R EHmEBHSERF T

RT-PCR ) Js i I P 45 5 e B0 LU oS 1 7
T BMI CD46 %t )71, 4= 1 092 bp, J§ 51 & $2 58
GenBank R IAGE, B 558 KJ513478, 7] 4 i 363
ANFIEIR , % Y I W6 5% 5 0 AHZ31601, A= 4]
BRI HTRI] BMI CD46 f77E 4 AMRSF S5 F A 1
AESIEIX, H N-ARA 55 5 (WL 2) , 40
FENL SRR LTI B A A3 256.7%
2.3 BMI CD46 EFEHB BB —REH

fi 3:F ProtParam tool il BMI CD46 £t [X 2w tid i)
RILTRF I AL AN AL (W 2) o AARE &
BOME/NT 40 FonE A FRRE , KT 40 RoniEH
AR A BT 58 45 S B0 R R E R AR
49.69,3 /8 BMI CD46 FEH EAFAE S
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1 ATGATGGCGTTTTGCGCGCTGCGCAAGGCACTGCCCTGCCGTCCCGAGAATCCCTTTTCTTCGAGGTGCTTCGTTGAGATTCTTTGGGTGTCG 93
1 M M A F C A L R KAUL P CZRUPENU&PUF S S RCUVF V E I L WV S 31
94 TTGGCCCTAGTGTTCCTGCTTCCCATGCCCTCAGATGCCTGTGATGAGCCACCGAAGTTTGAAAGCATGCGGCCCCAATTTTTGAATACCACT 186
32 L A L VvV F L L P M P S D A CDE PP KV F E S MRUPOQOTFTILNTTT 62
187 TACAGACCTGGAGACCGTGTAGAGTATGAATGTCGCCCCGGGTTCCAGCCCATGGTTCCTGCGCTTCCCACCTCTTCCGTCTGTCAGGACGAT 279
63 Y R P G D RV E Y ECURUPG F Q P MV PALPT S S V C Q D D 93
280 AATACGTGGTCACCCCTCCAGGAGGCTTGTCGACGAAAAGCCTGTTCGAATCTACCAGACCCGTTAAATGGCCAAGTTAGCTACCCAAATGGG 372
94 N T W S P L Q E A CRURI KA AUCSNULUPUDUZPTULNUGGQV S Y P N G 124
373 GATACTCTGTTTGGTTCGAAGGCTCAGTTTACCTGTAACACTGGTTTTTACATAATTGGAGCCGAGACTGTGTATTGTCAGGTTTCTGGGAAT 465
125 D T L F 6 S K A Q F T C N T G F Y I I GA E TV Y C Q V S G N 155
466 GTTATGGCCTGGAGTGAGCCCTCCCCGCTATGTGAGAAGATTTTGTGTAAACCACCTGGCGAAATTCCAAATGGAAAATACACCAATAGCCAT 558
156 VvV M A W S E P S P L C E K I L ¢C K P P G E I P N G K Y T N S H 186
559 AAGGATGTATTTGAATACAATGAAGTAGTAACTTACAGTTGTCTTTCTTCAACTGGACCGGATGAATTTTCACTTGTTGGAGAGAGCAGCCTT 651
187 K D V F E Y N E V VT ¥ 8 C L 8 S T 66 P D EVF S L V GE s s L 217
652 TTTTGTATTGGGAAGGACGAGTGGAGTAGTGACCCCCCTGAGTGTAAAGTGGTCAAATGTCCATATCCAGTAGTCCCAAATGGAGAAATTGTA 744
218 F C I G K D E W S S D P P EC KV V KCUP Y P V V P NGE I V 248
745 TCAGGATTTGGATCAAAATTTTACTACAAAGCAGAGGTTGTATTTAAATGCAATGCTGGTTTTACCCTTCATGGCAGAGACACAATTGTCTGC 837
249 S G F G S K F Y Y K A E VV F KCNAGY FTL HGIRDT I V C 279
838 GGTGCAAACAGCACGTGGGAGCCTGAGATGCCCCAATGTATCAAAGATTCCAAGCCTACTGATCCACCTGCAACCCCAGGACCAAGCCATCCA 930
280 G A N S T WE P EMUPOGQCTI KD S KPTDPPATUPGU?P S H P 310
931 GGACCTCCCAGTCCCAGTGATGCATCACCACCTAAAGATGCTGAGAGTTTAGATGGAGGAATCATCGCTGCAATTGTTGTGGGCGTCTTAGCT 1023
311 6 P P S P S DA S P P KDAE SLDGGTI I A ATIVV G V L A 341
1024 GCCATTGCAGTAATTGCTGGTGGTGTATACTTTTTTCATCATAAATACAACAAGAAAAGGTCGAAGTAA 1092
342 A I A V I A G G V Y F F H HEKUYNI KI KU R S K * 363

E 2 BMI CD46 £[F CDS FH R EBBHYIERFT
Fig.2 The CDS and amino acids sequence of BMI CD46

TE:ATG FoR IR I 1 5+ FR 2L T AT RS TRFORGHS X FF AR RERY R — 47 K F-1: o H R i LR 7 51 3 N R iy
J¥ 92 R R AT 25 H I 45— 104 AA(CCP) ,108-167 AA(CCP) ,171-227 AA(CCP),244-293 AA(CCP) ; XUF RILRFRE: AN 55 IR 51 -

1-44 AA;BH5H

A RESIEX . 331-353 AA,

Notes: ATG is start codon; *is stop codon; the capital letters of upper line are coding sequences, and those of the corresponding lower line are amino acid

sequences ; the conserved domains are underlined: 45-104 AA (CCP), 108-167 AA (CCP), 171-227 AA (CCP), 244-293 AA (CCP) ; the signal

peptide sequences are double lined: 1-44 AA; the transmembrane sequences are shaded: 331-353 AA.

