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Abstract: Alzheimer’s type dementia (AD) exhibits clinical heterogeneity, as well as differences
in disease progression, as a subset of patients with a clinical diagnosis of AD progresses more
rapidly (rpAD) than the typical AD of slow progression (spAD). Previous findings indicate that low
cerebrospinal fluid (CSF) content of cell-free mitochondrial DNA (cf-mtDNA) precedes clinical signs
of AD. We have now investigated the relationship between cf-mtDNA and other biomarkers of AD to
determine whether a particular biomarker profile underlies the different rates of AD progression. We
measured the content of cf-mtDNA, beta-amyloid peptide 142 (Af), total tau protein (t-tau) and
phosphorylated tau (p-tau) in the CSF from a cohort of 95 subjects consisting of 49 controls with a
neurologic disorder without dementia, 30 patients with a clinical diagnosis of spAD and 16 patients
with rpAD. We found that 37% of controls met at least one AD biomarker criteria, while 53% and
44% of subjects with spAD and rpAD, respectively, did not fulfill the two core AD biomarker criteria:
high t-tau and low Af} in CSF. In the whole cohort, patients with spAD, but not with rpAD, showed
a statistically significant 44% decrease of cf-mtDNA in CSF compared to control. When the cohort
included only subjects selected by A3 and t-tau biomarker criteria, the spAD group showed a larger
decrease of cf-mtDNA (69%), whereas in the rpAD group cf-mtDNA levels remained unaltered. In
the whole cohort, the CSF levels of cf-mtDNA correlated positively with Ap and negatively with
p-tau. Moreover, the ratio between cf-mtDNA and p-tau increased the sensitivity and specificity of
spAD diagnosis up to 93% and 94%, respectively, in the biomarker-selected cohort. These results
show that the content of cf-mtDNA in CSF correlates with the earliest pathological markers of the
disease, Ap and p-tau, but not with the marker of neuronal damage t-tau. Moreover, these findings
confirm that low CSF content of cf-mtDNA is a biomarker for the early detection of AD and support
the hypothesis that low cf-mtDNA, together with low A3 and high p-tau, constitute a distinctive CSF
biomarker profile that differentiates spAD from other neurological disorders.
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1. Introduction

Alzheimer’s disease (AD) is a progressive neurodegenerative disorder that exhibits marked
heterogeneity regarding its etiology and age of clinical onset. Moreover, different rates of progression
have been observed among patients with clinical signs of AD type dementia, suggesting the existence
of distinct disease subtypes [1-4]. A commonly used classification of AD subtypes based on rate of
cognitive decline defines rapid progressive AD (rpAD) as a decrease of six points per year in the
score of the mini-mental state examination test [5,6], although alternative definitions for rpAD have
also been proposed [7-9]. Converging lines of evidence indicate that differences in the speed and
slope of cognitive decline correlate with neuropathological hallmarks of AD, with clinical features of
brain atrophy or with genetic factors [1,4,5,10,11]. However, the pathophysiological mechanisms that
underlie the differences in progression rate of cognitive decline in AD type dementia are still unknown.

The diagnosis of possible or probable AD utilizes clinical criteria with increasing support from
neuroimaging and cerebrospinal fluid (CSF) core AD related biomarkers such as total-tau (t-tau),
phospho-tau (p-tau) and beta-amyloid 1-42 (Af3). These CSF biomarkers are able to predict the rate of
cognitive decline in AD [12-14]. Additionally, CSF t-tau, and especially A are altered years before
the appearance of clinical signs [14]. However, in relationship with AD progression, contradictory
data have been reported regarding differences in CSF profiles between slow (spAD) and rapid (rpAD)
progression of the disease [15]. The diagnosis of rpAD may be challenging due to partial clinical overlap
with other rapidly progressive neurodegenerative dementias such as Creutzfeldt-Jakob disease [15,16].
Despite the limited information about the molecular basis of rpAD, the rate of cognitive decline has
been associated with the presence of diverse structural assemblies of A [17,18] and with a proteomic
content in amyloid plaques different that found in spAD [19]. However, whether these differences
result in a unique biomarker profile that distinguishes spAD from rpAD at the early stages of cognitive
decline has not been explored in detail.

We previously found that patients with spAD, and no other dementias, which have the two
core AD related biomarkers low Af3 and high t-tau in CSF, exhibited low CSF content of cell-free
mitochondrial DNA (cf-mtDNA) compared to control subjects without any AD-related biomarker
or known genetic AD risk factor such as ApoE4 [20,21]. In addition, subjects carrying pathogenic
mutations in the PSEN1 gene, but without clinical signs of AD or altered CSF biomarkers, also exhibited
low content of CSF cf-mtDNA [20]. Overall, these results suggested that a decrease in the CSF content
of cf-mtDNA precedes the clinical signs and differentiates the subgroup of spAD type dementia. As a
continuation of these previous studies, we have now investigated the relationship between the CSF
content of mtDNA and the other core AD biomarkers to assess whether there is a unique molecular
profile that may differentiate the two forms of AD disease progression.

2. Results

2.1. Characteristics of Study Cohort: AD Biomarkers in Patients and Neurological Disease Controls

Table 1 shows the characteristics and CSF levels of core AD-related biomarkers in the study cohort
distributed into neurological disease without dementia (ND-Control) and AD patient groups and
stratified according to the presence/absence of AD biomarker in the CSF and disease progression.
Opverall, the AD patient group showed statistically significant increases of 101% in t-tau, a 115% in p-tau
and a decrease of 31% in A3 CSF levels over the ND-Control group. In addition, the AD patient group,
all together, showed a decrease of 31% in CSF levels of cf-mtDNA-85 compared to the ND-Control
Group (Table 1).
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Table 1. Cerebrospinal fluid (CSF) levels and Alzheimer’s disease (AD) Biomarkers in patients and
neurological disease controls.

