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Σ ∦ 1.10 (HL) Reconcile with the main ENCODE encyclopedia

Both promoter and enhancer annotations from ENCODEC were carefully consolidated with the main ENCODE Encyclopedia resources. The ENCODE Encyclopedia comprises of three 

levels, two integrative levels of annotations and the ground level raw data. The ground level includes peaks and quantifications produced by uniform processing pipelines for individual data 

types. The integrative level contains annotations produced by integrating multiple data types. The core of the integrative level is the Registry of candidate Regulatory Elements (cREs). The 

registry contains approximately ~1.31M human cREs and each cRE has a cell-type non-specific accession number, which then can be browsed from SCREEN (Search Candidate Regulatory 

Elements by ENCODE, http://screen.umassmed.edu/). 

Annotations from ENCODEC were merged against the Registry of candidate Regulatory Elements (cREs). We assigned cell type non-specific cRE accession numbers to ESCAPE and 

CASPER integrated enhancer annotations when the region had more than 1bp overlap. When there were more than one accession numbers associated with the annotation, we assigned 

multiple accession numbers to the element. Overall, there was 99% overlap between integrated enhancer annotations and cREs with each element being mapped to 2.5 cRE accessions on 

average. 

For cases without an overlap, we assigned special accession numbers EH37EXXXXXXX-C where XXXXXXX are replaced with numbers starting from 0000001. 

For cases without an overlap, we assigned special accession numbers EH37CXXXXXXX where XXXXXXX are replaced with numbers starting from 0000001. 

To access the cRE using accession number, one can use the URL http://screen.umassmed.edu/search/?q={accession}&assembly=hg19# where {accession} is replaced with the cRE 

accession number. From SCREEN, one can look up H3K4me3, H3K27ac, CTCF, and DNase Z-scores and signal profiles across all available ENCODE cell
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