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ABSTRACT

Alzheimer disease (AD) is one of the most disabling disorders of the elderly and the number of people
worldwide facing dementia is expected to dramatically increase in the near future. Thus, one of the major
concerns of modern society is to identify putative biomarkers that serve as a valuable early diagnostic tool
to identify a subset of patients with increased risk to develop AD. An ideal biomarker should be present in
blood before dementia is clinically confirmed, have high sensitivity and specificity, and be reproducible.
Proteomics platforms offer a powerful strategy to reach these goals and recently have been demonstrated
to be promising approaches. However, the high variability of technologies and studied populations has led
to contrasting results. To increase specificity, we analyzed both protein expression profiles and oxidative
modifications (carbonylation) of plasma proteins in mild cognitive impairment (MCI) and AD subjects
compared with age-matched controls. Most of the proteins found to have differential levels in MCI and AD
confirmed results already obtained in other cohort studies. Interestingly, we applied for the first time in
MCI a redox proteomics approach to specifically identify oxidized proteins. Among them, haptoglobin, one
of the most abundantly secreted glycoproteins with chaperone function, was found to be either
increasingly downregulated or increasingly oxidized in AD and MCI compared with controls. We also
demonstrated that in vitro oxidation of haptoglobin affects the formation of amyloid-§ fibrils, thus
suggesting that oxidized haptoglobin is not able to act as an extracellular chaperone to prevent or slow
formation of amyloid-B aggregates. Another chaperone protein, a2-macroglobulin, was found to be
selectively oxidized in AD patients compared with controls. Our findings suggest that alterations in
proteins acting as extracellular chaperones may contribute to exacerbating amyloid-f toxicity in the
peripheral system and may be considered a putative marker of disease progression.

© 2012 Elsevier Inc. All rights reserved.

Alzheimer disease (AD)! is a neurodegenerative disorder
affecting more than 20 million people worldwide [1]. AD is
characterized by progressive cognitive deficits that gradually lead
to loss of memory and impaired activities in daily living. The
pathological hallmarks of the disease are deposition of senile
plaques resulting from the extracellular deposit of amyloid-8
peptide (AB) and the intracellular neurofibrillary tangles caused
by the aggregation of hyperphosphorylated tau protein [2,3].
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1 Abbreviations used: AD, Alzheimer disease; AP, amyloid-B peptide; APP,
amyloid precursor protein; A2M, a2-macroglobulin; 2DE, two-dimensional elec-
trophoresis; DNPH, 2,4-dinitrophenylhydrazine; DNP, dinitrophenylhydrazone;
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Mild cognitive impairment (MCI) is considered to be an early stage
of cognitive decline that precedes dementia [4]. MCI patients may
progress to AD, thus suggesting MCI as a prodromal phase of the
disease and a useful model to study the mechanisms of AD
progression [5]. Even though the etiology of AD is still not clearly
known, oxidative stress (OS) has been firmly established as one of
the main pathogenic events. Numerous studies have demonstrated
increased levels of OS markers including protein oxidation, lipid
peroxidation, and DNA oxidation in the brain of AD subjects
compared with healthy controls [6-8]. Most of these data support
the view that AP plays a crucial role in AD pathogenesis and
progression and it possibly triggers the oxidative stress-mediated
damage that ultimately results in neuronal cell death. The amyloid
cascade hypothesis of AD highlights that increased Ap load is due
not only to its increased release (i.e., APP mutations in familial AD)
but also to the impairment of degradative systems, including
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proteasome, autophagy, and both intracellular and extracellular
chaperones.

Up to now a diagnosis of AD is mainly based on clinical features,
neuropsychological tests, and family history, thus resulting in a
diagnosis of “probable” AD that sometimes groups together both
AD and not-AD dementias. Only postmortem brain examination
allow a diagnosis of “definite” AD [9]. To improve the diagnostic
tools and early diagnosis of AD, it could be of great importance to
identify sensitive and reliable biomarkers that are easy to collect by
noninvasive and safe procedures. Body fluids are a great source for
putative biomarkers, and cerebrospinal fluid (CSF), plasma, and
serum are taken into consideration to search for biological mole-
cules that could relate to AD. Though CSF is the most studied and
validated, its collection requires lumbar puncture, which is not
always feasible. Thus, increasing interest is currently devoted to the
analysis of plasma, which reflects the physiological and pathological
status of the organs [10]. Moreover about 500 ml of CSF is absorbed
every day in plasma, providing a glimpse of brain content.

One of the major limitations using plasma to find reliable
markers of AD, as well as of other pathologies, is related to the
extreme complexity of its composition. Indeed, albumin itself
represents about 60% of the total plasma protein content. The
highly abundant proteins could mask the less abundant ones, which
represent the potential biomarkers of diseases. Thus, depletion of
abundant plasma proteins before analysis is considered an impor-
tant strategy to increase the number of detectable proteins [11].

Recent studies have proposed possible biomarkers in plasma of
patients with AD [12,13]. Many studies identified proteins differ-
entially expressed in AD by a proteomics approach [10,14]. Bennet
et al. analyzed plasma samples from AD patients and age-matched
controls by iTRAQ technologies coupled with LC-MS/MS [11,15].

In recent years, increasing studies have been focused on
establishing a direct link between tissue-specific oxidation and
systemic oxidative damage, and correlations between total levels
of markers of oxidation in the brain and in the periphery have
been shown [16,17].

This study aimed at analyzing variations in the plasma pro-
teome, both expression levels and posttranslational modifications,
in subjects with AD and MCI compared to age-matched controls
after depletion of the two most abundant proteins, albumin and
IgG’s. In particular, considering the role of oxidative stress in AD
pathogenesis and progression, we focused our attention on oxida-
tive modification of plasma proteins, by a redox-proteomics analy-
sis, to obtain new insights into AD biomarker discovery.

Materials and methods
Sample collection
Blood samples were collected from 10 AD, 10 MCI, and 10 age-

matched control subjects attending the Dementia Clinic, Depart-
ment of Gerontology and Geriatrics, University Hospital of Perugia,

Italy. In Table 1 the population demographics data are reported.
Diagnosis of probable AD was accomplished according to the
National Institute of Neurological and Communicative Disease
and Stroke and Alzheimer’s Disease (NINCDS-ADRDA) criteria [9].
MCI diagnosis was made according to the Petersen criteria [18].
Cognitively healthy subjects (CTR) were enrolled from among
relatives of patients and subjects admitted to the Day Hospital of
the same department for routine evaluation of the health status.
All subjects underwent thorough clinical, neurological, and neu-
ropsychological evaluation; the neuropsychological assessment
included the Mini Mental State Examination (MMSE), whereas
the CDR scale measured the severity of dementia. Functional status
was evaluated on the basis of the activities of daily living and the
instrumental activities of daily living. The presence of depressive
symptoms was evaluated with the Geriatric Depression Scale, and
the Hachinski Ischemic Score was used to consider ischemic risk.
The investigation conformed to the principles outlined in the
Declaration of Helsinki. All the patients or their relatives gave
the written informed consent for blood donation. Blood was
immediately centrifuged and plasma stored at —80 °C.