%2 BMI CD46 f— R

45-104 AA 108-167 AA 171-227 AA F1244-293 AA %5

Table 2 Primary structure analysis of BMI CD46 {RSFLEMIEE, )8 T CCP Z5Myisk (LK 4) 5
— SRR R T & T T T " "
T R 363.00 Ho A
425 1 (PT) 539 0.8 // \\/\\/’?—S—strom
/
438 (Mw) /kD 39.60 —~ 06 //\\/\'»./ \ﬁ(— Y-score
L
LT 3 ( Asp+Gl 39.00 3 /
HHL AT 5% 5 (Asp+Glu) x2 04 /*J C—score
EHUATR I (Arg+Lys) 32.00 s Ve
= 0.2 h
AT C 1769 Hagos Nass O527S e T RO
’ ot O o [T e
K%E%ﬁ( II) 49'69 MMAFCA LRKALPCRPENPFSSRCFVEI LW SLALVFLLPMPSDACD EPPKFESMR PQF LNTT YRPGDRV
FHIHUKPECGRAVY) ~0.242 0 10 20 30 40 50 60 70
S Z ¥ (A 65.51 37 (Position)

E 3 BMI CD46 EARE SIS

2.4 BMI CD46 EREE/FET

Fig.3 The signal peptide analysis of BMI CD46 protein

iH L SignalP 4.1 server F&/¥ X} BMI CD46 & )it N
A 5 BT FNHEA 7534, 28] BMI CD46 5 [ Jit N-
FKEHRT 1-44 AA(MMAFCALRKALPCRPENPFSSRCFV
EILWVSLALVFLLPMPSDA ) Jo{& 5 Bk 51, YIEI (37 4
T 44 AA 55545 AA ZJE) (LR 3) .

2.5 BMI CD46 R R4

FIF] NCBI 511 Conserved Domain Architecture

Retrieval Tool ( CDART) i iil] fy BMI CD46 & 4 £ &

TE - C-score Jy JEUIR B U7 s A 40-(EL, HCME88 85 3 B HCA Ay B U0 2 5 B4
FIRETEBE R 5 S-score {5 5 JIAY EL, BUELBE 5 10 Wi A AL R AT M A=
IR AT REMBR 5 Y -score g 255 BT A A9 20, S A PO 80 E
DI, BRI Ak B U0

Notes: C-score is scores of putative cleavage site, the higher score, the
higher possibility of cleavage site; S-score is scores of signal peptide, the
higher score, the higher possibility of the amino acid as signal peptide;
Y-score is scores of synthesis cleavage site ,more accurately determined the

cleavage site, the highest score for the cleavage site.
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Query seq. C e ' 'm |
receptor—ligand interactions A&

X . . receptor-ligand interactions & &
§ ... .receptor-ligand interactions )
Specific hits
Super families

sceptor—ligand interactions A&

A A rece;
CCP superfanily CCP superfanily CCP superfanily

CCP superfamily

Multi-domains

El4 BMI CD46 & QA {R<F 453
Fig.4 The conserved domains of BMI CD46 protein

2.6 BMI CD46 EQ -4
i3 SOPMA Fi ¢ il i) BMI CD46 5 1 A —
PLER S 40 AA ) o—1EHE(11.02%) ,77 AA )

TEARBESER (21.21%) ,22 AA 1) B-5510(6.06%) ,
224 AA JCHLN A (61.71%) (WLIE 5) .

o o

o pedfensd i ebeeniplestofrefel esnsnsf ]

||||i\||||nu|||

0 50 100 150

200 250 300 350363

B 5 BMI CD46 EH _ &+
Fig.5 The secondary structure of BMI CD46 protein
T2 43 P R UL R R (0 e LR F s TO U 1l B~ A3 o~ M E I AEE e 25 1

Notes: The shortest, the second shortest, the longest and the second longest vertical lines stand for the random coils, beta turns, alpha helices and

extended strands, respectively.

