
Supplemental Table S1: List of sequenced samples and data resources

	Sample
	Source or reference
	Link
	Accession number 

	ChIP-seq H3K4me3 human thymus
	Roadmap
(Kundaje et al. 2015)(Kundaje et al., 2015)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM1220289

	ChIP-seq H3K4me3 T-ALL 864
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01PSEH1

	ChIP-seq H3K4me3 T-ALL 885
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01PTCH1

	ChIP-seq H3K4me3 T-ALL 845
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01PV8H1

	ChIP-seq H3K4me3 T-ALL 820
	Blueprint
	http://dcc.blueprint-epigenome.eu
	T10C T-ALL

	ChIP-seq H3K4me3 T-ALL 802
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01S1JH1

	ChIP-seq H3K4me3 T-ALL 760
	Blueprint
	http://dcc.blueprint-epigenome.eu
	T12C T-ALL

	ChIP-seq H3K4me3 T-ALL 790
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 T-ALL 764
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 T-ALL 427
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K36me3 T-ALL 864
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01PSEH1

	ChIP-seq H3K36me3 T-ALL 885
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01PTCH1

	ChIP-seq H3K36me3 T-ALL 845
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01PV8H1

	ChIP-seq H3K36me3 T-ALL 820
	Blueprint
	http://dcc.blueprint-epigenome.eu
	T10C T-ALL

	ChIP-seq H3K36me3 T-ALL 802
	Blueprint
	http://dcc.blueprint-epigenome.eu
	S01S1JH1

	ChIP-seq H3K36me3 T-ALL 760
	Blueprint
	http://dcc.blueprint-epigenome.eu
	T12C T-ALL

	ChIP-seq H3K4me3 RPMI-8402
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 SIL-ALL
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 CCRF-CEM
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 Jurkat
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 Loucy
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151297 

	ChIP-seq H3K4me3 CUTLL1
	(Wang et al. 2011)(Wang et al., 2011)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM732911

	ChIP-seq H3K4me3 DND41
	ENCODE
(Bernstein et al. 2012)(Bernstein et al., 2012)
	https://www.encodeproject.org
	ENCSR000ARA

	ChIP-seq H3K4me3 Jurkat treated with OICR-9429 or DMSO
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE164184

	ChIP-seq H3K4me3 Jurkat treated with PBIT or DMSO
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE164184

	RNA-seq Jurkat treated with PBIT or DMSO
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE164185

	ChIP-seq H3K4me3 Jurkat treated with EPZ5676 or DMSO
	(Orlando et al. 2014)
	https://www.ncbi.nlm.nih.gov/sra/
	SRR1536556
SRR1536572
SRR1536543
SRR1536552

	Microarray Jurkat treated with THZ1 or DMSO
	(Kwiatkowski et al. 2014)
	https://www.ncbi.nlm.nih.gov/geo/
	GSE50625

	ChIP-seq Pol2 Jurkat
	(Zhang et al. 2016)
	https://www.ncbi.nlm.nih.gov/sra/
	SRR2157609

	ChIP-seq CDK7 Jurkat
	(Kwiatkowski et al. 2014)
	https://www.ncbi.nlm.nih.gov/sra/
	SRR1057275

	ChIP-seq H3K36me3 Jurkat
	(Vansant et al. 2020)
	https://www.ncbi.nlm.nih.gov/sra/
	SRR11783980

	ChIP-seq H3K79me2 Jurkat
	(Orlando et al. 2014)
	https://www.ncbi.nlm.nih.gov/sra/
	SRR1536561

	DNAse-seq Jurkat
	(Thurman et al. 2012)
	https://www.ncbi.nlm.nih.gov/sra/
	SRR231122

	RNA-seq normal thymocytes and 41 T-ALL series
	(Cieslak et al. 2020)
(Bond et al. 2017)(Bond et al., 2017)
	https://www.ncbi.nlm.nih.gov/geo/
	GSE142522

	RNA-seq T-ALL cell lines
	(Atak et al. 2013)(Atak et al., 2013)
	European Genome-phenome Archive
	EGAS00001000536

	ChIP-seq H3K4me3 from mouse Rag2-/- thymocytes
	(Pekowska et al. 2011)(Pekowska et al., 2011)
	https://www.ncbi.nlm.nih.gov/geo/
	GSE55635

	ChIP-seq H3K4me3 from mouse DN thymocytes
	(Oravecz et al. 2015)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM1872304

	ChIP-seq H3K4me3 and TLX3 from DN-TLX3 cells
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE164228

	Expression data from Rag2-/-thymocytes and DN-TLX3 cells 
	This study
	https://www.ncbi.nlm.nih.gov/geo/
	GSE151670

	ChIP-seq H3K4me3 from thymus of wild-type and NUP214-ABL1/TLX1 transgenic mice
	(Vanden Bempt et al. 2018)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM2730369
GSM1000101

	ChIP-seq H3K4me3 from thymus of wild-type mice
	ENCODE
(Bernstein et al. 2012)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM1000101

	ChIP-seq TLX1 from thymus of NUP214-ABL1/TLX1 transgenic mice
	(Vanden Bempt et al. 2018)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM2730368

	ChIP-seq STAT5 from thymus of NUP214-ABL1/TLX1 transgenic mice
	(Vanden Bempt et al. 2018)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM2730367

	RNA-seq from thymus of wild-type and NUP214-ABL1/TLX1 transgenic mice
	(Vanden Bempt et al. 2018)
	https://www.ncbi.nlm.nih.gov/geo/
	GSM2730329
GSM2730330
GSM2730331
GSM2730339
GSM2730342
GSM2730343
GSM2730344
GSM2730346

	ChIP-seq H3K4me3 human thymocyte populations (EC, LC, SP4, SP8)
	Blueprint
(Adams et al. 2012)
(Cieslak et al. 2020)(Cieslak et al., 2020)
	http://dcc.blueprint-epigenome.eu
Direct track hub:
http://genome-euro.ucsc.edu/cgi-bin/hgTracks?hubUrl=https://raw.githubusercontent.com/guillaumecharbonnier/mw-cieslak2019/master/src/hub/hub.txt&genome=hg19

	Chromatin states human thymocyte populations (EC, LC, SP4, SP8)
	(Cieslak et al. 2020)(Cieslak et al., 2020)
	Direct track hub:
http://genome-euro.ucsc.edu/cgi-bin/hgTracks?hubUrl=https://raw.githubusercontent.com/guillaumecharbonnier/mw-cieslak2019/master/src/hub/hub.txt&genome=hg19

	ChIP-seq H3K4me3 human B cell populations and CLL
	Blueprint

	http://dcc.blueprint-epigenome.eu


	GitHub link for the code used in this mansucript
	This study
	https://github.com/guillaumecharbonnier/mw-belhocine2021
[bookmark: _GoBack]the source code is also available as Supplemental code S1
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