Albumin and IgG plasma depletion

Plasma samples were depleted of these two most abundant
proteins using a ProteoPrep Blue albumin and IgG depletion kit
(Sigma-Aldrich). Briefly 50 pl of raw plasma sample was purified
on a ProteoPrep column and eluted according to the manufac-
turer’s instructions. Protein determination was performed on the
eluate fraction with a Coomassie Protein Assay (Pierce).

Two-dimensional (2D) gel electrophoresis

Eluted proteins (100 pg) for each sample were diluted to a
total volume of 200 pl with rehydration buffer (8 M urea, 20 mM
dithiothreitol (DTT), 2.0% (w/v) Chaps, 0.2% Bio-Lyte, 2 M
thiourea, and bromophenol blue). Isoelectric focusing was per-
formed with ReadyStrip IPG Strips (11 cm, pH 3-10; Bio-Rad) at
300V for 2h linearly, 500V for 2 h linearly, 1000V for 2 h
linearly, 8000V for 8 h linearly, and 8000V for 10 h rapidly.
All the above processes were carried out at room temperature.

After the first-dimension run the strips were equilibrated two
times, first for 10 min in 50 mM Tris-HCl (pH 6.8) containing 6 M
urea, 1% (w/v) sodium dodecyl sulfate (SDS), 30% (v/v) glycerol,
and 0.5% dithiothreitol and again for another 10 min in the same
buffer containing 4.5% iodoacetamide in place of dithiothreitol.
The second dimension was performed using 12% precast Criterion
gels (Bio-Rad). The gels were incubated in fixing solution
(7% acetic acid, 10% methanol) for 20 min and then stained for
1h in Bio-Safe Coomassie gel stain (Bio-Rad) and destained
overnight in deionized water. The Coomassie gels were scanned
using a GS 800 densitometer (Bio-Rad).

Table 1

General description of the population included in this study.
Patient group N Age (years) MMSE ADL IADL GDS CDR HIS CHOL
CTR (female) 8 78+5 27.7+1.2 55+0.5 7406 8+1.7 0 15405 197 +22
CTR (male) 2 78+9 28.5+2.1 5+0 6+14 11.5+3.5 0 1+0 205+ 5.7
MCI (female) 8 78+5 23+1.6 3.8+02 4415 9+27 0.5 22404 204 +38
MCI (male) 2 77 +1 225407 4+14 6+14 9+0.7 0.5 1+0 234 +49
AD (female) 6 83+5 13.8+4.9 38+1.5 2+14 38+3.7 1.5+0.8 1.5+14 206 + 31
AD (male) 4 77 £13 125+2.1 25+1.7 1+2 45+24 1+0 1.8+15 235+ 26

N, number of samples for each group; age, average age ( + standard deviation) of patients; CTR, age-matched controls; AD, Alzheimer disease; MCI, mild cognitive
impairment; MMSE, Mini Mental State Examination (30 points total); ADL, activities of daily living (6 points total); IADL, instrumental activities of daily living (8 points
total); GDS, Geriatric Depression Scale (15 points total); CDR, Clinical Dementia Rating; HIS, Hachinski Ischemic Score; CHOL, cholesterol.
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2D gels for successive blotting were obtained by diluting 50 g
of depleted samples in a total volume of 200 pl with rehydration
buffer and run as reported above except for gel fixing.

Western blotting

For 2D OxyBlot, 2D gels (50 pg of proteins) were blotted onto
nitrocellulose membranes (Bio-Rad) and 2,4-dinitrophenylhydra-
zine (DNPH) derivatization was performed. Briefly, membranes
were equilibrated in 20% methanol (5 min), then incubated in 2N
HCl (5min), and finally derivatized in 0.5 mM DNPH solution
(5 min). After derivatization, three washes using 2 N HCl solution
and five washes using methanol 50% were performed (5 min each).
Finally the membranes were blocked with 3% albumin in T-TBS and
incubated with the primary RabbitxDNP antibody (1:100; Milli-
pore) and the secondary antibody alkaline phosphatase-conjugated
anti-rabbit IgG (1:5000; Sigma). The colorimetric reaction was
obtain using 5-bromo-4-chloro-3-indolyl phosphate/nitroblue
tetrazolium solution.

For Western blot, 30 pug of proteins from albumin- and IgG-
depleted samples (CTR, AD, and MCI) were separated by 12% SDS-
PAGE and blotted onto a nitrocellulose membrane (Bio-Rad).
Membranes were blocked with 3% bovine serum albumin in
T-TBS and incubated for 1 h and 30 min at room temperature
with primary anti-haptoglobin (Hp) B-chain antibody (1:100;
Santa Cruz Biotechnologies) and for 1 h at room temperature
with secondary antibody horseradish peroxidase-conjugated anti-
mouse IgG (1:5000; Sigma-Aldrich). Membranes were developed
with the Super Signal West Pico chemiluminescence substrate
(Thermo Scientific).

Image analysis

2D gels and 2D blots were analyzed by PDQuest 2D Analysis
(7.2.0 version; Bio-Rad). PDQuest spot-detection software allows
the comparison of 2D gels as well as 2D blots from different
groups. Powerful automatching algorithms quickly and accurately
match gels or blots and sophisticated statistical analysis tools
identify experimentally significant spots. The intensity value for
each spot from an individual gel is normalized using the average
mode of background subtraction. This intensity is afterward
compared between groups using statistical analysis. Statistical
significance was assessed using a two-tailed Student t test.
P values <0.05 were considered significant for comparison
between control and experimental data (CTR vs AD and CTR vs
MCI). PDQuest software allows also normalization of a carbony-
lated spot intensity on the blot for the expression level of the
same spot on the gel. One-dimensional blots were analyzed with
QuantityOne software (4.6.9 version; Bio-Rad).

