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Gene.c	
  analysis	
  

•  Individual	
  based	
  
(Phylogeny,	
  Popula.on	
  
gene.cs,	
  Barcoding)	
  	
  	
  

o Sampling	
  

o  Iden.fica.on	
  
o DNA	
  extrac.on	
  
o PCR	
  	
  
o Sequence	
  

•  Community	
  based	
  	
  
(metagenomics,	
  metagene.cs,	
  
metatranscriptomics	
  )	
  

o Sampling	
  

o Homogeniza.on	
  

o DNA	
  or	
  RNA	
  extrac.on	
  
o PCR	
  (or	
  without	
  PCR)	
  	
  	
  
o Sequence	
  



What	
  we	
  will	
  know?	
  	
  

•  Es.ma.on	
  of	
  diversity	
  	
  
– Func.onal	
  diversity	
  	
  

•  Genomic	
  architecture	
  of	
  community	
  	
  
– Popula.on	
  gene.cs,	
  Phylogeny	
  

•  Monitoring	
  	
  
– Climate	
  change,	
  pollu.on	
  

•  Laval	
  dispersals	
  	
  	
  
– Fish,	
  Benthic	
  animals	
  	
  



Next	
  genera.on	
  sequencer	
  

•  454	
  (Roche)	
  
– 4M	
  base	
  pairs,	
  read	
  length=400	
  bp	
  	
  

•  Solexa	
  (Illumina)	
  	
  	
  
– 200M	
  base	
  pairs,	
  read	
  length=100	
  bp	
  	
  

•  SOLiD	
  (ABI)	
  	
  
– 300G	
  base	
  pairs,	
  read	
  length=75	
  bp	
  




