Supplementary Tablel Breakpoint sequences for patients with ABL-class fusions

Patient

Fusion

Patient Breakpoint Sequences

A2489

EBF1-CDX1-PDGFRB

GCTGTGTTCTTGAGACTTGCTGGGGGCCTGGGGAAGGGGCATGGTTCCTGAGTCCCCAGAGTGTGATGTGTGATCT/GG
G/AGCAAAGAAGCATAGATTGGGGACAGAAGAGGAGGGAATGAGTTCCATAGGACCTCATGGGTGGCCAGCAG

A3363

EBF1-PDGFRB

CTCAGAGCTGGTCTTCCACTCAGGCTGTCCACACTGTCTGCCCAGATACCCACTTGCTCAGAGAATGTGTATGCATGTGTG
GGAGCATGGGTGAAATGAGGGGATGAAAGAAGCCCACCCATCCACCACAGGGCAGGGGACAGGAGGCAGCTCTAGAC
AGG/TTGTT/ACCTAAGGCTGGGTCCTCTTTGCCCTGCTGGAGATTGTGTGCAGAGGCTAAAGAGGCAAGTCCCAGAGT
GTGGGCCCCACCTGCCAGCACAGCACCTGGGGGTGCAGTGGGCAGAAAGAAGAGCTTAAAGTGAGATGTTTACATTAAT
TTGACTTTAATTTCTCCATCCGTATGTCCATCAC

A5258

EBF1-PDGFRB

CCCTCCTCCCGCTCATCACACATCTCGGTCCTGGGAAGGAAGCCTGCATCTTCTAGGCAGCCAT/AACCCAGGGCCGAAC
A/GCAGTGAGTGAATCCCCTGGGTGCGTAAGTGAGGATGGAGGTGATGATGCCAAGGGCATGCCTGGGCAGT

A5491

EBF1-PDGFRB

GAATAAATGAAGCACACTCATACAGGTGCATGTATGCATAAGGACGGGCAGGTAGATACACAAAAGCATCAAGACACT
GGTAGGCATTGTTCATAC//TGTTTTTTTAAAAAAAGAAATAGCCAAGTTTATACATGATAGCACAAAATTGAAATTAAA
AACAAATATATGGGTCTAGGGGGTGGGTTTGGCCCACTCC

A5901

EBF1-PDGFRB

ATTCATATCCATGGCTTATAGACTTGTGTTTGTACACGTGTGTACCCATATTGTGT/CCACCGCGCAAGGTGGAGGGGTCT
ATATTGTGTCG/GCCTGTGGCAAAAGGTGCAAGTCTACATTCGCTTTCCACCAAAATCTATTCTGCGTGCCT

AG788

PDGFRB/EBF1
(+strand)

CTGCCTCCCCAAGGATCTTTTCATCTGGGCTGGAGGTGGGTCCAGGCACCTTTATTAAAGACAGCGGGAGTTTTAAGCCT
GTGGCAAAAGGTGCAAGTCTACTTTCGCTTTCCACCAAAATCTATTC/CCTGGGGAACCCTCCCCT/GTCACACAAAAGTG
TCACATCTGCCTTGGCTCAGAGCTGGTCTTCCACTCAGGCTGTCCACACTGTCTGCCCAGATACCCACTTGCTCAGAGAAT
GTGTATGCATGTGTGGGAGCATGGGTGAAATGAGGGGATGAAAGAAGCCCACCCATCCACCACAGGGCAGGGGACAG
GAGGCAGCTCTAGACAGGCACGTGCCTGAACATG

A7103

EBF1-PDGFRB

ACCCACTTGCTCAGAGAATGTGTATGCATGTGTGGGAGCATGGGTGA/GCACACACCAGACCCCACCCCTAACT/AAGTC
AGAGCGAGATCAAGAGATTGTGAGAACACGGGTTATGACA ATAGATAAGGAGGCCAGTTCTCTGAGGT

A7360

EBF1-PDGFRB

ATTAGAAGGGGTCATTTTCCCCTGATGGCAATTGTTGCCTATGACCAAT/GGTTGCCTATGACCAACC/TTTTGTATTTTTA
GTAGAAATGGGATTTCACCATATTGGCCAGGCCGGTCTTGAACTCCTGACCTCGTGATCCGCCCACCTTGGCCTCCCAAA
GTGCTGGGATTACAGGCATGAGCCACTGCACCCAGCCTCCATCC

