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Figure 3

Normalized NGS read count
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isolation donor 1 donor 2 donor 3 mean (including sd (including
isolation of technique time point 1 time point 2 time point 1 time point 2 time point 1 time point 2 mean > tecl_hnitcal tochncal
replicates) replicates)
CD3"cells  FACS_1 90.5 96.4 99.4 99.3 99.3 99.6 97.4 33 98.0 2.5
FACS_2 98.6 95.8 98.9 99.1 99.3 99.3 98.5 1.2
negative_1 83.8 90.0 96.3 96.5 97.5 97 93.5 5.0 94.0 4.4
negative_2 89.6 89.6 97.4 95.9 97.9 97 94.6 3.6
positive_1* 93.3 90.1 93.1 85.1 75.2 87.1 87.3 6.2 88.1 5.1
positive_2* 86.1 95.0 89.2 88.1 91.1 84.2 89.0 3.5
CD4*cells  FACS_1 99.7 95.8 99.3 98.2 99.9 99.7 98.8 1.4 98.6 1.7
FACS_2 99.5 94.5 99.0 97.8 99.9 99.8 98.4 1.9
negative_1 96.2 94.1 94.5 93.9 92.4 95.2 94.4 1.2 94.2 13
negative_2 96.4 92.6 94.1 93.0 92.8 94.9 94.0 1.4
positive_1 99.8 94.6 99.9 99.9 100.0 99.9 99.0 2.0 99.0 2.0
positive_2 99.9 94.2 99.8 99.9 99.9 99.9 98.9 21
CD8"cells  FACS_1 97.4 91.3 99.1 98.2 99.6 98.7 97.4 2.8 97.2 33
FACS_2 98.8 88.7 98.8 97.8 99.4 98.6 97.0 3.7
negative_1 83.4 87.4 87.0 85.9 75.7 82.2 83.6 4.0 83.5 4.2
negative_2 81.9 87.4 86.7 86.7 74.9 82.9 83.4 4.3
positive_1 98.4 96.1 99.8 99.4 99.4 98.8 98.7 1.2 98.3 1.4
positive_2 98.6 95.0 n.d. 99.3 99.3 97.7 98.0 1.6

Suppl. Table 1: Purity of different samples analyzed by flow cytometry.




