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Supplemental Figure 2 

GGTCCCGGAGACCCGGTCAAGCTTGGCAACTTTTAA
5’ tag (17/18) 3’ tag (16/18)

Chr1:148040294  Chr1:148053009  

G AA

PET id: 118330

(12,716 bp)
ENr231

PSMD4



 TCCTTTTACCTCGTTGCACTG AACATTTGAAAAAACCCTTC RPS29   chr14:49120041-49122846 
 GCCTTTTACCTCGTTACAC   AACATTTGAAAAAACC  PET-0_101563_COUNT:2 
  GCTTTTACCTCGTTGCACT   ATTTGAAAAAACCAAA PET-0_40987_COUNT:1 
  GCTTTTACCTCGTTGCACT ACATTTGAAAAAATC  PET-0_58295_COUNT:3 
GCCGTTTTACCTCGTTGCA    TTTGAAAAAACCCTCC PET-0_68520_COUNT:3 
 GCTTTTTACCTCGTTGCACT    TTGAAAAAACCCTTC PET-0 7078 COUNT:7

5’ tag 3’ tag

A

GAGAGGCCAGGGCAGCGC    AAAGCCCTGCAACCTG NDUFB10 Chr.16:1949559-1951977  
    GGGGTCGACCTAGGCCGC    AAAGCCCTGCAACCT PET-0_24761_count:6 
 GGGGCGGGCGACCTAGGCC   AAAGCCCTGCAACCTG PET-0 44914 count:3
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Supplemental Figure 5
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A.  GCDH / RPS6 fusion 

B.  MEIS3

C.  ACTG1


