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NCBI Gene Predictions for goat(ARS1)

Ensembl Gene Predictions for goat(ARS1)

regulatory regions were from GigaScience paper(DOI:10.1093/gigascience/gix136)

expreBar

Vertebrate Conservation by phastCons, converted from human data on the UCSC Genome Browser website.

Vertebrate Conserved Elements, converted from human data on the UCSC Genome Browser website.

Mammalian Conservation by phastCons, converted from human data on the UCSC Genome Browser website.

Mammalian Conserved Elements, converted from human data on the UCSC Genome Browser website.

51 Ruminantia Basewise Conservation by phastCons

Multiz alignments of 78 ruminants and 32 outgroup species
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