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The Effect of Salinity on Intestine Na - K- ATPase
Genes Expression of Medaka (Oryzias latipes)
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Abstract: Quantitative real time reverse transcription polymerase chain reaction (@ RF PCR) was
used to study the Na— K= A TPaseaand Na~ K= A TPase Bgenes expression in the intestine of medaka
exposed to different salinity. The results showed that the Na™ K~ A TPasex genes expression in the
intestine of medakais invariable at 5, 15,25 g/L of salt, gene expression of the Na- K - ATPase was
significantly restrained at 15, 25 g/L of Salinity (P<<0.05). The increase of salinity inhibits gene ex
pression of the Na™ K™= ATPasef in the intestine of medaka.
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Table 1 Primer pairs of SYBR ~ Green Real time PCR
Genes Primer Sequence
Na/K ATPase alpha ( DQ486033) (Forward) 5. TCCTGGCAGAACAAGACAAAGT 3
(Reverse) 5 GAGGCATCTCCAGCCACATG 3'
Na/K A TPase heta(DQ486034) (Forward) 5- GCAAACCGTG TGTCATTG TGA 3
(Reverse) 5 GGATGCTGTCGTTGGAGAAG 3’
GAPDH (AU179219) (Forward) 5 TGTGGAAAAGGCCTCACTTCA 3

(Reverse)

5" CAGACACGACCACACGCTGT 3’
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