Trypsin digestion and protein identification by mass spectrometry

Protein spots statistically different from controls were digested
in-gel by trypsin. Briefly, spots of interest were excised and then
washed with 0.1 M ammonium bicarbonate (NH4HCO3) at room
temperature for 15 min. Acetonitrile was added and incubated at
room temperature for 15 min. This solvent mixture was then
removed and gel pieces were dried. The protein spots were then
incubated with 20 pl of 20 mM DTT in 0.1 M NH4HCO3 at 56 °C for
45 min. The DTT solution was removed and replaced with 20 pl of
55 mM iodoacetamide in 0.1 M NH4HCOs. The solution was then
incubated at room temperature for 30 min. The iodoacetamide
was removed and replaced with 0.2 ml of 50 mM NH4HCO; at
room temperature for 15 min. Acetonitrile (200 pl) was added.
After 15 min incubation, the solvent was removed, and the gel
spots were dried for 30 min. The gel pieces were rehydrated with

20 ng/pul modified trypsin (Promega, Madison, WI, USA) in 50 mM
NH4HCO3 with the minimal volume necessary to cover the gel
pieces. The gel pieces were incubated overnight at 37 °C in a
shaking incubator. Protein spots of interest were excised and
subjected to in-gel trypsin digestion, and resulting tryptic peptides
were analyzed with an automated nanospray Nanomate Orbitrap
XL MS/MS platform [6]. The Orbitrap MS was operated in a data-
dependent mode whereby the eight most intense parent ions
measured in the FT at 60,000 resolution were selected for ion trap
fragmentation with the following conditions: injection time 50 ms,
35% collision energy. MS/MS spectra were measured in the FT at
7500 resolution, and dynamic exclusion was set for 120s. Each
sample was acquired for a total of 2.5 min. MS/MS spectra were
searched against the IPI Worms Database using SEQUEST with the
following criteria: Xcorr > 1.5, 2.0, 2.5, 3.0 for +1, +2, +3, and
+4 charge states, respectively, and P value (protein and peptide)
< 0.01. IPI accession numbers were cross-correlated with Swis-
sProt accession numbers for final protein identification.

B-AMYLOID FIBRIL FORMATION ASsAY

AB2s_35 (1 mg/ml) was dissolved in 10 mM natrium hydroxide
(NaOH), and stock solutions were stored at —20 °C. Thioflavin T
(ThT; Sigma-Aldrich) was dissolved in ultrapure water to 1 mM
for stock solutions and stored at —20 °C until use. Before each
experiment an aliquot of ThT stock solution was thawed at 4 °C,
shielded from light, and each stock solution was thawed only
one time.

Hp B-chain lyophilized powder (Abbiotec, San Diego, CA, USA)
was resuspended in 1 ml ultrapure water and its concentration
was determined measuring the absorbance at 280 nm using the
molar extinction coefficient of 5.1 x 10 Stock solutions of 10 uM
Hp were made and stored at —20 °C. Hp was oxidized in vitro
using UVB radiation. The UVB source was provided by a bank of
Sankyo Denki G15T8E fluorescent tubes emitting 270-320 nm
with a peak at 313 nm. The energy actually incident on the
working area was measured by a UVX radiometer (UVP, Upland,
CA, USA) and expressed in J/m2. The UV dosage of 25 J/m? (10-s
exposure time) was chosen according to previous studies we had
done on cell culture.

Ten microliters of Ap stock solution was added to 20 mM Tris-
HCI, pH 7.4, alone or together with oxidized/not oxidized Hp at
final concentrations of 0.5 and 1 uM (final total volume 1 ml). Ten
microliters of ThT stock solution was added and the assembly of
AB2s5_35 was monitored using a ThT binding assay. ThT fluores-
cence intensity was monitored by fluorescence measurement
using a Jasco FP-3600 fluorimeter at room temperature with
constant stirring and the excitation and the emission wavelengths
set at 450 and 484 nm, respectively. Changes in fluorescence were
monitored every 2 min over at least 3 h.

Validation of Hp UVB oxidation in vitro

To validate the in vitro oxidation of Hp we measured the
carbonyl levels both in the nonoxidized Hp solution and in the
UVB-oxidized solution.

Briefly, 5 pl of each Hp solution was treated with an equal
volume of 12% SDS. Samples were then derivatized with 10 pl of
20 nM DNPH for 20 min, and the derivatization was stopped by
the addition of neutralizing reagent (7.5pul of 2M Tris/30%
glycerol buffer, pH 8.0). Carbonylated Hp was measured using
the slot-blot technique with 250 ng of protein loaded per slot. The
2,4-dinitrophenylhydrazone (DNP) adduct was detected on the
nitrocellulose paper as reported above for 2D blot.
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Statistical analysis

For comparison of values between AD and MCI patients and
controls, data from each group were checked for normality using
the Shapiro-Wilk statistical test, and if this assumption was
nonviable log transformation was applied. All statistical analyses
were performed using a nonparametric one-way ANOVA with
post hoc t test. Significance was accepted if P < 0.05.

Results
Subject characteristics

In total 30 plasma samples were used for proteomics and
redox proteomics analysis. The subject groups were not signifi-
cantly different with respect to age, gender, or level of education.
The AD group had an MMSE score indicating severe cognitive
deterioration (mean 13), whereas MCI subjects had mild cognitive
deterioration (mean 22; Table 1), coupled with a CDR of 1.65 and
0.5 respectively.

Identification of differentially expressed proteins in AD and in MCI

To examine the plasma proteome profile of AD, MCI, and CTR
subjects, we performed a 2D-gel electrophoresis in plasma sam-
ples from each group, MCI and AD (N=10), comparing with age-
matched controls (N=10), thus carrying out three different
matching analyses: AD vs CTR, MCI vs CTR, and AD vs MCI.
Representative 2D gels from each group are shown in Fig. 1.
Statistical evaluation of relative spot densities allowed us to
identify 13 proteins differentially expressed with at least 1.5-fold
increase or decrease compared with respective controls. The list
of all the identified proteins with the fold change and P values is
reported in Table 2.

From the matches between AD and CTR seven proteins were
found to be significantly differentially expressed. Among these,
two were upregulated in AD vs CTR, a2-macroglobulin (A2M),
2.17-fold, and fibrinogen 7y chain, 2.25-fold; and five were down-
regulated in AD, apolipoprotein 1, 1.7-fold; Hp B chain, 1.7 fold;
2-glycoprotein, 1.8-fold; fibrinogen o chain, 43-fold; and sero-
transferrin, 7.7-fold.

In the analysis of MCI vs CTR group the spots identified
were two: inter-o trypsin inhibitor, downregulated in MCI vs CTR
(2.6-fold), and fibrinogen 7y chain, upregulated in MCI (2.26-fold)
with respect to CTR.

The match between AD and MCI showed four proteins differ-
entially expressed, among which three were downregulated in AD
vs MCI, Hp B, 1.9-fold decrease; fibrinogen o chain (2.5-fold); and
complement factor B (2.5-fold); and one was upregulated in AD vs
MC], retinol-binding protein 4, 1.9-fold increase.

Validation of proteomics result for Hp

To verify the alterations in Hp -chain levels obtained by spot-
density comparison on 2D gels by PDQuest software (Fig. 2A), we
also analyzed by Western blotting the expression level of Hp in
AD, MCI, and CTR plasma samples (Fig. 2B). Western blot
confirmed the results obtained by 2DE and Hp was found to be
downregulated in AD with respect to CTR. Similarly, by comparing
AD vs MCI Hp was found to be downregulated in AD.

