0
<
1
-
u 126 130 _
P s 3 ®E VL Q ("'j
L Ex2 <
R L S — -
L Ex3
V P =
- n
' K L
L R 134
= 10 L H
. 120 (T @
. D D
. A A
Ex1
Ex2 E G
192
L @ 140 (D 185 °
@ G L 178 | @
Disulfide AL
H SC—S-S—CQSL F TSILF'SA
20 Vv 5 LV a
38 L
- 30 L O . . < X 184
- © D) E 170 177
VicE g . 40 G o
0o O® S ») s
M D |
E
H
E
» S
50 @ K /7 @ G
62 Disulfide R IR @V) Q 150 (F
Bridge . 100 | L @ E
545 ® L
Vv @ Q= _~ N D
Y oY ° ® ; :
S 60 p 1
o0 @ @ > H @
G Ex4
. KIE | T v — (R ?3
@ E | S
1 HYS 160
L
70 T 157 ‘ 158
W 0V 5 ADAM
1 @ cleavage
L see more
O -
S D
3 80 I T @
A
JOOOON
‘ Copyright © 2018 Schematic of TREM2 Protein
' ALZ FO R U M FBRI LLC. Variants are named according to amino acid positions
All Rights Reserved.

NETWORKING FOR A CURE

Version 1.1

in isoform 1 (Uniprot: Q9NZC?2), which has 230 amino acids.
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Variants not shown
rs7748777 Upstream AD
c.40+3delAGG Intron 1 FTID B
rs7748513 Intron 2 AD
c.482+1G>A Intron 3 FTD W
c.482+2T>C Intron 3 NHD/FTD B
S183C Exon 4 of transcript variant2 AD B
W191X  Exon 4 of transcript variant2 AD B
W200C  Exon 4 of transcript variant2 AD B
E202D Exon 4 of transcript variant2 AD B
L205P Exon 4 of transcript variant2 AD B
G219C Exon 4 of transcript variant2 AD B
rs2234258 3 UTR AD/FTD B
rs9357347 Intergenic - TREM locus AD

B Pathogenic
M Risk Modifier

Possible Risk Modifier

B Unclear

B Non-pathogenic



