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SUPPLEMENTARY INFORMATION
Supplementary table 1 TMEM106B common variants (MAF>0.05) detected by direct sequencing of exons and adjacent intronic regions
	HGVS names
	dbSNP ID
	Protein
	Frequency

	
	
	
	Patients 

	c.-400-22T>C
	rs1865567 
	-
	0.17

	c.-197+134G>A
	-
	-
	0.08

	c.-156A>C
	rs2043540 
	-
	0.19

	c.-143G>A
	rs2043539 
	-
	0.35

	c.-130T>C
	rs2043538 
	-
	0.27

	c.-11A>G
	rs62435714 
	-
	0.17

	c.282-53T>C
	rs11509137
	-
	0.37

	c.282-52T>C
	rs35789078
	-
	0.37

	c.442-92A>C
	rs13234238
	-
	0.08

	c.442-43_442-42ins4
	rs72173584
	-
	0.35

	c.554C>G
	rs3173615
	T185S
	0.35

	c.633-121_633-120insT
	-
	-
	0.36

	c.633-100_633-98del3
	-
	-
	0.20

	c.633-63G>A
	rs2302635
	-
	0.43

	c.686+29T>A
	rs2302634
	-
	0.43

	c.687-11A>G
	rs3800842
	-
	0.48

	c.*65G>T
	rs1042946 
	-
	0.08

	c.*396G>A
	rs12669919 
	-
	0.35

	c.*425A>G
	rs16877363 
	-
	0.16

	c.*515C>G
	rs1042949 
	-
	0.36

	c.*967A>T
	rs3800841 
	-
	0.35

	c.*1551A>G
	rs14978 
	-
	0.31

	c.*1812C>T
	rs1054168 
	-
	0.35

	c.*1895G>A
	rs1054169 
	-
	0.35

	c.*2607G>T
	rs13309255 
	-
	0.07

	c.*2619A>G
	rs10488193 
	-
	0.09

	c.* 3332A>G 
	-
	-
	0.08

	c.*3907T>C
	rs1468804 
	-
	0.35

	C.*4028_*4029ins5
	rs35377681
	-
	0.35

	c.*4074A>C
	rs1468803 
	-
	0.35

	c.*4217A>G 
	rs1060700 
	-
	0.35

	c.*4410G>A 
	rs1468802 
	-
	0.36

	c.*4433T>A
	rs2160267 
	-
	0.18

	c.*4444G>C 
	rs1468801 
	-
	0.37

	c.*4920C>T 
	rs1047601 
	-
	0.17

	c.*4921G>T
	rs929637 
	-
	0.20

	c.*5284T>C
	rs2356065 
	-
	0.37

	(c.*5398_*5402del5)
	-
	-
	 0.06

	(c.*5420T>C )
	rs12699335 
	-
	0.28

	(c.*5481G>A )
	rs10488192 
	-
	0.16


Note: SNPs in bold were included in the association fine mapping. 

Supplementary table 2 TMEM106B rare variants (MAF≤0.05) detected by direct sequencing of exons and adjacent intronic regions 
	HGVS names
	dbSNP ID
	Protein
	Frequency Patients 
	Concer-vation
	Remarks 

	c.-390G>A
	rs1865566
	-
	0.01
	medium
	not near TF or miRNA binding sites

	c.-120A>G
	-
	-
	0.01
	low
	

	c.-3+179C>T
	-
	-
	0.01
	low
	

	c.18T>C
	-
	S6
	0.01
	high
	not near TF or miRNA binding sites

	c.218-23G>A
	-
	-
	0.01
	low
	 

	c.218-17_218-16insA
	-
	-
	0.02
	low
	 

	c.282-51T>A
	-
	-
	0.01
	medium
	 

	c.401G>A
	-
	S134N
	0.02
	high
	found in equal frequencies in controls

	c.441+21A>C
	-
	-
	0.01
	high
	not near TF or miRNA binding sites

	c.822G>A
	-
	Q274
	0.02
	low
	 

	c.*21A>C
	-
	-
	0.02
	low
	 

	c.*301G>A
	-
	-
	0.01
	low
	 

	c.*400A>G
	-
	-
	0.04
	low
	 

	c.*1149A>C
	rs17165789
	-
	0.01
	medium
	not near TF or miRNA binding sites

	c.*1167delG
	-
	-
	0.01
	low
	

	c.*3077G>T
	-
	-
	0.002
	low
	 

	c.*3128 T>C
	-
	-
	0.002
	low
	 

	c.*4261G>A
	rs73288318
	-
	0.02
	medium
	not near TF or miRNA binding sites

	c.*4424A>T
	rs2160268
	-
	0.02
	low
	 

	c.*5151_*5152ins3
	-
	-
	0.01
	medium
	not near TF or miRNA binding sites

	c.*5231C>T
	-
	-
	0.01
	low
	 


Note: Degree of conservation was verified in UCSC Genome Browser. Variations with medium or high conservation were checked for presence in or near transcription factor (TF) binding sites or miRNA binding sites in UCSC Genome Browser.

Supplementary table 3 RNA integrity numbers from analyzed brain frontal cortex samples in gene expression analysis
	 
	Sample ID
	Mutation status
	RIN

	FTLD-TDP Patients
	P1
	GRN mutation
	5.8

	
	P2
	GRN mutation
	5.8

	
	P3
	VCP mutation
	8.2

	
	P4
	VCP mutation
	7.9

	
	P5
	VCP mutation
	5.8

	
	P6
	 
	8.1

	
	P7
	 
	5.8

	
	P8
	 
	8.2

	
	P9
	 
	6.2

	
	P10
	 
	6.6

	
	P11
	 
	7.4

	Controls
	C1
	 
	8.8

	
	C2
	 
	7.2

	
	C3
	 
	7.8

	
	C4
	 
	7.2

	
	C5
	 
	7.0

	
	C6
	 
	7.8

	
	C7
	 
	8.3

	
	C8
	 
	7.0

	
	C9
	 
	7.8

	
	C10
	 
	7.8

	
	C11
	 
	8.4

	
	C12
	 
	7.0

	average RIN
	7.3


The quality of the RNA was verified on an Agilent 2100 Bioanalyzer using the RNA 6000 pico kit (Agilent, Diegm, Belgium). Scale: 1 = poor to 10 = high quality, with. Only samples with a RNA integrity number (RIN) >5.8 were included in the gene expression analysis. 









