
Total Received Samples: 11,553

Success involvement in final
analysis: 10,194 (88.24%)

10% Tumor Purity: 825 (7.14%)

DNA amount 50ng: 321 (2.78%)

Sequencing Technical Failure: 213 (1.84%)
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Supplementary Figures

Supplementary Figure 1

:



a

Stage(%)

b

Tu
m

or
 T

yp
e

c

Tu
m

or
 T

yp
e

gDNA(ng)

d

Tumor Cell Content(%)

of (a) tumor cell purity, (b) stage 
of disease, (c) age at diagnosis, and (d) genomic DNA (gDNA) content extracted from samples. 
The box plots in a, c, d show the minima, first quartile, median, third quartile, and the maxima.
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Supplementary Figure 3
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Supplementary Fig. 10: Comparative analysis of median TMB across various 
tumor types between the aOM cohort and MSK cohort. The median value of 
TMB of each tumor type (aOM: MSK) is shown. TMB values that were 
statistically significantly (by two-sided Wilcoxon-test, P < 0.01) different between the 
aOM cohort (x-axis) and the MSK cohort (y-axis) are labeled. 
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The situation of immunotherapy biomakers in patients 
    without actionable mutations

(a) Number of patients with clinical actionable variants according to 
four variant subtypes including substitution/indel, amplification, fusion/rearrangement, and 
truncation. (b) The distribution of TMB-H and PD-L1 positive in patients without clinical 
actionable variants. 
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