. Gender Ace cf-mtDNA-85 t-tau Ab1-42 p-tau
(f/m) 8 (copies/uL CSF) (pg/mL CSF) (pg/mL CSF) (pg/mL CSF)
ND-Controls 49 26/23 69 (66,72) 62 (47,77) 323 (260,387) 646 (564,729) 46 (38,53)
Absence of AD
Biomarker
(Ab1-42 > 450 & 31 16/15 71 (67,74) 69 (48,91) 243 (210,277) 772 (680,864) 37 (33,42)
t-tau < 450 (pg/mL))
Presence AD
Biomarker . . .
(Ab1-42 < 450 or 18 10/8 66 (62,70) 49 (33,65) 460 (309,612) 430 (327,533) 61 (42,79)
t-tau > 450 (pg/mL)
AD 46 25/21 68 (65,71) 43 (31,55) # 649 + (538,759) # 444 (389,499) # 99 (84,113) #
Presence of AD
Biomarkers * * *
(Ab1-42 < 450 & 23 13/10 66 (62,70) 35(19,51) 846 (680,1012) 338 (306,370) 117 (91,143)
t-tau > 450 (pg/mL))
spAD 14 7/7 66 (60,73) 22 (15,29) 753 (572,934) 336 (297,375) 106 (71,142)
rpAD 9 6/3 65 (60,70) 55 (14,96) 991 (642,1340) 341 (272,410) 133 (88,177)
Absence of AD
Biomarker
(Ab1-42 > 450 or 23 12/11 70 (66,74) 51 (33,69) 451 (349,553) 550 (463,638) 81 (70,92)
t-tau < 450 (pg/mL)
spAD 16 9/7 69 (64,74) 46 (26,66) 476 (346,606) 518 (418,619) 85 (73,97)
rpAD 7 3/4 71 (62,80) 61 (12,111) 394 (187,602) 623 (412,835) 71 (40,102)

The study cohort consisted of a total of 95 subjects recruited at the Clinical Dementia Center Gottingen (Germany)
and classified in two groups according to clinical diagnosis: patients diagnosed with neurological diseases without
dementia (ND, n = 49) and Alzheimer’s disease (AD, n = 46). Both groups were sub-classified according to the
presence or absence of AD Biomarkers (A[31-42 > 450 & t-tau < 450 (pg/mL)). The AD group was further stratified in
slow progressive AD (sAD) and rapidly progressive AD (rpAD). Values are mean + 95% CI. * Significantly different
from the absence of AD biomarker group. # significantly different from ND-Controls. All p < 0.05. No significant
differences were observed in age and gender between groups.

Among the total 49 control patients diagnosed with diverse neurological diseases but without
clinical signs of AD type dementia, 18 patients (37%) presented at least one core biomarker of AD (Af <
450 or t-tau > 450): five controls with only high t-tau, 10 controls with low A3, and three controls with
both biomarkers. On the other hand, among the total 46 patients with clinical signs of AD dementia,
23 (50%) did not accomplish the criteria of presence of two core AD biomarkers: high t-tau and low
Ap in CSE. Of these clinical AD cases without two core AD biomarkers, 16 patients (70%) displayed
spAD while seven patients (30%) exhibited rpAD. No significant differences were observed in age and
gender representation between groups.

2.2. ¢f-mtDNA in AD Disease Progression

First, we analyzed the CSF content of cf-mtDNA in relationship to clinical diagnosis, independently
of biomarker criteria, in all cohort subjects distributed in three different groups: control subjects
diagnosed with nonprimarily neurodegenerative neurological and psychiatric diseases without
dementia (ND-Controls); patients with clinical signs of AD type dementia of slow progression (spAD),
and patients with clinical signs of AD of rapid progression (rpAD). In this whole cohort, patients
with spAD showed a statistically significant decrease of 44% in CSF levels of cf-mtDNA-85 over the
ND-Control Group (ND-Ctrl = 62.0 cf-mtDNA-85 copies/ul CSFE, 95% CI 47-77, n = 49; spAD = 34.6
cf-mtDNA-85 copies/ul CSF, 95% CI 23-46, n = 30, p = 0.02). In contrast, the levels of CSF cf-mtDNA-85
from patients with rpAD were not statistically significantly different from those found in ND-Controls
(rpAD = 57.6 cf-mtDNA-85 copies/ul CSFE, 95% CI 30-85, n = 16, p = 0.9), (Figure 1A).
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Figure 1. CSF content of cf-mtDNA-85 in AD disease progression. The absolute number cf-mtDNA-85
copies was measured directly in CSF without nucleic acid extraction by droplet digital PCR (dPCR)
in the presence of a hydrolysis probe using the mtDNA-85 primer pair, which targets a region of the
cytochrome B gene producing an amplicon of 85 base pairs length. The CSF content of cf-mtDNA-85
from all subjects of the whole cohort is shown in (A) and from subjects selected using the indicated
cut-off values of the core AD biomarkers Af and t-tau is shown in (B). Subjects were distributed in
three different groups: ND-Ctrl, control group composed of patients with neurological diseases and
with no clinical signs of AD type dementia; spAD, group composed of patients with clinical signs
of AD type dementia of slow progression; rpAD: group composed of patients with clinical signs of
AD of rapid progression. Numbers within squares show the number of patients in each group. Dots
represent individual values. Bars represent mean + 95% CI. ** Statistically significantly different

p < 0.01, * statistically significantly different p < 0.05; n.s = statistically nonsignificantly different.

