Evaluation of Automated MAM Sample Preparation Utilizing SizeX IMCStips on Hamilton Robotics
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Antibody Automated MAM sample preparation utilizing SizeX IMCStips on Hamilton STAR liquid handling showed comparable precision and improved

. . : - o . o reproducibility over manual preparation. Automating tedious and repetitive sample preparation is a promising improvement for obtaining
Automation using SizeX IMCStips on Hamilton STAR Automated accurate and reproducible data for monitoring CQAs of biotherapeutics. Furthermore, it could also serve as a platform to systematically optimize
preparation conditions.
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