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DEER, FITBEENFFYINAR, 0T

Table 1 [RIA%#ES clean dataBY4A AL

Sample_name Raw_data Clean_data Percent
SSLP096D03116 5,070,066 4,954,984 97.73%
SSLP096 989,569 961,066 97.12%
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file:///C:/Users/Admin/Desktop/QC/6/F S 43 (4)/SSLP096_report.html 2/9


mailto:%E6%AF%94%E5%A6%82@%E5%AF%B9%E5%BA%94%E7%9A%84ASCII%E5%80%BC%E4%B8%BA64

2026/7/31 15:51 sgRNAX E B MF DR &

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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Table 3 7By LE &AL S

Sample Read MappedReads  Mapping.ratio
SSLP096D03116 4,954,984 4,328,578 87.36%
SSLP096 961,066 777,632 80.91%
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