Identification of carbonylated proteins in AD and MCI

It has been firmly established that AD is caused by a combina-
tion of risk factors, among which oxidative stress plays an
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Fig. 1. 2D protein expression maps. Representative 2D gels for the matches AD vs
CTR, MCI vs CTR, and AD vs MCI are shown, together with molecular weight and
pH. Gels were stained using Coomassie dye. The proteomic analysis allowed us to
find 13 spots corresponding to differentially expressed proteins in the three
matches. Proteins identified by mass spectrometry are reported.

important role. Protein carbonyls are a common marker of protein
oxidation and because they are chemically stable compared with
other by-products of oxidative stress, they are generally used as
markers to determine the extent of oxidative modification under
both in vivo and in vitro conditions.

To identify specific targets of oxidative modification occurring
at the protein level, a redox proteomics approach was used to
identify carbonylated proteins in the three groups AD, MCI, and
CTR. Representative 2D blots from CTR, MCI, and AD samples are
shown in Fig. 3. We identified four proteins specifically carbony-
lated in AD and MCI compared with age-matched controls
(Table 3). Three proteins were more oxidized in AD with respect
to CTR: Hp B chain, 4.8-fold; serotransferrin, 3.4-fold; and A2M,
2.5-fold.

Interestingly, among the identified proteins Hp B chain was
found to be more oxidized both in MCI vs CTR (3.34-fold) and in
AD vs MCI with 2.67-fold oxidation. Hp B-chain oxidation gradu-
ally increased from MCI to AD, as shown in Fig. 4, and its
expression was downregulated with the same pattern, thus
allowing us to hypothesize a progressive impairment of its
function during disease progression. Complement factor B was
1.9-fold increased in oxidation when AD blots were compared to
MCI blots.
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Table 2
Summary of the proteins identified as differentially expressed using the proteomic approach.
Protein SwissProt Accession No. AD vs CTR MCI vs CTR AD vs MCI Theoretical MW Peptide P value®
(fold change) (fold change) (fold change) (kDa)/pI (hits)?
Apolipoprotein Al P02647 0.6 - 30.76/5.46 3(4) 0.03
Serotransferrin P02787 0.13 - 77.1/6.81 54 (101) 0.05
0:2-Macroglobulin P01023 2.17 - 163.29/6.03 4(29) 0.02
B2-Glycoprotein P02749 0.55 38.298/8.34 8 (15) 0.006
Fibrinogen o chain P02671 0.02¢ 0.4¢ 69.76/8.23 32 (73)° 0.03¢
20 (43)¢ 0.02¢
Haptoglobin B chain P00738 0.6¢ 0.5¢ 45.177/6.13 8 (38)° 0.05°¢
3(15)¢ 0.02¢
Inter-o trypsin inhibitor Q14624 - 0.38 - 103.2/6.53 3(5) 0.02
Fibrinogen 7y chain P02679 2.25 2.26 - 49.49/5.70 23 (56) 0.04¢
0.004¢
Retinol-binding protein 4 P02753 0.76 0.5 23.01/5.76 3(3) 0.01
Complement factor B P00751 0.6 0.4 85.48/6.66 3(6) 0.01

2 The number of peptide sequences identified by ESI-MS/MS. The total number of peptide hits is indicated in parentheses.

b The P value associated with the fold change using a Student t test.
¢ Match between AD and CTR.
4 Match between AD and MCIL
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Fig. 2. Hp B-chain expression by proteomic approach and its validation by
Western blot analysis. (A) The expanded view of the “area of magnification”
corresponding to the Hp train of spots in 2D gels from CTR, MCI, and AD is shown.
The spot identified as Hp /8 chain is labeled. (B) Immunoblot of Hp f chain to
validate data from 2D gels on Hp expression. Both Hp B-chain and IgG bands are
shown. **P=0.009; *P=0.02.

Ap fibril formation assay, influence of Hp f chain

Hp has been recently identified as a member of a small family
of extracellular mammalian chaperones present in human plasma
at levels of about 100 pg/ml [19]. This protein seems to play a
critical role in defense mechanisms against the clinically danger-
ous consequences of inappropriate extracellular protein aggrega-
tion. In addition Hp is found associated with AB deposits in vivo
[20]. We investigated Hp’s role in AP fibril formation with ThT

assay and how Hp B-chain oxidation can affect the assay. As
shown in Fig. 5A the ThT fluorescence at 484 nm increased as a
function of time in the presence of AB,s_35 10 uM. AB,s5_35 was
chosen as a model of fibrillogenesis because it has already been
demonstrated that it contains a highly hydrophobic region, thus
forming B-sheet aggregates [21,22].

The curve is characterized by a lag phase followed by a rapid
growth phase that finally leads to a plateau. When AB;5_35 is
added together with Hp f chain (1 pM) a decreased fluorescence
intensity is observed and the curve loses its sigmoid trend
according to what was already shown by Yerbury et al. [23].

The same figure also shows the effect of Hp -chain oxidation on
A fibrillation. Once the Hp f chain is oxidized it is likely that it loses
its chaperone activity as indicated by the recovery of ThT fluores-
cence at 484 nm to the same trend observed in the absence of Hp.

Further, to confirm Hp B-chain in vitro oxidation with UVB we
performed a slot-blot analysis to measure carbonyl levels both in
Hp B-chain standard solution and in UV-treated Hp B-chain
solution. As shown in Fig. 5B, carbonyl levels of UV-treated Hp
were 1.64 times higher than those of untreated Hp B chain.

Discussion

AD is a progressive dementing disorder, which is sometimes
preceded by a prodromal phase, amnestic MCI. However, not all
MCI patients necessarily develop AD [24,25]. Recently, proteomics
strategies have been increasingly used to search for unique
biochemical changes in peripheral tissue that may represent
putative biomarkers and allow early diagnosis and prognosis.
Although some of the reported results for AD are controversial,
most of them support the presence of peripheral oxidative
damage and of a characteristic panel of systemic oxidation that
correlates with the occurrence of the disease [11]. One of the
major challenges of research in this field is to identify specific
alterations at the systemic level that may reflect brain damage.
We recently demonstrated that impairment of heme degradation
pathways, due to oxidative modifications of the main compo-
nents, occurs in the postmortem brain from MCI and AD patients
[26,27] as well as in plasma samples [28].

Here, we applied both proteomics and redox proteomics
approaches to analyze modifications of the plasma proteome
profiles from AD, MCI, and CTR subjects. The analysis of plasma
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Fig. 3. Oxidized protein detection by redox proteomics. 2D carbonyl immunoblots
of CTR, MCI, and AD. The spots showing significantly increased carbonyl levels are
labeled. The matches between AD and CTR, AD and MCI, and MCI and CTR, after
normalization of the immunostaining intensities to the protein content, lead to
four spots significantly oxidized. The spot numbers indicated on the maps are the
same as those listed in Table 3.

Table 3
List of proteins identified by redox proteomic study showing altered carbonylated
levels by the matching between AD and CTR, AD and MCI, MCI and CTR.

