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Hi Mark,

I would like our accuracy development options to be prioritized by quantitation of errors by
type & underlying mechanism.  So far, I don't feel we have a handle on the SNP error rate, and
the data we do have (Rick Dewey's MIE analysis from late 2010) seems to be very different
from what Hugo et al found when comparing Illumina vs Complete Genomics.  I took a few
minutes and put together a slide with what seem to be some of the options to address this, and
am attaching it here.  Can we discuss this when you get a chance ?

Thanks,

John
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