A Multiplexed Epitope-Tagging Platform for Parallel In Vivo Assessment of AAV Capsid Variants
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. L _ o _ L _ Figure 3. Multi-level Analysis of Myotropic Candidates Reveals Divergent Tissue Tropism
Figure 1. Validation of the CAMEL Platform for High-Fidelity In Vivo Quantitative Screening

Efficient in vivo evaluation of AAV capsid variants remains a major hurdle in vector engineering. Although high-throughput
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