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@GWZHISEQO1:289:C3Y96ACXX:6:1101:1704:2425 1:N:0:GGCTAC
GCTCTTTGCCCTTCTCGTCGAAAATTGTCTCCTCATTCGAAACTTCTCTG
+
AAFFFFFKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKFFFFFF

SMFYHE4T, BTNETERYIEBT (BE31T—RER+ EENF
IR, BUFENTE; F21TEFY; FAMTRFIINNERE, 81MF
RN E2TEMEE, SN FRMMAASCIHERZE33, BAZBENNE
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llluminag&Z#hk4<Real Time Analysis#f4, WHEREETEEN0EI41,

2.1.1 sgRNA #iBIRIN S 4t

IRIER FE 5 EE Hlin-house Ml A 3 XN i Fr #03E1E BN 20bpYsgRNAF S
#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

SSLP110S 1,717,967 1,484,759 86.43%

2.1.2 WFHEESHEREN B
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IR E R EEAQphred® R, lllumina FAMNIFEIZRSHEFREEAX
R2EUWTARN:

Qphred =-10log10(e)
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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: SSLP110S
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Table 3 7By LE &AL S

Sample Read MappedReads Mapping.ratio  Total
SSLP110S 1,484,759 1,198,151 80.7% 9,122
< CE— >
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