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Align the genomic reads to a reference genome including the
sequence of interest to provide training sequence tags for the training
samples
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fraining sequence tags located in each of a plurality of bins, into
which the reference genome is divided

408 l

Determine an expected parameter value across the training samples
for each bin

|

410 \I Adjust the value of the parameter in each bin for each training samplie
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profile-removed parameter value for each training sample
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4 “\1 Adjust the global-profile-removed coverages for each training sample
based on the relation between GC content level and the global-profile-
removed coverage existing in cach training sample, thereby obtaining
sample-0C-corrected coverages of the training sequence tags for each
training sample
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