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Abstract: 
Medicago edgeworthii Sirjaev and M. ruthenica (L.) Ledebour, indigenous to 
China, could contribute genes for stress tolerance to cultivated alfalfa. A 
phylogenic analysis of these species, eight other Asian Medicago species 
(lanigera, medicaginoides, monantha, monspeliaca, platycarpa, polyceratia, 
popovii,and radiata), and M. sativa, was performed based on combined ITS1-
5.8S-ITS2, partial-SeqXL, and partial-26S sequences. M. platycarpa, M. 
ruthenica, M. lanigera, and M. sativa were placed in one major cluster, but M. 
sativa was distantly related to the other species; M. ruthenica was most closely 
related to M. platycarpa. In the second major cluster, M. edgeworthii was 
most closely related to M. radiata. M. popovii was less closely aligned with 
M. ruthenica than predicted from classical taxonomy. It appears that M. sativa 
could be more readily crossed with M. ruthenica than with M. edgeworthii.  

Presentation Information: 
      Presentation Date: Tuesday, November 12, 2002 
      Presentation Time: 4:00-6:00 pm 
      Poster Board Number: 1410L 
 
Keywords: 
      phylogenics, germplasm resources, rDNA sequence polymorphisms, 
molecular analyses 

Authors:

l T.A.Campbell - USDA/ARS 

Corresponding Author Information:

      T. Austin Campbell  
      Agricultural Research Service 
      10300 Baltimore Ave., BARC-W, Bg. 
005 Rm. 418 
      Beltsville , MD 20705

      phone: 3015045638 
      fax: (305) 675-0466  
      e-mail: 
campbela@ba.ars.usda.gov




