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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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Correlate-Filaments) or manually in ImageJ for densely packed overlapping fibrils.

Worm body bends were analysed using wrMTrck plugin for ImageJ (available at http://www.phage.dk/plugins/wrmtrck.html).

SEC data were analysed using LabSolutions software (Shimadzu), SEC-MALLS data were analysed using Astra 6.1 (Wyatt).

Western blot densitometry was evaluated using ImageJ 1.52a.

CAMSOL and ZipperDB webservers were used [https://www-cohsoftware.ch.cam.ac.uk/index.php] and [https://services.mbi.ucla.edu/
zipperdb/]. Zyggregator is no longer available.

Chemical shift assignments can be accessed using BMRB accession numbers BMRB 51120 [https://dx.doi.org/10.13018/BMR51120](WT-"Syn, pH 7.5) and BMRB
51121 [https://dx.doi.org/10.13018/BMR51121] (!P1 "Syn, pH 7.5). Source data are available online in the University of Leeds data repository (https://
doi.org/10.5518/1051).

No statistical methods were used to determine sample size. Experiments were repeated to ensure reproducibility.

No data were excluded from the study

At least 3 replicates were performed for each ThT experiment with two biological replicates, reproducibility between experiments validated
the experimental approach. Sample sizes in Caenorhabditis elegans experiences were n=10. For Mass Spec experiments n=2. For NMR and CD
and SEC-MALLS experiments n=1,and for Western blot analysis n=3. All experiments showed good reproducibility.

This is not relevant for our study, because no grouping was needed.

Investigators were not blinded to group allocation as no grouping was needed for this study.




