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Figure 5: A) Method robustness tested on 96 injections of pooled samples extract after purification and reduction; | collection generation  samples Generation MITRA Device samples at RT Extraction analysis ) ) . )
I 1, N | | . B) Method reproducibility tested on 30 independent replicates with up to 5% hemolysis. Send Ingquiries to Luca. Genoves:@cellcarta.com
R 1 B Figure 8: Extraction optimization using different homogenization strengths, B) hematocrit level and blood extraction test.
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