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Nontuberculous mycobacterial (NTM) lung diseases are refractory and chronic progressive
pulmonary infectious diseases. The number of the patients with NTM lung diseases in Japan is
reported to have increased through nation wide survaillance by Professor Naoki Hasegawa and
colleagues. NTM lung diseases show repeated spontaneous remission and exacerbation, resulting
in chronic progression. Its pathogenesis is still unclear although both pathogen factor and host
factor are speculated to contribute to the pathogenesis of NTM lung diseases. Since thin, and
middle-aged or elderly women are susceptible to NTM lung disease, it is highly probable that there
are susceptible genes for NTM lung disease. We performed genome-wide association study
(GWAS) using PBMCs obtained from 482 patients and 418 healthy controls. We have already
found a candidate gene A for disease susceptible gene of NTM lung disease. In this year, we
performed replication study and confirmed the results, In next year, we are planning to perform
additional replication study using new samples and investigate the function of the candidate gene.
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Nontuberculous mycobacterial (NTM) lung diseases are refractory and chronic progressive pulmonary infectious diseases. The number
of the patients with NTM lung diseases in Japan is reported to have increased through nation wide survaillance by Professor Naoki
Hasegawa and colleagues. NTM lung diseases show repeated spontaneous remission and exacerbation, resulting in chronic
progression. Its pathogenesis is still unclear although both pathogen factor and host factor are speculated to contribute to the
pathogenesis of NTM lung diseases. Since thin, and middle—aged or elderly women are susceptible to NTM lung disease, it is highly
probable that there are susceptible genes for NTM lung disease. We performed genome—wide association study (GWAS) using PBMCs
obtained from 482 patients and 418 healthy controls. We have already found a candidate gene A for disease susceptible gene of NTM
lung disease. In this year, we performed replication study and confirmed the results, In next year, we are planning to perform
additional replication study using new samples and investigate the function of the candidate gene.
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