
FAM104A exon 4 
CCTTGTACTTCTCTATTGCGCCGCC

NM_001098832.1

CAGCCTCCCGCGACGATGCC

GCCTCAGAGTGCATCGACCC

MYC
NM_002467.4

FXR1 exon 1   

TCTAACGGGGCTTTCTACAAG

HNRNPA2B1 exon 1
AAGCGACTGAGTCCGCGATGGAG

NM_031243.2 

NM_005087.3

PVT1 exon 1
NR_003367.3

ACGGCCAGATCTGCCCTCCA

UBB exon 2 *

GTCAAAATGCAGATCTTCGTGA
NM_001281716.1

*

                     

 

 

 
 

HIST1H2BD exon 1
*

CXCR4 exon 1 R

PVT1
NR_003367.3

IRF2BP2 exon 2 *

*

*

*

TTGCAAGAACAGCAAGGAAA
 NM_182972.2

CXCR4 exon 2 
R

ATATACACTTCAGATAACTAC
NM_001008540.1

R

SPRY2 exon 2 
AGTTCAGATGTGTTCTAAGCC 

NM_001318538.1 

PTP4A1 exon 2 
CAATTCTGTGGTGTTCTTGGT 

NM_003463.4 

IRFD1 exon 2 
NM_001197080.1

GTGGCCAGCATCGAAATGTTCAG

LOC157381 exon 2
GTGAAGGATCTAAAACCTGAAA

*NSMCE2 exon 5 R I

GAAAGAAGAACGTCCAGAAA
NM_173685.3

CCDC26 exon 4
I

AGATTGTGCCTGCAGCCTGGCC
NR_130919.1

I

I

MDM2 exon 2 
     CTTCGGAACAAGAGACCCTGG

I

NM_002392.5

NM_138720.2
GTTCCAAGTAACTTTGCCAAG

NM_003467.2
TTACCATGGAGGGGATCAGTG

* R I
NSMCE2 exon 4
TGAAAGAACTAAAGAAGCAAT

NM_001349485.1 

NM_001349485.1 

ACGGCCAGATCTGCCCTCCA

 CCGGCGCTCAGCTGGGCTTG

    CCTGATCTTTTGGCCAGAAG

ACTTCGCAGGTGAGCAGTAA

CASC21 exon 3

AGGTGCTTATTTAGCAAATT
NR_117099.1

ATTTTGAGATTGGAGAATTA

AGGTTGAACTGGTTTGTTGAACTT

exon 3LINC00824
NR_121672.1

KB-1568E2 exon 1
ENST00000523502

CAGATGGAGAAAAGAAGATT

CCDC26 exon 4
AGATTGTGCCTGCAGCCTGGCC

NR_130919.1

I

exon 6NSMCE2 
NM_173685.3

GTGGTCTTCAAGCTGACAGAGA

* R I

NFIL3 exon 2
 NM_005384.2  

ATAACGAAGGAGGCCCAACTT

NFIL3 exon 2
 NM_005384.2  

AGATAACGAAGGAGGCCCAACT

NSMCE2 exon 2

GGATCTTGTGGAAAGTCAGA
AAGGACAGAATAACGGGCTC

CXCR4 exon 1 
NM_003467.2

TTACCATGGAGGGGATCAGT

 NR_027321

BC042052 exon 3
*

AGAAGTCAGGCACCATGTTAT

uc003ysg.4

NM_002467.4
MYC exon 2 

CAGCCTCCCGCGACGATGCC

CASC8 intron 4/exon 5
NR_117100.1

CCTCCACTTTGTGCTGATGA 

RP11-89K10 exon5
ENST00000519880

GTCCCATACAGAGAGAAGAAACA

RP11-89K10 exon 2
ENST00000519880

GAACCATGGAGTTGGAGGAAAAG

R

RP11-89K10 exon 1
R

ENST00000519880

ATCTCAGAGCGCGACCTGGACAG

*

I

I

R I

GTCCCATACAGAGAGAAGAAACA

ATCTCAGAGCGCGACCTGGACAG

CASC11 exon 3
ENST00000502463

AGGCCTCAAGCCAGGACTGTCCAG

TGTCTTGCCTTAGACGACGT

RP11-89K10
ENST00000519880

GAACCATGGAGTTGGAGGAAAAG

PVT1 exon 1
NR_003367.3

ACGGCCAGATCTGCCCTCCA

PVT1 exon 2
NR_003367.3

CCTGATCTTTTGGCCAGAAG

PVT1 exon 2
NR_003367.3

CCTGATCTTTTGGCCAGAAG

TRIB1
NM_025195

MPO exon 12
AGGAACTGGGCCTGTTGCCC

 NM_000250.1 TTTCTgTACAAGTCAGAAAC

CCTTAACATGGGGAATCTTC
R

MTSS1 exon 3
NM_001282974.1

ATGGCCACCAACACACGTGGTA

NR_046359
FAM49B 

GAATCACCAGCACTGGCTGA MTSS1 exon 2 R

NM_001282974.1
AGGGGAGCTATCCAGTTTGGGA

CCTCCACTTTGTGCTGATGA 

GAACCCTATTTTGGACTGAC

NR_117100.1 
CASC8

PVT1 exon 1
NR_003367.3

ACGGCCAGATCTGCCCTCCA

CCDC26 exon 4
NR_130917.1 

ATTGTGCCTGCAGCCTGGCC

CCDC26 intron 2
NR_130917.1 

ATTGTGCCTGCAGCCTGGCC

CASC21
NR_117099.1

PCAT1 exon 2 
ENST00000519319

GTGGACAGCAGA GGACTCTAAG

CTGAACCATCACATTCCTTATA

* = recurrent  in multiple cases

= reciprocal fusion transcript present 

= multiple splicing isoforms present 

R

I

Legend

R

*

R I

R I

MDM2 exon 2 
     CTTCGGAACAAGAGACCCTGG

I

NM_002392.5 CTGTCTGCAGTGCAGGAAGC

GTGCTCCTGAGGCTATGAGC

I

I

I

IR

BC042052 intron 1

GAGGAAGTCAGCTACCATGCC

uc003ysg.4

I

I

a
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