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Table 1 [RIA%#ES clean dataBY4A AL

Sample_name Raw_data Clean_data Percent

SSLP150 5,476,469 5,140,952 93.87%

2.1.2 WFHEESHEREN B

HERESNFEIREEX, THRA. WFEEAF. WFRNESELREE
W, FlluminallFFEE, MFEREEAMNFHEIZESHBEI2MIR:
(1) N REERENFKEREMMmEE, BIREENAS;, 2) 81
readVETJ L MRENFRE—MRRE, FHRERENES, XRATFIHEMID
ML IZRIEMEL, MR CRARATH I ERERIE, RENKAEGR
SRR, SEHEEIRERES, WK Allumina B EENFFEFEHNEE
FiE. —fRMs, MEHIEBNQ30LLHIFEATE0%, RIAFELES . MF
BIRESHRERTRNENFKECEN, BLRENREMEEESE
RE, REMENHENFEERREESTHMUE, —RERT, &
MEEN BN BIRER N IZET0.5%, WMRNFHEIZEHeR T, MF
IR E R EEAQphred® R, lllumina FAMNIFEIZRSHEFREEAX
R2EUWTARN:

Qphred =-10log10(e)

file:///F:/SSLP150_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

2026/8/6 09:52 sgRNAX E B MF S &R E

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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