Next, we analyzed the CSF content of cf-mtDNA in groups formed according to the AD biomarker
profile of the subjects. In the ND-Control group we included only those subjects who were biomarker
negative and did not show any of the two core CSF biomarkers of AD (A <450 or t-tau > 450), and in
the spAD and rpAD groups we included only those patients who were biomarker positive and had
both AD biomarkers. In this biomarker-selected cohort, the decrease in CSF content of cf-mtDNA
in patients with spAD was of higher magnitude than that observed in the unselected whole cohort.
Thus, cf-mtDNA-85 in the spAD group showed a statistically significantly reduction of 69% over the
ND-Control Group (ND-Ctrl = 69.4 cf-mtDNA-85 copies/uL CSF, 95% CI 48-91, n = 31; spAD =21.7
cf-mtDNA-85 copies/uL CSFE, 95% CI 15-29, n = 14, p = 0.003). Similar to what we observed previously
in the whole cohort, in this biomarker-positive cohort the levels of CSF cf-mtDNA-85 from patients
with rpAD were not statistically significantly different from those found in ND-Controls (rpAD = 54.8

cf-mtDNA-85 copies/uL. CSF, 95% CI 14-96, n =9, p = 0.8), (Figure 1B).
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2.3. Relationship between cf-mtDNA-85 and Core CSF Biomarkers of AD

Subsequently, we studied the relationship between CSF content of cf-mtDNA with other AD
biomarkers in the entire cohort, including all subjects, independently of biomarker or clinical criteria.
Regression analyses revealed a statistically significant positive correlation between CSF content of
cf-mtDNA-85 and Af3 levels (r = 0.38, 95% CI 0.19-0.54, p = 0.0001, n = 95, Figure 2A) and a statistically
significant negative correlation between cf-mtDNA-85 and levels of p-tau in CSF (r = —0.21, 95% CI
—0.40-0.01, p = 0.041, n = 95, Figure 2E). In contrast, we did not find significant relationship between
cf-mtDNA-85 and t-tau levels in CSF (r = 0.03, p = 0.78, n = 95, Figure 2C), as expected, as t-tau levels
are affected in later stages of disease progression.
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Figure 2. Relationship between cf~mtDNA-85 and CSF biomarkers of AD. (A,C,E): linear regression
graphs and Pearson correlation (r) between CSF content values of cf-mtDNA-85 and A (A), t-tau
(C) or p-tau (E). Dotted lines represent 95% CI. Values are from all subjects of the entire cohort (1
= 95). Dots represent individual values. All values were transformed to natural logarithm. n.s =
nonsignificant. (B,D,F): bar graphs showing the CSF cf-mtDNA-85 content from subjects of the entire
cohort segregated in two groups according to the cut-off value indicated for Ap (B), t-tau (D) or p-tau
(F). Numbers within squares show the number of patients in each group. Dots represent individual
values. Bars represent mean + 95% CI. ** Statistically significantly different, p < 0.01; * statistically
significantly different, p < 0.05. n.s = statistically nonsignificantly different.
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To confirm the predictive ability of cf-mtDNA-85, we analyzed the CSF content of cf-mtDNA-85
in the entire cohort of subjects segregated in two groups based on the cut-off value of each AD core
biomarker. In conformity with the relationship reported above, subjects with CSF levels of A equal or
below the cut-off value of 450 pg/mL exhibited statistically significant low CSF content of cf-mtDNA-85
compared to the group with A beyond the cut-off value. (A3 > 450 = 67.7 cf-mtDNA-85 copies/uL
CSF, 95% CI 53-83, n = 50; A} < 450 = 35.8 cf-mtDNA-85 copies/ul. CSF, 95% CI 2646, n =45, p =
0.002, Figure 2B). In addition, subjects with CSF levels of p-tau equal or above the cut-off value of 61
pg/mL showed statistically significant low CSF content of cf-mtDNA-85 compared to the group with
p-tau below the cut-off value. (p-tau < 61 = 63.7 cf-mtDNA-85 copies/uL. CSF, 95% CI 48-80, n = 48;
p-tau > 61 = 41.3 cf-mtDNA-85 copies/uL. CSFE, 95% CI 31-52, n = 47, p = 0.03, Figure 2F). In contrast,
segregation of the cohort subjects by their CSF level of t-tau did not result in statistically significant
different content of cf-mtDNA-85 (Figure 2D).

2.4. Ratio of cf-mtDNA-85 over p-tau in AD Progression

Based on the opposite relationship between cf-mtDNA-85 and p-tau, we evaluated the specificity
and sensitivity of the ratio between cf-mtDNA-85 over p-tau to discriminate ND-control subjects from
patients with AD. In the whole cohort, the cf-mtDNA-85/p-tau ratio was statistically significantly low
in patients with spAD and rpAD by 33% and 21%, respectively (ND-Ctrl = 1.04, 95% CI 0.97-1.11,
n =49; spAD = 0.70, 95% CI 0.61-0.79, n = 30, p < 0.0001; rpAD = 0.82, 95% CI 0.67-0.96, n = 16,
p = 0.04) (Figure 3A). Receiving operating curve analyses (ROC) in the whole cohort revealed that
using a cutoff value of <0.885 the cf-mtDNA-85/p-tau ratio distinguishes the diagnosis of AD (spAD
and rpAD combined) from ND-controls with a sensitivity of 70%, specificity of 69% and area under
the ROC of 0.791 (95% CI = 0.70-0.88, p < 0.0001) (Figure 3B). Similar ROC values were obtained in
distinguishing the diagnosis of rpAD alone with a sensitivity of 77%, specificity of 69%, and area under
the ROC of 0.839 (95% CI = 0.75-0.93, p < 0.0001) (Figure 3C).

When control and patient groups were selected by biomarker criteria, the specificity and sensitivity
values improved. In the biomarker-selected groups, the cf-mtDNA-85/p-tau ratio was statistically
significantly reduced in patients with spAD and rpAD by 44% and 34%, respectively, compared to
the ND-Control group (ND-Ctrl = 1.11, 95% CI 1.02-1.21, n = 31; spAD = 0.62, 95% CI1 0.52-0.72, n
=14, p < 0.0001; rpAD = 0.73, 95% CI1 0.55-0.91, n = 9, p = 0.007) (Figure 3D). ROC analyses in these
biomarker-selected groups showed that the cf-mtDNA-85/p-tau ratio distinguishes the diagnosis of AD
from ND-Controls with a sensitivity of 83%, specificity of 81% and area under the ROC of 0.920 (95% CI
= 0.85-0.99, p < 0.0001) (Figure 3E). Likewise, improved ROC values were obtained in distinguishing
the diagnosis of spAD alone with a sensitivity of 93%, specificity of 94%, and area under the ROC of
0.972 (95% CI = 0.93-1.01, p < 0.0001) (Figure 3F).
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cf-mtDNA-85/p-tau from each group, including all subjects of the entire cohort in (A) and from the
groups of the AD biomarker-selected cohort in (D). ND-Ctrl, patients with neurological diseases and
with no clinical signs of AD type dementia; spAD, patients with clinical signs of AD type dementia of
slow progression; rpAD: patients with clinical signs of AD of rapid progression. Within squares is the
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number of patients in each group. Dots represent individual values. Bars represent mean + 95% CI.

