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Analysis of pathological modification mechanism of esophageal cancer by STEAP1
for development of new treatment
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To clarify the function of STEAP1 in esophageal cancer, we investigated the
effect of siRNA-based STEAP1 Knock down (K.D.) on viability using the WST-1 assay, and found that K.
D. of STEAP1 suppressed cell growth. We found that K.D. of STEAP1 suppressed cell proliferation. In
the cell cycle assay, we also found that K.D. induced G1 arrest. Furthermore, RNA sequence analysis
using RNA before and after K.D. revealed that the JAK-STAT pathway is altered. These results suggest
that STEAPL is associated with cell proliferation and cell cycle in esophageal cancer.
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