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[14 June 2021]: notice amended to state that the funding information has been corrected to remove a duplicate reference to two
funding organizations introduced in error during the initial correction.

In the originally published version of this manuscript, requested author amendments to the Funding section were inadvertently
omitted prior to publishing. The section should read: “German Federal Ministry of Research and Education (01ZZ1802); Physician-
Scientist Program of the University of Heidelberg, Faculty of Medicine, DKTK (German Cancer Consortium) School of Oncology
and the Cancer Core Europe TRYTRAC program (to A.M.); MTB-Report project (VolkswagenStiftung ZN3424) (to J.H.).” instead of
“German Federal Ministry of Research and Education (01ZZ1802); University of Heidelberg, Faculty of Medicine (to A.M.); Volkswagen
Foundation (to J.H.).” This has now been corrected.
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