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Figure S1. Purification of S8Q, S8E, S26Q an S26E mutants. Samples labelled A are fused
EDDIE constructs, samples labelled B are EDDIE cleaved peptides after 72 h. The B3 and B4
samples are purified by anion exchange chromatography after 72 h of EDDIE cleavage.
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Figure S2. Co-aggregation data for monomer mixtures with constant total concentration. A.
Co-aggregation data for samples of WT and S8E at a total concentration of 3.2 pM at five different
wt:S8E ratios - 1:0, 2:1, 1:1, 1:2, 0:1 — with the color codes shown in the inset. B. Co-aggregation
data for samples of WT and S26E at a total concentration of 4 uM at five different wt:S26E ratios
- 1:0, 2:1, 1:1, 1:2, 0:1 — with the color codes shown in the inset. All experiments were performed
in quadruplicate and all traces are shown.



X105 4 4557.702 S8E

125 Theoretical average masses:
1.00 §
075 3 J AB1-42 S8E: 4557.08
0.50 7
0.25 7 2277.732 »\,\\‘“&_b
e
%io
125 4556.148 S8Q
1.00 ]
075 AB1-42 S8Q: 4556.10

t
i

)

4557.905 S26E

s ]
E

s ]

51

11 2217786 j
91 A A

AB1-42 S26E: 4557.08

-

x10 4687.547 326Q
6
‘7 AB(M1-42) S26Q: 4687.30
2 2342,920
2000 2500 3000 3500 4000 4500
m/z

Figure S3. MALDI mass spectra obtained on monomer samples in linear mode with external
calibration for the four Af42 mutants with their theoretical average masses given to the right.
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Figure S4. A11 dot blot. Dot blot of AB42 wt and S26E, both at a starting monomer concentration
of 15 uM using A11 primary antibody. All samples were incubated in 20 mM sodium phosphate
buffer, 0.2 mM EDTA, 0.02% NaNs3 pH 8.0, in a plate reader. Some wells contained no ThT and
some contained 6 uM ThT. Samples for the dot blot (10 pul) were collected from wells without
ThT. Samples 1 of AB42 wt and S26E were spotted right after eluting from SEC. Samples 2-6 were
collected along the reaction time-course as guided by the fluorescence signal from the wells
sample with ThT. The control spot, ctrl, is 10 puL of primary antibody (A11) at 10 pg/mL. b,c. ThT
fluorescence intensity (a.u. = arbitrary units) versus time for AB42 wt and S26E, with blue (wt)
and red (S26E) lines indicating the time points of samples collected for spotting. d. Integrated
density values of Ap42 wt (blue) and S26E (red) samples and the control (ctrl) as analyzed by
ImageJ. The mean and standard deviation is over four readings from two separate blots.



