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Detailed information on RUNX1 mutation types. Locations of mutations are defined according to the RUNX1 transcript variant 2 (NM_001001890, reference sequence/ Gene bank ID NG_011402. NCBI; www.ncbi.org).

	Pat No
	Nucleotide change 
	amino acid change
	VAF
	reads
	exon
	domain
	type of mutation

	1
	c.623_626delCCATinsACAG
	p.A208_M209delinsDR
	9.1
	581
	5.1
	n.a.
	delins

	2
	c.616C>T
	p.R206C
	9.3
	1095
	5.1
	n.a.
	missense

	3
	c.1193dupC
	p.P399Afs*
	12.8
	687
	6
	RD
	frameshift

	4
	c.238C>T
	p.R80C
	5.4
	3154
	2
	RHD
	missense

	5
	c.669_670ins25
	p.A224Rfs*
	5.3
	1063
	5.1
	n.a.
	frameshift

	6
	c.709dupC
	p.Q237Pfs*
	41.2
	1460
	5.1
	n.a.
	frameshift

	7
	c.623_626delCCATinsACAG
	p.A208_M209delinsDR
	8.3
	696
	5.1
	n.a.
	delins

	8
	c.293del
	p.P98Qfs*
	19.8
	6145
	3.0
	RHD
	frameshift

	9
	c.1126dupT
	p.Y376Lfs*
	51.8
	544
	6.0
	RD
	frameshift

	10
	c.389G>T
	p.R130I
	39.5
	7751
	3.0
	RHD
	missense

	11
	c.1175_1181dup
	p.E395Gfs*
	44.9
	800
	6.0
	RD
	frameshift

	12
	c.265delinsCC
	p.F89Pfs*
	22.9
	1528
	2.0
	RHD
	frameshift

	13
	c.616C>T
	p.R206C
	6.9
	1049
	5.1
	n.a.
	missense

	14
	c.1273dupG
	p.V425Gfs*
	9.7
	4637
	6.0
	n.a.
	frameshift

	15
	c.330_346delTGAAAACTACTCGGCTGinsAAGGATGT
	p.D110_E116delins4
	27.8
	4605
	3
	RHD
	delins

	16
	c.354_364dup
	p.A122Efs*
	17.2
	6158
	3
	RHD
	frameshift

	17
	c.538C>T
	p.R180W
	11.2
	5586
	5.1
	n.a.
	missense

	18
	c.331G>A
	p.E111K
	5.0
	6444
	3
	RHD
	missense

	19
	c.359C>A
	p.A120D
	31.4
	6816
	3.0
	RHD
	missense

	20
	c.912_924delCGACCCGCGCCAG
	p.D305Sfs*
	15.5
	2315
	6.0
	TAD
	frameshift

	21
	c.521G>A
	p.R174Q
	44.5
	2214
	4.0
	RHD
	missense

	22
	c.871_872delTC
	p.S291Qfs*
	39,0
	4418
	5.2
	TAD
	frameshift

	23
	c.413_416delGTCG
	p.G138Qfs*
	35.7
	7044
	3.0
	RHD
	frameshift



Abbreviations: VAF, Variant allele frequency; RHD, Runt homology domain; TAD, transactivation domain (TAD), RD, repression domain.
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