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NP01, 56 variant genes

ASXL1

ACOT8

TP53

MUM1L1

ITGA2B

VPS72

C1QTNF4

PRODH2

LCE1A

THSD4

HMCN1

TSKS

WIPF3

ZNF835

SUDS3

AP1M1

PADI4

GALNT14

DOCK2

MX1

CHAT

RAPGEF5

LEPR

LIG3

NEB

LRP2

CAND2

SYNE1

FAM92B

DBR1

SENP2

A2ML1

FAT4

ELOVL4

LCORL

QTRT1

TLN2

ABCA13

CTXN2

CCNA1

ESR1

REM1

RGS6

PCDHA1

APOBR

ADGRB3

SPINK5

ANKS1B

APC

BCAS3

FDPS

ARHGAP31

ZFP64

RMDN1

CNTN4

F10
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NP04, 134 variant genes

TGFB3
PCDHA1
COL5A1

THRB
FAM217B

APC
ROM1

TAOK3
NPY4R

ZNF629
GML

KCNH8
DZANK1

DPEP2
MYT1L
BTBD1

ABCA13
PZP

CALM3
PEG10

TOX
ZNF788
FER1L5

PGK2
PLEKHG2

TRDN
ERVH48−1

NAV1
SCN9A

HOXB13
OR2L5

COL12A1
ECM1

RXFP3
PTPRO

VSTM2L
TFEC

DHRS9
SHC4

PCDH19
ARMT1
MYPN

PTPRT
TP53

SASH1
EPN1
MIOX

DDX39A
CDHR2

NRG1
CCDC185

DUSP22
MYH15

MPPED1
IMPG1

NEB
SYT17

MOSPD2
TMEM131

MARK1
BEND3

SETBP1
CCDC15
ADARB1

TRPA1
CAND2
AP1G1
HIF1A

FAM126A
MACF1

MAPKAP1
CYP7A1

COL11A1
UQCRHL

PPIG
TTC6

HOXA13
ADGRL3

NAV3
MARCH1

OR5T2
PRMT9
ZFP42
TNKS

FAM76A
TFAP2D
ZNF320
TACR3
RALYL

LRRIQ1
MCM7
BCAM
RYR1
RYR2

TNFRSF8
COL6A5

PBX3
COL6A6

ACTN2
CNTN4
UNC80
DLEC1

ST5
FRY

SLITRK6
TRPS1
LACC1

NCK2
ICOSLG

CRYBG3
TRAM1L1

DMD
LRCH2

HMGCS2
KCNE4

TATDN1
CDKN2A

DOCK2
CARS
IFNA6

LRRK2
HDAC9

FAM120C
TMEM132C
PCDHGA1

RREB1
RBM38

MAK
DIAPH3
LRRC7
KDM4D

ADAMTS20
ZNF682

ADAMTS5
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NP10, 272 variant genes

