
Research from the Batzer Lab featured on the cover of Nature 
 
 
The genome sequence of the platypus (Ornithorhynchus anatinus) is unraveled in the May 8, 
2008 issue of the journal Nature.  Dr. Mark BatzerÕs laboratory participated in this collaborative 
effort as a member of the Platypus Genome Sequence and Analysis Consortium (led by Dr. Wes 
Warren at the Washington University Genome Center, St Louis, MO). 
 
People of all ages have been fascinated by this odd looking Australian creature for many 
generations.  ÒA swimming mammal that lays eggs - whatÕs with that?Ó  The platypus is 
equipped with a combination of typical mammalian features (lactation, fur bearing) with others 
that are more typically reptilian- or bird-like, such as laying eggs.  Its duck-like beak, webbed 
feet, venomous spur, and other biological curiosities add to its mystery.  This strange blend of 
bird, reptilian and mammalian characteristics is also reflected in many aspects of the platypus 
genome sequence.  As the first monotreme mammal to be sequenced, it will provide 
unprecedented insight into the emergence of mammals and the evolution of mammalian genome 
architecture.  
 
Of the three main groups of living mammals (monotremes, marsupials and placentals), 
monotremes (meaning Òsingle holeÓ as they share one common opening for urogenital and 
digestive systems) are the most ancient, with the lineage or branch arising about 166 million 
years ago. An increased understanding of monotreme biology will help elucidate what is 
common to all mammals (thus very conserved and important for survival) and what is different 
among mammals, representing unique evolutionary adaptations.   
 

 
 
COVER: The cover image of the platypus (by D. Parer & E. Parer-Cook) shows the unique bill 
with electro-sensory pits, eye and ear opening behind the eye. 



The Batzer laboratory investigated the transposable elements or mobile DNA within the platypus 
genome along with Dr. David Ray from West Virginia University and Dr. Arian Smit from the 
Institute for Systems Biology in Seattle, Washington.  The group studied the overall mobile 
element content within the platypus genome and also examined the time frame for the expansion 
of various mobile element families.  In addition the group examined the population structure of 
90 platypus individuals from different regions in Australia using platypus specific mobile DNA 
markers (recently integrated retrotransposons).  This constituted one of the largest population 
genetics studies ever conducted for platypus populations. The analyses revealed that platypus 
populations seem to be genetically distanced in correlation to their geographic origins, with the 
Tasmanian population being genetically isolated from other platypus populations in Australia. 
These findings indicate that platypus population structure is relatively localized, without large 
migrations or extensive inter-breeding. These results hold great importance for conservation 
efforts and disease prevention within this vulnerable species. 
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Link to Nature: 
http://www.nature.com/nature/journal/v453/n7192/  
 
Link to the Batzer lab: 
http://batzerlab.lsu.edu  
 
Link to the opossum departmental announcement: 
http://www.biology.lsu.edu/highlights/mbatzer_nature.html 
 
Link to the rhesus macaque departmental announcement: 
http://www.biology.lsu.edu/highlights/Research%20from%20the%20Batzer%20laboratory%20f
eatured%20on%20the%20cover%20of%20Science2.pdf 


