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Methylation data

- methylation profiles from Luo et al. 2017 available on Gene Expression Omnibus (GEO), accession number : GSE97179 https://www.ncbi.nlm.nih.gov/geo/query/
acc.cgi?acc=GSE97179

Chromatin data

- brain chromatin accessibility datasets from Fang et al. 2019 available at http://renlab.sdsc.edu/r3fang/share/

- brain 10x datasets, downloaded from http://renlab.sdsc.edu/r3fang/share/ as 5kb size windows count matrix.

- scATAC-seq 10x PBMC 10k cells, obtained using the 10x chemistry Next Gem v1.1, and analysed using cellranger v1.2.0. The fragment files downloaded had been
aligned on hg19. Data available here: https://cf.10xgenomics.com/samples/cell-atac/1.2.0/atac_pbmc_10k_nextgem/

-Satpathy et al.12 whole blood fresh data: The raw peak count matrix as well as the fragment files from the corresponding samples were downloaded from GEO:
GSE129785. GSE129785_scATAC-Hematopoiesis-All.mtx.gz https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE129785

-Buenrostro et al. 201813 PBMC scATACseq, and Cusanovich et al. 201814: these datasets were used for the benchmarking of epiScanpy using the framework from
Chen et al.15. They were downloaded from https://github.com/pinellolab/scATAC-benchmarking.

Genome annotations:

- promoter annotation was obtained from the Eukaryotic Promoter Database at https://epd.epfl.ch/

- enhancer annotation was obtained from the Mouse Encode Project at Ren Lab, http://chromosome.sdsc.edu/mouse/download.html

- gene annotation was obtained from UCSC and gencode https://www.gencodegenes.org/human/ using GRCh38.p13 for human data (ftp://
hgdownload.soe.ucsc.edu/goldenPath/hg38/) and GRCm38.p6 for mouse data (ftp://hgdownload.soe.ucsc.edu/goldenPath/mm10/)

- Peaks: peaks used to analyse the Satpathy et al. data are available from GEO. GSE129785 https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE129785

Peaks used to build the count matrices for 10x 10k PBMC data were called using MACS2. A merge set of peaks was used to integrate the Satpathy et al. and the 10x
10k PBMC data, using the union of the aforementioned peaks.

No dataset has been produced in this paper. We chose our samples from publicly available datasets containing single-cell chromatin
sequencing data and DNA methylation data

No data have been excluded from the analysis. We used whole samples from relevant tissues of publicly available datasets

No dataset has been produced in this paper. The data analysis can be replicated using https://github.com/colomemaria/episcanpy-paper

No dataset has been produced in this paper.

No dataset has been produced in this paper. From the publicly available data used, none contain different experimental groups that required
blinding. Moreover, when multiple samples were used we checked and eventually corrected for batch effect.




