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Identification of proteins associated with tauopathies
Comparative analysis at the protein level: AD vs. CBD vs. PSP vs. ControlRef

Perseus
(v2.1.3.0)

Analysis of the processed and quantified data

Quantification of peptides and proteins

DIA-NN
(v1.9.2)

• Using approx. 100 mg of frozen frontal cortex per subject
• Based on the method described by Diner I et al. (2017 

[PMID, 29155708])

• Total homogenates containing 100 µg of protein per sample
• Protein precipitation with trichloroacetic acid
• Acetone washing and air-drying
• Sample pretreatment: reduction and alkylation of cysteine 

residues, trypsin digestion, and peptide purification
• Protein quantification using a TripleTOF 5600+ system, 

outsourced to the Center for Research Promotion, School of 
Medicine, Niigata University: https://crp.med.niigata-
u.ac.jp/index

• A high-accuracy, high-throughput tool for peptide/protein 
identification and quantification, reported by Demichev V 
et al. (2020 [PMID: 31768060])

• A platform providing extensive statistical, visualization, 
and biological analysis tools for MS-based proteomics, as 
described by Tyanova S et al. (2016 [PMID: 27348712])

Identification of the brain distribution of the tauopathy-associated proteins
Analysis by immunohistochemical staining of human autopsy brain tissues

• Confirmation of the presence of tau proteins

• Verification of the reproducibility of the MS-
based quantitative data by WB

• Analysis of cell-type–specific gene expression 
in human postmortem brains using snRNA-seq

• SF-2

• Figure 2
• SF-5

• Figure 3
• ST-8

• Figure 4
• SF-8

• ST-4
• ST-5

Provided by Dept. of Pathology, Brain Res. Inst., Niigata Univ.

AD
(n = 4)

CBD
(n = 4)

PSP
(n = 4)

Cont
(n = 4)

Human postmortem brain tissues: n = 16

Details of each subject are provided in ST-1
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Probe 1 (Tau Monoclonal Antibody (T46) [13-6400], x50)

2025-10-21_11-12-04_Jess RePlex TP.cbz
Probe 2 (total protein)

Anti-MAPT mAb (T46), 1:50
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Supplementary Figure 3
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Supplementary Figure 4

Cluster 1

Cluster 2

Cluster 3

PSP

*

*

*

Control AD CBD

Cluster 4

*



Supplementary Figure 5
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Probe 1 (Anti-ATP5H Antibody [17589-1-AP], x500) ※ATP5H は ATP5PD の別名

Anti-ATP5PD Ab (17589-1-AP), 1:500
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Probe 1 (Anti-PREP Antibody [HPA031390], x250)

Anti-PREP Ab (HPA031390), 1:250
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Supplementary Figure 6
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Supplementary Figure 7
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Supplementary Figure 8
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