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and provide a publicly-downloadable table of CNCR density for genes within our annotation (under the "Download" Tab).

Publicly-available datasets used are:

CDTS metrics: http://www.hli-opendata.com/noncoding

phastCons20 metrics: http://hgdownload.cse.ucsc.edu/goldenPath/hg38/phastCons20way/

ROSMAP Studies BAM files: https://www.synapse.org/#!Synapse:syn4164376

OMIM API: http://api.omim.org

STOPGAP database: https://github.com/StatGenPRD/STOPGAP/blob/master/STOPGAP_data/stopgap.bestld.RData

GTEx Portal - https://www.gtexportal.org/home/datasets

Ensembl v92 - https://www.ensembl.org/index.html

GENCODE: https://www.gencodegenes.org/pages/data_access.html

ENCODE list of problematic regions: https://github.com/Boyle-Lab/

Chimpanzee and human bulk RNA-sequencing data: NCBI Gene Expression Omnibus; https://www.ncbi.nlm.nih.gov/geo/, accession number GSE127898)

No sample size calculation was performed given that we re-analysed existing Religious Orders Study and Memory and Aging Project (ROSMAP)
Study RNA-sequencing data. This large dataset of post-mortem brain transcriptomic data has been used in a large number of publications
demonstrating its considerable power to detect gene expression changes across disease states and levels of neuropathology (Ng et al. Nature
Neuroscience 20, 1418-1426 (2017)).

No data were excluded within the analyses of the ROSMAP data.

The ROSMAP RNA-sequencing data is distinguished by its size and the extent of meta-data available regarding the post-mortem brain samples
of which it is composed, making the identification of a suitable dataset for replication challenging.

This is not relevant to our analysis given that the ROSMAP RNA-sequencing dataset used for one aspect of this manuscript is an existing
dataset which is based on a cohort design for collection and analysis of post-mortem human brain tissue. Therefore, there is no means of
retrospectively randomizing.

This is not relevant to our analysis given that the ROSMAP RNA-sequencing dataset used for one aspect of this manuscript is based on a
cohort design for collection and analysis of post-mortem human brain tissue. Therefore, there is no means of retrospectively randomizing.




