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SMFYHE4T, BTNETERYIEBT (BE31T—RER+ EENF
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2.1.1 sgRNA #iBIRIN S 4t
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#5%IsgRNA Clean Data, BF#HITRE 9. RIEsgRNARTENFEHIEFREY
DEER, FITBEENFFYINAR, 0T

Table 1 [RIA%#ES clean dataBY4A AL

Sample_name Raw _data Clean_data Percent

SSLP144 15,488,819 14,854,633 95.91%
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RANANEEREEES, WFERREE, NXRIMTE:
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  Total
SSLP144 14,854,633 13,955,323 93.95% 88,8¢
< CE— >
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