Protein (spot number) AD vs CTR MCI vs CTR AD vs MCI P value®
(oxidation  (oxidation (oxidation
fold) fold) fold)
Hp f chain (1) 48 3.34 2.67 <0.05
Serotransferrin (2) 34 - - <0.05
a2-Macroglobulin (3) 2.5 - - <0.05
Complement factor B (4) - - 1.9 <0.05

Spot number (1 to 4) is shown on the 2D blot image.
2 The P value associated with the carbonylation fold using a Student ¢ test.

composition is complicated because of the large dynamic range of
protein concentration. This range, indeed, may spread over more
than 10 orders of magnitude, and disease-specific biomarkers are
mostly found within the less abundant proteins that represent
around 1% of proteins in whole blood [29,30]. By taking advantage
of plasma purification strategies, we performed depletion of two
major abundant proteins, IgG and albumin, which together con-
stitute about 80-85% of the plasma proteome. This step allowed us
to improve detection of less abundant proteins and also to improve
gel separation. Our proteomics results allowed us to identify
specific proteins that are differentially expressed among the three
groups of comparison. Consistent with the literature, our findings
confirm most of the data already published by other groups (see for
review [13]), thus demonstrating the soundness of our experimen-
tal approach. We found that a trend toward decreased expression
was evident for apolipoprotein A1, serotransferrin, 2-glycoprotein,
Hp B chain, and fibrinogen o chain, whereas A2M was increased in
AD vs CTR. These proteins seem to be significantly differentially
expressed only in AD patients compared with CTR, whereas no
significant variations were evidenced in MCIL It is reasonable to
speculate that these results may be due to low sensitivity of the
experimental approach or may simply indicate that changes in the
proteome profile are not statistically relevant in the transition of
adults to MCL.

Two proteins, however, fibrinogen o chain and Hp f chain,
showed a decreased expression already in MCI compared with
controls. Both Hp f chain and fibrinogen o chain expression levels
were further reduced in AD vs MCI, suggesting that their progres-
sive decrease could be related to the progression of the disease. In
the case of Hp [ chain, we suggest that its decrease is disease
specific and may represent a discerning factor between AD and
other inflammatory diseases. Indeed, we found that Hp levels are
increased in abdominal aortic aneurysm patients as a marker of
increased inflammatory state in these patients [31]. Because Hp is
an acute-phase protein, it is usually found to be induced and
released in the periphery as a marker of inflammation [32,33].

A step forward for our research was to apply redox proteomics to
identify oxidatively modified proteins in plasma that can discrimi-
nate MCI and AD subjects and to compare them with CTR. The use of
a redox proteomics approach may represent an advanced tool in the
search for changes in the blood proteome. In fact, whereas expres-
sion data are usually difficult to decipher, the data obtained by the
study of oxidative postsynthetic modifications allow the identifica-
tion of target proteins that are dysfunctional and may correlate with
the pathology. Studies from Butterfield’s group demonstrated that
many brain proteins in MCI and AD subjects are oxidatively modified
compared with controls and that this irreversible, posttranslational
modification leads to their dysfunction [8,34]. Indeed, alterations in
specific pathways, including energy metabolism, axonal integrity,
chaperone machinery, antioxidant systems, etc., as a consequence of
oxidative damage of proteins involved in the above-reported path-
ways correlate with the pathology of MCI and AD.

There are a few clinical 2DE-based studies focusing on post-
translational modifications in AD blood. Only one group reported
increased carbonylation of a1-antitrypsin and fibrinogen y-chain
precursor in AD compared with controls [35]. The lack of data is
probably due to the difficulty of analyzing complex samples such
as biological fluids with a wide variability among patients. This
variability becomes even more critical mostly in the case of MCI
subjects, which, although diagnosed, present with a diversity of
symptoms and with diverse severity.

This is the first report applying redox proteomics to plasma
from two different stages of the disease, AD and MCI, compared to
healthy subjects. Interestingly, our redox proteomics analysis led
to the identification of a few distinct oxidized proteins among AD,
MCI, and CTR, with only one protein showing a significant and
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Fig. 5. Oxidation of Hp affects its the ability to suppresses the aggregation of AB,s_35. Samples of AB,s_35 were incubated as described under Materials and methods.
Amyloid aggregation was measured by in situ measurements of ThT fluorescence. (A) Gray circles, data for amyloid aggregating in the absence of Hp; black squares,
AP aggregation inhibited by Hp; black triangles, restoration of A aggregation when Hp is damaged by oxidation. (B) Hp was oxidized by UV exposure (UV dosage of 25 ]/m?);

after UV treatment Hp carbonylation was verified by slot-blot technique.

consistent trend of altered expression and oxidative modification,
Hp B chain. Among identified proteins, serotransferrin and A2M
were increasingly oxidized only in AD vs CTR. It is worth noting
that complement factor B is specifically more oxidized only in
AD vs MCI. In addition, this protein was also downregulated in
AD vs MCIL

Among our findings, the trend of modification we observed for
Hp B chain is perhaps most interesting. Indeed, Hp B chain was
both downregulated and increasingly oxidized in a disease-
dependent way. Hp is a secreted acidic glycoprotein produced
mainly in the liver and found in most body fluids. As previously
stated, the levels of Hp are usually upregulated in response to
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both endogenous and exogenous stress, mostly inflammation, and
it is commonly know as an “acute-phase protein” [32]. The most
important physiological role of Hp is its binding activity to
hemoglobin, leading to the formation of an Hp—Hb complex, which
functions as a way to prevent Hb-mediated production of reactive
oxygen species, as it occurs during inflammatory events [23,36].
Interestingly, in addition to its well-established inflammatory role,
Hp has a specific capacity to inhibit aggregation/precipitation of a
wide variety of proteins induced by various stress conditions. Hp
forms stable and soluble high-molecular-weight complexes with
misfolded proteins but has no independent ability to refold mis-
folded proteins [23]. However, although Hp has been found
associated with AP plaques in AD patients [20], few studies are
available on Hp effects on amyloid formation and its role in AD
pathogenesis. The finding of increased oxidation of Hp in both MCI
and AD patients compared with controls led us to hypothesize that
dysfunction of Hp in human plasma may affect the rate of
extracellular A fibril formation. To confirm our hypothesis, we
have oxidized in vitro Hp B chain, as demonstrated by increased
level of carbonylation, and tested if this chemical modification
might affect amyloid fibril formation. Consistent with this notion,
we found that in vitro oxidation of Hp B chain suppresses its ability
to inhibit the in vitro formation of amyloid fibrils. From our results,
it is reasonable to describe a condition under which lower levels of
a more oxidized/dysfunctional protein are not efficient in prevent-
ing or delaying AP aggregation.

