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ABSTRACT

We present an open-source framework combining advanced Al and multimodal microscopy for biological imaging. By integrating electron microscopy (EM), label-free light
microscopy (LM), and Al tools, our framework enhances imaging workflows with automated, artifact-free analysis. This platform empowers researchers to achieve scalable,

reproducible, and high-resolution insights into biological systems.
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Growing demand for robust software frameworks
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Deep learning for biomedical imaging
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