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+
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Sample_name Raw_data Clean_data Percent

SSLPO60-LCV-

25,437,249 24,548,359 96.51%
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AANAIMREREERS, NFEHERREMR, WNURRMTR:
Table 2 AR EEXN V&

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: SSLPOB0-LCY-mcherry S99
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Table 3 7By LE &AL S

Sample Read MappedReads  Mapping.ratio
SSLP060-
LCV- 24,548,359 22,103,615 90.04%
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