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neurotransmitter transport
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negative regulation of cell growth

negative regulation of locomotion

tissue morphogenesis

negative regulation of response to stimulus
regulation of cellular component movement
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calcium ion binding

enzyme inhibitor activity
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Module 1, n = 558,

FDR Corrected pvalue 3.6797e-07
orange = Abeta Plaque

darkblue = NFT
green = Both
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FRMPD4 ARF6 MACF1
ATP6V1G1 =
NTRK3 o, REEP5
EPHB2 CBL
ACSL3 AN
DYRK1A HADH
TENM3
GRMS WDR47  WDR47 ABLIM3
CHRM1 BIRC2
CASK UHRF1BP1L NAA3 NTRK2
A cnipd ARHGAP26
CASK KIF3B PTPRE A
- bLG2 c2cps
PAK7
GNG4 = | OSBP UBXN6
0SBPL10 BRAF | RABGAPLL MADD | (ano
GPC1 BRAF PTK2B MAPK10
PREP GNAIL SEPT14 RAP1GAP
WDR13 PTPN5 LRFN3
CDH13 HTT WDR13 SLC7A5
TAC1
fGuon BCR LPHN1 COPS7A
c2cpb2L NLGN4X
SVOP
‘ SLC25A23 Eoaric) LPHN1 MAGI2 A
ARFGAP1 RCN2
CALCOCO1 CADM2
ROBO2 RAP1GAP2
ARFGAP1 OXR1 SErTL TBCK CTTNBP2
MBOAT?7
PSMD8 CA4 CRYZL1 AP3S1 NCK2 MTPN
PRKCD RARL PRICKLE2
CORO7 LPCAT1 CDH18 EHBP1
MAPK11 ARMC10
SHC3 DNAJC19 NAV1
GRM2 MAP2K4 SPRYD4
PANX1 PCLO
D200 LRRTM4 ATP6V1A SLC25A22 RFTN1 GIT2 AnY
ARPC2 CAMSAP3 EPHAG PTPRR DNAL1
caa NEDDAL Clorf9s
TDRKH CTBP2 TRIO DNM3
LCLATL
KIAA1217 SMAP1 PCDH1 sv2B | PAK1 ATP6V1G2 @
PDE SLC39A6 ACTN1 GDAP1
KRAS
LYSMD1 BCAS3 PCDH1 e sY17 VPS52 CABRAY VPs378
DLG1 SH3GLB2
. NBEA ARF5 RAMBI1A, EPS15L1 SYT7 A ARPP21 ENTPD3
PPP3CC CYLD ATL1 PIGBOS1
EXOC3 DPP6 SNX30 NUMB
PPM1H STXBP1 NRXN3
ACTN1
EPHB6 T CRMP1 ACTR2
TMEM163 PPP1R14C
RDH14
SMIM18 GPRIN1 RAB35 ARHGEF7
ATP6V1F UNC13B KIAA0513 AV
PURS APBB1 PRocL SYT5 ATP6VOAl e EPB41L4B
SORBS2 EXOCé GRIPAPI PLXNA1 DMXL2 et HOOK1 FRS3
SYP RTN1 YIEEN3
A AVL9 PPFIA3 SEMA4D !