BM- = ND-Ctrl patients without AD biomarkers in CSF. BM+ = spAD or AD patients with both low
AP and high t-tau levels in CSE. (B-F) Receiving operating curve analyses (ROC) of the whole cohort
(B,C) and the biomarker-selected cohort (D) and (F). Using the cut-off value of < 0.885, the sensitivity
and specificity of cf-mtDNA-85/p-tau ratio are higher for patients with spAD in the biomarker-selected

cohort (F). *** Statistically significantly different, p < 0.001; ** statistically significantly different, p < 0.01;
* statistically significantly different p < 0.05; n.s = nonsignificantly different.

3. Discussion

Previous studies reported low cf-mtDNA content in the CSF from patients with AD and unveiled
the potential of cf-mtDNA quantification as a potential biomarker for the early detection of preclinical
AD [20,21]. Nonetheless, another study in a wide series of patients and controls found a high
interindividual variability in CSF cf-mtDNA content [22]. Given the high molecular and clinical
heterogeneity of AD, we investigated whether the content of cf-mtDNA in CSF was associated with
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core AD biomarkers and influenced by disease progression rate; with the aim to determine whether a
particular cf-mtDNA profile underlies the biomarker variability found in the different forms of AD.

First, the present results confirm our previous observations showing that the CSF of AD patients
contains statistically significantly lower concentrations of cf-mtDNA compared to controls, adding
another line of evidence for the association between cf-mtDNA and AD pathology. Secondly, in the
present study we observed that cf-mtDNA in CSF correlates positively with Af3 and negatively with
p-tau, but not with t-tau. Indeed, cf-mtDNA concentrations were statistically significantly lower in
cases with pathogenic CSF concentration of Ap (<450 pg/mL) and p-tau (>61 pg/mL) compared to
those with normal CSF values of both biomarkers. On the one hand, low CSF content of A is the core
AD biomarker that appears earliest in the CSF during the clinical course of the disease [18]. In this
regard, it is well stablished that amyloid accumulation precedes alterations in brain structure, cognition
and clinical signs of AD, which may result in changes in the CSF content of A3 and p-tau [23,24].
Consequently, the positive relationship between cf-mtDNA and A levels in the CSF found in the
present study is consistent with our previous report showing low CSF cf-mtDNA content in both
presymptomatic carriers of pathogenic PSEN1 mutations and asymptomatic patients at risk of AD [20].

On the other hand, it has also been shown that the CSF content of p-tau, a marker of tau-related
pathology in brain tissue, is already altered at preclinical AD stages. While some studies suggest that
changes in the content of p-tau in CSF occur later in the disease process than those of Af3, there is strong
evidence showing that the CSF levels of Af3, but not those of t-tau, are altered already five to ten years
before the appearance of the clinical signs of Alzheimer’s dementia. [25]. Furthermore, other studies
postulate that CSF levels of p-tau may change as soon as Ap levels in preclinical AD [26]. Hence, the
negative correlation found in the present study between cf-mtDNA and p-tau provides further evidence
to support the hypothesis that a decrease in the CSF content of cf-mtDNA is a pathophysiological
biomarker of AD.

Moreover, the positive correlation between cf-mtDNA and A3, together with the lack of association
between cf-mtDNA and t-tau, a surrogate marker of neuro-axonal damage, indicates that a decrease in
cf-mtDNA is a marker of AD pathogenesis independent of the degree of neuronal damage. These results
are also in line with the observation that cf-mtDNA is not altered in Creutzfeldt-Jakob disease (CJD), a
rapidly progressive neurodegenerative dementia characterized by the presence of massive synaptic
and neuronal damage and with the absence of correlation between the CSF content of cf-mtDNA
and t-tau in CJD [21]. Altogether, the present results provide further evidence for the hypothesis
that alterations in CSF content of cf-mtDNA precede the neurodegenerative process that leads to the
emergence of clinical signs of dementia.

Notably, in the present study, we found that 37% of nonAD dementia controls had at least
one AD biomarker. Furthermore, 53% and 44% of subjects with clinical signs of spAD and rpAD,
respectively, did not fulfill the two core AD biomarker criteria of high t-tau and low A in CSE. These
observations are consistent with previous evidence indicating that purely clinical diagnostic criteria
for AD have poor accuracy, with specificity and sensitivity values between 70-80% when compared
with neuropathology [18,27]. This is likely due to the dynamic nature of biomarkers: those linked to
the pathophysiology of the disease emerging in the prodromal stage, while those more associated
with disease progression increasing at later disease stages. More longitudinal studies are necessary to
stablish the dynamics of CSF biomarkers during the evolution of different clinical dementia subtypes.
The presence of at least one AD biomarker in subjects from the control group (21% of controls had low
A, 10% had high t-tau, and 6% both), together with the absence of one of these biomarkers in subjects
with clinical signs of dementia, underscores the need to use a combined biomarker profile to improve
accuracy of the diagnosis of AD.

According to this necessity, and based on the relationship we found between cf-mtDNA and
p-tau, we evaluated the accuracy of their ratio to discriminate between ND-Control subjects and AD.
Interestingly, the sensitivity and specificity of the cf-mtDNA/p-tau ratio to distinguish the diagnosis
of AD was markedly higher in the core AD biomarker-selected cohort than in the unselected whole
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cohort (83% and 81% in biomarker-selected cohort vs 70% and 69% in whole cohort). The sensitivity
and specificity values increased further, up to 93% and 94%, respectively, when the ratio between
CSF content of cf-mtDNA-85 and p-tau was evaluated to discriminate the diagnosis of spAD without
rpAD in the biomarker-selected group (Figure 3F). These results support the hypothesis that the
ratio cf-mtDNA-85/p-tau constitutes a distinctive CSF biomarker profile that differentiates slow AD
progression from patients with other neurodegenerative diseases. Moreover, the present results indicate
that low content of CSF mtDNA defines a group of spAD cases characterized by a biomarker profile
of low levels of A and high levels p-tau in CSF, and this biomarker profile may serve to stratify a
subgroup of AD type dementias different from other dementia subtypes.

