Extended Figure 1
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Extended Figure 2

A Proteome,
APPNL-GF: Trem2KO vs APPNL-G-F, 3 mo
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Extended Figure 3

A Flow Cytometry Gating Strategy for Microglia
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Extended Figure 4
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Extended Figure 5
A B
PCA of microglial transcriptome,
AppNt-6-F, 9-month-old
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Extended Figure 6
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Extended Figure 6 (Continued)
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Extended Figure 7

A IBA1+ DAPI PSD95 + DAPI IBA1+ PSD95 IBA1+ AR

AKTK

B IBA1+ DAPI

=
X
<
C IBA1 3D rendering IBA1 3D rendering IBA1 3D rendering IBA1 3D rendering
DAPI IBA1+DAPI PSD95+DAPI AB+DAPI
8
=2
o
L
=
o
X
]
=
w
74
= B
D IBA1 3D rendering IBA1 3D rendering IBA1 3D rendering IBA1 3D rendering
DAPI IBA1+DAPI MBP+DAPI AB+DAPI

TREMZ2KO Microglia




Extended Figure 7 (Continued)

E DAPI Cleaved caspase 3 Merge
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Extended Figure 8
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Extended Figure 8 (Continued)
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