W3 AW B R MR K F 2R A AR = RO Vol. 37 No. 4
2009 44 H Journal of Northwest A&F University(Nat. Sci. Ed.) Apr. 2009

/.

&SRB | EEMREREARERRIEMEHRR
% .9 A

Pk e b H R 2 SRk 2 e B VS # 712100)

[ E] [HM)Y P BB ELEERZAR B I B (SR-B 1) R F H BL 3 H U fT A 905 B 2200 . 07 58
SR-B 1 M By #E . LY SR BN IR A W4 FIUAS [5) 56 Fhofs 04 P9 0E BE W5 52 °F B 05 DR L JBLIE UL 13 55 O Ak
JUE 0 E S 0 20, 3R CH: RNALARYE GenBank B8 RN NREKER SR-B T SH 55, %1+ I+5 8 1 X 5149, RT-
PCR #4714 SR-B 1 FE cDNA J B,k I 12 55 P AE 5 &5 4 43 b 09 53 A1 B LA AN [R) A 0% LA (8] 38 7 A [R) %% 4 A i
YU G SRR, (4 RY NI TEHE T3 SR-B 1 cDNA H Bt K JE 4 192 bp(EU366320) 5 %3 K 54 Ak
B B R BN B R R BR 5 41 1 4 A 84.1%,78.6%,77.5%,67. 0% 1 66. 6 % (¥ [7] P+ ; SR-B T 3 [H mRNA
TEM ARG FP L0 Rk i 0 T RR U AL R, BT S (0 3% i 33k Bl T T HLOHFE B2 TR 7 ) 3R 5k = B IR
Wit . (4518 SRBT mRNA (35555 M0 A2 B AR IS LRG0 DUBUHE A 2% YA 56 .

[X5iA] %SRBI IEM ALY R

[hESZES] S828.2;Q78 [xkdRiREB] A [xZEHS] 1671-9387(2009)04-0007-06

Cloning and differential expression of SR-B [ gene in pigs

DU Bin,SUN Chao

(College of Animal Science and Technology , Northwest A& F University ,Yangling , Shaanxi 712100, China)

Abstract: [Objective] cDNA sequences of the SR-B | gene were obtained and analyzed in biologic in-
formation, based on which the expression of SR-B | in pigs was studied. [Method]) Visceral fat,subcutane-
ous fat,liver,spleen, muscle, kidney, lung and heart of different growth-stages and different types of pigs
were collected. A pair of PCR primers were designed and synthesized according to SR-B ] gene sequence of
human,mouse and rat. Total RNA was extracted from adipose tissue of pigs,and then the SR-B I gene cD-
NA was cloned by RT-PCR. Thereafter, the level of SR-B I mRNA in various regions, different growth-
stage,different parts and different types of pig adipose tissue were measured. [Result] The sequenceing re-
sults showed that 192 bp pig’s SR-B I ¢cDNA fragment(EU366320) was successfully cloned. Homologous
comparison with some animals indicated that pig SR-B I c¢DNA shared 84.1%,78.6%,77.5%,67. 0%,
66. 6% similarity in bovine, human,cricetulus griseus,mouse and rat. The expression level of SR-B T mR-
NA was significantly higher in adipose tissue of lean pigs than that of obese pigs,and also the expression
level gradually increased as age grew. It was found that the abundance of SR-B I mRNA level increased
more in subcutaneous fat than in visceral fat. [Conclusion) Our result suggested that SR-B | is a potential
factor which may regulate adipogenesis in adipose tissue.
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Table 1 PCR parameter of primers
H K SIS (5 >3 Bk C P R B ¥ /bp
Gene Primer Tm Length
SRB | F: TCAAGCAGCAGGTCCTCAAG
R:CTTGTGCCTGAACTCCCTGTA 59.8 192
Bactin F:ACTGCCGCATCCTCTTCCTC
R:CTCCTGCTTGCTGATCCACATC 53.8 399

1.2.2 %% RNA #5942 5 H TRIzol iz 5 i $2 Bt
KRB\ JEREA URE 2 RNA, ] DEPC 4b ¥k %
e, —70 CLRAF& M. Bl 1 pL M2 & RNALTE
15 g/L BB wE BE e b W UK A I RNA 19 58 1
A A GG BE I E RNA BT Asso s Asso B Asg
BT Ao /Avsy R Asso / Asyo » IE T AS T L e B
— N R, 4l RNA WA Asso /Avso B 1. 7~1.9,
Asgo /Asso R T 2. 0M
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B BAREAE 2 IR0 & ui B 1T . Bl cDNA
55 1 BE MRS PCR 731 . PCR WK R 25
pl: H i 10 X Bulfer 2.5 pL.,25 mmol/L MgCl, 2.5
pl;2.5 mmoL/L dNTPs 2.5 uL., 10 pmol/L [,
TUWEsI W4 1 pL, Bifl cDNA 8 1 8 1 uL,0.5
U/pL Taq i 0. 2 pL,#B467K 14. 3 pL. FH My-
Cycler™ Thermal Cycler (BIO-RAD) #f & PCR %
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Fig.1 Agarose electrophoresis of total RNA of
various tissues of pig
1. Visceral fat;2. Subcutaneous fat;3. Liver;4. Spleen;

5. Muscle; 6. Kidney; 7. Lung;8. Heart
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Fig. 2 RT-PCR products of SR-B | gene of pig
M. DL2000 Marker;1. PCR products of SR-B | gene of pig
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Table 2 Homologous comparison of the cattle SR-B [ gene from some animals %
i b4 N K o 6 B A 4
Species Sus Mus Rattus Cricetulus griseus Homo Bovine
% SUS - - - - - -
/N Mus 66. 6 — — - _ _
K El Rattus 67.0 90. 0 — — — —
Tm@&(‘ . 77.5 88.2 87.7 — — —
Cricetulus griseus
A Homo 78.6 67.2 66. 2 78.6 - -
4 Bovine 84.1 66.9 66. 1 76.1 77.0 —
100% 95% 90% 85%  80% 75%  70% WE LA B2 R W B N B 7 S 414 rh L 3 SR-B
e sus I ek W] SR-B 12— F kAR T2 9
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o, E AR
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Fig. 3 Phylogenetic anglysis of amino acid SR-B | SR-B1 %A

in pig and mammalian sequences B
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Fig. 4 Agarose gel electrophoresis analysis of SR-B |
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gene expression of different cycles in adipose tissue of pig

M. DL2000 Marker;1—6. PCR products of 34,
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Fig. 5 Expression of SR-B | mRNA in various tissues of pig Fig. 6 Expression of SR-B T mRNA in adipose
1. Visceral fat;2. Subcutaneous fat;3. Liver;4. Spleen; tissue from obese and lean pig
5. Muscle; 6. Kidney; 7. Lung; 8. Heart (Different lowercase letters, said a significant

difference, The following fig are the same)
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Fig. 7 Expression of SR-B I mRNA in adipose tissue

from pigs at different months of age
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Fig. 8 Expression of SR-B | mRNA in different

adipose tissue from pig
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