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EF hand
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Asx homology domain
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Microfibril-associated glycoprotein (MAGP)
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Myb/SANT-like DNA-binding domain
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Virilizer, N-terminal

translocation deletion
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Learning—associated protein

«=== translocation deletion
duplication == inversion



chromosome 4 chromosome 4

pl16.3 pl6.3
) — )
breakpointl breakpoint2
chr4:2926112 chr4:2672121
12573 : :
S 1 1
] I 1
5 I 1
3 ) [
O | [
0 1 1

~o ADD1 ~.. __---"""7  FAM193A -

ENST00000637812.2 _ _ _---""

s

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Class Il Aldolase and Adducin N-terminal domain
SUPPORTING READ COUNT
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2Fe-2S iron-sulfur cluster binding domain
[2Fe-2S] binding domain
FAD binding domain in molybdopterin dehydrogenase
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Molybdopterin cofactor-binding domain-
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Nup93/Nic96

translocation deletion
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