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Molecular mechanism of the heme relay transport by protein complex
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3,400,000
HtaA HtaB
His Ala
HtaA C H434A
Hta/Hmu
Hta/Hmu

Most commensal or pathogenic bacteria have heme uptake systems for utilizing

host heme as an iron source. In Corynebacteia, the heme uptake systems consist of cell surface
localized heme binding proteins HtaA and HtaB, and heme transport proteins HmuT, HmuU and HmuV.
Although we determined the crystal structure of HtaA, Tab and HmuT recently, the heme relay transfer
mechanism is still unclear. In this study, we analyzed the complex structure of heme binding
proteins in this system.
We prepared apo form of the N- and C-terminal domains of HtaA and HtaB by mutation. This variants
retained the heme binding affinity. Crystal structure of apo form of the C-terminal domain of HtaA
E434A v?riant formed domain swapped dimer. We assume that this dimer mimic transient complex in

eme relay.
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