Description of Additional Supplementary Files

File: Supplementary Data 1
Description: Table showing Bayes Factors and residual scores from genome-wide CRISPR/Cas9 screens in

CUX1-knockout and CUX1-wild-type U937 cells.

File: Supplementary Data 2
Description: Table showing DAVID functional annotation of genes from CRISPR/Cas9 screen (Z score 23.5) that

are potential genetic synthetic vulnerabilities in CUX1-knockout U937 cells.

File: Supplementary Data 3
Description: List of differentially expressed genes in LSK cells from Cux1”;FIt3™ versus FIt3'™® mice as

determined by DESeq2 analysis. Genes with fold changes > 1.5, P,4 < 0.05 are shown.

File: Supplementary Data 4

Description: Results of reverse phase protein array analysis of CUX1”" (three clones, 1D, 1E and 2D) and wild-
type (three clones, WT1-3) U937 cells. Normalized linear signal values for each protein are shown. P values
were calculated using two-tailed, unpaired t-test and proteins with P <0.05 are shown. The ratio of mean CUX1-

knockout (KO) to mean wild-type (WT) level for each protein is also shown.

File: Supplementary Data 5
Description: Karyotype and fluorescence in-situ hybridization (FISH) characteristics of AML samples used in

this study. FISH was used to detect common AML-associated copy number changes and translocations.

File: Supplementary Data 6

Description: List of oligonucleotides used in this study.





