
 Supplementary Table 1. Rate of failure and Unaccepted from initial digital FISH analysis in normal cases.
	Locus
	Probe (genes)
	Case scanned
	Scan failure (%)
	Unaccepted variant signal (%)

	MDS
	
	
	
	

	5q31.2/5p15.3
	TAS2R1 (G), EGR1 (R)
	27
	11.1 (3/27)
	14.8 (4/27)

	7q22/7q31.2
	RELN (R), TES (G)
	27
	3.7 (1/27)
	22.2 (6/27)

	8q24/20q12
	MYC (G), PTPRT (R)
	22
	0
	9.1 (2/22)

	17p13.1/17cen
	TP53 (R), D17Z1 (G)
	29
	6.9 (2/29)
	24.1 (7/29)

	AML
	
	
	
	

	8q21.3/21q22.1
	RUNX1T1 (G), RUNX1 (R)
	23
	8.7 (2/23)
	4.3 (1/23)

	9q34.11/22q11.22
	ABL1 (R), BCR (G)
	21
	0
	4.8 (1/21)

	11p15.4
	NUP98
	21
	0
	4.8 (1/21)

	11q23.3
	KMT2A
	24
	16.7 (4/24)
	0

	16p13.11/16q22.1
	CBFB (R), MYH11 (G)
	24
	12.5 (3/24)
	4.2 (1/24)

	CLL
	
	
	
	

	11q22.3/17p13.1
	ATM (G), TP53 (R)
	20
	0
	0

	13q14.2/13q34/12cen
	DLEU1 (R), CDC16 (G), CEP12 (A)
	26
	3.8 (1/26)
	19.2 (5/26)

	Lymphoma
	
	
	
	

	3q27.3
	BCL6
	20
	0
	0

	8q24.21
	MYC
	26
	19.2 (5/26)
	3.8 (1/26)

	14q32.33
	IGH
	22
	4.5 (1/22)
	4.5 (1/22)


Fail, scans that could not capture 100 evaluable cells due to poor image quality; Unaccepted, scans with visible but ambiguous signals for which digital 
classification did not agree with manual review. Percentages are relative to the total cases scanned per probe.

