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Sample_name Raw_data Clean_data Percent
SSLP095-LCV_S99 5,983,212 5,853,173 97.83%
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SSLP095S-0 1,189,114 1,150,596 96.76%
SSLP095 1,261,456 1,221,184 96.81%
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SSLP095-
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LCV_S99
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