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ALS cfDNA generated for this study is available on NCBI GEO with the accession #GSE164600 (https://www-ncbi-nlm-nih-gov.ezproxy.u-pec.fr/geo/query/acc.cgi?
acc=GSE164600). Tissue and cell-type WGBS data was obtained from the ENCODE Project (https://www.encodeproject.org/search/?
type=Experiment&status=released&perturbed=false) and BLUEPRINT Epigenome Project (http://dcc.blueprint-epigenome.eu/#/files). Pregnancy cfDNA from Jensen
et al was obtained from dbGaP accession #phs000846 (https://www.ncbi.nlm.nih.gov/projects/gap/cgi-bin/study.cgi?study_id=phs000846.v1.p1).

For the application to existing data sets, we used the largest study available (see Jensen et al 2017). For the ALS application, we exceed the
previous largest study (see Mendioroz et al 2018) Also, see main text figure 4 for an examination of deconvolution power as a function of
sample size.

No samples were excluded.

We replicated findings in our UCSF cohort with a independent cohort from UQ. More details can be found in the main text.

The purpose of the application to real data sets was to determine if there are differences between populations. Randomization is not required
to perform this analysis.

No blinding was used because this was an exploratory study that intended to identify differences between populations.