FRRS1L SLC6A17 SRGAP3 ERC2 CAPN5
PCSK1 c2cpac NUMBL KIAA1324
LRRC7 GRIAL
NECAB2 BAIAP2 GABBR2 SEPT11 MYO5A CPNE7
STX17 TBC1D10B PRR36 SNX4 CTNNA2 STK24
ATP6V1C1l £ MAPRE3 AKS
3 SLC2A3 BECN1
DNAH9 NECAB1 CALB1 AP2M1 RAB14 SLC17A7 AKAP5 ERC2 ARPC5L ICALL
CSNK2B DLG4 PSD |
ATCAY PPP2R2C
arn OoPAL AP2M1 RIMBP2 RAB3A ACTR3B ANKS1B IQSEC2 ITPKA FAM1268B NDELL
UNC13C
NwWD2 D . GRIN2B
VPS45 ICAM5 NCKA \ ANKS1B NAA30 SMYD3
GGA1 TPGV1E DLGAP3 AP3D1 GPM6B ATP6V1H
EXOC8
SYT3
STENL SKAP1 PIP5K1C SYNGR1 ANKS1B CAMKV TIPRL cspas
KIAA1045 CORO1A [ENNDA4R
RPTOR 1QSEC1 ABI2
BAI3 Ty DNAH8
‘ AP3M2 CORO1A AP3B2 ARFIP2 WASF1 DCAFT
cat0 HPCAL1 SLC30A3 PPP2R5E | PAK3 CAMKV BRCC3
DGKB HOMER2 AP3B2 SH3GL1
GFOD1 /. ¢ PLXNC1 FAM213B
CSNK1G3 NYAP2
FRNL RIMS1 1AL
CHL1 GNL1 FAF2
PVRL3 PALM UNC13A SLK PTK2
NECAP1 KATNB1
LRFN2 RAB15 ERC1 RIMS1
DENND1A KIAA1211L PPP1R21
TMEM178A - ROGDI WDR7 A PACS1 TGFBRAP1 BCAR1
4 TP6V1D
@ DOC2A SHANK2 GABRB3 N PACS1 GABBR1 @
LIN7A JAKMIP1
EXbor GNAZ ATP6V1BY, BRK1
CSNK2A1 PTPN9 BC1D24 LETM1 GABBR1 (MEFFL
NAA35 NT5DC3
v WASF3 RAB18 PTGES2
GABRB1 CADM3
SPATA2 A KATNALY GLRA3
ZC2HC1A ARHGAP35 TMEM132B
TIMM10B i SR fstm2)
ACTN2 CTBP1 T™MoD1 | CDC42BPB A NLGN3 Lonn) SLC1A1
TOM1L2
HACTR
o ACTN2 CHACTRY PPP3CB p—
e TRAPPC2L
GNG13 EVL MARK2 MCTS1 C100rf35
OXLD1 NEGR1 PVRL1 PALM2
BRSK2 MRAS ELFN2 ARL15 Licosan) ILDR2 Cypaxi
NX7
TSTD1 INPP5A i SH2D5 IGSF9B
PPP2CA CNKSR2 LRRC40
MAPK9 FXYD6 PPFIA2
THY1 cDC42
RGS6 CADM1
ST CADM1 RIMS2 FLRT2 s TsG101
PPFIA2
XKR4 MCM3AP WDFY1
PDE4D TTC39C 4 NCKIPSD
LZTFL1 CLVS1 LPHN2
SLC1A4 PMM TAOK1 KCNMA1
UsP7 C12o0rf57 GGA3 dicasa) FNBP1L EMD
RASGRF2 USP7 LRFN5 ' | NLGN2 | (LRRC8B| | GRK5 PLCH2
PIK3C3
() HECW2 TMEM178B
GRM7 [/PS13A SHOC2
e LINGO2 CTNNB1 PKP4
CTNNB1 TOR1A BAIAP3
FIBP Ry | ARHGEF12
SNX32 CCDC85A | TSPAN7 GNG3 s lrre)
CATSLS TBC1D7
TANC2 HGS
TANC2 PDEAC
G
DYRK2 C20rf69 LAMPS STRN3 RAPGEFR @

