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Bar plot of peaks
lon map with absolute intensity, Reflector mode 1955 m/z and 2035 m/z area.
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Figure S1. Ion map for pSer8- Ap16 mass spectra obtained using different matrices with the
addition of various concentrations of phosphoric and trifluoroacetic acid in reflectron mode. AB16
corresponds to m/z 1955, pSer8- AB16 corresponds to m/z 2035.



Bar plot of peaks
lon map with absolute intensity, Linear mode 4512 m/z and 4592 m/z area.
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Figure S2. Ion map for pSer8- AP42 mass spectra obtained using DHB and HCCA matrices with
the addition of various concentrations of phosphoric and trifluoroacetic acid in linear mode.
AP42 corresponds to m/z 4512, pSer8- AB42 corresponds to m/z 4592.

Bar plot of peaks
lon map with absolute intensity, Reflector mode 4512 m/z and 4592 m/z area.
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Figure S3. Ion map for pSer8- AP42 mass spectra obtained using DHB and HCCA matrices with
the addition of various concentrations of phosphoric and trifluoroacetic acid in reflectron. Ap42
corresponds to m/z 4512, pSer8- AP42 corresponds to m/z 4592.
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Figure S4. Comparison of the areas under the curves corresponding to pSer8-Ap16 and Ap peaks using

pA31-16 AUC fraction
o
o
3]
T
1

different matrix solutions using linear mode.
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Figure S5. Comparison of the areas under the curves corresponding to pSer8-Ap16 and Ap peaks using

different matrix solutions using reflectron mode.



Figure S7. Comparison of the areas under the curves corresponding to pSer8-Ap42 and Ap peaks using

AUC fracllon of AB1- 42 and pAB1 42 in different matrices. Llnear mode
T

different matrix solutions using reflectron mode.
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Figure S6. Comparison of the areas under the curves corresponding to pSer8-Ap42 and Ap peaks using
different matrix solutions using linear mode.
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Range of data points from 25.08 fmol on target to 5015.05 fmol on target, LinTOF
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Figure S8. Calibration curve for AB16 in linear mode on a Polished Steel target,
10 mg/ml DHB, 0.5% PA.
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Figure S9.Calibration curve for AB16 in reflectron mode on a Polished Steel target,
10 mg/ml DHB, 0.5% PA.



Range of data points from 6.59 pmol on target to 21.96 pmol on target, LinTOF
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Figure S10.Calibration curve for AB42 in linear mode on an AnchorChip target,
10 mg/ml DHB, 0.1% TFA.

Raglge_ of data points from 6.59 pmol on target to 21.96 pmol on target, RefTOF

Fitted curve
X Mean # standart deviation
0.7
2 b= 0.09849 + 0.0428
=
al 20| = —8.527 +0.857
IR 06 d=10.21 £ 0.91
n § R%= 0.97439
w5k Phospho B-Amyloid fraction error= + 0.00494
=
.2
£ 04r
2]
N
< 03r
O
—_
2y}
i L
= 0.2
O
(ol
0.1r
03 1 1 1 1 1 ] 1 1 | 1
0 0.1 0.2 0.3 04 0.5 0.6 0.7 0.8 0.9 1

Phospho B-Amyloid fraction, x



Figure S11.Calibration curve for AB42 in reflectron mode on an AnchorChip target,

10 mg/ml DHB, 0.1% TFA.
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Figure S12. Mass spectrum of the hydrolyzate of the beta-amyloid fraction
obtained from the model sample.

Human serum diluted 1:50 was spiked with pSer8-A{42 to a final concentration of 100 ng/mL, after
which hydrolysis was performed to obtain pSer8-A{316 fragments.
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Figure S13. MS/MS of AB16 from BioPeptide Co. Fragments in peptide sequence marked with color
if their peak in spectra with the same m/z: green - finded; black - not finded.
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Figure S14. MS/MS of AP42 from BioPeptide Co. Fragments in peptide sequence marked with color
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if their peak in spectra with the same m/z: found - green; not found - black.
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Figure S15. MS/MS of pAp16 from BioPeptide Co. Fragments in peptide sequence marked with
color if their peak in spectra with the same m/z: detected and have phospho group - red

found and

.
4

not found - black.
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it doesn’t have phospho group or has lost it - green



[oydsoydx|] [ey-z] yOdEH- LA
[oydsoydx ] [z¥-+] €A
[oudsoudxL] [z¥-+] #OdEH- 664

[oydsoydx|] [zi-8] geA
[oydsoydx|] [zi-8] #OdEH- GeA

" [ev-01] ggh
&/I) [zp-1 1] 2k
> %
S ey, [er-zi] 1eh
) 4 [zv-€1] 0gh
W [er-v1] 62h
S [oydsoudx|] [¥z-1] ¥OdEH- vza
— [oudsoydx\] [gz-1] YOdEH- €29
O [oydsoudx|] [zz-1] ¥OdEH- OZH+ Z2a
- [oydsoydx1] [Lz-1] ¥OdEH- OZH+ L2d
<
VNA G
woo&a, [oydsoydx|] [gL-L1gLq
@ s [oydsoudx|] [gL-1] #OdEH- 819
_ O % [oydsoydx1] [oL-1] 9Lq
QM% [oydsoudx1] [9L-1] ¥OdEH- 919
~ 4 %
f [oudsoudx}] [L-1] #L9
M Y. [oudsoydxL] [y1-L] yOdEH- ¥19
toq
&(J..Vr N [oudsoydxi] [e1-1] ¥OdEH- €14
9
f % [oudsoydx] [zL-1] #OdEH- OZH+ Z1L4
L x By [oydsoydx}] [11-1] ¥OdEH- OZH+ 11a
<o &u:,w
5 [oydsoydx1] [01-1] #OdEH- OTH+ 019
%1 T %NQ i

2

> e [V 29zt eHN- 29
Voo LD 6 [o-1]1 99
0o S Ly o e,
1 CARS7
Eﬁb&(D) o ls-1] 59
@« y
b“.,f ,a.ﬂﬁ e
o op i le-1] €q
,wﬂlmmnmm
Q% [9-0] ot
S S S S
o o o o
o Q [=} (=)
] 2 g 2

4000

3500

3000

2500

2000

1500

1000

500

m/z

Figure S16. MS/MS of AB42 from BioPeptide Co. Fragments in peptide sequence marked with color

found and it

; not found - black.

if their peak in spectra with the same m/z: detected and have phospho group - red
doesn’t have phospho group or has lost it - green



