Additional File 1: SUPPLEMENTARY MATERIAL
Table S1: Full Results for Discovery Analysis 
	Gene
	Testable SNPs
	SNPs Tested
	MAC
	P-Value

	TREM2
	19
	8
	10
	1.00x10-3

	SMG6
	38
	4
	4
	3.42x10-2

	ARHGAP27
	17
	4
	6
	0.10

	HSPA6
	18
	6
	9
	0.15

	LRRK2
	46
	9
	10
	0.16

	WDR81
	28
	10
	12
	0.20

	PLCD3
	16
	4
	5
	0.20

	MAP1B
	28
	7
	9
	0.22

	UBAP1
	11
	4
	4
	0.22

	NPEPPS
	11
	4
	6
	0.23

	SORT1
	15
	5
	10
	0.25

	UBQLN1
	8
	4
	7
	0.26

	GRN
	22
	5
	5
	0.27

	CLPTM1
	12
	4
	5
	0.34

	SORL1
	50
	13
	21
	0.40

	DPH1
	21
	7
	9
	0.40

	SPPL2C
	30
	10
	15
	0.40

	EXT2
	21
	7
	11
	0.43

	PARK2
	13
	5
	8
	0.47

	SGSM2
	39
	10
	10
	0.51

	PICALM
	9
	5
	8
	0.52

	PPP2R1B
	18
	6
	9
	0.55

	SNCAIP
	30
	10
	13
	0.55

	RTN4RL1
	14
	6
	14
	0.59

	UBAP2
	37
	12
	13
	0.59

	PSEN2
	13
	5
	10
	0.66

	FMNL1
	17
	4
	4
	0.69

	HDAC10
	6
	4
	4
	0.69

	AXIN1
	25
	8
	12
	0.72

	PINK1
	16
	5
	5
	0.73

	PLCG1
	14
	5
	5
	0.73

	MAPT
	18
	4
	6
	0.76

	SERPINF1
	21
	4
	6
	0.76

	APOC1
	6
	4
	7
	0.78

	RORC
	8
	4
	7
	0.78

	TTBK1
	14
	4
	7
	0.78

	LRRC37A2
	12
	5
	8
	0.81

	GOSR2
	16
	5
	9
	0.83

	SQSTM1
	18
	6
	10
	0.83

	MR1
	17
	7
	10
	0.85

	SMYD4
	13
	7
	11
	0.87

	PVRL2
	12
	5
	12
	0.88

	KIAA1614
	26
	9
	15
	0.92



Table S1 Legend: Results from discovery SKAT analyses. SNP – single nucleotide polymorphism; MAC – minor allele count.


Table S2: Full Results for Clinically Diagnosed AD Replication Analysis 
	Gene
	Testable SNPs
	SNPs Tested
	MAC
	P-Value

