TR R WSy T

P

P

% Bt DNA §s 35 & 2 & B 5 3 0 R 2 e 3
< Resear ch and development of DNA chipsin early detecting
< growth potential of pigs

P
P

dEaps B AR (g &34

3 ¥ 0 NSC 90-2313-B-009-003

HEFHPHF90£8" 1p 3 90 &#77 31p
FELEA H oA 2

Ao kIR ST RS2
D{ﬂ‘Hlﬁp?ﬁﬁﬁ%—ﬁ

Dm@@%%mgéwwﬁ»a%a;m e
(W% e e+ dRAFLREE - 5

¢PoEF X K 91 & 10 * 20 p



T L

A VRN
S LN

R7FFL R § &8

DR DNA & FHR S

R R R

£ R 5 8P 08 R 2 BT

. Research and development of DNA chipsin early detecting

growth potential of pigs

T E R
HFHL00 & 87

EIE=

DA

-~ R

A% cDNA microarray s & 4
TR FREER LA FER S e
e RIRMF AR AT o AR R
—??&BZ%ZkﬂﬁﬁEWHﬂﬁ
cDNA microarray » 4 7+ 1, 57 B %2 61 B 4
B AR PR Y BE A
AR T o gl A F] e #729@E$s
Boal~ 11 s (e % 33 & 53 2 13 B 3
fE7 2 15 Bty FATF K Y T-
# RT-PCR &4 47 0 F w4 & 77 d1ehfl 7]
#e oo 4 BRAFHERLBPE HA
FIE FAR AR E 0 v e RE A T e
¥ §8 &4 LR DNA & ¢ o g
Pl R R v AU 4 £y B TS hir g

a1 9T

—

B4 7~ vop 4 £ ~ cDNA feserd -
7 7

Abstract

The skeletal muscles of Toayuan and
Duroc were applied to differentiate genes
related to the growth potential by a cDNA
microarray technique. We screened a set of
9,182 unique genes and resulted that the
expression of 57 genes in the Duroc subjects
is significant greater than those in the
Toayuan and 61 genes with significantly
decreased expresson. Among these
differentiated genes, we identified 29 genes
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were unknown ESTs, 11 genes encoding
transcription factors, 13 genes related to
metabolism, and 15 genes encoding proteins
associated with cellular structure. The
expression and sequence of 36 genes out of
the differentiating genes were identical by
RT-PCR from porcine mRNA and were
cloned. These identified clones are the
candidates for constructing a
growth-predicted chip for screening the
muscle growth related factors.

Keywords: pig, muscle growth, cDNA
microarray, genes
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Signdl transduction 3 Signdl transduction 3
Transcription 5 Transcription 6
factors factors
Membrane 3 Membrane 2
transport transport
Electron transfer 1 Electron transfer 2
Localized and 3 Localized and 12
structural protein structural protein
Metabolism 8 Metabolism 5
Inflammatory 1 Nucleic acid 2
response modification
Antigen 1 Proteases 1
recognition
ESTs 25 Chaperones 8
Unclassified 11 Ribosome 5
Enzyme 4
ESTs 4
Unclassified 3
Total 61 Total 57

G000

1000
o
5
(]

100

10

10 100 1000 10000
Toayuan
#® 1-41* Human uniGEM V2 cDNA microarray it {*

ATARFERELEEF AL B AFLR
Bt @A ot A A LR AT RE
STIRNTE AR R B B A AR ST A
GEES SRR IR R Sk SR S Sy
2 G R v e e Pt i 1l
BEILZ ol P & S erBciE it 450 A A o A
TAEE R F A R aep m Y ARE AR TS
- AT adiifkgy? mARES Y APFIEE
¥ AL E Lo At 450 AW ST A
AL B T R LU mY AR E A
WA ARFEY AR LT5 T%Jﬁ B
uniGEM V2 cDNA microarray 2_ ip| 32t 5 ¥ 4> % 97
LRt S A FIA L BALE 175 B TV 4
TEPIAHESTFZAFIREFHFLE -



	page1
	page2
	page3
	page4
	page5