With regard to the difference in disease progression, in contrast with spAD, the CSF content of
cf-mtDNA was not statistically significantly different in rpAD cases compared to controls, both in the
whole cohort and in the cohort of patients selected by the core AD biomarker criteria (A and t-tau).
Despite mean cf-mtDNA concentrations being higher in rpAD compared to spAD, our results do not
support a role for mtDNA in the different rate of AD clinical progression. However, additional studies
are needed to ascertain why CSF values of cf-mtDNA are higher in some rpAD patients.

One significant limitation of the present study that might influence the lack of statistically
significant difference between spAD and rpAD groups is the small size of the rpAD group, both in the
whole cohort and in the biomarker-selected cohort. Nonetheless, the group with rpAD exhibits two
different types of patients, one with high and the other with low amount of CSF mtDNA suggesting
that the molecular mechanism involved in the rapid course of AD neurodegeneration is unrelated to
cf-mtDNA. Further studies analyzing the neuropathological differences between these two types of
patients with rpAD are necessary to determine whether they are affected by comorbidity with other
neurological diseases.

4. Materials and Methods

4.1. Subjects

The study included 95 CSF samples from patients diagnosed with neurological diseases
without dementia (ND-Controls, n = 49) and Alzheimer’s disease (AD, n = 46). Control cases
included nonprimarily neurodegenerative neurological and psychiatric diseases (ND-Controls) and
encompassed the following diagnostic groups: psychosis, depression, polyneuropathy, bipolar
disorder, schizophrenia, postencephalitic epilepsia, meningitis, headache, vertigo, paraneoplasia,
inflammatory and autoimmune disease and pain syndromes. ND-Controls were diagnosed according
to acknowledged standard neurologic clinical and paraclinical findings assessment based on the
International Classification of Diseases and Related Health Problems, Tenth Edition definitions. Only
patients with either clinically or pathologically defined diagnoses were included. ND-Controls did not
present cognitive impairment or dementia at the time of sampling.

AD cases were collected in the framework of the rpAD study, an ongoing prospective study at the
Clinical Dementia Center Gottingen (Germany) [28,29]. AD cases were diagnosed according to the
National Institute on Aging—Alzheimer’s Association workgroups criteria [30] and further stratified in
slow progressive AD (sAD) and rapidly progressive AD (rpAD). rpAD was defined by a velocity of
cognitive decline of >6 points/year on the Mini-Mental Status Examination scale (MMSE) as proposed
by Schmidt et al. [5]. All other patients diagnosed with probable AD with MMSE cognitive decline
equal or lower than six points per year were considered with slow progression AD (spAD). Velocity of
decline was calculated using linear regression (least square method) in accordance with Villemagne et
al. [31]. The study was conducted according to the revised Declaration of Helsinki and Good Clinical
Practice guidelines. Ethics approval was obtained from the local Ethics Committee of the University
of Gottingen (Number 11/11/93 (+ Amendments) and Number 9/6/08). All study participants or their
legal guardians provided written informed consent.
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4.2. AD Biomarker Analysis in CSF Samples

The amount of t-tau was quantitatively analyzed using the commercially available enzyme-linked
immunosorbent assay (ELISA) INNOTESThTAU-Ag kit from Fujirebio. The amount of p-tau
phosphorylated at Thr181 was measured with the INNOTEST PHOSPHO-TAU(181P) ELISA kit
from Fujirebio. The amount of A} was quantified using the INNOTEST £8-AMYLOID (1-42) ELISA kit
from Fujirebio. AD cut-offs for t-tau and A were 450 pg/mL according to data from the rpAD study.

4.3. Droplet Digital PCR

The content of cf-mtDNA was measured directly in CSF without nucleic acid extraction by droplet
digital PCR (dPCR) using Bio-Rad QX200 platform (Bio-Rad Laboratories, Hercules, CA, USA) as
previously described [21,32]. The PCR reaction was performed in ddPCR Supermix for Probes (No
dUTP) (Ref: 186-3023, Bio-Rad) with the mtDNA-85 primer pair that targets a region of the cytochrome
B gene corresponding to bases 14848-14932 of the human mtDNA Cambridge reference sequence
NC_012920.1 and producing an amplicon of 85 base pair length. The sequences of the primers and
hydrolysis probe are:

Forward: mtDNA-85F (5-CTCACTCCTTGGCGCCTGCC-3');
Reverse: mtDNA-85R (5'-GGCGGTTGAGGCGTCTGGTG-3);
Probe: (FAM) CCTCCAAATCACCACAGGACTATTCCTAGCCATGCA (BHQ1).

Each CSF sample was also tested for the presence of nuclear DNA to discard the possibility of
contamination with mtDNA from lysed cells. Nuclear DNA was assessed simultaneously with mtDNA
in the same CSF sample by measuring the single copy nuclear gene BAX in a multiplex assay. Forward
and reverse primers and hydrolysis probe BAX sequences are:

Forward: BAX-103F, (5'-TTCATCCAGGATCGAGCAGG-3');
Reverse: BAX-103R, (5'-TGAGACACTCGCTCAGCTTC-3");
Probe: HEX-BAX-103P, (HEX)-5"-CCCGAGCTGGCCCTGGACCCGGT-3’-BHQI1.

