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GEO database under the access code GSE10793 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10793). 50 hallmark cancer gene sets were downloaded
from MSigDB (https://www.gsea-msigdb.org/gsea/msigdb/index.jsp).

No sample size calculation was performed. scRNA sequencing n = 21 samples from n= 5 patients, 2 normal PBMC samples from healthy
donors and 4 PDX samples. 5 mice per treatment were used for functional studies. Deep WES sequencing n = 6 samples from n=2 patient.
Validation cohorts included flow cytometry 65 samples from 22 patients. In addition, we use previously published WES 14 patients and 21
patients bulk RNA-seq.

No exclusion criteria was pre-established. No samples were excluded from this study. For single cell data, genes detected in <0.1% of total
sequenced cells and cells where < 200 genes had nonzero counts were filtered out and not included in the analysis. Low quality cells where >
10% of the counts were derived from the mitochondrial genome were also discarded.

The experiments were performed in triplicate as indicate in Figure legends to verify the results. These data can be reproducible successfully.

Mice were randomly assigned to different treatment groups. For the in vivo experiments, no randomization was necessary since the
experiments were triplicate to verify the results.

Investigators are blinded to specific patient identities during data analysis. The data analysis team were not involved in patient recruitment,
data collection.

Antibodies used in this work are listed in supplementary data 8.

Antibodies were validated by the manufactures and information is available on their websites. Catalogue numbers are provided in
supplementary data 8.

JeKo-1, JeKo BTK KD, Mino, Mino ABT-199 R, Rec-1, Rec ABT-199 R, Maver-1, and Z-138

DNA fingerprinting

Confirmed that no mycoplasma was present




