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Abstract: In order to study the expression of functional gene and its effect on metabolic control and other

physiological functions in liver, 438 expressed sequence tags ( ESTs) were determined, which were from a cD-

NA library of porcine liver tissue . The results showed that the nucleotide sequences of 186 ESTs have already

presented in GenBank database , and 37 ESTs could be found the homology with human and other species , while

the others were not identified. 45 full-length insertion of the clones randomly isolated from cDNA library were

also completely sequenced with different size and the results showed that 19 of them were functiorknown genes,

11 had no open reading frame ( ORF ) and 15 had ORF but the function were not elucidated yet .

Key words : Swine ; Liver; ¢cDNA library ; Expressed sequence tags

i%if?ﬂﬁ%@( Expressed sequence tags, ESTs)
& 1991 2R E R Adams $2 ) — i bR fif
R R R AL R U L T R T Ry
LU cDNA, PRI AT RASE 75 A [/ 4 S3AN ) 77 i
B IR ZRIE TG DL RN it AR brid , B e bs
WCTHEATT LA 02T

WAk ES Ts WFFTHE FEAR 1 ik O HAE AR
e PRI 2 e BT R s ke 21 T OB AT L BB ALK
B PR ZH Rl R A R 23 5~ LR A I ST R AN TR N
MNATBEAGBAA IR ) ES Ts 7E BT 55 BRI R B FE P AE
VL Pk PR 2 41 e e g DX s PR Af g 45 77 1T A2 )
FEAEICT . BT 23 DA AL 1 % 1 AN T 56 35 A

WA H A :2001-07-11
FEAIH K R R R R P B I H ( G20000161)

Py BRI ARG BB AT DR DR AL 5T 1 B et
Wi R R T p 4y B 3 £ A Sl e 1) T i A
LR BT ST ES Ts S D) ek R 21 2/ Wi 9T ) T
T2 — JFHA KK cDNA KNI BOR
5 BRI BRI A KT L.

JUE K ESTs WESE 2 lUAS 1 B S (=
ARIEHIARIENA 18 000 4 LA LLIEAE I &
A IR T B0 i AR LT L T AL
P I AR A B AR A B R AR, TR BT m R
NA [P 81 S DA (U2 B Rk D 4L F 5T 10
TIPS [ I U oF 2l 412 v 4 1) A 7 P E B )
TAW AR . ASCAEF L cDNA SRR HER L

ERTAN 2 T (1962-) 05 JLVPE R & N 2095 1 L, = TN 3 ) 3 IR 41 43 B Fi i JE DRI T 98 T AF . Tel: 010-62893323 ; Fax: 010-

62893055 ; E- mail :ninglbau @public3 .bta .net .cn



1526 BOE R

35 %

LANN R S

BEAL 25 0 g b UF SE o FAL 15 T 8 DNA P
H) FE3RTT 438 A~ ESTs J7 41 It —2 e 7 3rh
45 DNICRE A KAR AT A . A ST R B A 2
SRR T J R 537 U PR 2 028 5 ERTGE A 18 1 J2
e AR F I RE M R SR T YDA

1 MRS

1.1 MK

1.1.1 WY KA x (KEH x K
FIAE) [ =Jc 228 e AR BT 4 5 Hid g 1k
N 85 kg IILHMEE B E P& .
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Clone ¢cDNA Synthesis System ( Promega NEEIDI
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Table 1  The analyzing results of 438 ESTs
ST B | I B
ESTs homology with the pig gene sequences Number | ESTs homologous with the pig gene sequences Number
HEHE  Albumin 37 MMEE 58 H  Retinak binding protein 1
Y R o B Y Fibrinogen alpha, beta, gamma 17 *MA s Comple ment C5 1
LERIARIE AN (13 b Mitochondrial gene ,cytochrome b 21 B I JREF  Beta reductase 1
al HUEEEFLEE MG Alpha 1 antichy motrypsin 11 BHRE M Glutamine synthetase 1
SRIMEIREH  Haptoglobin alpha 11 KN IRFLALEE  Phenylalanine hydroxylase 1
MM 5 P-450  Cytochrome P-450 10 Gp i G beta protein 1
FIFMIEEE B E  Apolipoprotein B, E 9 WG Aldolase 1
AKHEB R T Vitronectin 7 pardicd i Carboxylesterase 1
R Transferin 7 LA A B S0 Acyl CoA dehydrogenase 1
JAERE A Fetuin 5 ML H T Retinoblastoma binding protein 1
WER RNA  Ribosomal RNA 5 HEM C  Protein C 1
#1Z RNA  Transfer RNA 4 MR G HE A Nucleic acid binding protein 1
HEMEAR  Catalase 4 K% A Fibronectin 1
MAFHEER ARG Plas minogen 4 [EE=¥igE| Macroglobulin 1
HEFHDE T Proteinase inhibitor 3 YR AN T Cytolysis inhibitor 1
AERKMFEZE Growth hormone receptor 2 FEMEEE A Zine glycoprotein 1
K FAEKET-1 1GFI 3 ZEEAZM  Alcohol dehydrogenase 1
AR & B Citrate synthetase 2 R EE Mucin 1
VEH P HLJF  Amyloid P component 2 a PUELFLE IHE  Alpha antichy motrypsin 1
LT RAR Rynodine receptor 2 WEH Docking protein 1
PN S L RN | 37 LR 41 ESTs 215

ESTs homologous with the gene sequences of human,

cattle and rabbit but not pig

ESTs without any homologous genes determined

Fe UETHS ¢ DNA LA K AE N T A I 52 2 43 Bt 45 R

Table 2

The analyzing results of the full length insertion of some ¢cDNA clones

SACHT N T BOR D

The size of the full insertion in the vector( bp)

Fr I/ B %0 S B

Numbers sequenced / numbers of the known genes

e TS m RNA BOR (T FF R B4R )
Numbers of the mRNA without ORF

300 ~ 500

500 ~1 000 1
1 000~1 500 1
1 500 ~2 000
2 000 ~

8/4
8/8
1/5
5/1
3/1

4

4
2
1

0
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JHEREAE A AR e i AR . R A5 R A
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(1) 2RI 100 B AN BEDRIAE AR 5 R 7 I 4 HH 1y i 22
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BE R I 56 8 1) TF 0I5 152 HE 5 1) 2 8 28 /N | BRI
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JUE( U mRNA TR 8 BEAd) T A BT I Dy e 2
FEEP S e

ES Ts IRFFEAE N S5 D5 21 55 P (10 A 5 i it
FEFPE 31 7 F SR 0O, Bl A R DA 4L T R ) i
Tt AR R I AN R AL 2N ES Ts B F0RE 2 753 3
IRRIIR I . 1X58 ESTs K751 e B He e PE 5T
KoMK & A 1) ES Ts JR | (7] IN A3 K A7 B - B
SRR FE XL A 1 1 T R 04 D0 2 5
ZH TSl R L) 2 Jt R 5 P £ 56 1 AR o B e ik DA 4
IR ST B I HE B AR
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