The same considerations can also be applied to another chaper-
one, A2M. However, we found that expression levels of A2M were
increased in AD vs CTR, coupled with increased levels of carbonyla-
tion. Studies from Hye et al. [10] demonstrated increased expres-
sion of A2M in AD vs CTR plasma samples. In addition, a study from
the same group showed a significant association between plasma
A2M concentration and hippocampal metabolite abnormalities
quantified by 'H magnetic resonance spectroscopy in patients with
AD [14]. Interestingly, Akuffo and colleagues reported that the
plasma concentration of A2M was associated with changes in
ADAS-Cog scores in AD patients treated with rosiglitazone [14,37]
We found that in contrast to the increased expression, A2M is more
oxidized in AD vs CTR patients. Specific oxidation of both Hp
chain and A2M points to the fact that alterations in the extracellular
chaperone machinery occur in AD patients and that this dysfunc-
tion is already present in MCI patients (exclusively Hp).

Our results are consistent with the A hypothesis and further
highlight the central role of AP toxicity in the pathogenesis and
progression of AD. In fact, it is thought that an increase in AB
production and/or a reduced rate of clearance from extracellular
central nervous system fluids may be contributing factors to the
development of AD pathology [38,39]. One or more types of
soluble AP species are likely to be responsible for the neurotoxi-
city associated with AD, as the pathology is correlated with
elevated levels of AP in the brain [40] but does not correlate well
with the location of insoluble AP plaques [41]. Although total
plasma levels of AP are thought to decrease as AD progresses [42],
our findings are consistent with the idea that the plasma of AD
patients is less efficient at sequestering the remaining Ap than
healthy individuals because of impaired functionality of extra-
cellular chaperones. This is exactly what occurs in the brain,
where altered activity of intracellular chaperones such as heat
shock proteins (Hsp’s) has been demonstrated [43,44]. Butterfield
and co-workers showed for the first time that HSC71 is oxida-
tively modified in AD brain compared with age-matched controls
[45]. HSC-71, the constitutive form of Hsp70, is involved in the
degradation of proteins with abnormal conformation and might
be involved in the structural maintenance of the proteasome and
conformational recognition of misfolded proteins by proteases. In
addition to altered function of chaperones, selective oxidative

modification of the proteasome component UCHL1 has also been
demonstrated in AD brain by redox proteomics studies [46]. Taken
together, these data indicate that failure to eliminate misfolded
proteins can lead to the formation of potentially toxic aggregates,
inactivation of functional proteins, and ultimately cell death. The
number of disease states linked to aberrant protein conformations
highlights the importance of effective quality control for cell
survival. The correct balance between folding and degradation of
misfolded proteins is critical for cell viability [47]. Indeed, AD is
currently considered a “protein deposition disorder,” in which
inappropriate protein deposits arise when the normally efficient
protein folding quality control system is overwhelmed [48-50].
However, an analogous system exists also in the extracellular space
that recognizes nonnative proteins and promotes their removal
from the extracellular fluid via receptor-mediated endocytosis
[19,49,51,52]. Members of this extracellular quality control system
are Hp, A2M, serum amyloid P, and also clusterin. Thambisetty et al.
discovered that the plasma concentration of clusterin is associated
with disease severity, pathology, and clinical progression in AD, as
well as with brain fibrillar AR burden in nondemented older
individuals [14].

Within this frame, altered function of extracellular chaperone
might play a crucial role in AD pathogenesis and progression. Our
results suggest that increasing the concentration of extracellular
chaperones in Alzheimer brain fluid may alleviate AP toxicity by
promoting its removal from the brain and may represent a potential
therapeutic strategy for the treatment of AD. Hp -chain expression
and oxidative modification levels may possibly be considered
putative markers of the disease, because they can be detected at
the early stage and persist during the whole progression of the
pathology, being recognizable as a major signature of AD in plasma.

In conclusion, our findings support the hypothesis that per-
ipheral oxidative damage may be considered a specific and
sensitive marker for current diagnostic criteria for AD and MCI.
One of the major limits of clinical routine analysis is the lack of
prognostic markers, which may discriminate between progressive
and stable MCI. Our laboratory is giving continuous effort to the
search for reliable systemic markers that may support current
diagnostic criteria. Further studies are needed to confirm our
results on a large population and toward a better understanding
of the molecular mechanisms exerted by extracellular chaperones
in AD pathology.

Acknowledgment

This work was supported in part by an NIH grant to D.A.
Butterfield (AG-05119) and by grants from the Italian Ministry of
Education, University and Research PRIN 2009.

References

[1] Sillen, A.; Andrade, J.; Lilius, L.; Forsell, C.; Axelman, K.; Odeberg, J.; Winblad,
B.; Graff, C. Expanded high-resolution genetic study of 109 Swedish families
with Alzheimer’s disease. Eur. J. Hum. Genet. 16:202-208; 2008.

[2] Selkoe, D. J. Alzheimer’s disease: genes, proteins, and therapy. Physiol. Rev.
81:741-766; 2001.

[3] Claeysen, S.; Cochet, M.; Donneger, R.; Dumuis, A.; Bockaert, J.; Giannoni, P.
Alzheimer culprits: cellular crossroads and interplay. Cell. Signalling
24:1831-1840; 2012.

[4] Morris, J. C.; Storandt, M.; Miller, J. P.; McKeel, D. W.; Price, ]. L.; Rubin, E. H.;
Berg, L. Mild cognitive impairment represents early-stage Alzheimer disease.
Arch. Neurol. 58:397-405; 2001.

[5] Rountree, S. D.; Waring, S. C.; Chan, W. C.; Lupo, P. J.; Darby, E. J.; Doody, R. S.
Importance of subtle amnestic and nonamnestic deficits in mild cognitive
impairment: prognosis and conversion to dementia. Dement. Geriatr. Cognit.
Disord 24:476-482; 2007.

[6] Mangialasche, F.; Polidori, M. C.; Monastero, R.; Ercolani, S.; Camarda, C.;
Cecchetti, R.; Mecocci, P. Biomarkers of oxidative and nitrosative damage in
Alzheimer’s disease and mild cognitive impairment. Ageing Res. Rev.
8:285-305; 2009.



1876 A. Cocciolo et al. / Free Radical Biology and Medicine 53 (2012) 1868-1876

[7] Butterfield, D. A.; Drake, ]J.; Pocernich, C.; Castegna, A. Evidence of oxidative
damage in Alzheimer’s disease brain: central role for amyloid beta-peptide.
Trends Mol. Med. 7:548-554; 2001.

[8] Sultana Perluigi, R.; Butterfield, M. D. A. Oxidatively modified proteins in

Alzheimer's disease (AD), mild cognitive impairment and animal models of

AD: role of Abeta in pathogenesis. Acta Neuropathol 118:131-150; 2009.

McKhann, G.; Drachman, D.; Folstein, M.; Katzman, R.; Price, D.; Stadlan, E. M.

Clinical diagnosis of Alzheimer's disease: report of the NINCDS-ADRDA Work

Group under the auspices of Department of Health and Human Services Task

Force on Alzheimer’s Disease. Neurology 34:939-944; 1984.