	TREM2
	41
	24
	330
	2.88x10-4

	GYPC
	24
	16
	31
	5.19x10-3

	UBAP2
	123
	72
	207
	0.05

	PACRG
	20
	14
	93
	0.06

	ZNF621
	32
	17
	24
	0.06

	EPHX2
	56
	38
	284
	0.08

	RPIA
	28
	9
	11
	0.09

	FYN
	28
	13
	43
	0.10

	HSPA6
	25
	20
	89
	0.11

	HSPA4
	59
	28
	183
	0.12

	CAMK2B
	20
	11
	13
	0.12

	SNCAIP
	108
	60
	203
	0.13

	GSK3B
	18
	6
	8
	0.15

	MAP1B
	180
	100
	289
	0.18

	CTNNB1
	28
	9
	22
	0.19

	NR4A2
	32
	14
	17
	0.20

	SET
	10
	4
	5
	0.21

	RNF19A
	56
	27
	61
	0.26

	RORC
	40
	18
	94
	0.29

	XPR1
	44
	21
	34
	0.34

	SORT1
	56
	37
	176
	0.34

	NCSTN
	65
	37
	130
	0.35

	UBE2V2
	7
	6
	8
	0.35

	CDK5
	12
	4
	5
	0.36

	EIF2AK3
	59
	34
	93
	0.37

	MARK1
	52
	26
	56
	0.38

	CCR2
	42
	21
	41
	0.38

	UBQLN1
	33
	14
	104
	0.39

	UBE2D4
	10
	5
	7
	0.40

	PARK7
	20
	13
	26
	0.41

	SLC25A38
	33
	22
	78
	0.42

	PARK2
	59
	36
	177
	0.43

	CCR8
	32
	21
	48
	0.43

	MR1
	43
	24
	183
	0.44

	UCHL1
	19
	10
	31
	0.44

	MOBP
	9
	8
	8
	0.44

	TARDBP
	11
	4
	12
	0.45

	THNSL2
	60
	33
	178
	0.45

	CASP3
	21
	12
	32
	0.49

	UBAP1
	38
	17
	32
	0.49

	PPP3CA
	19
	9
	13
	0.51

	TEX37
	22
	14
	201
	0.51

	KIF24
	136
	75
	378
	0.54

	SQSTM1
	41
	26
	98
	0.56

	THSD7A
	177
	99
	199
	0.56

	NUDT6
	40
	26
	74
	0.56

	C5orf45
	45
	22
	94
	0.61

	FGF2
	11
	5
	5
	0.61

	PPP3CC
	40
	24
	123
	0.62

	BIN1
	61
	21
	68
	0.64

	CDKL3
	39
	23
	70
	0.66

	TTBK1
	96
	41
	231
	0.69

	COPA
	86
	44
	67
	0.72

	PSEN2
	54
	35
	135
	0.74

	STX6
	23
	12
	20
	0.77

	OMA1
	53
	34
	261
	0.78

	PINK1
	66
	38
	108
	0.80

	CLU
	51
	25
	190
	0.82

	PRKACG
	31
	20
	26
	0.84

	KIAA1614
	143
	84
	425
	0.85

	HSPA1L
	64
	29
	122
	0.87

	DAB1
	52
	28
	50
	0.89

	TMEM106B
	14
	9
	12
	0.89

	PRKACB
	28
	14
	17
	0.95

	CHMP2B
	24
	15
	32
	0.98



Table S2 Legend: Results from clinically diagnosed replication SKAT analyses. SNP – single nucleotide polymorphism; MAC – minor allele count.


Table S3: Full Results for Pathologically Diagnosed AD Replication Analysis 
	Gene
	Testable SNPs
	SNPs Tested
	MAC
	P-Value

