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MetaSee1	
  is	
  an	
  extendable	
  toolbox	
  that	
  facilitates	
  the	
  
interac3ve	
  visualiza3on	
  of	
  metagenomic	
  samples.	
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●Parallel-­‐META3	
  is	
  a	
  GPGPU	
  and	
  Mul3-­‐Core	
  CPU	
  based	
  so[ware	
  pipeline	
  which	
  
can	
  parallelly	
  analyze	
  massive	
  metagenomic	
  data,	
  report	
  the	
  classifica3on,	
  
construc3on	
  and	
  distribu3on	
  on	
  phylogene3c	
  and	
  taxonomic	
  level.	
  
	
  
h\p://www.computa3onalbioenergy.org/parallel-­‐meta.html 
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●Meta-­‐Mesh	
  is	
  a	
  well-­‐organized	
  metagenomic	
  
database	
  and	
  analysis	
  system	
  that	
  can	
  
automa3cally	
  collect,	
  integrate	
  metagenomic	
  
samples	
  and	
  informa3on,	
  with	
  web-­‐service	
  of	
  
structure	
  analysis,	
  sample	
  comparison	
  and	
  
searching.	
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