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Elucidation of HTLV-1 ﬁathogenesis by multidirectional and high-resolution
research technique with longitudinal clinical samples
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We have been collecting clinical sample and information in the clinic in
Saga and Miyazaki University hospital. We also analyze status of HTLV-1 infection by using HAS-flow.
We observed high background signal in Tb assay in HTLV-1 positive RA patients. We identified that
the reason may be immune response against HTLV-1 antigen during the Th test. We also performed
single cell analysis using PBMCs from asymptomatic carriers and ATL patients. We published the study
result in JCI 2022. Further research would be required to elucidate pathogenesis of HTLV-1
infection.
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