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For 6 of the 96 patients included in this Article (patients CRUK0014,
CRUKO0030, CRUK0048, CRUK0059, CRUK0096 and CRUK0097)
incorrect tumour volumetric data and positron emission tomography
(PET) tumour background ratio (TBR) data were analysed. This
error occurred because of the incorrect assignment of patient identi-
fiers during the anonymization mandated by the independent review
board of pre-operative computed tomography (CT) scans belonging
to these patients. Data relating to this error were presented in Figs 2a
and 3a and b, Extended Data Figs 3d and 4c-f, Extended Data Table 2b
and Supplementary Table 1. The reanalysis of correctly anonymized
scans does not influence the conclusions of this Article and correlation
coefficients improve following inclusion of the corrected data. These
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errors have been corrected online in the original Article. The authors
apologize for any confusion these errors may have caused.

Quartiles for the heat map in Fig. 2a have been redefined after
including the correct data to reflect changes in quartiles for 3 (of 92)
PET TBR values and 7 (of 95) volume parameters. The Source Data
file supplied for Fig. 2 was not uploaded on publication; the corrected
Source Data file for Fig. 2 is now available in the HTML version of the
original Article.

The plot and legend for Fig. 3a have been corrected to reflect updated
volumetric data for the two patients affected by the correction who were
analysed in this figure (CRUK0096 and CRUK0097). CRUK0096 was
excluded from the updated volumetric analysis based on a criterion
applied to our original analysis (large cavity within primary tumour).
Consequently, the sentence in the legend to Fig. 3a “n =38, grey vertical
lines represent range of clonal VAF, red shading indicates 95% confi-
dence intervals (CIs)” has been updated to read “n =37 and in the
Methods section ‘Statistical data analysis’ the line “8 out of 46 patients
were not included in the analysis: CRUK0036 had no preoperative CT
scan available; CRUK0087 had a large cavity inside the primary” has
been updated to read “9 out of 46 patients were not included in the
analysis: CRUK0036 had no preoperative CT scan available; CRUK0087
and CRUK0096 had a large cavity inside the primary cancer”.

In Fig. 3b and the main text, the variant allele frequency (VAF)
prediction values (based on tumour volume), confidence intervals
and estimated malignant cell number contributing to a VAF of 0.1%
have been updated. In the section ‘Determinants of ctDNA detection
in NSCLC;, confidence intervals in the sentence “a primary tumour
burden of 10 cm® would result in a mean clonal plasma VAF of 0.1%
(95% confidence interval, 0.05-0.17%)” have been altered to read “a
primary tumour burden of 10 cm?® would result in a mean clonal VAF
of 0.1% (95% confidence interval, 0.06-0.18%)” and the sentence “a
plasma VAF of 0.1% would correspond to a primary NSCLC malignant
burden of 326 million tumour cells” has been altered to read “a plasma
VAF of 0.1% would correspond to a primary NSCLC malignant
burden of 302 million tumour cells”. In the ‘Discussion’ section the
sentence “on the basis of the relationship between tumour volume
and ctDNA plasma VAF observed in this study, a tumour volume of
0.034 cm?® would equate to a plasma VAF of 1.4 x 10~%% (95% confi-
dence interval, 6.4 x 107°-0.0031%)”, has been altered to read “on the
basis of the relationship between tumour volume and ctDNA plasma
VAF observed in this study, a tumour volume of 0.034 cm?
would equate to a VAF of 1.8 x 107*% (95% confidence interval,
9.8 x 107°-0.0033%)”.

Further figure corrections pertaining to the six affected patients
in Extended Data Figs 3d and 4c-f, Extended Data Table 2b and
Supplementary Table 1 of the original Article are described and
corrected in the Supplementary Information of this Corrigendum,
which also shows the original, wrong Figs 2a and 3a and b. The
Supplementary Data (containing Supplementary Table 1) of the original
Article has been corrected.

Supplementary Information is available in the online version of this
Corrigendum.
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