Tumor immune microenvironment (TIME) is associated with the
survival outcome and progression in triple negative breast cancer
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Introduction

« Severity: breast cancer is a chronic disease that severely affect the world
population (2022: 2.3 million women with breast cancer) (World Health
Organization, 2024)

* Breast cancer: broadly divided into different clinical subtypes, including ER+, PR+,
HER2+ breast cancer and TNBC
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« Aim: characterize the crucial subtypes of tumor-associated cells that may . Strong positive correlation between pro-inflammatory  « Strong positive correlation between some well
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