IHTEER

1 MBER

)EH
i
DIl

ZIEEAEERRNT:

e TNBYRS : FQOFFSEUHTO946—Ol_HOMa|tyR
o AR RITE

o A% :8

o BT | DNBSEQEAZEESF FHEMRNAR [
 MFF4& : DNBseq

o MFFKE : PE100

* Clean fastq JRE1SMAZA : Phred+33

2 M ¥ =

MFFsERaE , X RIAEIRTHIRL NG , BURTRBEERAR , FEKERRREERE.

R1 BYBIETELTR
Sample Name Clean Reads Clean Base Read Length Q20(%) GC(%)
1 24,063,106 4,812,621,200 PE100 97.58 50.74
3 24,055,454 4,811,090,800 PE100 97.50 50.99
45_ShAP 24,056,328 4,811,265,600 PE100 98.28 53.65
5 24,070,060 4,814,012,000 PE100 97.59 50.94
7 24,048,479 4,809,695,800 PE100 97.67 51.60
K20 24,053,822 4,810,764,400 PE100 97.55 53.23
N1 24,032,872 4,806,574,400 PE100 98.33 51.68
R6 24,024,971 4,804,994,200 PE100 98.36 52.07
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e Sample Name : F¥A<%

e Clean Reads : || Freads/2 &

* Clean Base : jllfrreads¥fSreadsK ERIZEAR , KRN FFEAREEL
e Read Length : il frreadst &

e Q20(%) : M Freads T E(H = 20f0MBEE G B ARRRE K B > EL

o GC(%) : M FreadsHiEG, Ch BKMEM BN

3 TR s

Bia¥dEst TR iR , SEERENTRE.

3.1 BRI IR B EE N A RE D M E

Base percentage composition along reads Distribution of qualities

soF T T T n y 45 T T T T
8 ' C e 40
i y G eeeeeee
i T | a5 [
H 5 N

lity
n
@

Quali

I 1 1 ] I 1 1 |
0 50 100 150 200 0 50 100 150 200
Position along reads Position along reads

Bl 3HHREL 553 A0 B F A E ST E ) E

ZES AR Areads P AR E , PRI BHEE X QAT ELS) ; RRIBEARARMREELTY,
IEEBTHATATHCGHE | AT/LopHIBEME 2B THENS 4. W RN IFIGEAERMILE S A KIEE
T, BTIUFAS I REOEERS)., AEF XHMFREHEEreads ERVEER. ; VIR RARERRE
8 ; BT 8 RfRreads EANBEARKREM ; BERARRBEHRENS D , KM REEN N UEHGER
REFRINF R XA BREERELAIES.
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Base percentage composition along reads Distribution of qualities
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K18 N1EARGEELR 53 53 A0 B A A fi A [ & > A ]

R AR Areads R IIHEALE |, YPAIRNBIREAEX LR AT OELA] ; RRIBREARANRMRELE,
IEEBTHATATHCGHE |, AT/LopHEREME 2B THEN S, WA RN FFEEERERMILE S R RTEE
FH, BTNFASITHRNEERS). AEF XEHFRREHEEreads ERUERR ; YHIRRBHENGE
8 ; B e raRrreads EANEENTEE ; MERXARBERENZ D , N REEN N EHGHE
RFRIN R XA BE AL SIS,

4 SZEK

[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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https://pubmed.ncbi.nlm.nih.gov/29220494/

DT

1 LI AR

1RERELAZADNAFFREALTTHT , FRIK A AT B ERIDNARET , F0_ Bkt Tolusterfil& , B EAL
MFF, THEAEFEFEMNFRAZRFERR

SRNA
mRNA E5
mRNA FT#r

—HECDNABRR

ik

ZiEcDNA&RL (F
dUTP{EETTP)

FinlEE. INATE

UDGEgH{LEPCR

MR

DNB4RL

A

E1 KB ImAEE]

1) ER—EETotal RNA ££5 , 58 oligod T, RNAFZREXMRNA ; 2) mRNAFTHT ;

3) AERAMIMRNAIIAFEALS [ #)3H TcONA—FERI S AR ; 4) cDNATSES R , AUTPRETTP ;
5) STXEECDNATHTARIRER . M AMIEXIERE ;

6) FHUDGHESBisHr UVRCAISE SR R TPCRAR PCRI=MIEIL 5 7) UERERIN ;
8) XEFHIAM, ; 9) K DNA HFIEITIRMAEH| , JLAUDNA Z445K3k (DNB)
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10) DNBSEQ¥& _LillifF.

