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Mo.va.on	  

�  Faster	  implementation	  of	  neighbor-‐joining	  for	  
reconstructing	  phylogenies	  of	  large	  protein	  families	  

� Protein	  families	  can	  contain	  hundreds	  to	  thousands	  of	  
members	  

� HIV	  GP120	  over	  27,000	  sequences	  



Methods	  
Input:	  
� Distance	  Matrix	  	  
� Multiple	  Sequence	  Alignment	  

�  Create	  distance	  matrix	  with	  modified	  CLUSTAL	  W	  
	  

Make	  Tree:	  
� Neighbor-‐Joining	  	  

�  (Durbin	  et	  al.,	  1998)	  
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