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Abstract:  
  
The first genomic maps were genetic maps, in which distances are 
based on the frequencies of crossovers at meiosis.  Even in 
organisms for which the genomic sequence is available, genetic 
maps continue to be useful.  Moreover, they are inherently 
interesting, particularly in that they provide a view of the 
recombination process at meiosis.  I will discuss my many 
experiences with genetic map construction in human, mouse, dog, 
eucalyptus trees, and other organisms, and will summarize the 
many lessons learned. 
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