Supplementary Table S1 Primers used in this study

Primer name Description Sequence
F_CyclophA Endogenouse conirol for qPCR | CICAACCCCACCGTGITCTT
R_CyclophA CTGCTGTCTTTGGGACCTTGT
F hiBP Endogenouse contol for gPCR | CCCCAGCTTCGGAGAGTTC
R _hTBP ACAACCAAGATTCACTGTGGATACA
F TAL1 Totl ALt ol TRNA GGAGCCGGATGCCTTCCCTAT
R_TALT total GCTCCCGGCTGTTGGTGAAG
F TAL1 3TUR pp— CTAGTGGCTTGTCCTCACC
R TAL1 3TUR TCACAGGATCTTCCAAACGT
F TAL1 AEX3 CTAAATATGCCCCAGCGGGT
R TALT AEX3 TAL AExon 3 mRNA CATCAGTAATCTCCATCTC
F TAL1 TSS14 TALT-ong mRNA AAAAAGGGGGAAAGCAAAGA
R TALT TS514 CCTCTAGCTGGGGGTCACT

F TAL1 Exo Exogenous+Endogenous TAL1 |TGGAGATTACTGATGGTCCCC
R_TAL1 _Exo with MIGR1 infection TCATTCTTGCTGAGCTTCTTGT
F_TSS1 TAL1 TSS1 TCAGGACCGGGCCTCAAAATG
R_TSS1 GGTGTGGTCCTGGGCGATGTT

F TSS2 TAL1 TSS?2 CATGCGGTGGGATTGTGAGAATC
R _TSS2 TGAATAGGATCTCCACTCCGCC
F TSS4 TAL1 TSS4 AGCGTAACTGCAGGCCTCT

R TSS4 TGAATAGGATCTCCACTCCGCC
F_Luciferase Luciferase MRNA GGACTTGGACACCGGTAAGA
R_Luciferase CTTGTCGATGAGAGCGTTTG

F Renilla

R_Renilla

Renilla mRNA

GGAATTATAATGCTTATCTACGTGC

CTTGCGAAAAATGAAGACCTTITTAC

F gRNA_-60_Enh_1

R_gRNA_-60_Enh_1

F gRNA_-60_Enh 2

R_gRNA_-60_Enh_2

F gRNA_-60_Enh 3

R_gRNA_-60_Enh_3

F_gRNA_-60_Enh_4

R_gRNA_-60_Enh_4

gRNA target sequences for -60
Enhancer

| CACCGCGGAGTTTAGGGAACCAGA
|AAACTCTGGTTCCCTAAACTCCGC
|CACCCTGGTCGTGTTCGTCCTCGG
| AAACCCGAGGACGAACACGACCAG
| CACCGGGACTCGTAGTCTGCGGCT
| AAACAGCCGCAGACTACGAGTCCC
|CACCTTAGCGTGTCGCTGATCGTG
| AAACCACGATCAGCGACACGCTAA

F_ gRNA_EX3_1

| CACCGCGGCCCTTTAAGTCTCTCG




R_gRNA_Ex3_1

F_ gRNA_EX3_2

R_gRNA_Ex3 2

F gRNA_Ex3_3

R_gRNA_Ex3_3

F gRNA_Ex3 4

R_gRNA_Ex3 4

gRNA target sequences for TAL1
Exon 3

| AAACCGAGAGACTTAAAGGGCCGC
| CACCGCGCCCAGTTCGATGACTGG
|AAACCCAGTCATCGAACTGGGCGC
| CACCGAGGACTCAGCTGCACCATG
| AAACCATGGTGCAGCTGAGTCCTC
|CACCCGTCCCGTCCCTCTAGCTGG
| AAACCCAGCTAGAGGGACGGGACG

F -60_Enhancer ChiP GAGGTTAGCGTGTCGCTGAT

R -60_Enhancer Chip | /L1 -60 Enhancerfor ChiP PCR - e e s ST T C GG TGACAGTG

F TAL1_Exon3_ChiP AGGAGGACGTGGACACCTTC
R_TAL1_Exon3_ChiP TALTExon 3for ChIPPCR - 1 S CTAGCGCTGAGTTTCC
F_o_Globin CTGGAGAGGATGTTCCTGTCCTTG
R_a_Globin CAGCTTAACGGTATTTGGAGGTCAT
F_B_Globin ACTTCAGGCTCCTGGGCAAC
R_B_Globin o Lineage markers  |GGCCCTTCATAATATCCCCCAG
F_y_Globin Yy 9 GGACAAGGCTACTATCACAA
R_y_Globin CAGTGGTATCTGGAGGACAG

F SLCAAT TGACCGCATCTTGCTTCTGT
R_SLCAAT GTCTTCACCCGCTTGACGTA

F TRIB2 TGGGGACATGCATTCCTTCG
R_TRIB2 GACCCGAGTCCTCTCTTCGT

F NFKB1 TALY known Targstgenes |CCCCCCTTAGGAGGGAGA
R_NFKB1 CCATTCTGAAGCCGGGTGG

F NKX3-1 CCTCCCTGGTCTCCGTGTA
R_NKX3-1 TGTCACCTGAGCTGGCATTAC
F MLLA MLL4 (KMT2D) Lysine TGCTATCACAGAAGCCCATG
R_MLL4 methyltransferase 2D GGATCAATGATATCTTCTGCAG
F 18SrRNA Human 18S rRNA (Endogenous |GGCCCTGTAATTGGAATGAGTC
R_18STRNA control for CPT) CCAAGATCCAACTACGAGCTT




	HEK293T (ATCC Number: CRL-3216) cells were grown in Dulbecco’s modified Eagle’s medium (DMEM) supplemented with 10% fetal bovine serum (FBS). Jurkat (Clone E6-1), MOLT4, CutLL1, CCRF-CEM, K562 cells (ATCC Number: CCL-243), Jurkat NLO and Jurkat ∆12 we...

