PSR

1 REER

ZIBENMER R T:

o INHYS: F23A430000430 PLAzaejR

o FmMEBEMR: R

o HEAEL: 12

o FEEFEAY: DNBSEQEZHERFRMEMRNAZE
o MF¥&: DNBseq

o MFFKE: PE150

e Clean fastq [RE15591K&: Phred+33

2 NIFFEEr=

WFrsepkfa, XMERnEEHTEIRTE, SURLREERTR, FELRERERELIE.
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F®1 BREIETERITR

Sample Name Clean Reads Clean Base Read Length Q20(%) Q30(%) GC(%)
1 24,112,929 7,233,878,700 PE150 97.05 91.56 44.95
2 24,134,046 7,240,213,800 PE150 96.97 91.27 44.98
3 24,062,434 7,218,730,200 PE150 97.03 91.52 45.06
4 24,030,736 7,209,220,800 PE150 96.97 91.22 44.66
5 24,082,746 7,224,823,800 PE150 97.16 91.79 44.75
6 24,126,215 7,237,864,500 PE150 97.30 92.23 44.56
7 24,032,835 7,209,850,500 PE150 96.95 91.31 45.00
8 24,001,926 7,200,577,800 PE150 96.95 91.25 45.02
9 24,016,516 7,204,954,800 PE150 96.93 91.20 44.88
10 24,043,397 7,213,019,100 PE150 95.80 88.86 51.79
11 24,100,893 7,230,267,900 PE150 95.88 89.06 51.93
12 24,101,668 7,230,500,400 PE150 95.91 89.11 52.03

e Sample Name: #7443
e Clean Reads: jlFFreadsE&

o Clean Base: flIFreads#fSreadsiKERITRIN, AFRNFESARELL
e Read Length: MiFreadsi<E

e Q20(%): MIFFreadsHRE(E > 2009HE S EMRHENB DL

e Q30(%): MFrreadsH[RE(E>3089HE S VATRENB DL

e GC(%): MFpreadsHiFEG, CHRARENBDEL

3 &l R

RnEUERHTEIRIDIRE, MNEIEREHR T,

3.1 SR EESHRESTHIRESHE
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Base percentage compaosition along reads Distribution of qualities
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E1 8RB AS S HhEMRHERESH
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iRzl AR PIX N REERELAIEE.
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E12 11 BREAS SRR RR S HE

EESiEA R reads PRIRENE, NLTRABREDZALRFT RIS, FRBRBRERARTRHESRE,
IEBER TEATATHICGHE, BI/LbptHIMENERZHR TN W, WrRNFHREHIRES R ARRE
SH, BTNFABERNESERS. GEFXRrSHEEreads LRIVERER, YHFRTRFEENRE
8 BEE i rErreads LIENFENREE, HAERIERHESNENSZ), EPREEYNEHGH
RN FEERIX N REEELAEE.

4 SE

[1] SOAPnuke: a MapReduce acceleration-supported software for integrated quality control
and preprocessing of high-throughput sequencing data.
ChenY, Chen, Shi C, et al.

PMID: 29220494 PMCID: PMC5788068 DOI: 10.1093/gigascience/gix120
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1 LRSS
SRR RIS R T BT

SRNA
mRNA E5
mRNA ¥Tér

—HECDNASRR

i

_iEcDNASRE (F
dUTP{EETTP)

FinlEE. InATnE

UDGEgH{LEPCR

SERL,

DNB4rL

A

B SEiREE

1) El—E&Total RNA #5, A oligod TMERNAFZREXMRNA; 2) mRNAFTHE;

3) RERMCHIMRNANIABENLS [¥0iH1T7cDNA—$ERYSRY,; 4) cDNAZ§HESRK, FAdUTPARECTTP;
5) MIWECDNABITRIRIES. 1N "A" FEEkiEs:,

6) FAUDGHEgB{tE UrRCHYSE —SHRIREHITPCRUIN PCRFYIEIN;  7) SEREGN;

8) MEEFHIIME; 9) IRK DNA SFETRIAEH, FZADNA 49KEk (DNB)

1N\ NNRCENIZ A RN
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V) VINDOL\LCT AL R T

2 £YERDHRE

[Riafastq

!