TTC9B
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Module 2, n = 403,
FDR Corrected pvalue 1.6412e-14
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Module 3, n = 398,
FDR Corrected pvalue 0.18123
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Module 4, n = 291,
FDR Corrected pvalue 1.6684e-07

1GSF21
TMEDS8 LRRTM1
CNOT4 CACNB4
SH2B2 Cl2orf4
WDR41
KIAA0195 NRBF2
KCNA4
SH3BGRL2
C7o0rfa3
TBC1D17 TMEM263 FAM134C
SHF @ GPSM1 CAMK2D
VPS11 PCDH8
TusC2
CHMP6
Tssc1 CAMK2D
EPN1 CSNK1G1
MKL1 SCN3A CSNK2A2 CAMK2D
MPP6 c1QL3 SEMA4D
PPP1R16A GRM7
SPRED1 SLC17A8
EFNB3
FAM171A2 CNTN5
PPP3CA
DS GNG2 ARPC1A EPHAT STX7
PCDH19 ATP9A
STX12 PPP3CA
PP52 VPS338B DLGAP1
PDE2A C9orf72
GUKL SLITRKS
TSC1 PDE2A
AP1M1
GRM5 STK32C
LPHN3 CALB2
RNF11 STRN3
TPD52
MYDGF TWF2
LRRC57
RAB39B SMCRS8
NUDT3 DIAPH2 SCN2A RAB1A
DCUN1D3 NCS1
ARHGEF7
NUDT10
RTN3 CACNALE WDR37
KIF2A BASP1 e HZG)
TOLLIP
ITFG1
CNTN3 PTPRA
DNAJC5
) ATP6VOA1l] SCAMP5 FAM175B
CACNB2 ARHGAP1
GRIPAP1 SLC8A2
FAM171B ITSN1
PTPRN2 GIT1 SYNPR CACNB3
BSDC1 SCAMP1
RAB2A
PPML1F
SH3GL3
RAB12 AGAP3
CNIH2 RB1CC1 NPTXR e ATP2B4 N
RAB3C
RAP2A v AGAP3
EHD3 RAP2B
A | FYN L1cAM ERHAQ AP3S1
CACNA2D3
NSF WDR48 AGAP3
GGT?7
MCUR1
PRKAR2B
facrn APBA1 CNR1
VAMP3 CHE4 MYRIP
GSPT2
VPS26B
HMGCLL1 AN— -
SCN3B
DPP10 CPNE8
VAMP7 LGALSL ATP6AP1
SYT17 VPS29
NRXN1 NS
MBLAC2
BCAS3 PGBD5
SNX5
ATG12 CPNES5 DAAM1
RAB23
KCTD16 PTPRN GRIK2
INPP4A
DLG2 DLG2 YKT6 RAB11A
HPRT1
SLC9A6
MYL6B
XKR6 GNB3 NIPAL3
ZFYVE21 NRXN2
LIN7B
PRKCB RAB9B
CLSTN1 PRKCB CCDCo0B MAL2
UNC5A REPS1
CLSTN1 UNC5A )
PCDH7
RCN1 EFNB2 RTN4RL2
Clorfl16 RRAS2 RALBP1 CDH2
PRKACA
PCDH7 CNTN4 RASGEF1A
VPS33A
POR
RASAL1 Tree
UsPa3 PGRMC2
STRIP1 @
@ FAM13C
NEDDS UBA4A
ACVR2A

ATAT1
POTEF
CAMK2D
VPS9D1
TUBA1C
NADK2
MACROD2
SLITRK4
SYTL2 UsP25
RLTPR
SPATA33
PRUNE2
PLEKHA1
UBXN2B
TOM1L1
SLC30A1
AK4
SNAP29
RAPGEF2
c1qQL2
RAPGEF2
RAPGEF2

BAG5

CYB5B

MAP3K10

CHID1



Module 5, n = 249,
FDR Corrected pvalue 1




Module 6, n = 248,
FDR Corrected pvalue 1
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Module 7, n = 234,
FDR Corrected pvalue 0.00044895
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ASPHD2
MYO5B
TRAPPC5
TUBA3E
HACE1

PTP4Al

CDK14

BZW2

RABGGTB

TIMM22

PRPS1

TCP11L1

GPX4

KCNIP1

FGF12
SEMA4G
KCND1
DNAJC13 NRBP2
TBC1D13
UBR1
ATG2A
RAB5A
CERS4
FBXL18
XPO7
TMEM11
NIT1
RAC3
PORCN UBE2D1
COPS5
EXOC2
ABCC10
MAPK4
DYNLL2
PPP2R1A
COPS3
LETMD1
PPP2R1A
AP1B1 KIAA1244
RAC1
EPHX4
HECTD4
PRAF2
Cl60rf70
cpcaz
PPP2R5D
MTOR
cuL2
AIMP2
HSPBP1
FBXL20
c1QL1 LDHC
ERI3
HPCAL4 ARMCS
TMEM181
PAIP1
KIAA1468
USMG5
TCEB1
0
cisp2
CDIP1
RAB5B
EMC4

