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Missense mutation
Nonsense mutation
Splicing mutation
Frame shift

UTR

Insertion of psendogene
deletion
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(ATRX, DNMT3a/b, DNMT3L) Chromatin remodeling domalin
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(35 exons, 300kb of genomic DNA, 10.5kb of mRNA)




&3

ER265ER
BRBHAR BETR
Atrx?'?X*iPSﬂﬂi‘mQ ( LEEMM \
BREOBRR
V) BB - 3R 1L
GatRiE M BRI CELERES—
SFLRILORYT (R®)
(&) ATR-XFRYRI—2
[t ) (i
3D-FISHiZZ AL V- €:1]::)) 3=
1885 FREL ORI JH—FYU—2 N @

\_ (E ) ERHRO &®
F—/R—24t ‘(Zﬂ:“ mtI BE

\ v,
=l #sz N [posn- o 7acennn

(REKXFE-RBPXE) ($76%)
| Oxford X% Gibbons#i% |

B R &

“Understanding the role of the chromatin remodelling factor ATRX
in health and disease”
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