Complete details of multiplex cf-mtDNA and BAX assay optimization in CSF using the mtDNA-85
and BAX-103 hydrolysis probes have been previously described [32]. Following dMIQE guidelines [33,34],
characterization studies showed that the optimum temperature to reach the maximum separation between
positive and negative droplets in our reaction conditions for both mtDNA-85 and BAX-103 amplicons is
60 °C. Accordingly, the PCR amplification was performed using the following thermal profile: 95 °C 10
min; (94 °C 30 s; 60 °C 1min) 40 repeats; 98 °C 10min; 4 °C infinite, in the C1000 Touch Deep Well Thermal
Cycler (Bio-Rad).The assay was performed directly in unpurified CSF samples. We found that up to three
freeze-thaw cycles did not significantly modify the measured concentration of mtDNA in CSF by dPCR.
Previous characterization studies showed that the volume of unpurified CSF sample that can be added to
the dPCR reaction without inhibition of the amplification due to factors present in CSF could be up to
6 uL in a total reaction volume of 20 uL. In the present study, we used 4.5 uL of CSF in a 20 uL dPCR
reaction, which provides the highest signal with the lowest possibility of amplification inhibition. To test
the possibility that different individual CSF samples might have different amounts of inhibitory factors,
we added known amounts of mtDNA and BAX to CSF samples with different concentrations of Af3 and
tau. Despite a difference in approximately two orders of magnitude in the concentration of these two
proteins, and possibly of many other proteins, we found no significant differences in the expected amount
of mtDNA-85 and BAX-1003 spiked in these samples. Measurement of mtDNA or BAX in a sample
volume of 4.5 uL of CSF was linear up to 3000 copies/uL of CSF, indicating that in the conditions of our
dPCR reaction there is no influence of the inhibitory factors present in the CSE. Moreover, the presence
of inhibition in the dPCR reaction results in a decrease in the fluorescence amplitude of the positive
droplets. In the present study, no significant difference was observed in fluorescence amplitude of positive
droplets between samples, neither within nor between groups, confirming the absence of differential
inhibition in our dPCR reaction conditions. The average amount of total droplets obtained in our assays
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was 16,500 + 126, with a relative uncertainty of cf-mtDNA positive droplets below 10% due to the low
amount of cf-mtDNA found in CSF samples. The limit of detection was close to the theoretical limit of
three copies of target per reaction, corresponding to less than one copy of target per microliter of CSF
with a signal above the 95% confidence interval of average noise in nontemplate controls. Agarose gel
electrophoresis analyses confirmed that the dPCR reaction conditions used in our experiments produced
single amplicons of the corresponding size, 103 and 85 base pairs for Bax-103 and mtDNA-85 primer
combinations, respectively. Samples with a number of BAX copies > 1/uL. CSF were not included in
analyses. Reactions were performed in triplicate in 96 well plates. Each analysis plate included a balanced
number of samples from all groups and nontemplate controls.

4.4. Statistical Analysis

We used GraphPad Prism software v7 for statistical tests. We performed receiving operating curve
analyses to evaluate the diagnostic sensitivity and specificity of cf-mtDNA content in CSF in classifying
AD patients versus ND-Control subjects. Values were expressed as mean and 95% confidence interval
CIL We balanced samples from all groups in all dPCR assays. No values were removed for statistical
purposes. For linear regression and receiving operating curve (ROC) analyses, values were transformed
to natural logarithm. Statistical analyses were performed using Kruskal-Wallis one-way analysis
of variance with Dunn’s multiple comparisons post hoc tests. Comparison between two groups
was performed with two-tailed Mann-Whitney U-tests or with two-tailed unpaired Student’s t-tests
depending on whether data passed D’ Agostino & Pearson normality test. Differences were considered
statistically significant at a value of p < 0.05.

5. Conclusions

The present results indicate that the content of cf-mtDNA in CSF correlates with the pathological
markers of the disease A and p-tau, but not with the marker of neuronal damage t-tau. In addition,
the present results support the hypothesis that low cf-mtDNA, together with low A3 and high p-tau,
constitute a distinctive CSF biomarker profile that differentiates slow AD progression from patients
with other neurodegenerative diseases.
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Abbreviations

AR Amyloid Beta peptide 1-42

AD Alzheimer’s disease

CSF Cerebrospinal fluid

cf-mtDNA Cell-free mitochondrial DNA

CJD Creutzfeldt-Jakob disease

dPCR Digital Polymerase Chain Reaction

ND-Ctrl Control patients diagnosed with neurological diseases without dementia
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rpAD Alzheimer’s disease of rapid clinical progression

spAD Alzheimer’s disease of slow clinical progression

p-tau Phosphorylated tau protein

t-tau Total amount of tau protein

References

1. Komarova, N.L.; Thalhauser, C.J. High degree of heterogeneity in Alzheimer’s disease progression patterns.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

PLoS Comput. Biol. 2011, 7, €1002251. [CrossRef]

Mayeux, R.; Stern, Y.; Spanton, S. Heterogeneity in dementia of the Alzheimer type: Evidence of subgroups.
Neurology 1985, 35, 453—461. [CrossRef]

Thalhauser, C.J.; Komarova, N.L. Alzheimer’s disease: Rapid and slow progression. J. R. Soc. Interface 2012,
9, 119-126. [CrossRef]

Wilkosz, P.A.; Seltman, H.J.; Devlin, B.; Weamer, E.A.; Lopez, O.L.; DeKosky, S.T.; Sweet, R.A. Trajectories of
cognitive decline in Alzheimer’s disease. Int. Psychogeriatr. 2010, 22, 281-290. [CrossRef]

Schmidt, C.; Wolff, M.; Weitz, M.; Bartlau, T.; Korth, C.; Zerr, I. Rapidly progressive Alzheimer disease.
Arch. Neurol. 2011, 68, 1124-1130. [CrossRef]

Soto, M.E.; Andrieu, S.; Arbus, C.; Ceccaldi, M.; Couratier, P.; Dantoine, T.; Dartigues, ].F.; Gillette-Guyonnet, S.;
Nourhashemi, F; Ousset, PJ.; et al. Rapid cognitive decline in Alzheimer’s disease. Consensus paper. J. Nutr.
Health Aging 2008, 12, 703-713.

