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Fig.	
   S1.	
   mRNA	
   decay	
   curve.	
   A	
   typical	
   mRNA	
   decay	
   curve	
   includes	
   delay,	
   decay,	
   and	
  
stabilized	
   phases.	
   The	
   fastest	
   mRNA	
   degrada<on	
   occurs	
   in	
   the	
   decay	
   phase.	
   For	
  
illustra<on,	
   the	
   respec<ve	
   star<ng	
  and	
  ending	
  <me	
  points	
  of	
   the	
  decay	
  phase	
   (ti	
   and	
   tj)	
  
were	
   marked	
   as	
   blue	
   and	
   red	
   diamonds,	
   respec<vely.	
   Exponen<al	
   regression	
   of	
   mRNA	
  
decay	
  in	
  the	
  decay	
  phase	
  (the	
  red	
  line)	
  was	
  carried	
  out	
  to	
  determine	
  the	
  mRNA	
  half-­‐life.	
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y	
  =	
  2.0019x	
  -­‐	
  0.7089	
  
R²	
  =	
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Figure	
  S2.	
  Comparison	
  of	
  three	
  microarray-­‐based	
  half-­‐life	
  calculaCon	
  methods.	
  
mRNA	
  half-­‐lives	
  in	
  the	
  genome	
  of	
  S.	
  pyogenes	
  WT	
  were	
  calculated	
  with	
  steepest-­‐
slope	
  method,	
  Steglich’s	
  method,	
  and	
  Selinger’s	
  method.	
  Results	
  obtained	
  from	
  
steepest-­‐slope	
  method	
  were	
  compared	
  to	
  those	
  from	
  Steglich’s	
  method	
  (A)	
  and	
  
Selinger’s	
  method	
  (B).	
  



Figure	
  S3.	
  EvaluaCon	
  of	
  three	
  Microarray-­‐based	
  methods.	
  A	
  total	
  of	
  12	
  mRNAs	
  
were	
  examined	
  with	
  Northern	
  blot	
  analysis	
  to	
  determine	
  their	
  actual	
  half-­‐lives.	
  
Northern	
  blot	
  results	
  were	
  compared	
  to	
  those	
  obtained	
  from	
  three	
  microarray-­‐
based	
  methods,	
  and	
  their	
  correla<ons	
  were	
  determined	
  with	
  linear	
  regression.	
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