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Split reads = 8293
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SUPPORTING READ COUNT
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Split reads = 625
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CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain
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Split reads = 564
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Na+/Pi−cotransporter
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Discordant mates = 2
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Discordant mates = 1



chromosome 3

q12.2

chromosome 1

q23.1

TFG
ENST00000240851.9

NTRK1
ENST00000358660.3

breakpoint1
chr3:100732672

breakpoint2
chr1:156874571

0

29886

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

1 2 3 4 5 9 10 11 12 13 14 15 16

2 kbp
introns not to scale

NTRK1

TFG

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TFG NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 252
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