Module 8, n = 232,
FDR Corrected pvalue 0.30558

El24
NKAIN3
CDC16
TBCD
DIP2C RAB30
RASAL1 BRE
FAM49B
USP12
CPTP
UBE3C
PDK2
ACTR2 PPP6C SURF4
EIF2B1
RAP1GDS1
VDAC3
RAP1GDS1 HEATR5B VPS13A
VPS8
KIAA0368
RAB3B EROILE EXOC6B
MON2 PIP5K1A
VPS53 USP46
KIFAP3
SLC25A22 CARM1
ATXN10 PLAA
VAC14 VTAL
VPS51 EIF3M SDHC STRIP2
CSE1L
GRIN2D
PPP2R1B
PPP2CB
CRBN AP1G1l
MOB4 KPNAG6 RNF175
NAPA
DNAJC6 DYNLT3
I3 EXOE SEC31A
PPP1CA MGSTS
RHOB
USP9Y UBE2E1
RHOA
CUL3 TNPO3
RANBP6 GPM6B
UBE2D3 PPP2R5C TMEM167A ARFGEF2
- » @ Ry, CTNNA2
ZNF728 CCDC132
UBR4 RAB5C
GPS1 USP9X
SERINC3
IPO7
HUWE1
SULT4A1
HMOX2
R AP3DY, ARFGEF1
RAB2B PITPNA HUWE1
RPS5
RHOC XPO1
ALDH1A2 e
TRAPPC6B ACTR10
FAM160B2
VKORC1L1
EXOC4 LVok TRAPPC10 PRKD3
FAMA49A MTCH2
MINOS1 EXoC1
TNPO2 DMXLL GNAI2 OSBPL1A
LTN1
ATP6VOC
VPS28 MIEF1
PRPSAP1 PTK2
ASNA1
MTMR9
(R GNPAT UBE20
ASIC2
RER1
XPO5
KDELR1 C170rf75
TMEM33 RAB4B
UBE2Q1 CDC42BPA
PDCD6
FXYD7
RMND5A

FXYD7

ITPR3

CTNND2

ZER1

RAP2C

MTMR6

BCKDHB

DIRAS2

M6PR

CDIPT

ADCY7

OSBPL5

WNK2

MARC2



Module 9, n = 227,
FDR Corrected pvalue 1




Module 10, n = 200,
FDR Corrected pvalue 1



BBS2

ARHGEF40

PTER

OPLAH

LHPP

Module 11, n = 198,

FDR Corrected

pvalue 0.094128

FEZ2 SUCLG2
ADH1B
HIP1R
PTGR2
FGF2
ADAM17
MEN1
VWAS5A
AKR7A2 RAB13 METTL7B
FYCO1 EML3 SLC39A12
PLSCR4 SPARC o)
LSP1 MTAP
MsI1
SMADS5
PXN FLNC MTAP KANK1
FABP7 GNA12
TSPO KIF13B
ZAK
IMPDH2 KRT79 €Lcond
TRADD
ALAD PSMD10
PALLD
ITPR2
PSMD9
ZC3HAV1
ITGA7 PALLE
CRYL1
ABHD14B CAPG
TRIP6 ANKFY1 HNMT
ICAM1
ITeB1 PGGT1B
LGALS3
PRKG1
S100B GYG2 GNA13 ROCK1
PADI2 ABLIM1
CcD109
NHLRC2
NEK7 ITGB1 PRKGL
PI16
UTRN
LOC728763
PSMB9
MAPREL
Lims1 ENTPD2
HSPB8 PLIN3
PTBP1
BBOX1
ITPKB MYD88
SNAP23
CAPN2 ERBB2IP PGM2
CSRP1 >
D44
STAT3
PNP T)P2 GMPR
GNG12 SHMT1
CSRP1 PRDX4
PSMBS8
DDAH2
PDLIM5 ANO6
PLCD1
PTTG1IP DNAH2 (oocd)
ut CAPS PLXDC2
ANXA4
LLGL1
MPST
CD2AP PGAM2 EPPK1 PARVA PLP2
S100A6
CDH20
PBXIP1 PRDX6 PGLS CcD99
CDKN2C
MTM1 ASPH
coTLl
ITGB4
ANP32B oR
PLCD3
NECAP2 SENES
ATP11A ILK
IDH1
KIF13A
FAM114A1 WASH6P
cD58
TMX1
LAMAL caB
csK
SCRIB
SSFA2
fivio) TAX1BP3 GALK1 f M5 CBFB
spc2 boLima FABP5
CBFB
ITGA6 NPEPL1
BTN3A2 HVCN1 GYGL
CNN2 RNF114 MTSS1 oo
PGPEP1
CLNS1A
SYTLA
PHYKPL
SRR
NT5C
EPHX1

