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Fig. S10: a) Experimental pipeline and b) result of the PMA validation experiment. We want 
to acknowledge Servier (https://smart.servier.com/) for providing the following icons (licensed 
under CC-BY 3.0): microtube-closed-blue, falcon-50ml-pink, and petri-dish-yellow. Colors of the 
first two icons were changed to adapt to our needs.
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ratio (%) 4.11 3.94 5.39 14.12 72.27 77.72
Copy number ratio 
(%) 0.07 0.14 0.92 9.08 75.01 105.98

* Copy number ratio is calculated by assuming the efficiency equals 100%.
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Fig. S11: Experimental pipeline for assessing and optimizing techniques in sample 
treatments.



Fig. S12: Schematic of the whole-cell filtration workflow.  
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