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Analysis of the host cell death induced by the infection of Mycobacterium
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In this study the partial purification of cytotoxic factors was conducted
from the culture filtrate of M. tuberculosis bacilli (MTB) infected human lung fibroblasts. From the
mascot research using the data of LC/MS/MS analysis the several factors secreted from ESX-1, type

VIl secretion system encoded in RD1 region on the genome of MTB, were predicted. BCG vaccine
strains, which were known to lose RD1 region, and A RD1 MTB showed partial cytotoxicity to human
fibroblasts. These results suggested that RD1 region would be responsible to the toxicity. Next, the
mechanism of the host cell death caused by MTB infection was investigated. The cytotoxicity was
inhibited by caspase-1 specific inhibitor and the amount of inflammatorical cytokines in the
supernatants of MTB infected cells suggested that the mechanism of the host cell death induced by
MTB could be pyroptosis.
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