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Sample_name Raw_data Clean_data Percent

X63D04216 5,476,334 5,144,696 93.94%
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Q.score Base.calling.correct.rate Erro rate
Q40 99.99% 1/10000
Q30 99.9% 1/1000
Q20 99% 1/100
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Sample Read MappedReads  Mapping.ratio Tot
X63D04216 5,144,696 4,610,363 89.61% 4,1.
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