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TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion



chromosome 4 chromosome 3

g21.21 (26.31
breakpointl breakpoint2
chr4:80008521 chr3:172514998

5180 ! !
S 0 |
¢ [ |
9] [ |
3 ! 1
(&) | |
0 f 1

1 1

1| | 5

| |

S | Iy - s
ANTXR2™ " ==--_____ -7 777 CTTeeo o TNESFIO T
ENST00000681115.1 _ - --~~" "~ “==--____ __ .- - - "ENST00000241261.7
5

| 2 kbp |
1

introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthra>< receptor extracellular domain

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion



chromosome 4 chromosome 3

g21.21 (26.31
breakpointl breakpoint2
chr4:79984819 chr3:172509321
5180 ! !
] [} 1
% [ |
9] [ |
3 | 1
o | ]
0 1 1

________________ Ts-.__ __--TNFSF10
-7 ‘ENS'I:00000241261.7

2 kbp |
introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

ANTXR2 TNFSF10
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—Cytochrome b5-like Heme/Steroid binding domain
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—Mouse development and cellular proliferation protein Cullin—7
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