2026/7/31 17:30 sgRNAX E B MF DR &

sgRNAX Rt il F B Hh s e &

1 EERHhRIE

APCREVA TV Tillumina FaNIF X EMZE, XERNSHEE, FRXE
REAEMRER BT THESIEENEREREEITINF. NFmRFNF
REEBHRGEERS, BIFEHTEMERDN, ZAIBEXEEREUT=

Mo

(1) sgRNA FFHRENAREERIE . RIBEEA FREUNFHIERES
sgRNA FHIRVER#E, RE20ntAVEEEIRFIBRZIOFS], 52 sgRNATZC
FHIifastqX 4 HEITEIEESIT SREITHE, UBRBERSEDTINE
X;

(2) sgRNA LbXI5# B4 RiTEN#SIERA T, FHFITHTER,
sgRNA NIFEREMsgRNANERBSZE T, REEBKRAGAHITF—F 79
i

(3) sgRNARIIY—IME: fEskew ratiolAKzsgRNA read countBIAUCHIZ
WX FEsgRNARYII—1%, |RZITFHIXENRE,

2 B9 th
2.1 USRI

M CCOTHERMMMF R YEEE R FE S BTN ERFRTARY
BasecallingSE|bcl ##8, MEFKEFEAIlumina ER G
Bcl2fastq(v2.17) IRIERE AR INdexFFIH I TEEIR 9 F %K Fastgi& o M
FANHCSERHBIPrimary Analysis I 2R readsai25 N cycle IR HES
HILEEERS Pass Filter (725 cycleBd Chastity E/)\vF 0.6 FYIRE B
g 2 4N, PF clustersEBcl2fastqitif 7 GNP RUAFASTQ XHERTF
fi, #RAIPF data 3 Raw data. XF XM= (paired-end) £, FE5IEUE
B FASTQX MR, 2lREFES—mNENIERE (read).

FASTQR VX fF &5 read HUITLERY |

file:///C:/Users/Admin/Desktop/QC/6/F S 43 (4)/SSLP111_report.html 1/9



2026/7/31 17:30 sgRNAX E B MF DR &
@GWZHISEQO1:289:C3Y96ACXX:6:1101:1704:2425 1:N:0:GGCTAC
GCTCTTTGCCCTTCTCGTCGAAAATTGTCTCCTCATTCGAAACTTCTCTG
+
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Table 1 [RIA%#ES clean dataBY4A AL

Sample_name Raw_data Clean_data Percent

SSLP111_S99 1,779,359 1,611,348 90.56%
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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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