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The primer sequences of target genes used for qRT-PCR
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Primer sequences (5 -3")
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Gene name

B KGR/ C

Annealing

W1 7 Be B2 /bp
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temperature fragment length

CAGACCGCAGCCGTTCCCTT
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AGCAGTATCCACAGCCTTTG
6 ACAGCAGTATGGGGGAGTTAT
il-

TTCATCACGCAGAGTTTTCAC
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GGGTCGGCATCGTTTACG

58 135
56 156
60 121
58 142
60 154
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Fig.4 Relative mRNA expression of the hepc,il-6,jak 3, stat3 genes in the liver

of M. amblycephala after A. hydrophila infection
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Abstract

To study the effects of Aeromonas hydiophila infection on iron metabolism of Megalo-

brama amblycephala ,the iron content of serum and liver was determined by spectrophotometer and In-

ductive Coupled Plasma Emission Spectrometer, respectively,and expression of the iron metabolism re-

lated genes were detected by quantitative real-time PCR at 0,4 h,12 h,24 h,72 h and 120 h after A.

hydiophila infection. The results showed that the content of serum iron in the experimental group was

significantly descended at 12 h and 24 h after infection (P<C0.05),while the iron content in the liver was

increased though not significantly (P >>0.05). After infection, the expression level of hepc,il-6,jak3,

stat 3 genes increased firstly,and then descended in the liver,but still significantly higher than that in the

control. The results indicated that fish reduced the iron serum content in response to bacterial infections.

The hepc,il-6,jak3 and stat3 genes may play important roles in both innate immunity and iron metabo-

lism regulation upon bacterial infection.
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