!

TiRREENE

!

ITEENRreads

!

RS SRR

E2 £YERotmiE

3 $iEdiE

HRCIER L RInFY I Badaptorsyl, SiRB ERRERY. BiIEHRET—RIIETELELL
EIRIRERETE, BRENEEE. R AEAEEFRANSIERIEGSOAPnukeSERILELE ST,

SOAPnuket{diE£%4: "-n 0.001 -1 20 -q 0.4 --adaMR 0.25 --ada_trim --minReadLen 150

1. 188k . MFFreadltlc tadapterFFIRY25.0%8E AL (RE01F2NEESEES) NTIER
adapter;

2. I EIER: IR NFreadiH<E/NF150bp, NIIREESRread;

3. EN: tNERNFEread NS E G 5readi0.1%8E LA L, NIBEEESZread;

4. 1 LEEREEE: NERNFreadREEEKT 2009 E 522 readfy40.0%a4 & LA _ENIAHIBREE S
read;

5. 3k18Clean reads: HiHAreadREERRIREIPhred+33,
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4 SEXE

[1] SOAPnuke: a MapReduce acceleration-supported software for integrated quality control
and preprocessing of high-throughput sequencing data.

ChenY, ChenY, Shi C, et al.

PMID: 29220494 PMCID: PMC5788068 DOI: 10.1093/gigascience/gix120
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D

1 FASTQ #&30iR A8

M ERINRIBEGEIERHEIRE (base calling) b AFEFIEIE, FEITFRZ raw datagraw
reads, &R FASTQ (fEFRAfq) XIEHEXFiE, FASTQ X ARFPBENRFRIENY, EEF
filireadsBIFFI AN readsBUIFERE., £ FASTQ &34 E N read B PY1THIA:

@V350016857L4C001R0010000078/1
TTTTTCTGCTCCTTTTGATGCTATTAACAATTGCTTCAAGTTCAAGGGCACCTGCCTCAAAGTCCCTTTCTTCCAGACA

=+

=,DDE@EFFF=DFDEFCCFDEFEGFEEAFDFFE=FFCFFEEEDFDEEEFDF8FFEFFEFF:FFEDF=EFDGE<1FDCEFFFFFDFE

F—TAFFIRRLRERIEAMER, L '@ Fk; FITRBEFIIER, F=1TL '+ FF
X, REEFIFTGF. BRMER, BEABRRE, FUTERRERSR, MBATHIFFIERIN,
FMEEHE—TRETD, REFRERETSHRNAE, 81MFRIINERNREEEARER.

TERUFERESNFREERANNAR. Bk, NRNFHREAESR, REREERSQ
=, WETFIXRE:

= log10
——)/(l0g10)

Y
T 14Y
5Q

~ g-10xlogl0

5Q=-10x (log
E

Y

1) XFNFEREES Phred+33 REAREE: BENNIFREE=-REEEFRXINAY ASCII
{8-33, FLANAXIRZAY ASCII{EJ965, BRAENINAYRERE(ER65-33=32. DNBSEQUFFatiHE
REETEN2E)42,

2) WFUFREEN Phred+64 REARIIE: HENNFREE=-REERFFAXINAT ASCI
8-64, ELancxImzAy ASCII{E/999, BBAENIMAYREREER9-64=35, DNBSEQUFFEMHE

B /Al nmiian
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IRMETRLE/JLEI4D,

F1 WEFERENUFRREXRRER

Sequencing error rate Sequencing quality value Character(Phred64) Character(Phred33)
5% 13 M

1% 20 T 5

0.1% 30 A ?
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