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Commet	
  [1]	
  (state	
  of	
  the	
  art)	
  
•  Heuris:c:	
  Two	
  read	
  are	
  similar	
  if	
  they	
  share	
  some	
  kmers	
  
•  Computes	
  one	
  intersec:on	
  in	
  few	
  hours	
  
•  S&ll	
  does	
  not	
  scale	
  on	
  large	
  metagenomic	
  projects	
  

•  N(N-­‐1)	
  intersec&ons	
  to	
  compute	
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✓ Clustering	
  less	
  noisy	
  and	
  
	
  more	
  readable	
  

✓ Close	
  to	
  Commet	
  while	
  using	
  
	
  only	
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  New	
  similarity	
  func:ons	
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  shared	
  kmers	
  

	
  Based	
  on	
  abundance	
  and	
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  of	
  species	
  
	
  Results	
  close	
  to	
  read-­‐based	
  methods	
  

	
  Fast	
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•  We	
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  fast	
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  for	
  indexing	
  and	
  
	
  querying	
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•  A	
  read-­‐sets	
  is	
  now	
  view	
  as	
  a	
  set	
  of	
  its	
  kmers	
  
•  We	
  define	
  new	
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  measures	
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Simka	
  was	
  tested	
  and	
  
compared	
  to	
  Commet[1]	
  
(state	
  of	
  the	
  art)	
  on	
  21	
  
Tara	
  Oceans	
  samples:	
  
•  3G	
  reads	
  
•  400	
  GB	
  of	
  data	
  
•  219G	
  31-­‐mers	
  
•  123G	
  dis:nct	
  31-­‐mers	
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  first	
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  and	
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  of	
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  and	
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  80%	
  of	
  dis:nct	
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  appear	
  only	
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  and	
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  in	
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  single	
  dataset	
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  on	
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  31-­‐mers	
  from	
  21	
  Tara	
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•  Dis:nct:	
  18G	
  (15%	
  of	
  all	
  dis:nct	
  kmers)	
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  106G	
  (49%	
  of	
  all	
  kmers)	
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A	
  liter	
  of	
  sea	
  water:	
  
•  Hundred	
  of	
  millions	
  of	
  species	
  
•  >	
  90%	
  unknown	
  species	
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DistinctKmers(A∩B)
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Execu&on	
  &me	
  repar&&on:	
  
•  Coun:ng	
  kmers	
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