[10] Hye, A.; Lynham, S.; Thambisetty, M.; Causevic, M.; Campbell, J.; Byers, H. L.;
Hooper, C.; Rijsdijk, F.; Tabrizi, S. J.; Banner, S.; Shaw, C. E.; Foy, C.; Poppe, M.;
Archer, N.; Hamilton, G.; Powell, J.; Brown, R. G.; Sham, P.; Ward, M;
Lovestone, S. Proteome-based plasma biomarkers for Alzheimer’s disease.
Brain 129:3042-3050; 2006.

[11] Di Domenico, F.; Coccia, R.; Butterfield, D. A.; Perluigi, M. Circulating
biomarkers of protein oxidation for Alzheimer disease: expectations within
limits. Biochim. Biophys. Acta 1785-1795:2011; 1814.

[12] Aluise, C. D.; Sowell, R. A.; Butterfield, D. A. Peptides and proteins in plasma
and cerebrospinal fluid as biomarkers for the prediction, diagnosis, and
monitoring of therapeutic efficacy of Alzheimer’s disease. Biochim. Biophys.
Acta 549-558:2008; 1782.

[13] Song, F.; Poljak, A.; Smythe, G. A.; Sachdev, P. Plasma biomarkers for mild
cognitive impairment and Alzheimer’s disease. Brain Res. Rev. 61:69-80;
2009.

[14] Thambisetty, M.; Hye, A.; Foy, C.; Daly, E.; Glover, A.; Cooper, A.; Simmons,
A.; Murphy, D.; Lovestone, S. Proteome-based identification of plasma
proteins associated with hippocampal metabolism in early Alzheimer’s
disease. J. Neurol. 255:1712-1720; 2008.

[15] Bennett, S.; Grant, M.; Creese, AJ.; Mangialasche, F.; Cecchetti, R.; Cooper,
HJ.; Mecocci, P.; Aldred, S. Plasma levels of complement 4a protein are
increased in Alzheimer’s disease. Alzheimer Dis. Assoc. Disord. (in press); 2011.

[16] Blennow, K.; Hampel, H.; Weiner, M.; Zetterberg, H. Cerebrospinal fluid and
plasma biomarkers in Alzheimer disease. Nat. Rev. Neurol. 6:131-144; 2010.

[17] Korolainen, M. A.; Nyman, T. A.; Aittokallio, T.; Pirttila, T. An update on
clinical proteomics in Alzheimer’s research. J. Neurochem. 112:1386-1414;
2010.

[18] Petersen, R. C.; Stevens, ]. C.; Ganguli, M.; Tangalos, E. G.; Cummings, J. L.;
DeKosky, S. T. Practice parameter: early detection of dementia: mild
cognitive impairment (an evidence-based review). Report of the Quality
Standards Subcommittee of the American Academy of Neurology. Neurology
56:1133-1142; 2001.

[19] Yerbury, J. J.; Rybchyn, M. S.; Easterbrook-Smith, S. B.; Henriques, C.; Wilson,
M. R. The acute phase protein haptoglobin is a mammalian extracellular
chaperone with an action similar to clusterin. Biochemistry 44:10914-10925;
2005.

[20] Powers, J. M.; Schlaepfer, W. W.; Willingham, M. C.; Hall, B. ]J. An immuno-
peroxidase study of senile cerebral amyloidosis with pathogenetic considera-
tions. J. Neuropathol. Exp. Neurol. 40:592-612; 1981.

[21] Pike, C. J.; Walencewicz-Wasserman, A. J.; Kosmoski, ].; Cribbs, D. H.; Glabe,
C. G.; Cotman, C. W. Structure-activity analyses of beta-amyloid peptides:
contributions of the beta 25-35 region to aggregation and neurotoxicity. J.
Neurochem. 64:253-265; 1995.

[22] Terzi, E.; Holzemann, G.; Seelig, ]. Reversible random coil-beta-sheet transi-
tion of the Alzheimer beta-amyloid fragment (25-35). Biochemistry
33:1345-1350; 1994.

[23] Yerbury, J. J.; Kumita, J. R.; Meehan, S.; Dobson, C. M.; Wilson, M. R. alpha2-
Macroglobulin and haptoglobin suppress amyloid formation by interacting
with prefibrillar protein species. J. Biol. Chem. 284:4246-4254; 2009.

[24] Mariani, E.; Monastero, R.; Mecocci, P. Mild cognitive impairment: a sys-
tematic review. J. Alzheimers Dis. 12:23-35; 2007.

[25] Markesbery, W. R. Neuropathologic alterations in mild cognitive impairment:
a review. J. Alzheimers Dis. 19:221-228; 2010.

[26] Barone, E.; Di Domenico, F.; Cenini, G.; Sultana, R.; Cini, C.; Preziosi, P.;
Perluigi, M.; Mancuso, C.; Butterfield, D. A. Biliverdin reductase—a protein
levels and activity in the brains of subjects with Alzheimer disease and mild
cognitive impairment. Biochim. Biophys. Acta 480-487:2011; 1812.

[27] Barone, E.; Di Domenico, F.; Cenini, G.; Sultana, R.; Coccia, R.; Preziosi, P.;
Perluigi, M.; Mancuso, C.; Butterfield, D. A. Oxidative and nitrosative
modifications of biliverdin reductase-A in the brain of subjects with Alzhei-
mer’s disease and amnestic mild cognitive impairment. J. Alzheimers Dis.
25:623-633; 2011.

[28] Di Domenico, F.; Barone, E.; Mancuso, C.; Perluigi, M.; Cocciolo, A.; Mecocci,
P.; Butterfield, D.A.; Coccia, R. HO-1/BVR-A system analysis in plasma from
probable Alzheimer’s disease and mild cognitive impairment subjects: a
potential biochemical marker for the prediction of the disease. J. Alzheimers
Dis. (in press); 2012.

[29] Polaskova, V.; Kapur, A.; Khan, A.; Molloy, M. P.; Baker, M. S. High-abundance
protein depletion: comparison of methods for human plasma biomarker
discovery. Electrophoresis 31:471-482; 2010.

[o

[30] Bellei, E.; Bergamini, S.; Monari, E.; Fantoni, L. I.; Cuoghi, A.; Ozben, T.;
Tomasi, A. High-abundance proteins depletion for serum proteomic analysis:
concomitant removal of non-targeted proteins. Amino Acids 40:145-156;
2011.

[31] Spadaccio, C.; Di Domenico, F.; Perluigi, M.; Lusini, M.; Giorgi, A.; Schinina, M.
E.; Blarzino, C.; Covino, E.; Chello, M.; Coccia, R. Serum proteomics in patients
with diagnosis of abdominal aortic aneurysm. Cardiovasc. Pathol.
21:283-290; 2012.

[32] Bowman, B. H.; Kurosky, A. Haptoglobin: the evolutionary product of
duplication, unequal crossing over, and point mutation. Adv. Hum. Genet.
12(189-261); 1982. 453-184.