A7869

EBF1-PDGFRB

TAGCTTCTCTTGAAACATTTGAGAAGATCAGTGGCTGTGAGCAGGCATTCCTGCCCAGTGGCATTTGGTGGGAGCTGAGT
CACTGCCCAGGCATGCCCTTGGCATCATCACCTCCATCCTCACTTACGCACCCAGGGGATTCACTCACTG/TAGGCCGTAC
TATTTGCATGTT/TAAGCCATGTACATGAGCATGCCTAATTCCCAGACATCTGTTTAAACCCCACAGTGTATGTCTGTATGC
ATGTACCGGTGGGTACACAATTCCTGTACATGTGTACAAGCAATGCATGTACAATTCCTTTGCATGCATGCAAACTGGCAT
AGTGCATGTCTGTAAGCATATAATTGGAGCAC

10

A8052

CD74-PDGFRB

CTTGCTGAGGTCCGAGGGTCTGGATGGTGAGTCCAGGGAGCATGAGAAATTCATCCAGGCCACACAGGCTCAGGCACCT
ATACTCCTGCCCACCCCCTGCAGGATGGATATTACCATTTGAAATACTTTGGCGCTTGCAGTGAGATCTTGCTTAAAAGAA
GAAACCCACCAAATTCT//TTGGCAGAAGGTAAGCCCCTCCCTGGCCCAGTGGGTGAAGACTGGCACATCATTATTTTGC

ATAAATTCCACCCCTCTGCCCTCCTTGAATGCTGCGTGATCTGGCCACATGCAGGGCTCAGCATGGAACTCAGGTGGGGA
CTTGTGACGCTGGCTGTCTCAGCTTCCTCCACCC

A7366

AT7IP-PDGFRB

TTACCATTCTGTGATTCCAACATTTTAAGCTTCCTGAATCAGGATTACAGCACCTCATGATCCCATCTTTCTA//GCTTCTGT
TTTCTTTCTATAGTATCTTCAACCAATCTTGTCACTCCTCCAGCAGTTGTCAGTAGTCAACCTAAATT

12

A5047

ETV6-ABL1

GGGTTCAGGCGATTCTCCTGCCTCAGTGTCCTGAGTAGCTGGGATTACAGGCACACGCCACCATGCCTGGCTAAGTTTTT
GTATTTTTAGTAGAGACGGGGTTTCGCCACGTTGGTCAGGCTGGTCTCAAACTCCTGGCCTCAAGTGATCCACCTGCCTC
AGCTTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCACGCCCGGCCGTGTCT/ATIGGGGGTGGGAG/ACATAAAAG
AGAAGAGATGTGGGACAATATAAATAGGCAGGAGACCAGGGTTGTAGACCCGGTACTATCACATTCCCAGCCTACCCCT

13

A6619

ETV6-ABL1

GAAAAATTCCAGGTGAGCCGTGGCAACAACCTCTAAAGGATCTAGGAACCTAAAGAGGATCTGCCTTTTATTTA//CCCT
GATATCTCTTCAGGGGTTGAGAGGCTAAAACTA CTTGTTAATAGAGTACCAAGGTCTTGTCTCTTTTGCTGTGTTGA
CGTTTGCAGTAATGGTACAAAAGTAAAGCAGGTGTCTTAGCATGATTC

14

A6224

IGSF11-ABL

AGTCCATTCTCACATTGCTATAAAGAACTACCTGAGTCTGGGTAATTTATAAAGAAAAGAGCTTCAGTTCGCTCACAGTTC
TGCAGGATGTACAGAAAGCATGGCAGAGGAGGCCTCAGGAAACTTACAATCATGACAGAAAGTGAAGAGGAAGCAGA
CATGTCCTACATGGCTAGAGAAGGAGGAAGAGAA//CTAGAGGCAATCACCCTGGAGTTTTATGTGTGTCCTTCTAGAA

