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A comprehensive study of urinary proteome of Alzheimers disease and exploration
of urinary biomarker for Alzheimers disease..
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Urine is a body fluid that can be collected easily and noninvasively. It
contains variety of biomolecules including proteins in the body, whose composition changes in
response to physiological and pathological conditions, thus, it is suitable as a material for
biomarker. Development of biomarker for Alzheimer’ s disease (AD) using urine are expected to be
very useful in the early diagnosis and screening of AD.

In this research project; (1) we performed a comprehensive study of urinary proteome of 18 AD
patients compared with that of 18 cognitively normal control individuals by label-free mass
spectrometry and found that changes 1n the urinary proteome of AD patients reflect systemic changes
related to AD pathophysiology such as inflammation, glucose metabolism, and lipoprotein metabolism.
(2) Urinary levels of several proteins that were significantly increased or decreased in the

proteomics were analyzed by ELISA. One of the proteins examined was significantly increased in AD
urine.
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Protein description (gene name)
No. (AD/control) p-value
P06703 Protein S100-A6 (S100A6) -10.37 0.000
P02656  Apolipoprotein C-111 (APOC3) -9.63 0.000
AD P36915 Guanine nucleotide-binding protein-like 1 (GNL1) -9.05 0.002
Q6UY14-3 Isoform 3 of ADAMTS-like protein 4 (ADAMTSL4) -8.52 0.001
Q00796  Sorbitol dehydrogenase (SORD) -8.52 0.002
000592 Podocalyxin (PODXL) -8.45 0.001
AD P08238 Heat shock protein HSP 90-beta(HSP90AB1) -8.16 0.002
AD Q9Y3B3  Transmembrane emp24 domain-containing protein 7 (TMED7) -8.15 0.002
PO7711 Cathepsin L1 (CTSL) -7.84 0.002
P16284 Platelet endothelial cell adhesion molecule (PECAM1) -6.46 0.002
QINPY3  Complement component C1q receptor (CD93) -6.38 0.002
5 P08253 72 kDa type IV collagenase (MMP2) 5.98 0.001
P07357 Complement component C8 alpha chain (C8A) 6.29 0.002
4 Q92954  Proteoglycan 4 (PRG4) 6.38 0.001
P55083-2 Isoform 2 of Microfibril-associated glycoprotein 4 (MFAP4) 7.32 0.002
~ eat ShOCk 075309 Cadherin-16 (CDH16) 7.33 0.001
protein 90  HSP90 P55957-2 Isoform 2 of BH3-interacting domain death agonist (BID) 822 0002
Matrix Q9BRK5 45 kDa calcium-binding protein (SDF4) 8.77 0.001
metal |Opr0te i nase (MMP) P15121 Aldose reductase (AKR1B1) 9.13 0.002
P78380  Oxidized low-density lipoprotein receptor 1 (OLR1) 9.39 0.001
P17936-2 Isoform 2 of Insulin-like growth factor-binding protein 3 (IGFBP3) 9.49 0.001
P16152 Carbonyl reductase [NADPH] 1 (CBR1) 9.82 0.001
P29622 Kallistatin (SERPINA4) 10.00 0.001
AD P06312  Ig kappa chain V-1V region (Fragment) (IGKV4-1) 15.80 0.001
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