APOBR
ATP11C
EHMT1
SMAD9

MAGEC3
PHKA2

KRAS
FAM131B

PTPRT
SMG7
CHD5
MRC2

DPYSL5
MGAT5B

DDX43
HEPACAM

PDIA4
ATP6V1B1

FBXW7
SCCPDH
GTPBP2
ABCC10

GDF7
C20orf141
GALNT15

EDRF1
GMNC

BIN1
PLEKHG4B

ROBO1
C12orf40

HECW2
TRIM24

LCP1
CDH18
PCDH1

PTN
FCRL4

VWA3B
SOX13
NDST1

DMRTC2
USH2A
MAP10

IFIH1
FREM2

RAF1
ENKUR

CCDC102A
GSG1L2

OR4X2
ADAMTS16

VANGL2
TTN

GRIA1
ZNF362
NTPCR

C8B
ABCG8

MYH7
MFN1
UBR5
EMC8

TCP11L1
ABCD2

NBN
RTN4

MAP2K4
NAV3

EHBP1
MUC19

PARPBP
JPH2

ARL5B
IRX1
NRK

XPNPEP1
TP53

SRMS
AK5

PTCH1
CLN5

SEPT5
TTC28

ARHGAP28
RYR2

AHNAK
SLC22A16

MMP8
CARD11
MYO1G

HIPK2
PKP4

GIGYF2
SLC39A6

ARHGAP45
FAM124A

YIPF7
PHF3

OBSCN
DAGLB

ULK2
TTC19

SERPINA12
ITPRIPL1

APC
DOCK2
ATP8B1

TRIM7
CDA

GDAP1L1
RTBDN

DMD
ZDHHC15
MAGEB1
TECPR1

ESS2
RTL1

CATSPERD
BANK1
ZNF236
CDCA2
FANCB
KCNH2

ZEB1
IVL

PATJ
CLVS2
CYLC2
NSMAF
RTEL1
MEIS1

CCDC168
IL10

NRXN1
NLGN4Y

XIRP2
ATP5PF

PLCL2
OR52R1

EPHA7
SEMA6D

CALU
SH3RF2

STAG1
MARS

SRRM4
MAP2

ADAMTS18
TSNARE1

ZNF607
NLGN1
PRKD1

KIAA0825
CDH11
SNED1
SYT16

HGSNAT
ADRA2A

PLEC
ONECUT2

KCNK2
TGM5

SNRPD2
H1FNT

SLC17A6
PLD5
INTU

MTMR4
IQCB1

IGFBP1
PGR

KIAA0408
SPTBN5

USP19
FLT4

SMAD3
ANK3

SPANXN4
CLIC6

FBXO6
TMPRSS11A

FAM76B
FRK

P3H2
SMAD2
PAXIP1

TMEM155
TTC16

SCN5A
EP300

OR52N5
HMCN2

AHCY
DPP10
MPRIP
SORT1
FBLN2

DGKI
CILP2

XDH
TRIML2
LMX1A
PLPP6

CFAP54
KCNH8

AXL
PPFIA2
MDFIC

COL8A1
NBEAL2

MUC17
KIAA1755

SIM1
LRP2

PCDHA1
FUT9

CEP128
TMEM249

CC2D1A
PTPRH

SEMA3D
SERTM1

RUNX1T1
PCDH17

CCDC185
TRPC6
SIN3A

ZNF649
SFMBT2

SYNE2
CAPS2
MYH11
GANC

SLC9A3R2
SPTA1

CSK
ZNF732
FREM1

DLG1
HSPG2
FARP1
AKAP6
ZNF256

ARHGAP15
CFHR5
HERC3

SLITRK6
NOVA1

AEN
SLC9A2
SPOPL
WWC2

FPGT−TNNI3K
PCDHGA1

AIPL1
EPN1
AFF3
PDPN

SH3PXD2A
CCDC173

PEX5L
OR5L2
NTRK3
OCEL1

IGF2BP1
MEPCE
ZNF497

ZFP36L2
PDCD2L

SLFN5
FAM133A
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NP11, 202 variant genes