ATACTGTGTGCACATATAAGCATTTATTATAACATGTGAATTTTGCTCTCCAGCTTTTTGTGAATATGCATGTTTATAGCAG

15

A7328

ABL-SNX2

AGCTTCAGCAGAGTTGCAGGAAGGGACCATTTACACAGCCTCTTAGATGTTTAAGGTTTACCCGCCCTGACAGTGGCTCA
GCAGGCGTAGGCCTCCTGGTGAAAAGCCGAGCACATGGCTAACCTGCTCTGGTGGAGGGGCTTTGGACCGTTCTTGTGT
A/CCCCCCCC/CAGTGAGCTGAGATTGAGCCACTGCACTCCTGCCTGGGCAGCAGAGCAAGACTCTATCTTTAAAAAAAA

AAAAAAAAAAAATTGTTACTTCTCCAAATGGTCTTTTTCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTTA

A6382

NUP214-ABL

CAAAAAATGTTAAAATTCGCCAGACATGGTGGCACACACCTGTGGTCCCAGCTACTCGGGAGGCTGAAGCAGGAGGATC
ACTTGAGCGCTGCAGTGAGCTGTGATTGCACCACTGCACTCCAGCCTGGGTGACAGAATGAGACCCTGTCTCAAAATAA
ATAAATATGTAACATACTGAAAGTGGTTGAAACATATATATATATATATATTTTTGAGACGGAGTCTCGCTCTGTTGCCACC
C/T/TTTGCTCGTTAAAGGAGCAGCTTTGAAATCTGGACTGCAGGGATATCCAAAACAACAACTGCATGTTTCTAAGGGA

A6919

NUP214-ABL

CTTGTGTTGTGATTACATAAACAATAAGAAGTCTGGATTTCATCCCTCTAACAACAGATTGACTTTCTGAAAGGGGAGAAA
AGGCTTGTCGCTAGGCCACCATTACTCCCGCTAGCACGCAGTTCATAGGCCAACACTCACCTTAAGAAGTACTCCCTTTAG
AGGGTGCTCCCAGTTAGAGCAC//GACTTCTCATACACTTATAAATGCATATCTTTATGTGGACTTGTTAAAATGAAATTG

GTATTTAGGAATTTGGAGATTTTTAGTAGTTACACAAGAATCAATGAAAAAGAACGAAGCTGGTTTCCAAAGCTGATATG

18

A7236

NUP214-ABL

ATTTGGAAACAGTGGGGCCAAGACATTTGGTGGATTTGCCAGCTCGTCGTTTGGAGAGCAGAAACCCACTGGCACTTTCA
GCTCTGGAGGAGGAAGTGTGGCATCCCAAGGCTTTGGGTTTTCCTCTCCAAACAAAACAGGTACTCCTATGTCTATTTGTT
ATGGTTATCTTTATATATGTATTTGTTTATGCATAGATATCTGGAAGGAGACA/GG/GGCTTTCCTCAGCAGTCTGGTAAT

CCTGGTTGTCCATTCATGCTTAAGAACATGGGAATGGAAGGGGTGTTGGGAGTCCTATATATGTGGATGGGGTTGTCCA

19

A7830

NUP214-ABL

ACCATGCCCAGCCCCCAAATCACTTTATTTTTAATTGAAGTATATGTTTATCCACAATCCACATAAGTACACAGCTGAATTA
ATTAT//ACTCAGTCTCCTGAGTAGCTGGGATTACAGGTACCCGCCACTAATTTTCATATTTTTGCCTGG

20

A4852

SSBP2-CSF1R

GTGCCTGCAGCTGGGCTCCTTCCCTGGGCACCCGAGCTAGAAACTTAAAGGAAGTGG/ACCCCCGAGGGAGTTCGAC/T
ATGGTGCAACAGGCACTAATGGTACTATCACCCAGGGGTCGGCCAGCTTAGAGCCCAGAGCCAATGAACCTGG

21

A6464

SSBP2-CSF1R

AACTTCCAGGCTCTGATTTGGAAGGGCGGACTGCAGGTGAACTTCAGAGCCTCTGCGTTATAGCTTGGG/GCTCC/CTTC
AAGATAAAACCTGACAGATCCTTAAAAGGCAGACTGCTCAAAAATATGTGCTTTCAGAGTTATGTGTATTAAA