2.7 BMI CD46 ERERLEH
i1+ TMHMM Server version 2.0 & %f BMI

CD46 A TR LS T , A BUHAE 331-353 AA
ARAFAE T AN SRR HELSH (WL 6) o

TMHMM posterior probability for sequence

1.2

—
=]

4

2 ( Probability )
S o
o

<
~

<
o

il

=]

50 100 150

200 250 300 350

F IR E (Amino acid position)

E 6 BMI CD46 & B EE 5T
Fig.6 Transmembrane analysis of BMI CD46

2.8 BMI CD46 EHHIEI/KTE

FIH ProtScale 23 Hijil] BMI CD46 & [ 18 7K
P, HAE A K AMUERF K ER KN, CD46 2 1 7E
2 335 AA b EA B RIFIKAE (3.256) 755 359 AA
W BA e/ KAE (-3.211) , E Y N RmgiK, C
AR (W 7).
2.9 BMI CD46 & B iE LR HI5 17

it PROSITE 23 % BMI CD46 £ H #1471
AL ST, 25 58 B s BMI CD46 25 A7 A4E 6 2KIG
PEOL (L3R 3) , 4 il g2 N-BEEEAL A &5 . cAMP F
cGMP {1 25 1 BB R 1k 07 5V U C B IR
AOAVE 5 T AR T T W R Ak 7 A5 N = DU kb 7
SRR S R A R W FR AL AV 25

Prot scale output for user sequence

Hp Hob./kyl'e & Doolittle

S i

ME (Score)
o -

50 100 150 200 250 300 350
37 & (Position )
E7 BMI CD46 T H kDT
Fig.7 Hydropathy analysis of BMI CD46
TE: BN AHENT 0 FOREHREBRFK , KT 0 FORAIERRBIK o

Notes: Score<0 means hydrophilic, Score>0 means hydrophobic.
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%= 3 BMI CD46 ByiE ML s 547 A (NP_002380) Z: ¥ ) CD46 S K )7 41|, 3 o
Table 3 Active site analysis of BMI CD46 Lasergene  Cluster1.83 F1 MEGAS.2 S W[ B SR
S 54 P oS AR PEF AR BMI CDA6 ZUIERR 79I 7E N 6 I Fh i
NI 7 24 PS00001 2:2_225’ N;;TW DT REIER (WIE 8) ,BMI B 54—, K
AMP Fil cGMP { itk ' BRI/ INER SR A — 28, AR SR A —2K
) PS00004 359-362. KKiS
R SR R ALV A5 —_—
20-22. SsR Caltlep ¢
53-55. SmR Rat
T C R s PS00005 P Mouse
62-64; TyR Monkey
185-187; ShK Human
183188 ShkD 8 BMI . 4. KB NRIEFIAL
W [ T BERRL (4 PS00006 z(;ijzz :ngD CD46 S E B R 5 & St i
314 317: :WD Fig.8 The phylogenetic tree of CD46 amino acids from
IR BMI-pig, cattle, rat, mouse, monkey and human
154-159; GNvmAW
280-285: GAnsTW 211 ZHELARIEKE
N—+ Uk Az 45 PS0O0008  329-334: GGiiAA PLI8S N, K CD46 3 H 7F BMI

SN 30 FhALAUR 4K U BMI CDI6 HER1E+

A o ’ Te IR FESE L AR R (SR bk

MRMMEBTRLN S PO00T AT ReeDneY g ey (i 45T NI B R Sk, 2

210 BMI £ 6 Mfhfy CD46 SEBF T LR NN N N = 7NN 7N =R NG R R

NCBI % 3% T 2% 4= ( AAI49006) . & Bl (NP _  ARFEE, 7.0 VB LA BRIE VB2 JIR SRk
062063) ./NEL(NP_034908) i ( NP_001182675) Fil Fr il e A AR AN ZRIE (ILEL9) .

bp M123456789101112131415161718192021222324252627282930
1000
750
500 =

250 —
100 —

2000
1000

CD46

18§

CD46 X T 18S 335K -

Expression lever of CD46 relative of 18S

1234567 89101112131415161718192021222324252627282930
212 (Tissues)

9 BMI CD46 EH & ARRIKIL
Fig.9 The multi-tissue expression profile of BMI CD46 gene
14 :M:DL2000 DNA ﬁ?ﬁﬁ{ﬁ A0 N5 2 5200 3 s HEOARIR ;S BF 52 562 55720 58 5O M5 10 1 LIRS 1L R ER S 5 125 5 13 JULPAD 5 14 JBRAE 5 15
T AR 16: 5 5 17 10l 5 18 250519 E 1 ;20 BV 521 08522 18 523 B2k s 24 - KNG 325 - /)M 5 26 - 445 27 Fefigi s 28 i 17329 76 T Al 5 30 4
Notes: M:DL2000 DNA marker; 1 ;submaxillaly gland ;2 :testis ;3 ; thymus ;4 thyroid gland ;5:epididymis ;6:lung;7:heart ;8:liver;9:spleen;10;adrenal gland; 11
lymph node;12:kidney ;13 :muscle ; 14; pancreas ; 15 ; duodenum; 16 jejunum; 17 ileum; 18 colon ; 19: cecum;; 20 ; rectum;; 21 ; esophagus ; 22 ; stomach ;23 skin ; 24 ;
cerebrum ;25 ; cerebellum ;26 pituitary gland ;27 hypothalamus ;28 : brainstem ;29 ; sublingual gland ;30:spinal cord.
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MR GE KSR G 8 2 G 1) F B LR 4, 7R
PR G iy 24 s R v e 4 T2 AR o AMARTE 2
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