Buccione, I; Perri, R.; Carlesimo, G.A.; Fadda, L.; Serra, L.; Scalmana, S.; Caltagirone, C. Cognitive and
behavioural predictors of progression rates in Alzheimer’s disease. Eur. ]. Neurol. 2007, 14, 440—446.
[CrossRef]

Dumont, C.; Voisin, T.; Nourhashemi, F.; Andrieu, S.; Koning, M.; Vellas, B. Predictive factors for rapid loss
on the mini-mental state examination in Alzheimer’s disease. |. Nutr. Health. Aging. 2005, 9, 163-167.
Josephs, K.A.; Ahlskog, J.E.; Parisi, J.E.; Boeve, B.E; Crum, B.A.; Giannini, C.; Petersen, R.C. Rapidly
progressive neurodegenerative dementias. Arch. Neurol. 2009, 66, 201-207. [CrossRef]

Mayeux, R.; Stern, Y. Epidemiology of Alzheimer disease. Cold Spring Harb Perspect Med. 2012, 2, 1-18.
[CrossRef]

Schmidt, C.; Wolff, M.; von Ahsen, N.; Zerr, I. Alzheimer’s disease: Genetic polymorphisms and rate of
decline. Dement. Geriatr. Cogn. Disord. 2012, 33, 84-89. [CrossRef]

Hansson, O.; Seibyl, J.; Stomrud, E.; Zetterberg, H.; Trojanowski, J.Q.; Bittner, T.; Lifke, V.; Corradini, V.;
Eichenlaub, U.; Batrla, R.; et al. Alzheimer’s Disease Neuroimaging, 1., CSF biomarkers of Alzheimer’s
disease concord with amyloid-beta PET and predict clinical progression: A study of fully automated
immunoassays in BioFINDER and ADNI cohorts. Alzheimers Dement. 2018, 14, 1470-1481. [CrossRef]
Kester, M.I; van der Vlies, A.E.; Blankenstein, M.A.; Pijnenburg, Y.A.; van Elk, E.J.; Scheltens, P.; van der
Flier, WM. CSF biomarkers predict rate of cognitive decline in Alzheimer disease. Neurology 2009, 73,
1353-1358. [CrossRef]

Wallin, A.K,; Blennow, K.; Zetterberg, H.; Londos, E.; Minthon, L.; Hansson, O. CSF biomarkers predict a
more malignant outcome in Alzheimer disease. Neurology 2010, 74, 1531-1537. [CrossRef]

Abu-Rumeileh, S.; Capellari, S.; Parchi, P. Rapidly Progressive Alzheimer’s Disease: Contributions to
Clinical-Pathological Definition and Diagnosis. J. Alzheimers Dis. 2018, 63, 887-897. [CrossRef]

Schmidt, C.; Redyk, K.; Meissner, B.; Krack, L.; von Ahsen, N.; Roeber, S.; Kretzschmar, H.; Zerr, I. Clinical
features of rapidly progressive Alzheimer’s disease. Dement. Geriatr. Cogn. Disord. 2010, 29, 371-378.
[CrossRef]

Cohen, M.L.; Kim, C.; Haldiman, T.; ElHag, M.; Mehndiratta, P.; Pichet, T.; Lissemore, F.; Shea, M.; Cohen, Y.;
Chen, W.; et al. Rapidly progressive Alzheimer’s disease features distinct structures of amyloid-beta. Brain
2015, 138, 1009-1022. [CrossRef]

Blennow, K.; Zetterberg, H. Biomarkers for Alzheimer’s disease: Current status and prospects for the future.
J. Intern. Med. 2018, 284, 643-663. [CrossRef]

Drummond, E.; Nayak, S.; Faustin, A.; Pires, G.; Hickman, R.A.; Askenazi, M.; Cohen, M.; Haldiman, T,;
Kim, C.; Han, X,; et al. Proteomic differences in amyloid plaques in rapidly progressive and sporadic
Alzheimer’s disease. Acta. Neuropathol. 2017, 133, 933-954. [CrossRef]


http://dx.doi.org/10.1371/journal.pcbi.1002251
http://dx.doi.org/10.1212/WNL.35.4.453
http://dx.doi.org/10.1098/rsif.2011.0134
http://dx.doi.org/10.1017/S1041610209991001
http://dx.doi.org/10.1001/archneurol.2011.189
http://dx.doi.org/10.1111/j.1468-1331.2007.01693.x
http://dx.doi.org/10.1001/archneurol.2008.534
http://dx.doi.org/10.1101/cshperspect.a006239
http://dx.doi.org/10.1159/000336790
http://dx.doi.org/10.1016/j.jalz.2018.01.010
http://dx.doi.org/10.1212/WNL.0b013e3181bd8271
http://dx.doi.org/10.1212/WNL.0b013e3181dd4dd8
http://dx.doi.org/10.3233/JAD-171181
http://dx.doi.org/10.1159/000278692
http://dx.doi.org/10.1093/brain/awv006
http://dx.doi.org/10.1111/joim.12816
http://dx.doi.org/10.1007/s00401-017-1691-0

Int. ]. Mol. Sci. 2020, 21, 6298 13 of 14

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

Podlesniy, P,; Figueiro-Silva, J.; Llado, A.; Antonell, A.; Sanchez-Valle, R.; Alcolea, D.; Lleo, A.; Molinuevo, ].L.;
Serra, N.; Trullas, R. Low cerebrospinal fluid concentration of mitochondrial DNA in preclinical Alzheimer
disease. Ann. Neurol. 2013, 74, 655-668. [CrossRef]

Podlesniy, P.; Llorens, F.; Golanska, E.; Sikorska, B.; Liberski, P.; Zerr, I.; Trullas, R. Mitochondrial DNA
differentiates Alzheimer’s disease from Creutzfeldt-Jakob disease. Alzheimers Dement. 2016, 12, 546-555.
[CrossRef]

Cervera-Carles, L.; Alcolea, D.; Estanga, A.; Ecay-Torres, M.; Izagirre, A.; Clerigue, M.; Garcia-Sebastian, M.;
Villanua, J.; Escalas, C.; Blesa, R.; et al. Cerebrospinal fluid mitochondrial DNA in the Alzheimer’s disease
continuum. Neurobiol Aging 2017, 53, 192.e1-192.e4. [CrossRef]