DNPEP

LIN7C

ARAP1

SEC14L2

NUB1

FAH

FAH

RFTN2

ELP4



IMPACT

MAPKAPK2

Module 12, n = 164,
FDR Corrected pvalue 1

PAWR
ARHGEF26
cLccl
\FTa3 SH3GLB2 SLC14A1
NEB TMEM192
JAK1 MAP4K4
FRMDS NHS
PHIP
NES ARHGEF4 \\y
DDX19B TsC22D4
EFNB1 NFIA
HMGN5 CLASP2 STOM RUFY1
FAM21C
RHBDF1
RGS20
MCC PDZD11
UBXN4
MLC1
SNTAL
PDLIM3 LAMTOR1
PKN1 L PCDHGB6
SLC4A5
CLASP1
IGSF11 K
CGNL1
TOM1L2 ADIRF £o0l TWF1
TNIK
CD99
PAIP2
TNS3 TP53BP2 VWl
SZRD1
ABLIM3
PLEKHF2
NEBL
Licaan) WASF3 CDC42EP4 f-cocso
GPRC5B BAG3 DTNA
G3BP1
CMTM4
SORBS1 PARD3
TTYH1 PPP1R1B
YAP1
DTNA
ABLIM1 SLC1A3
SORBS1
TXNIP DTNB MAVS
APPL2 DTNA
EPB41L2
MTSS1L FAM107A
SLC7A11 ADD3
CTNND2 PLEKHA7 EPB41L2
sLcaA4
PLEKHO2
ADD3
EPB41L5 MRVIL CNN3 EPB41L2
GJAl
NeKo CSPG5
TJP2 SDC3 NHSL1 EPB41L2
Clorf122
SNTB1 ACBDS
TMBIM6
ARPIN
MAGED2
LIMA1 LRRC16A
TJP1 FAM120C
ATP2B4
GRAMD3
LIMA1
PVRL2 C2o0rf72 /)
TUBB2B
DMD
RELL1
PRKCA PMVK PLXNB2
SYNM RLBP1
FARP1 PHKG1
Loore) PLEKHO1 SORBS3
MARCKSL1
ccpco3 RHOC
VAMPS NEO1
cBS TOR1AIP1
PHACTR4
SCAMP2 PEX19 TMEM51

STAM2

FYN

LPP

WDR91

TPD52L1

UPF3A

TNS2

CARHSP1

STON2

STON2

DDX19A

PHKA1



SIN3A

CACNA2D2

NIF3L1

HMGA1

LSM7

RNPS1

FTO

RPA2

NOP58

SMARCAS

DKC1

NOP56

PHC2

Module 13, n = 162,

FDR Corrected pvalue 1.1211e-05

TMEM209
UBXN7
NHP2
DDX18
GTF2F2
TMEMS7A
NUP98
DCPS
ADNP PRPF40A
SRSF8
NFIB
PTBP2
HDGFRP3
THUMPD1
DDX39A
HMGB2
HMGB1
HNRNPUL1 PRPF8
|
SNRPD2
EFTUD2 ILF2
SNRPA |
HNRNPUL?2
SMARCC2 1
|
SF3A3
H2AFY SP100
CBX3
SSB
CHD4
ANP32A
HIST2H2BF
HNRNPLL KHDRBS3
HMGN2
NFIX
EWSR1
SMU1 MAGOH
NUP93
U2AF1
GNG10
SART3
SART3
CHAMP1
SF3B4
MBNL2

CB

FBL

L\ N

AGO2

PHF5A

LSM4

TRA2A

RBM25

SNRNP200
DDX23
X1

GTF2I

NUP133

for |V

SNRNP70

SAP18

SF3B1

TPR

RALY
PTMA
HDAC2
RBBP4
RBBP4

RPRD1B

RPRD1A
TCEALA
THOC2
SNRPF
SRP9
HIST2H2AB
PABPN1 .
U2AF2
APEX1
APIS
NUDT21
SAE1
THYN1
RPA1
EIF4A3
SRSF3
TCERG1
PUF60
SNRPB
CTNNBL1
PSIP1
SNRPG
HDAC1
NUP54
RNF2

