NPO1, 56 variant genes
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NPO04, 134 variant genes
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NP10, 272 variant genes
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NP11, 202 variant genes
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NP12, 119 variant genes
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NP14, 105 variant genes
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NP16, 129 variant genes
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NP17, 130 variant genes
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NP18, 46 variant genes
R1

T2 T3

TNMD
EIF2AK4
TBC1D21
C1QB
TTN
SCN3A
DMRT1
CSNK1A1LL
MIPOL1
ADGRB3
SRSF3 e

POU3F2 _
NUPR2

UBAP2L
DCDC2
TRPM4

MAGEAS5
ABCAL
BLCAP

CDS2
PABPC5
CCDC168
TAB3
AQR NN BN

MBLAC2 [N
BACH2 NI NN

ohoviley =~ | |

HHIP [

PIEZO2 IS S
BEND2

AXDND1

I'I'I"IOI
II......’............>.

COL21A1
PASD1
PCLO
UBE2A
RBM27
PPP1R21 [ N
RPs19 SN NS
ADIG I
TBC1D10A NN NN
E2F1 I
KNSTRN S S
UNC13C IS S
CARM1 I S
zNF521 I

Cellular Prev.
Il

0.75

L

Alteration Type

+ missense
* nonsense
x frameshift
4 splice

+ inframe

= utr



NP19, 95 variant genes
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