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Biliary tract cancer (BTC) is an intractable tumor with poor prognosis,
whose incidence and mortality rates are high in East Asia and have been rapidly increasing
worldwide. FGFR2 rearrangement is expected to be a novel therapeutic target in advanced/recurrent
BTC. Paraffin-embedded tumor samples from formalin-fixed surgical or biopsy specimens of patients
with advanced/recurrent BTC were analyzed for positivity of FGFR2 rearrangement by fluorescent in
situ hybridization (FISH) and RNA sequencing. A total of 445 patients were enrolled (PRELUDE study).

Twenty-three patients (20 ICC and 3 PCC) were recognized as FGFR2 rearrangement positive. Younger
age (<65 years), and HCV/HBV-positivity were significantly associated with the presence of FGFR2
rearrangement.
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