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Why	  do	  Metatranscriptomics?	  

•  Primer-‐free	  16S	  rRNA	  community	  analysis	  
•  Measure	  gene	  expression	  
•  Look	  at	  metabolically	  ac@ve	  organisms	  
•  Enrich	  genes	  for	  specific	  organisms	  
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Plant	  mRNA	  abundance	  
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Taxonomy	  RiboZero	  mRNA	  
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Conclusions	  
•  rRNA	  over-‐representa@on	  can	  be	  dealt	  with	  in	  the	  lab	  

–  However	  bioinforma@c	  approaches	  are	  s@ll	  not	  op@mal	  
•  Species	  and	  Func@onal	  annota@on	  con@nues	  to	  be	  a	  
huge	  problem	  
–  Requires	  more	  genomic	  informa@on	  from	  rumen	  Microbes	  

•  Even	  with	  low	  coverage	  sequencing	  a	  good	  snapshot	  of	  
metabolic	  func@ons	  is	  possible	  	  
–  800	  Euro	  miSeq	  run	  for	  6	  samples	  	  
–  80	  Euro	  per	  sample,	  library	  prep.	  

•  Unknown	  genes	  are	  going	  to	  con@nue	  to	  be	  a	  problem	  
and	  demonstrate	  how	  li/le	  we	  really	  know	  about	  the	  
genes	  expressed	  in	  rumen	  microbial	  communi@es.	  
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