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The heterogeneous immune landscape between lungadenocarcinoma and
squamous carcinoma revealed by single-cell RNA

EREATI: Signal Transduction and Targeted Therapy sequencing
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Identification of a tumour immune barrier in the HCC microenvironment
that determines the efficacy of immunotherapy

ZREAT Journal of Hepatology
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A randomized trial of combined PD-L1 and CTLA-4 inhibition with
targeted low-dose or Hypofractionated radiation for patients with
metastatic colorectal cancer
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Multi-kingdom gut microbiota analyses define bacterial-fungal interplay
and microbial markers of pan-cancer immunotherapy across cohorts
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