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Figure S2 Sequence corrections. The phrap scores from the sequencing of the A. gossypii genome as reported
previously (Dietrich et al. 2004) are shown in red. Shown in blue are the percentage of sequence corrections
correlated to the phrap score of the individual base. More than 99% of all changes to the sequence, not including the

telomeric additions, correspond to sequence positions of phrap score less than 30 in the original sequence.
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