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Abstract

Proposed review-derived manuscript investigating tumor immune-escape mechanisms through 
single-cell CRISPR perturbation mapping, spatial immunology, and predictive response 
modeling for immune checkpoint blockade. The study synthesizes evidence from CRISPR 
screens, single-cell profiling, and computational frameworks to identify multicellular immune 
resistance networks, including T-cell exhaustion, immune exclusion, antigen presentation 
failure, and myeloid suppression. Lead author: Sadia Tasneem. Co-authors, methodology, and 
study findings will be added following manuscript development and research validation. This 
topic aligns with her biomedical research interests in cancer immunology, precision medicine, 
immune regulation, and translational oncology.
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