2 EWME R HTIRAR

[Riafastq

Y
iZiEENAreads

Y
ZbgpolyX

 J
HiRFRITSRE

\ J
SiEEEE

&2 EMME RS ITRAE

3 BRI IE

BRMER L RIA RS A adaptorfF31 , SNERVEMREFS|. BATEEET —RIEIRLENE
SRIFEEE | FRIASEIE. M AERBEFFRNS AR SOAPnuke ST 34T,

SOAPnukef XIS &S ¥ - "-n 0.01 -1 20 -q 0.4 --adaMR 0.25 --ada_trim --polyX 50 " , 4 &£ 5% :
SOAPnuke3 X413 i€ : '-n 0.01 -1 20 -q 0.4 --adaMR 0.25 --ada_trim\ \ --polyX 50' , $jEH5E :

1. gk M FreadlLER_adapterF31iK25.0%5 &t (RZ RF2NBELER) NIk
adapter ; \ 2) TIREKREWHIE : 1R FFread FTEEKT 2080 E S 2 £ readf140.0%5%E L
LR Srread ;

2. AN : tnRNFread PNE =G EKread1.0%5kE L L , NIEREESread ; \ 4) FpolyX : 2R
M Frreadd polyX (XA]AA,T,GELC) KEHRIZ500bp , MIMffR#E Sread ;

3. #%15Clean reads : HiHHread i ={H{X R IXE FPhred+33,

7110
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[1] SOAPnuke: a MapReduce acceleration-supported software for integrated quality control and
preprocessing of high-throughput sequencing data.

Chen Y, ChenY, Shi C, et al.

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

1 FASTQ #&=(1tEA

N FFREIR A EREREWEIR A (base calling) W AFFIEEE | FTFRZ FAraw datagkraw
reads , 53R FASTQ (f@#RAfq) XHA&INTEE , FASTQ UM A FPIERINRIRIAH , BEEE
reads{é‘]f?iuw\&readswﬂ'ﬁﬁ%o 1E FASTQ A& & read PO TH#A -

@v350016857L4C001R0010000078/1
TTTTTCTGCTCCTTTTGATGCTATTAACAATTGCTTCAAGTTCAAGGGCACCTGCCTCAAAGTCCCTTTCTTCCAGACAAAATCT(
=+

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

FE—ATAFIBRAMEMERAEAESR , W@ TPk ; BTITRWEFINEE ; F=TU+Tk, oM
RFFWRRTE, HIRMERE , BREMHAMNIEEH ; FNTERERR  MEATHFIEXL , 1 H
EEHE— T REWS , RIBWEREFHERNAE , SMFHFIARNREEDRAHER.

TR FEERZR SN F REAE RN N RR, Bt , anRUFEERRERR , BEREEMASQ
F=N, WETIIRA :

SQ=—-10x (luglf E)f(:luglﬂj
Y

1+Y
5Q

e—10xlogl0

E—

"

1) XTI GREEAN Phred+33 STERARUE @ AN FFREE=REEEFHXTILHK ASCI
{H-33 , FLANASTIZA) ASCII {ER65 , ABAHE XS N iRE FrE E 2 65-33=32, DNBSEQFFAME R
EETEREIN2E42,

2) XFNFREMER Phred+64 REAXRRIUE | WENNFREE=REEEFRXTNH ASCII
{E-64 , thancxTR ) ASCII {E M99 |, AR AR STV A RE{EE99-64=35, DNBSEQIN FF &M it

B/ mE Al ARl an
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EIRHILEI A LENSGS,

KL N FFAERZEANF RE XA R R

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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