[33] Slobodianik, N. H.; Feliu, M. S.; Perris, P.; Barbeito, S.; Strasnoy, I.; Franchello,
A.; Ferraro, M. Inflammatory biomarker profile in children with cystic
fibrosis: preliminary study. Proc. Nutr. Soc. 69:354-356; 2010.

[34] Sultana Butterfield, R. D. A. Role of oxidative stress in the progression of
Alzheimer’s disease. J. Alzheimers Dis. 19:341-353; 2010.

[35] Choi, J.; Forster, M. J.; McDonald, S. R.; Weintraub, S. T.; Carroll, C. A.; Gracy,
R. W. Proteomic identification of specific oxidized proteins in ApoE-knockout
mice: relevance to Alzheimer’s disease. Free Radic. Biol. Med. 36:1155-1162;
2004.

[36] Dobryszycka, W. Biological functions of haptoglobin—new pieces to an old
puzzle. Eur. J. Clin. Chem. Clin. Biochem. 35:647-654; 1997.

[37] Akuffo, E. L.; Davis, ]. B.; Fox, S. M.; Gloger, L. S.; Hosford, D.; Kinsey, E. E.;
Jones, N. A.; Nock, C. M.; Roses, A. D.; Saunders, A. M.; Skehel, J. M.; Smith, M.
A.; Cutler, P. The discovery and early validation of novel plasma biomarkers
in mild-to-moderate Alzheimer’s disease patients responding to treatment
with rosiglitazone. Biomarkers 13(6):618-636; 2008.

[38] Iwata, N.; Higuchi, M.; Saido, T. C. Metabolism of amyloid-beta peptide and
Alzheimer’s disease. Pharmacol. Ther. 108:129-148; 2005.

[39] Owen, ]. B.; Sultana, R.; Aluise, C. D.; Erickson, M. A.; Price, T. O.; Bu, G.;
Banks, W. A.; Butterfield, D. A. Oxidative modification to LDL receptor-related
protein 1 in hippocampus from subjects with Alzheimer disease: implica-
tions for AP accumulation in AD brain. Free Radic. Biol. Med. 49:1798-1803;
2010.

[40] Naslund, J.; Haroutunian, V.; Mohs, R.; Davis, K. L.; Davies, P.; Greengard, P.;
Buxbaum, ]J. D. Correlation between elevated levels of amyloid beta-peptide
in the brain and cognitive decline. JAMA 283:1571-1577; 2000.

[41] Terry, R. D.; Masliah, E.; Salmon, D. P.; Butters, N.; DeTeresa, R.; Hill, R.;
Hansen, L. A.; Katzman, R. Physical basis of cognitive alterations in Alzheimer’s
disease: synapse loss is the major correlate of cognitive impairment. Ann.
Neurol. 30:572-580; 1991.

[42] Yaffe, K.; Weston, A.; Graff-Radford, N. R.; Satterfield, S.; Simonsick, E. M.;
Younkin, S. G.; Younkin, L. H.; Kuller, L.; Ayonayon, H. N.; Ding, J.; Harris, T. B.
Association of plasma beta-amyloid level and cognitive reserve with sub-
sequent cognitive decline. JAMA 305:261-266; 2011.

[43] Calabrese, V.; Guagliano, E.; Sapienza, M.; Panebianco, M.; Calafato, S.; Puleo,
E.; Pennisi, G.; Mancuso, C.; Butterfield, D. A.; Stella, A. G. Redox regulation of
cellular stress response in aging and neurodegenerative disorders: role of
vitagenes. Neurochem. Res. 32:757-773; 2007.

[44] Di Domenico, F.; Sultana, R.; Tiu, G. F.; Scheff, N. N.; Perluigi, M.; Cini, C.;
Butterfield, D. A. Protein levels of heat shock proteins 27, 32, 60, 70, 90 and
thioredoxin-1 in amnestic mild cognitive impairment: an investigation on
the role of cellular stress response in the progression of Alzheimer disease.
Brain Res. 1333:72-81; 2010.

[45] Castegna, A.; Aksenov, M.; Thongboonkerd, V.; Klein, ]. B.; Pierce, W. M.;
Booze, R.; Markesbery, W. R.; Butterfield, D. A. Proteomic identification of
oxidatively modified proteins in Alzheimer’s disease brain. Part II. Dihydro-
pyrimidinase-related protein 2, alpha-enolase and heat shock cognate 71. J.
Neurochem. 82:1524-1532; 2002.

[46] Castegna, A.; Aksenov, M.; Aksenova, M.; Thongboonkerd, V.; Klein, ]J. B.;
Pierce, W. M.; Booze, R.; Markesbery, W. R.; Butterfield, D. A. Proteomic
identification of oxidatively modified proteins in Alzheimer’s disease brain.
Part I. Creatine kinase BB, glutamine synthase, and ubiquitin carboxy-
terminal hydrolase L-1. Free Radic. Biol. Med. 33:562-571; 2002.

[47] McClellan, A. J.; Tam, S.; Kaganovich, D.; Frydman, J. Protein quality control:
chaperones culling corrupt conformations. Nat. Cell Biol. 7:736-741; 2005.

[48] Muchowski, P. J.; Wacker, ]J. L. Modulation of neurodegeneration by mole-
cular chaperones. Nat. Rev. Neurosci. 6:11-22; 2005.

[49] Wilson, M. R.; Yerbury, ]. J.; Poon, S. Potential roles of abundant extracellular
chaperones in the control of amyloid formation and toxicity. Mol. Biosyst.
4:42-52; 2008.

[50] Yerbury, ]. J.; Wilson, M. R. Extracellular chaperones modulate the effects of
Alzheimer’s patient cerebrospinal fluid on Abeta(1-42) toxicity and uptake.
Cell Stress Chaperones 15:115-121; 2010.

[51] Yerbury, J. J.; Stewart, E. M.; Wyatt, A. R.; Wilson, M. R. Quality control of
protein folding in extracellular space. EMBO Rep 6:1131-1136; 2005.

[52] Thambisetty, M.; Lovestone, S. Blood-based biomarkers of Alzheimer’s dis-
ease: challenging but feasible. Biomarkers Med 4:65-79; 2010.



	Decreased expression and increased oxidation of plasma haptoglobin in Alzheimer disease: Insights from redox proteomics
	Materials and methods
	Sample collection
	Albumin and IgG plasma depletion
	Two-dimensional (2D) gel electrophoresis
	Western blotting
	Image analysis
	Trypsin digestion and protein identification by mass spectrometry
	beta-AMYLOID FIBRIL FORMATION ASsAY
	Validation of Hp UVB oxidation in vitro
	Statistical analysis

	Results
	Subject characteristics
	Identification of differentially expressed proteins in AD and in MCI
	Validation of proteomics result for Hp
	Identification of carbonylated proteins in AD and MCI
	Abeta fibril formation assay, influence of Hp beta chain

	Discussion
	Acknowledgment
	References




