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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 11

q12.1

chromosome 11

q12.1

TMX2
ENST00000278422.9

OR9Q1
ENST00000335397.3

breakpoint1
chr11:57737668

breakpoint2
chr11:58055870

0

5764

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3

1 2 2 3

1 kbp
introns not to scale

TMX2

OR9Q1

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

TMX2 OR9Q1

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 10

q24.32

chromosome 8

q12.3

ARMH3
ENST00000370033.9

ASPH
ENST00000379454.9

breakpoint1
chr10:101889412

breakpoint2
chr8:61684188

0

10274

C
ov

er
ag

e

26 25 24 23 22 21 20 1918 1716 15 14 13121110 9 8 7 6 5 4 3 2 1 25 24 23 22 21 20 19 18 17 16 151413121110 9 8 7 6 5 4 3 2 1

242322212019181716151413121110987654321 2524232221201918171615141312111098765432

4 kbp
introns not to scale

ASPH

ARMH3

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

ARMH3 ASPH

RETAINED PROTEIN DOMAINS
reading frame unclear

Armadillo−like helical domain−containing protein 3, C−terminal

Aspartyl/Asparaginyl beta−hydroxylase

Tetratricopeptide repeat

Aspartyl beta−hydroxylase N−terminal region

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0