	TREM2
	41
	16
	192
	2.11x10-4

	CLU
	51
	19
	108
	2.78x10-3

	KIF24
	136
	54
	243
	0.01

	GYPC
	24
	8
	12
	0.02

	BIN1
	61
	16
	41
	0.03

	RNF19A
	56
	23
	48
	0.03

	MR1
	43
	18
	106
	0.04

	EPHX2
	56
	29
	181
	0.06

	RPIA
	28
	7
	9
	0.09

	PACRG
	20
	12
	58
	0.09

	CDKL3
	39
	15
	38
	0.10

	CCR8
	32
	14
	27
	0.10

	SNCAIP
	108
	43
	130
	0.10

	UBAP2
	123
	52
	124
	0.11

	HSPA4
	59
	22
	116
	0.12

	MAP1B
	180
	75
	182
	0.13

	TEX37
	22
	12
	116
	0.14

	EIF2AK3
	59
	24
	55
	0.15

	NCSTN
	65
	31
	96
	0.16

	CASP3
	21
	6
	17
	0.18

	THNSL2
	60
	24
	101
	0.19

	CHMP2B
	24
	12
	18
	0.21

	SQSTM1
	41
	18
	59
	0.21

	OMA1
	53
	28
	165
	0.22

	C5orf45
	45
	16
	60
	0.24

	CTNNB1
	28
	8
	15
	0.25

	UBQLN1
	33
	10
	66
	0.26

	THSD7A
	177
	70
	117
	0.30

	CAMK2B
	20
	8
	8
	0.31

	SORT1
	56
	31
	114
	0.32

	HSPA1L
	64
	23
	75
	0.35

	PARK2
	59
	30
	111
	0.35

	TTBK1
	96
	28
	141
	0.35

	HSPA6
	25
	17
	55
	0.36

	FYN
	28
	8
	32
	0.37

	NUDT6
	40
	19
	48
	0.39

	UBAP1
	38
	9
	15
	0.39

	PARK7
	20
	11
	19
	0.41

	UBE2D4
	10
	4
	6
	0.43

	PRKACB
	28
	7
	10
	0.43

	CCR2
	42
	14
	27
	0.45

	PPP3CC
	40
	17
	79
	0.46

	SLC25A38
	33
	20
	49
	0.47

	PSEN2
	54
	25
	90
	0.47

	PPP3CA
	19
	5
	6
	0.50

	TMEM106B
	14
	5
	6
	0.50

	UCHL1
	19
	4
	17
	0.52

	UBE2V2
	7
	5
	7
	0.54

	KIAA1614
	143
	65
	263
	0.55

	GSK3B
	18
	4
	4
	0.55

	DAB1
	52
	23
	35
	0.56

	STX6
	23
	7
	12
	0.59

	MARK1
	52
	20
	31
	0.61

	XPR1
	44
	17
	27
	0.63

	PRKACG
	31
	14
	18
	0.66

	PINK1
	66
	29
	71
	0.70

	ZNF621
	32
	13
	14
	0.71

	RORC
	40
	12
	62
	0.76

	COPA
	86
	33
	43
	0.78

	MOBP
	9
	4
	4
	0.88

	NR4A2
	32
	9
	12
	0.93



Table S3 Legend: Results from pathologically diagnosed replication SKAT analyses. SNP – single nucleotide polymorphism; MAC – minor allele count.


Table S4: TREM2 Variants Categorized by Cohort and Phenotype
	TREM2 Variant
	Cohort
	Phenotype

	A130S
	UCSF
	Control

	A28V
	ADSP
	LOAD

	D87N
	UCSF + ADSP
	Control in UCSF; LOAD in ADSP

	E151K
	ADSP
	LOAD

	R136Q
	UCSF
	Atypical AD and Control

	R136W
	UCSF
	Control

	R47C
	ADSP
	LOAD

	R47H
	UCSF + ADSP
	LOAD

	S162R
	UCSF + ADSP
	Control in UCSF; LOAD in ADSP

	S31F
	ADSP
	LOAD

	T223I
	UCSF
	Control

	V27M
	ADSP
	LOAD



Table S4 Legend: TREM2 variants from all analyses are shown. Each variant is categorized by the cohort in which it was found as well as the phenotype(s) it was associated with. 



List S1: Genes Available in Discovery Analysis 
	Gene Name

	AC006486.9

	ACBD4

	ACCS

	ANP32A

	ANP32D

	APOC1

	APOC2

	APOC4-APOC2

	APOE

	APP

	ARHGAP27

	AXIN1

	BAG5

	BECN1

	BIN1

	C5orf45

	CAMK2B

	CAMK2G

	CARNS1

	CASP3

	CCL2

	CCR2

	CDK5

	CDK5R1

	CDKL3

	CHMP2B

	CLPTM1

	CLU

	CRHR1

	CSNK1D

	CSNK1E

	CTB-129P6.11

	CTNNB1

	DAB1

	DCAKD

	DPH1

	EIF2AK3

	EWSR1

	EXT2

	FGF2

	FMNL1

	FRAT2

	FUS

	FYN

	GATA3

	GOSR2

	GRN

	GSK3A

	GSK3B

	HDAC10

	HEXIM1

	HEXIM2

	HSPA1L

	HSPA2

	HSPA4

	HSPA6

	HSPA8

	JMJD8

	KANSL1

	KIAA1614

	LCMT1

	LRRC37A

	LRRC37A2

	LRRK2

	MAP1B

	MAPK11

	MAPK12

	MAPK8

	MAPT

	MARK1

	MOBP

	MR1

	NCSTN

	NMT1

	NPEPPS

	NR4A2

	NSF

	NUDT6

	OPTN

	OVCA2

	PARK2

	PARK7

	PFN1

	PICALM

	PIN1

	PINK1

	PLCD3

	PLCG1

	PLEKHM1

	PPME1

	PPP1CA

	PPP1CB

	PPP1CC

	PPP2CB

	PPP2R1A

	PPP2R1B

	PPP3CA

	PPP3CB

	PPP3CC

	PRKACA

	PRKACB

	PRKACG

	PRNP

	PSEN1

	PSEN2

	PVRL2

	RNF19A

	RORC

	RPA1

	RPIA

	RPRML

	RPSA

	RTN4RL1

	SEPT11

	SERPINF1

	SERPINF2

	SET

	SGSM2

	SLC25A38

	SMG6

	SMYD4

	SNCAIP

	SOD1

	SORL1

	SORT1

	SPATA32

	SPPL2C

	SQSTM1

	SRR

	STH

	STUB1

	STX6

	TAF12

	TAF15

	TARDBP

	TBX21

	TEX37

	TMEM106B

	TOMM40

	TREM2

	TSR1

	TTBK1

	UBAP1

	UBAP2

	UBE2D4

	UBE2N

	UBE2V1

	UBE2V2

	UBQLN1

	UCHL1

	USP14

	VAPB

	VCP

	WDR81

	WNT3

	WNT9B

	XPR1



List S1: Genes with exonic data available are listed alphabetically.
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