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Abstract: Segmental distribution and ontogenetic regulation of sodium hydrogen exchanger
(NHE3) mRNA expression were evaluated in pigs along the horizontal axis of the intestine. A
total of 35 littermate purebred Lantang gilts and 35 littermate purebred Landrace gilts were divid-
ed into seven groups at the ages of day 1, 7, 26, 30, 60, 90 and 150, respectively. Samples of in-
testinal segments (duodenum, jejunum, ileum and colon) were collected. The NHE3 mRNA a-
bundance was determined by real-time RT-PCR using SYBR Green [RT-PCR mix Kit. Results
showed that the abundance of NHE3 mRNA was highest in colon and lowest in jejunum and ile-
um (P<C0.05). The ontogenetic expression of NHE3 mRNA in duodenum and jejunum of Lan-
tang and Landrace pigs were similar. The highest expression abundance of NHE3 mRNA were 7
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d of Lantang and 30 d of Landrace in duodenum, 7 d of Lantang and 26 d of LLandrace in jejunum
(P<C0.05). The expression pattern of NHE3 mRNA in colon was differed from duodenum and
jejunum. Abundance of NHE3 mRNA of Lantang pigs on 26, 90 and 150 d were lower than that
of Landrace pigs (P<C0.05) in colon. The results indicated that NHE3 mRNA expression could

be regulated by developmental stages, breeds and segments of intestine in pigs.

Key words: pig; intestine; NHE3 mRNA; segmental distribution; ontogenetic regulation
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Parameters of primer pairs for NHE3 and 18S rRNA gene

F K Gene

B ¥ 51 (5'-3") Primer sequence

PCR 74 K J&# /bp PCR product length

F. AGCTGGAGATCATAGACCAGGTG
R: CGGTGAAGAAGATGACGATGAG

NHE3 mRNA(AF123280)

147

F. AATTCCGATAACGAACGAGACT
R: GGACATCTAAGGGCATCACAG

18S rRNA(AY390526)

145
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7B Intestinal segments

Pl bR i A ) 5 B 3 3R R 25 5 3% (P<<0. 05D,
n=5, D. +Z4M5;:]. =L G ;C 45
The different letters indicate significant difference
between different intestinal segments (P<C0.05),
n=5 D. Duodenum, J. Jejunum, 1. Ileum,
C. Colon

E1 KA®BAEBE NHE3 mRNA MRIEEE
Fig. 1 Segmental distribution of NHE3 mRNA a-

bundance in intestine of Landrace pigs

2.2 + 358 NHE3 mRNA RiZHEZBEMHEL
WK AT 48 % NHE3 mRNA %3k
MEREMEAIE 2, hE 2 T, ST 4
i NHE3 mRNA #3358 FJEAE 7 d B KF
BEET 60 F1 90 d(P<<0.05); K%+ 4 W
NHE3mRNA [ & ik F B8 B8R 7E30



346 2z g m

[EE)

E oz & 10 &
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<C0.05)5 % . KRR A — F AN [F] 4 Bl H] 22 5 | 35 (P
<<0.05), FEH
The different letters (lower case letters for Lantang
(Lt) and capital letters for Landrace(Ld) pigs) in-
dicate significant difference between different days
in the same genotype (P <C0.05). x .Indicates
difference between Lt and Ld at the same day (P<C
0. 05). The following figures are same
B2 EEMKBET 5K NHE3 mRNA RiAH
REMREK
Fig. 2 Ontogenetic expression of NHE3 mRNA a-
bundance in duodenum of Lantang and Land-

race pigs

2.3 %505 NHE3 mRNA RiEMEZ STV

WA A A NHE3 mRNA £k
B ILE 3, HIEAMK A% S B NHE3 mR-
NA WRBEAANFR L BB A F 2
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TEAH A H WS B 3K F A TR TR 78 7 d B i
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_—
SN
T 1
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T T T T

NHE3 mRNA/ 18S rRNA/ x 10

H#4/d Age

B3 EEMKAEZH NHE3 mRNA RIEHRE
Fig. 3  Ontogenetic expression of NHE3 mRNA a-
bundance in jejunum of Lantang and Land-

race pigs
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Fig. 4 Ontogenetic expression of NHE3 mRNA

abundance in colon of Lantang and

Landrace pigs
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