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Fluorescent in situ hybridization (FISH) analysis resulted in successful hybridization of bacterial artificial chromosome (BAC) probes containing Equus caballus (ECA) genetic markers to five EHO chromosomes.  BAC probes VWF (ECA6q12) and IGL@ (ECA7p14) hybridized to the q arms of metacentric EHO4 and acrocentric EHO29, respectively.  FBXO3 (ECA12q14) hybridized to an EHO metacentric chromosome whereas SOD1 (ECA26q15) altered location from an acrocentric chromosome in ECA to a metacentric chromosome in the onager, indicative of a putative fusion event.  LAMB3 (ECA5p15) hybridized to an EHO metacentric chromosome but other research has shown the corresponding ECA 5q arm hybridized to a separate EHO metacentric chromosome.  These results contribute to a low density onager comparative gene map as well as to an eventual genealogical common ancestor map for all equid species.    
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