XRN2

HDGF

ERH

HIST3H2BB

SNRPD3

RNF20

UsP39

PRPF31

RBM12
SF3B6

CENPV METTL14

SRRM1

RPA3

CCAR1

SNRNP40

FAM98B

WBP4

H2AFY2

MTA2

SUN1

CSTF3

H1FX

POLR2A

NHP2L1



Module 14, n = 162,

FDR Corrected pvalue 4.448e-14

VPs13¢C
TBCC
TUBAL3 TACC2 ™
GUCY1B3
PFDN2 FKBP1A @
PLCG1
CHM
PANKL APBA2
ACYP1
HINT3 ccpcas
CAMK1
STK38L
MAPRE2 EFHD2
TACC1
GLMN
ATG2B ARPC5
RAP1GAP NAP1LA
DPYSL5 ATP2C1
SCYL1
UBE2N
PROSC UBE20
PPP5C
COPS6
PDCD5 SAR1A
SRCIN1
ADAP1 GMFB ARHGDIA
PFDN1
DCTN3
RAD23B
OTUB1 o PTPN11
STAM
USP15
RABSA s WDR44
DYNCI1LI1
AP1M2
TRAPPC3
DNAJA2 KPNA3
PGAM4
VBP1 TMEM189-UBE2V1
ATG5
RDH11
FSD1
TCEB2 AP1S1
COPS4
PFDN6 PPP2R2D
UBE2V2
DUSP3 NAPB
MTMR2
OLAl RABEP1 NMEL
PPME1
RASAL
RALA HAGH UBE2K CHMP3
CKAP5
UBE2M
PFDN5
BCAP31
SGTA
LRSAM1
RABGEF1
FABP3 -
GSPT1 SACM1L
RAD23A
MAP1LC3A
TMOD2 PDCD6IP
NAPA PFDN4
NPLOC4
DYNLRB1
AKT3 WDR45 cops2
RAB7A bCs
MAT2B
PRKAR1B {IUBE3 @
SMARCE1 @
RABGAP1
SLC6A15 @
PPP2R2A @
EHD4 e UBFD1
TUBAS

VPS4A

AP3M1

CAB39L

SuMo3

PANK2

DYNLRB2

a CUL4A

PPP2R4
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Module 15, n = 158,
FDR Corrected pvalue 0.15687
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TSC22D4

cwca7

GPALPP1

Cl4orfl42

MAP7D2

TCF20

Cl8orf25

BOD1

NACAD

Module 16, n = 154,

FDR Corrected pvalue 1

SRP68
GORASP2 kTS CcoBL
@ CoBL
SMNDC1 ZNF706
EIF4EBP2
TMEMS55A
ccpe23
YIPF4 SERPINB9 VIXRAT)
LAMTORS EPS15L1
TNRC6B
ERVK13-1
STIM1 C190rf66
SYNCRIP
@ PHACTR3
THEMIS
PRRC2A
EIF3G
HN1
INIP
UBAP2 EHICE SYNRG
PKIG
TAF15
ZER TMEM57
TMEM41B
RPS1
SPAGY ARPP19 S10 CAMK2N1
ALYREF LSM14B
FAM192A
G3BP2 WIBG PCNP SKP1
LSM14B
SERPINB1
TCOF1
G3BP2
BTF3 UBAP2L
CCNT2 copz1
1lorf
Cllorf58 MTDH NACA2
TSC22D1
POM121C
NUFIP2 SMIM13
ATXN2L
RBMXL1 SNRPC HYPK
RPL26L1
PRRC2B
SERBP1
NRGN
PRRC2C
ZRANB2 HOPX
LSM14A PAG1
MAP7D1 SERPINB6
WIPF2
cwcis
SRRM2
PPP1R2
cpv3
HABP4 @
CSTF2 SCAF4
ATXN2
FAM195B
PDAP1
POLDIP3 ATCAY KIAA1211
NUP50
SEC16A SAFB2
NMT1 165243 ATXN2 SPECC1
CNBP
SF1 RANBP3
AKAP1
POLR2M
TMEM230 Torf21
cto NUP153 ALy
NTRK2
MAP9
CREB5
GKAP1
JUN UFD1L
SCAF8
ZFAND5
0
EBAGY ATOX1
0 TSPYL5
ATF2
LARP4B
ZC3Ha EIF4B
$S18L1 NUP35 TNKS1BP1
FMR1
BAG4
FMR1
SMIM20 CASC3
PICALM CRK
@ PACSIN2 ps274)

