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UCSC Genome Browser on Mouse Dec. 2011 (GRCm38/mm10) Assembly
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UCSC Genome Browser on Rat Mar. 2012 (RGSC 5.0/rn5) Assembly
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UCSC Genome Browser on Human Dec. 2013 (GRCh38/hg38) Assembly
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UCSC Genome Browser on Rhesus Oct. 2010 (BGI CR_1.0/rheMac3) Assembly
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UCSC Genome Browser on Mouse Dec. 2011 (GRCm38/mm10) Assembly
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UCSC Genome Browser on Opossum Oct. 2006 (Broad/monDom5) Assembly
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UCSC Genome Browser on Wallaby Sep. 2009 (TWGS Meug_1.1/macEug2) Assembly
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