Clarification of Recognition Mechanism of Pathogenic Invasion
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The human body has an innate immune system
that protects it from infection by pathogens such as
bacteria and viruses. The protein Toll-like receptor (TLR)
plays a prominent role in this system. TLR functions
upon its activation by molecules from pathogens and
dimerization. TLR9, a type of TLR whose crystal
structure was clarified in this study, stimulates the
production of interferon upon recognition of a pathogenic
DNA sequence (CpG motif*). Although TLR9 has
attracted attention as a target in the discovery of antiviral
and antiallergy drugs, the mechanism of the TLR9
recognition of a pathogenic DNA sequence by TLR9 has
not been clarified in detail.
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