MYH4
PRRC2C

KCNG4
QRFPR

HKR1
GEN1
MMP9
NPAT

LCE1F
KCNE1
MUC17
LCE1C
ZNF83
HRCT1

SPRR1B
KRT33B
PTPN23

SLC22A20P
FOXB1

MCC
KRT72

PHF20L1
TTK

ITIH5
LCE4A
OR7G1
ZNF732
ZNF790

MC2R
SPRR1A

STK40
PRAME
BCL11B

LCE2B
ERV3−1
ZNF816
LRRIQ3
FAM50B
RNF111
VSTM2L

LOR
ZCCHC11

KRT74
LILRB4
ZNF835

TNS1
MUC16

HIST1H3B
FLT4

OR4D11
IRF2BP1
ZNF525

WIPF3
PRKG1
OR1I1

BCR
KANK3
POLE4

PZP
ZNF70

HSP90AB1
KRT83

LNX2
HR

SCAP
OR10H3

KRTAP4−5
CDH2

PRDM15
SPRR3
KRT75
CBX4

ZNF468
LRBA

REPS2
ARID1B
RASAL2
TP53RK

MAGEC1
BTBD11
PODXL

CHIT1
KRTAP5−5

OR5B17
ZNF831
AP3M2

COX7A1
MTHFD1L

PCYOX1
SLAIN2

KRTAP1−4
PDIK1L

RXRG
SLC37A1

ATL2
ZNF596
SCRN3
ZNF415
GPR83

TMC2
CBFB
IGFN1

GPR162
PRH1

HDGFL2
NPY4R
DPP10

MIA2
MAP3K4
CRYGB

IRS2
ACTG2

RGL3
HECW2

PPP3CA
ADCY4
BEAN1

KRT8
DHX57

FAM46A
OR7D4

POU6F2
ALDH1L1

KRTAP9−1
LILRB5

HS3ST6
ZNF493
ZNF540
OBSCN

KRTAP4−6
COL14A1

ESR1
CARD11

ACYP2
OGFR
ZNF28
RP1L1
PPP6C

KHDC1L
HIPK2
TCF24
HCLS1

TTN
GPR37

DSPP
GK

RAB23
CYTIP

KRTAP4−3
PTCHD1

MFSD3
KSR1
GDF5
PYGB

SLC45A3
CDH18
PPFIA4
CHI3L2
HECW1
PRSS35
PHKA1

ADAM22
TJP1
ISL1

SLC9C2
HEATR6

KRT71
HCN1
ELP6

PPFIA2
VPS51
UBR4

HHLA2
MAGEB4
KLHDC2

CDH11
GRIK5

FBXW7
PCDHGA1

USP20
COL11A1
TINAGL1
TRIOBP

PCDHA1
USHBP1
ZC3H7B

YOD1
PTPN13
PAPPA2

TP53
COPS7A

SBNO1
MYOF

MYO7B
APC

KMT2C
ZNF431

PSAP
WASHC4

DNHD1
RSAD1

TARS
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NP12, 119 variant genes

MAGEC1
MMP25

CRIPAK
MIA2

ILDR1
SLC44A3

DSPP
STAP2

KRTAP5−5
EPPK1

ZNF528
OGFR

TACR3
LILRB4
ZNF845
RAPH1
ZNF708

VTN
SBSN

PLCL1
ZNF844
TMEM9
MUC16

RELN
PER1

ZNF256
KCNMA1

LYRM4
PRKACG

XIRP2
LMX1B
ZNF681

EDC3
DISP2

SLC22A16
POU4F2
MUC5B
YWHAB

NR2F1
ZNF595
EPHB3

ZNF431
FAM193B

KRTAP10−11
MUC2

CDK5RAP1
PLEKHG4B

UROC1
AP1M1

CDH5
HSF2BP

INTS5
KIAA1549L

PRKAG3
MBNL2
MDGA1

AOX1
PLXNA4

TENM3
ZNF280B

DPP10
MAP3K4

CLVS2
DMRTA2
PRPF4B

FOXJ2
OVOL1
BASP1

FAAP20
ZSCAN18

SMAD4
OVOL2
COBL
TNKS

TENM2
THBS1

APC
PAPPA2

ARHGEF38
TMEM178A

C8orf48
IL21

FYB1
RAD51C
WSCD2
MAST4
USP35
GDF6

ZPLD1
HELQ
NBAS

TOP2A
CFAP44

CCDC105
LRRC7
OR2T6

SLC8A1
ASCC3
ROBO1

PCDH10
PRKN

GTF2A1
PIBF1
P3H4

LMAN2L
GRM1

PDE6B
ZFP42
FNIP1
ARID2
KRAS

HIST1H3B
COL4A1

RASGRF1
RFX6

UBE4B
IL17RC

FBXO42
MLLT3

T1 R2
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NP14, 105 variant genes

