	Suppl. Table II. T-ALL patient and xenograft features (a)
	

	
	
	

	Sample ID
	NOTCH1 status
	FBW7 status

	PDTALL6
	wt
	wt

	PDTALL9
	wt
	wt

	PDTALL7
	HD mut. ( T5033C (heterozygous) => L1679P (heterozygous))
	wt

	PDTALL11
	HD mut. (T5033A => L1679P)
	wt

	PDTALL1
	HD mut. (T5039A (heterozygous) => L1678Q  (heterozygous))
	Exon9 C1542T R465C Heterozygous

	PDTALL10
	HD mut. (T4799C => L1601P; G4823A => R1609H)
	Exon9 C1542T R465C Heterozygous

	PDTALL12
	PEST mut. (7262 ins <GGGGCCCG>; 2421 GGP*STOP)
	wt

	PDTALL8
	HD+PEST mut. (4742 del <C> ins <TGATGCC> => P1581*STOP (heterozygous); 7356 ins <TTAGTAGCC>  => V2453*STOP)
	wt

	CUL76
	PEST+TAD mut. (7021 ins<T>(heterozygous)=> 7059 STOP; deletion 7387 => STOP 7428
	N/A

	(a) Genomic DNA obtained from 9 T-ALL xenografts was analyzed in order to  identify possible mutations in NOTCH1 or FBW7 genes. (N/A= not available; HD= heterodimerization domain, PEST= proline-glutamic acid-serine-threonine-rich domain, TAD= C-terminal transcription activation domain).


