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Supplementary figure 3. Protein coverage of W-Tau peptide-binding proteins shown in Table 3. Coverage images of
the eluted fraction of W-Tau peptide-binding proteins from both control and AD samples, along with their possible
post-translational modifications. Proteins analyzed (as listed in Table 3) include: Rab GDP dissociation inhibitor alpha
(A) and beta (B), Rab5C (C), Rab6B (D), Rab7A (E), Rab11B (F), Fatty-acid binding protein 7 (G), Serine-Threonine
protein phosphatase 1 (H), Tyrosine-protein phosphatase non-receptor type substrate 1 (), Apolipoprotein E (J),
Parkinson disease protein 7 (K) and Ubiquitin-conjugating enzyme E2 N (L).
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RAB GDP DISSOCIATION INHIBITOR ALPHA
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d Dihydroxy (+31.99)

Dehydration (-18.01)
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m Methylation({others) (+14.02)
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RAB 5C
(RAB5C_HUMAN)

Eluted control Eluted AD
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161 METSRKTAMN VNEIFMAIAK KLPENEPQNA TGAPGRNEGV DLQENNPASE SQCCSN 161 METSAKTAMN VNEIFMATAK KLPENEPQNA TGAPGRNEGV DLQENNPASR SQCCSN




RAB 6B
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Eluted control
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[& Acetylation (Protein N-term) (+42.01)
& Deamidation (MQ) (+0.93)

m Methylation(KR) (+14.02)

m Methylation{others) (+14.02)

o Oxidation (M) (+15.93)

o Oxidation (HW) (+15.99)
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RAB 7A
(RAB7A_HUMAN)

Eluted control
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Eluted AD
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m Methylation{others) (+14.02)
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Eluted control Eluted AD
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FATTY-ACID BINDING PROTEIN 7
(FABP7_HUMAN)

Eluted control Eluted AD
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o Oxidation (M) {+15.99)



SERINE-THREONINE-PROTEIN PHOSPHATASE 1
(CPPED_HUMAN)

Eluted control
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21 EPEFFVLCGD LIHAMPGEPW RTEQTEDLER VLRAVDRAIP LVLVSGNHDI GNTPTAETVE EFCRTWGDDY FSEFWVGGVLE
161 LVLNSQFYEN PSECPSLEQA QDOQWLDEQLS TARQRHCQHA IVFQHIPLFL ESIDEDDDYY FNLSESTRKE LADKFIHAGV
241 EVVF3GHYHR NAGGTYQNLD MVVSSAIGCQ LGRDPHGLRV VVVTAEKIVH RYYSLDELSE KGIEDDLMDL IEKEK

&l Acetylation (Protein N-term) (+42.01)
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241

Eluted AD
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a o
MSAREAGGVF HRARGRTLAA FPAEKESEWK GPFYFILGAD PQFGLIKAWS TGDCDNGGDE WEQEIRLTEQ AVQAINKLNP

= o
KPKFFVLCGD LIHAMPGKPW RTEQTEDLKR VLRAVDRAIP LVLVSGNHDI GNTPTAETVE EFCRTWGDDY FSFWVGGVLF

LVLNSQFYEN PSKCPSLEQA QDOWLDEQLS IARQRHCQHA IVFQHIPLFL ESIDEDDDYY FNLSKSTREK LADKFIHAGV
RVVFSGHYHR NAGGTYQNLD MVVSSATIGCQ LGRDPHGLRV VVVTAEKIVH RYYSLDELSE KGIEDDLMDL TEKK

& Acetylation (Protein N-term) (+42.01)
&l Deamidation (NQ) (+0.98)



TYROSINE-PROTEIN PHOSPHATASE NON-RECEPTOR TYPE SUBSTRATE 1
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AQGSTSSTRL HEPEENAREI TQDTNDITYA DLNLPEKGEKF APQAAFEPNNH TEYASIQTSP QPASEDTLTY ADLDMVHLNE

TPEQFAPKPE PSFSEYASVQ VPRE

SAHRDDVELT CQVEHDGQPA VSKESHDLEVS AHPEEQGSNT AAENTGSNER NIYIVVGVVC TLLVALLMAA LYLVRIRQEEK
AQGSTSSTRL HEPEENAREI TQDTNDITYA DLNLPEGEKKP APQAAEPNNH TEYASIQTSF QPASEDTLTY ADLDMVHLNR
TPEQPAPKPE PSEFSEYASVQ VPREK

m Methylation{others) (+14.02)



APOLIPOPROTEIN E
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Eluted control
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SETRDRLDEV KEQVAEVEAK LEEQAQQIRL QAEAFQARLK SWFEPLVEDM QROWAGLVER VQAAVGTSAA PVPSDNH

[& Deamidation (NQ) (+0.98)

Eluted AD

MEVLWAALLV TFLAGCQAEV EQAVETEFPEP ELRQQTEWQS GQRWELALGR FWDYLEWVQT LSEQVQEELL SSQVTQELRA
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& Deamidation (MQ) (+0.98)
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161 SFEFALAIVE ALNGKEVAAQ VEAPLVLED

[& CarbamidometiTodos (+57.02)
Deamidation (NQ) (+0.98)

&l Dihydroxy (+31.93)

|8l Ethylation (+28.03)

Methyistion(others) (+14.02) |& CarbamidometiTodos (+57.02)
M Mef ation{others) (+14. i

Dihydroxy (+31.99
1l Methylation(kR) (+14.02) = Em‘;rlaﬁo: E+28 03}}
o Oxidation (M) (+15.99) I .
P Propionamide (+71.04) Tl Methylation{others) (+14.02)
Al G-A

o Oxidation (M) (+15.99)
P Fropionamide (+71.04)
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UBIQUITIN-CONGUJATING ENZYME E2 N
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Eluted control Eluted AD
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& Deamidation (NG) (+0.98)

m Methylation(others) (+14.02)
o Oxidation (M) (+15.99)

o Oxidation (M) (+15.99)
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