NRK

SOX11

NEUROD4

NCBP3

FLRT2

DBT

SF3B3

SEMA6A

PTGS2

ZIC4

PCF11

DDI1

COPS4

CCNC

CREB5

MARCO

SHROOM2

EFR3A

TOGARAM1

PTPRT

VTN

STX11

ARID1B

PSMB11

GATA3

NOVA1

SLC4A2

OLIG1

ITIH5

TRPM5

KIZ

TMEM9

ASTN1

FN1

ZFHX4

CPNE4

SLC1A4

OR8I2

MRPS9

FAT4

ACOX2

RIMS1

SIX3

PRRC2B

SLC7A3

SCN5A

DVL2

FAT2

SPATA31E1

CRKL

PTEN

IGF2

LRCH2

FGF6

CAPN14

TBKBP1

SYNE4

DOPEY1

EHMT1

CRTAM

ESYT1

TNC

PARP1

RNF150

IGFBP7

LYRM4

KLHL22

KHDC1

SLITRK5

APC

CDH9

PREX1

CTNND1

HOXC4

HSPB8

ITGA5

ZNF518B

CLASRP

KDSR

SLCO5A1

ZNF157

ELMOD1

RNF207

EFEMP1

ATM

SRRM5

DYNC1LI1

CPT1C

ABI3BP

ACTN4

SETX

C2orf71

ACTC1

CIT

IGSF3

GTF2IRD1

STK32B

KIAA0408

NID1

TAAR5

SYNE1

ABCA5

RNF182

KIAA2012

HOXD1

T1 R2
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NP16, 129 variant genes

ZNRF3
KLRG1

CILP
TMEM221

NRAS
THBD

ZNF776
TP53

RPS6KA3
CTDSPL2
SLC6A17
CYP2E1

CD248
RNF43

LYST
OR52N5
CHI3L2

FAM81B
AGPAT3

TNS1
ZNF827

DBN1
GNAS

SORCS1
KIF6

MUC16
LAMA4

PTEN
OLIG2
TAOK2

STEAP2
MSN

TFAP2C
BIRC8

ADGRG3
JPH3

ST6GAL2
ANKS6

OR52H1
PTPN4
PROX1
DNM2

PDE4C
ITIH5

HEXA
ADAMTS10

KIT
CUL5
MSH6

SRPRA
ITPR3

TSSC4
POLR1B

NRN1L
DDX51

NKX6−1
FLRT2
PLOD2

C6orf120
GOLPH3

NIPBL
PLCG1

HTT
CACNA1E
UNC119B

MPDZ
GPR141

PLCB3
FAM19A5
ZNF385B
SLC4A5
HADHB
PPFIA2

ZFP3
EEFSEC

SLC12A5
VAV1

MRVI1
THSD4

HOXA10
XIRP2
KRT34
DGKZ

KCNH8
BICD2
LGR5
NPR2

UBE3A
PRR30
NDC80
DOCK4

AGRN
CMKLR1

SPOPL
FUT9

SPRR1B
LRRC4B

KRIT1
NCKAP5
FAM46D

MBD5
ZNF664
NEXMIF

FLYWCH1
FGF14

MRPL12
HOXC8

SLC12A1
TELO2

KIF7
RHBDD2

SYNE3
ARID4B

POLR3B
CNTNAP5
MOV10L1
PTGDR2

DEFB116
MYBPC2

SENP2
OR2L2
RIMS1

ZNF254
RAP1B
INSIG1
TYMS

RGS12
POLQ

ZNF730

T2 T3 R1
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NP17, 130 variant genes