SHROOM2



Module 17, n = 153,
FDR Corrected pvalue 1
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BCL7A
TTC33
CDK9
PTPLB
FYTTD1
TCEB3
SRSF11
PPP4R2
FOX03

SMARCA4

GATAD2A
SH3KBP1
MTA1
PRPF3
MAP7
GATAD2B
cic
CHERP
HMGA1
DDX42
HMGN4
SRP14
HECA
PPIG

Module 18, n = 148,
FDR Corrected pvalue 0.074783

PRCC
MEF2C
TCF4
KIAA0415
SPIN1
ccbc12
HMGN3
PUM1
RBM15
ZC3HC1
NOVA2
CHTOP
HNRNPAO
HCFC1
SNRPB2
SF3Al
MECP2
TP53BP1
SLTM
SF3B2
NOLC1
HNRNPL
CREB1
FAM169A
RBM17
DR1
ACIN1
RBM26
SCAF1
SON
TCEAL1
FIP1L1
HMGN1
POGZ
MEF2D
PPP1R12B
PPP1R12B
Cllorf3l
TBR1

SMEK1

KIAA1143 JUND

MFAP1

DDX6

ACIN1

NUP214
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Module 19, n = 142,
FDR Corrected pvalue 1
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Module 20, n = 141,
FDR Corrected pvalue 0.19461




Module 21, n = 126,
FDR Corrected pvalue 1
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Module 22, n = 118,
FDR Corrected pvalue 1
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Module 23, n = 111,
FDR Corrected pvalue 1



Module 24, n = 111,
FDR Corrected pvalue 1
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Module 25, n = 104,
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FDR Corrected pvalue 0.012325
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Module 26, n = 97,
FDR Corrected pvalue 1
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Module 27, n = 93,
FDR Corrected pvalue 1
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Module 28, n = 86,
FDR Corrected pvalue 3.9464e-06
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Module 29, n = 81,
FDR Corrected pvalue 0.010991
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Module 30, n = 73,
FDR Corrected pvalue 0.0016322
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Module 31, n = 72,

FDR Corrected pvalue 0.99401
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Module 32, n = 72,

FDR Corrected pvalue 1
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Module 33, n = 65,
FDR Corrected pvalue 1



Module 34, n = 61,
FDR Corrected pvalue 0.86525




Module 35, n = 60,
FDR Corrected pvalue 1




Module 36, n = 60,
FDR Corrected pvalue 0.12774
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Module 37, n = 56,
FDR Corrected pvalue 0.50737
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Module 38, n = 53,

FDR Corrected pvalue 0.00025693
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Module 39, n = 48,
FDR Corrected pvalue 0.96802
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Module 41, n = 37,
FDR Corrected pvalue 0.0064004
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Module 42, n = 32,

FDR Corrected pvalue 1
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Module 43, n = 30,
FDR Corrected pvalue 0.54857
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Module 44, n = 28,
FDR Corrected pvalue 2.3129e-06
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GO Analysis on TMT AD Network Modules. Gene ontology (GO) analysis was performed to
gain insight into the biological meaning of each AD protein network module. Enrichment for a

given ontology is shown by z score.



TMT AD Network Module Eigenprotein Levels. n=106 control, 200 AsymAD, 182 AD.
Differences among case groups were assessed by one-way ANOVA with Tukey test. Boxplots
represent the median, 25", and 75" percentiles, and box hinges represent the interquartile range
of the two middle quartiles within a group. Datapoints up to 1.5 times the interquartile range from

box hinge define the extent of whiskers (error bars).



TMT AD Network Module Protein Graphs and Overlap with Amyloid-B Plaque and Tau
Neurofibrillary Tangle Proteins. The size of each circle indicates the relative eigenprotein
correlation value (KME) in each network module. Those proteins with the largest KME are
considered “hub” proteins within the module, and explain the largest variance in module
expression. Lines represent weighted adjacency values between proteins. Proteins colored
orange are consistently found associated with amyloid-p plaques. Proteins colored dark blue are
found to be associated with tau neurofibrillary tangles (NFTs). Proteins colored green are found

to be associated with both plaques and tangles.
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