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In the original article, we neglected to include the Acknowledgments. The Acknowledgments appears below.
“All authors thank the following general technical support that made case studies included for this work possible: Christian Stackhouse for helping CW generate the GBM-PDX model, Jelai Wang for managing the data management and data analysis computing framework, and Christian Stackhouse and Lara Lanov for executing the RNA-seq analysis pipelines.”
The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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