CLCN5
TMEM30A
ONECUT2

SETD1B
SORCS1

LCE3C
MGA

WRAP53
CDK13
SMAD4
INPP4A

TBC1D8B
MOV10L1

RBP3
PTEN

CCDC117
AOAH

PCBP1
EPN3
TP53

AMN1
SP8

HS3ST3A1
OR2AK2
BTBD11

C6orf118
RPS6KA2

DNAH5
RBM47

MYBPC3
F5

DCDC1
SETDB1
ZNF473
HDDC2

IL11
KRAS

HOXC13
PRSS55
AKAP9

CACNA2D4
KCNH1

RELN
PCDHB12

ACAN
EYS

ARHGAP21
IFT74

TBC1D31
CALB2
CHD1L

ZNF878
ACTG2

ATP10D
PDE1A
HOXD9

PPP1R9A
VPS37A

ITGAX
GK5

TRPS1
ZXDB

ZBED8
UPF3B
THSD4
PAPPA
EHBP1

TM9SF2
PRODH2

PCDHGA1
ABCA13

GLI3
SDK1

MYBL2
SNAI1

SLC8B1
GCA

GPC4
LRP2
CDH5

CSMD3
CR2

EPHA1
ADCY1
AHNAK
BPIFB4

JAK3
TMEM216

KRT74
IGFBP3

HEATR4
GSTZ1

NRK
TMPRSS15

TKTL1
ZNF780A

LMX1A
MAGEC2

SETX
ZFP2

MRPL10
RCOR1
RAB18

TBC1D15
CEBPE

JAG2
MIS18A
CEP104
WDR62

TMEM207
PDXP
F13A1

NEXMIF
ACER3

AKNAD1
DHCR7

IKZF3
EZH2

DGKG
DSCR4
DPP10

MARVELD2
OR4K2

PCDHA1
GPM6A

REV1
COCH
NELL2

DMRTB1
ADAM7

T1 T2 R1
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NP18, 46 variant genes

TNMD
EIF2AK4

TBC1D21
C1QB

TTN
SCN3A
DMRT1

CSNK1A1L
MIPOL1

ADGRB3
SRSF3

POU3F2
NUPR2

UBAP2L
DCDC2
TRPM4

MAGEA5
ABCA1
BLCAP

CDS2
PABPC5

CCDC168
TAB3
AQR

MBLAC2
BACH2

CDC25C
HHIP

PIEZO2
BEND2

AXDND1
HECW1

COL21A1
PASD1
PCLO

UBE2A
RBM27

PPP1R21
RPS19

ADIG
TBC1D10A

E2F1
KNSTRN
UNC13C
CARM1
ZNF521

T2 T3 R1
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NP19, 95 variant genes

SLC24A4
HMGXB4

MC2R
SRRM4

MYH6
ASTN1

HEATR1
AKAP6

VANGL2
DCAF7

RYR2
GALNT18

TGFBR1
TULP1
CBX6

KNDC1
DHX30
SCOC

RPL7A
CST8

CNTNAP5
DUSP9
MMP14
DMRT3
PRR5L

CHD8
TENM2

C2orf71
CXCR4
RMDN1

INSL6
DUSP22

TFEB
TP53

ADAMTS20
MS4A1
GLRA3

LRRC28
PRKG1

ORC1
ADAMTS13

BMPR1B
SDK1

FGF23
MAML3

TTN
FUT9

FAM53B
IGBP1

CFH
POU4F3
SCN4B

LCOR
VLDLR

PIGG
CEP55

ZNF493
KLK8
SACS

APC
TRIM33

STEAP4
SFMBT1

TNFRSF11B
OR2A25
MMGT1

KLC2
NIPSNAP2

KRTAP22−2
MAGEB3

FKBP5
SI

TBC1D19
C3orf30
SLC4A7
FBXO47

ZNF92
KDM6A
ZFC3H1

GLO1
NOG

ABHD2
MGLL

PCDHA1
PCDHB4
ZNF730
CCER1

ZEB1
FN1

EARS2
LCP2

SLCO1B3
REP15

WDR17
MEX3B

T2 T3 R1
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