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Real-time PCR analysis of different Fe ion shock responses of mpsA
gene in Acidithiobacillus ferrooxidans ATCC 23270

LIU Xin-xing, LIU Wen-bin, YAN Ying, WU Hai-yan, QIU Guan-zhou

(School of Minerals Processing and Bioengineering, Central South University, Changsha 410083, China)

Abstract: The whole genome of the type strain Acidithiobacillus ferrooxidans ATCC 23270 and the conserved domain
and amino acid sequences as well as the protein identity of the target gene were analyzed. To obtain further knowledge of
the magnetosomes formation mechanisms of Acidithiobacillus ferrooxidans in response to different kinds of Fe ions,
temporal gene expression profiles were examined in cells subjected to 20 mmol/L FeCl; and FeSO,7H,0 shock by using
reserved transcript PCR. The results indicate that ORF 1622 of the ATCC 23270 is homologous with mpsA gene in
magnetotactic bacteria and the expressions of ORF 1622 is related to Fe?*. According to the fact that the Acidithiobacillus
ferrooxidans is able to synthesize intracellular magnetosomes when it grows on FeSQy,, it can be supposed that the mpsA
gene is related with the magnetosome formation in Acidithiobacillus ferrooxidans.
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