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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
Fi2fE, tbiNeMMAIASCIMENG64A, BAEMMMRERZER31. RIE
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

SSLPO79-LCV-GFP_S99 3,295,068 2,939,997 89.22%

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)
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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

A read RYAREN AL E bR E T R EEM TN F iR R 50T W& T EFr
o
Quality and Error Analysis of SSLP079-LCV-GFP_S99 .
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F, BREENMIFIREEEAREARE, BKFLE, T igRE. NEREEF.
FRERNEFRAARSENNFHERESENTRR.
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Figure 2 REESEDHE
* BESENHAE:
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Sample: SSLPOVI-LCV-GFP_S99
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2.2.3 LE RSt
KRB F AR b SRR T 2 30R3FT.

Table 3 7By LE &AL S

Sample Read MappedReads  Mapping.ratio  Total:
SSLP0O79-
LCV- 2,939,997 2,671,051 90.85% 6,217
GFP_S99

< G >

x LEERAIT R

Read: sgRNA reads=%;

MappedReads: Ft2ttXf EsgRNA Libraryfreads#H;
Mapping ratio: 5E2tb3t_EsgRNA Library8readstbfl
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ZerosgRNAs: sgRNAXEHEKIIsgRNAZE ;

Coverage_rate; XEBEEE, BINEIB sgRNAL ZsgRNA BIEELER, JFX
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Totalgenes: sgRNA libraryt N EE S 3K;

Zerogenes: REeMIBNEREEE.
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2.3.1 sgRNA IFFEFIRE
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sgRNARTIFERE, —iR=RIA0 %, ETEFR.

Sample: SSLPOVS-LCV-GFP_S99
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