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Figure S1. Transcriptional profiling of T-ALL patient samples. (A) Unsupervised consensus
clustering (k = 2) of 50 T-ALL patients. (B) Heat map representation of genes differentially
expressed between ETP-ALL and T-ALL samples. Pictured are the top 50 differentially expressed
genes. (C) GSEA of ETP signature genes in ETP-ALL vs. T-ALL. P-value and false discovery rate
(FDR) are shown.
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Figure S2. Transcriptional profiling of pediatric T-ALL patient samples. (A) Unsupervised

consensus clustering (k = 2) of pediatric T-ALL patients using 2,417 expressed metabolic genes.

(B) Heat map representation of metabolic genes differentially expressed between pediatric ETP-

ALL (n=8)and T-ALL (n = 35) samples. Pictured are the top 50 differentially expressed metabolic

gene probes. (C) GSEA of the metabolic signatures defined in the adult cohort in Figure 2 in this

pediatric conortt AETP UPO corresponds to the set of -metabol
ALL vs. adult T-AL L. AETNP R@Wresponds to the set of metabc
adult ETP-ALL vs. adult T-ALL described in Figure 2. P-value and false discovery rate (FDR) are

shown.
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Figure S3. Transcriptional and metabolomic profiling of CUTLL3 ETP-ALL cells. (A) Karyotyping
of CUTLL3 cells. (B) PCA of RNAseq from ETP-ALL (n = 6) and T-ALL (n = 6) patient samples
(including primary cells from patient from which CUTLL3 cells were derived), and CUTLL1 (n = 2)
and CUTLL3 (n = 3) cell lines. (C) GSEA of the signature of metabolites up in CUTLLS3 cells which
are also significantly enriched in ETP-ALL patients. P-value and false discovery rate (FDR) are
shown. (D) Heat map representation of metabolites differentially detected in CUTLL1 and CUTLL3
cells. Shown are the top 50 metabolites up in each cell line. (E) GSEA of the metabolic signatures
defined in Figure 2 in CUTLL1 and CUTLL3 cells. P-value and false discovery rate (FDR) are
shown.



Figure S4. Inhibition of the mevalonate pathway in ETP-ALL. (A,B) Volcano plots of the
compounds differentially active in CUTLL1 and CUTLL3 cells. Statins are shown in red (A), and
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