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Supplementary Table 1. Biological pathways enriched by 8,693 differentially

expressed genes in AD mice.
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Supplementary Figure 1. Principal Component Analysis (PCA)-based analysis of the large-scale structure in the
gene expression data according to ROL.
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Supplementary Figure 2. Comparative analyses of AD-DEGs obtained from mice brain, human brain, and
human blood.

Grey colored points indicate genes exhibiting AD-related signatures (i.e.,, FC values between AD and control
and their p-values) obtained from AD mice (Spatial transcriptome). Brown colored points in the upper part of
plots indicate DEGs in all three human brain transcriptomic datasets (GSE5281, GSE33000, and GSE48350).

Brown colored points in the lower part of plots denote DEGs in all three human blood transcriptomic datasets
(GSE63060, GSE63061, and ROSMAP).
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood.
(MRPL33, RARS1, AP1IM1, SLC15A4, RBX1, BSDC1, EXOSC7, COX6A1, SETD1B, STX8, MDH]1, ILF2,
DCTNé6, PCMTD1, PRKCZ, ARPC2, ATP5PB, FGR, HSPA14, USP48). Asterisks indicate the level of
significance in the correlations, * p <0.05, ** p < 0.01, and *** p < 0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (MTMR3, MFSD10, RAB11A, SRRM2, CSF3R, DCTN1, KMT2E, SNRPD2, LAMP2, DMWD,
DDX1, VAMP7, PSMG1, KCTD12, RPS29, EMG1, SIN3B, ZNF770, TMEMb59, CIR1). Asterisks
indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (CTSS, CFDP1, NDUFV2, PRPF18, ZNF622, SEM1, SPAG7, MAST3, ATP5M], ARPC3,
ATP5PF, TMEM126A, MCM7, NDUFS3, MTMR4, CLCN7, GGA3, VRK1, NKIRAS1, DNAJA?2).
Asterisks indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (ZMAT2, RSL24D1, ATP6AP1, CNOT4, SELPLG, BUD31, FXR1, MRPS17, NEMF, NDUFA1,
PPIH, PARP10, ELOC, SNRPB2, RAPGEFL1, POMP, BRIX1, NDUFA9, RPS21, SNRNP27). Asterisks
indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (C1QBP, DAGLB, SLC9A1, PPA1, UBE2V2, STRADA, SNX4, IQSEC1, ATP5MG, PSMAS3,
MTF1, GAS7, SOD1, DLG4, TRIAP1, CCNY, CHMP5, SNRNP70, APMAP, PDS5A). Asterisks indicate
the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (DBI, TOMMb5, EEF1IAKMT1, CTNNA1, ZMYND15, RHBDF2, PSMC6, LRPAP1, SMIM19,
SMC3, AGTPBP1, DRAM2, WDFY2, NDUFAF4, ATP6V1E1, TVP23B, ATAD1, SF3B4, MRPS18C,
SMAP2). Asterisks indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and ***
p <0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (MRPS33, COX7B, CEP350, CMC2, PLEKHM1, TRIM25, MRPL32, PSMB7, VCAN, SAFB?2,
EXOSC9, MRPS35, SLC12A9, NDUFB3, DEK, GDI1, MED10, CCDC25, ATP5F1C, NAE1). Asterisks
indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.

log(FC)
p< 0.05: #, p.adj < 0.05: *, < 0.01: **, < 0.001: ***

MRPS33 - %= * Ees o . s — +10.0
COXTB - == o wx wxk faes
CEP350 - == *x wxn Fees *
= +2.0
CMCZ * * ik ikt E e ETd wk
PLEKHM1 | s - e e *
TRIMZ25 — £ wkE wkE kT3 T * dk
- +0.5
MRPL32 - == R B IS e
PSMB7 | *es e B I
VCAM - === T EEE * wEE 1 ——
SAFB2 == wxx * P =
MRPS35 | s O I I . — [0
SLC1Z2A0 £ T3 whE * wEA &
NOUFB3 | === = ann o
—-05
DEK - #= Y Eos * . o
GDI1 o #= £ o wxE * faes
MED10 | = ann P o, o
—-2.0
ccDcz2s 4 = b ** ** *
ATPEFI1C — #== b b faad **
MAET1 - === b = o i — -10.0
I I I I I
— — o fm] o — o
s 8 2 B g =
=] o ™ o Lop] [ap] =
| L o2 =t w 7]
o & & % & & g
= e a (] & &
=
=



Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (NDUFA4, ATP5PO, B2M, NUDT2, EEF1D, ETFA, TRMT10C, DNAJC7, AGTRAP,
NDUFA8, LSM7, MRPL14, UQCRC2, EEF1E1, UQCRQ, STX16, LCOR, TOP2B, EIF3E, PTRH2).
Asterisks indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.

log(FC)
p< 0.05: #, p.adj < 0.05: *, < 0.01: **, < 0.001: ***
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (TSPOAP1, P2RX7, PAM16, PCBP2, HIGD1A, DPY30, AKIRIN2, HSBP1, PTBP1, DYNLTS3,
AP2A2, MRPL46, PLOD3, MMADHC, LASP1, NDUFS4, SF3B5, MRPS22, CAPNS1, BCKDK).
Asterisks indicate the level of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.
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Supplementary Figure 3. Common AD-DEGs in mouse brain, human brain, and human blood,
continued (LAMTOR3, DUSP1, PRDX1, COPS3, FYN, ZNF319, NIFK, ELF4, DLD, YPEL5, COPS5,
ENSA, CCNH, NDUFB6, CBX4, RPS6, PRPS1, UCHL3, RPS27, GAPDH). Asterisks indicate the level
of significance in the correlations, * p <0.05, ** p <0.01, and *** p <0.001.
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