Leuzy, A.; Chiotis, K.; Lemoine, L.; Gillberg, P.G.; Almkvist, O.; Rodriguez-Vieitez, E.; Nordberg, A. Tau PET
imaging in neurodegenerative tauopathies-still a challenge. Mol. Psychiatry 2019, 24, 1112-1134. [CrossRef]
Sperling, R.A.; Aisen, P.S.; Beckett, L.A.; Bennett, D.A.; Craft, S.; Fagan, A.M.; Iwatsubo, T.; Jack, C.R., Jr.;
Kaye, J.; Montine, T.].; et al. Toward defining the preclinical stages of Alzheimer’s disease: Recommendations
from the National Institute on Aging-Alzheimer’s Association workgroups on diagnostic guidelines for
Alzheimer’s disease. Alzheimers Dement. 2011, 7, 280-292. [CrossRef]

Buchhave, P.; Minthon, L.; Zetterberg, H.; Wallin, A.K,; Blennow, K.; Hansson, O. Cerebrospinal fluid levels
of beta-amyloid 1-42, but not of tau, are fully changed already 5 to 10 years before the onset of Alzheimer
dementia. Arch. Gen. Psychiatry 2012, 69, 98-106. [CrossRef]

Fagan, A.M.; Xiong, C.; Jasielec, M.S.; Bateman, R.J.; Goate, A.M.; Benzinger, T.L.; Ghetti, B.; Martins, RN.;
Masters, C.L.; Mayeux, R.; et al. Longitudinal change in CSF biomarkers in autosomal-dominant Alzheimer’s
disease. Sci. Transl. Med. 2014, 6, 226ra30. [CrossRef]

Beach, T.G.; Monsell, S.E.; Phillips, L.E.; Kukull, W. Accuracy of the clinical diagnosis of Alzheimer disease
at National Institute on Aging Alzheimer Disease Centers, 2005-2010. J. Neuropathol. Exp. Neurol. 2012, 71,
266-273. [CrossRef]

Schmidt, C.; Artjomova, S.; Hoeschel, M.; Zerr, I. CSF prion protein concentration and cognition in patients
with Alzheimer disease. Prion 2013, 7, 229-234. [CrossRef]

Schmidt, C.; Haik, S.; Satoh, K.; Rabano, A.; Martinez-Martin, P.; Roeber, S.; Brandel, J.P.; Calero-Lara, M.;
de Pedro-Cuesta, J.; Laplanche, ].L.; et al. Rapidly progressive Alzheimer’s disease: A multicenter update.
J. Alzheimers Dis. 2012, 30, 751-756. [CrossRef]

McKhann, G.M.; Knopman, D.S.; Chertkow, H.; Hyman, B.T,; Jack, C.R,, Jr.; Kawas, C.H.; Klunk, W.E,;
Koroshetz, W.J.; Manly, J.J.; Mayeux, R.; et al. The diagnosis of dementia due to Alzheimer’s disease:
Recommendations from the National Institute on Aging-Alzheimer’s Association workgroups on diagnostic
guidelines for Alzheimer’s disease. Alzheimers Dement. 2011, 7, 263-269. [CrossRef]

Villemagne, V.L.; Burnham, S.; Bourgeat, P.; Brown, B.; Ellis, K.A.; Salvado, O.; Szoeke, C.; Macaulay, S.L.;
Martins, R.; Maruff, P; et al. Amyloid beta deposition, neurodegeneration, and cognitive decline in sporadic
Alzheimer’s disease: A prospective cohort study. Lancet Neurol. 2013, 12, 357-367. [CrossRef]

Podlesniy, P.; Trullas, R. Biomarkers in Cerebrospinal Fluid: Analysis of Cell-Free Circulating Mitochondrial
DNA by Digital PCR. Methods Mol. Biol. 2018, 1768, 111-126. [PubMed]

Huggett, ].E. The Digital MIQE Guidelines Update: Minimum Information for Publication of Quantitative
Digital PCR Experiments for 2020. Clin. Chem 2020, 66, 1012-1029. [CrossRef]

Huggett, ].E; Foy, C.A.; Benes, V.; Emslie, K.; Garson, ].A.; Haynes, R.; Hellemans, J.; Kubista, M.; Mueller, R.D.;
Nolan, T.; et al. The digital MIQE guidelines: Minimum Information for Publication of Quantitative Digital
PCR Experiments. Clin. Chem. 2013, 59, 892-902. [CrossRef]

® © 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http://creativecommons.org/licenses/by/4.0/).


http://dx.doi.org/10.1002/ana.23955
http://dx.doi.org/10.1016/j.jalz.2015.12.011
http://dx.doi.org/10.1016/j.neurobiolaging.2016.12.009
http://dx.doi.org/10.1038/s41380-018-0342-8
http://dx.doi.org/10.1016/j.jalz.2011.03.003
http://dx.doi.org/10.1001/archgenpsychiatry.2011.155
http://dx.doi.org/10.1126/scitranslmed.3007901
http://dx.doi.org/10.1097/NEN.0b013e31824b211b
http://dx.doi.org/10.4161/pri.23904
http://dx.doi.org/10.3233/JAD-2012-120007
http://dx.doi.org/10.1016/j.jalz.2011.03.005
http://dx.doi.org/10.1016/S1474-4422(13)70044-9
http://www.ncbi.nlm.nih.gov/pubmed/29717440
http://dx.doi.org/10.1093/clinchem/hvaa125
http://dx.doi.org/10.1373/clinchem.2013.206375
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Characteristics of Study Cohort: AD Biomarkers in Patients and Neurological Disease Controls 
	cf-mtDNA in AD Disease Progression 
	Relationship between cf-mtDNA-85 and Core CSF Biomarkers of AD 
	Ratio of cf-mtDNA-85 over p-tau in AD Progression 

	Discussion 
	Materials and Methods 
	Subjects 
	AD Biomarker Analysis in CSF Samples 
	Droplet Digital PCR 
	Statistical Analysis 

	Conclusions 
	References

