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Fig. Se.

Possible structure-based mechanism for the fibril replication. (A) Packing of the
intermolecular zipper between strand 7 (molecule 7) and strands 1 (molecules i-2 and i-4). (B)
Side view of a fibril section with the top and bottom two molecules of the right PF highlighted.
(C, D) Scheme for the extension of the amyloid fibril. (C) Addition of the strand 7 (top) or 1
(bottom) from a new molecule helps to orient the incoming polypeptide chain at the fibril tip. (D)
Once assembled, the added polypeptide chain exposes a 1 (top) or 7 (bottom) half zipper itself.
The exposure of different half zippers at either end of the polar fibril implies different mechanisms
and/or outgrowth kinetics to occur at the two fibril ends, which was observed with other fibril

systems (135, 53).
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Tables S1 to S3

Peak position (m/z) Assigned protein fragment Theoretical mass (Da)
Before proteolysis
8564.2 mSAAL.1(1-76) 8565.2
9194.4 mSAAIL.1(1-82) 9193.8
9349.5 mSAA1.1(1-83) 9350.0
After proteolysis
8565.1 mSAAL.1(1-76) 8565.2

Table S1. Molecular species detected by MS before and after proteinase K treatment. Left
column: peak maximum position detected by MS; central column: assigned protein species; right

column: calculated protein mass.
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Data Collection

Microscope Titan Krios (Thermo Fisher Scientific)
Camera K2 Summit (Gatan)
Acceleration voltage (kV) 300
Magnification x 105,000
Defocus range (um) -1.3t0-5.5
Dose rate (e/A%/s) 1.97 and 2.52
Number of movie frames 17 and 16
Exposure time (s) 10.2 and 8
Total electron dose (e/A2) 20

Pixel size (A) 1.35
Reconstruction

Box size (pixel) 210

Inter box distance (A) 28

Number of extracted segments 137,956
Number of segments after 2D classification 93,045
Number of segments after 3D classification 21,024
Resolution based on the 0.143 FSC criterion (A) 3.0

Map sharpening B-Factor (A?) -48

Helical rise (A) 2.41

Helical twist (°) 179.44

Table S2. Structural statistics of cryo-EM data collection and image processing
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Model composition

Non-hydrogen atoms 6588
Number of chains 12
Model Refinement

Resolution 33
Map CC (around atoms) 0.7836
RMSD bonds (A) 0.009
RMSD angles (°) 0.928
All-atom clash score 1.53
Ramachandran outliers/favoured (%) 0/97.01
Rotamer outliers 0.00
C-beta deviations 0
EMRinger score 6.10
EMRinger Zscore 13.86
Molprobity score 1.07

Table S3. Structural statistics of model building and refinement.
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