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ZIEEAEERRNT:

o MB4YWS : F20FTSEUHT0946-02_MUSuUwftR
o FTERBFR 1 RITE

o P¥A¥K : 25

o TV DNBSEQEMZGER S EMRNAR
e N4 : DNBseq

o MFKE : PEL0O

o Clean fastq JREFEZ : Phred+33

2 M PR

MFFsERaE , X RIAEIRTHIRL NG , BURTRBEERAR , FEKERRREERE.
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Sample Name

AS1

KEV_2

MAA_2

MTU_2

S1

S10

S11

S12

S2

S3

S4

S5

S6

S7

S8

S9

uL1

uL2

uL3

uL4

uLe

UL7

uLs

uLo

Clean Reads

24,025,049

24,070,938

24,127,818

24,059,602

24,065,995

24,148,901

24,006,892

24,029,074

24,146,981

24,061,684

24,092,498

24,098,415

24,040,532

24,134,278

24,027,051

24,079,328

24,146,467

24,056,832

24,005,968

24,048,397

24,103,034

24,067,585

24,062,973

24,000,967

Clean Base

4,805,009,800

4,814,187,600

4,825,563,600

4,811,920,400

4,813,199,000

4,829,780,200

4,801,378,400

4,805,814,800

4,829,396,200

4,812,336,800

4,818,499,600

4,819,683,000

4,808,106,400

4,826,855,600

4,805,410,200

4,815,865,600

4,829,293,400

4,811,366,400

4,801,193,600

4,809,679,400

4,820,606,800

4,813,517,000

4,812,594,600

4,800,193,400

x1BRHETELTR

Read Length

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100

PE100
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Q20(%)

98.14

97.59

98.08

97.70

98.31

98.07

97.95

97.92

96.97

97.04

96.97

96.89

98.30

96.70

96.84

97.02

98.41

98.17

98.47

98.47

98.47

98.38

98.45

98.53

GC(%)

48.55

52.20

51.19

51.70

48.80

49.15

49.63

49.82

50.44

50.07

49.98

50.07

49.49

50.15

50.06

50.09

47.96

47.89

48.16

48.11

50.11

49.46

48.58

47.80



&1 BYIIETELSITR
Sample Name Clean Reads Clean Base Read Length Q20(%) GC(%)

YAG_1 22,918,701 4,583,740,200 PE100 98.14 51.14

e Sample Name : ¥4

e Clean Reads : || Freads/2 &

* Clean Base : jlllfFreads¥i-SreadsK EHIZEFR , RFKINFEAmRELL
e Read Length : | FFreads& &

* Q20(%) : IfFreads Fr={E = 201 AL SARBER B HL

o GC(%) : MFrreadshifG, Ch BIAWENENEL

3 ¥ o

Baa¥dEst TR s , SBERETRE.

3.1 IR R E B EES M TE S ME

Base percentage composition along reads Distribution of qualities

Quality
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0 50 100 150 200 0 50 100 150 200
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K1 S4RFELE 535> 7 B AN SARG A T B 53 A ]

ZEF AR Areads P ABENE , PR BREE R RIS ELS) ; RRIEEARARRMREZT,
IEEETHATATHCGHE |, Al /LopHEBEE LB THENSI4. W R R FFAaBsMERMILE & A KTEE
S, BTIUFAS I REOEERS), ABRF XHMFREBEEreads LR EEER. ; YR RARENRE
8 ; AP S raRrreads LANBHENGER ; MERXARBERENZ D, ENREEM N EREE
REFTRIN F BRI FTEEMELAIES .
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Quality
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I8 MTU_2 g 40 5343 4 I AN B A A G 88 53 A (&
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K10 S11EHELE 53 o> A0 EIF1 A E TR E 5 h K]
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Base percentage composition along reads Distribution of qualities

o[ T ; T "y T 45 - T T T
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E : T 4 35 F
= H N
A |

Percent
Quality

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

K25 SO ELE 535 7 B AN EARG & T B 53 7 ]

R AR Areads R IIREALE |, IR BIREAEX LR AT OELAT ; RRIBREARANRMRELEL,
IEEBTHATATHCGHE | AT/LopHEREME 2B THENSI 4. WA R FFGEEAERYILE S R RTEE
S, BTIUFAS I REOEERS)., ARF XHMFREHEEreads LR EER. ; YR RARER RE
8 ; B e raRrreads EANEENTEE ; BERXAKBERENZ D , N REEN N EHGHE
RFRIN R XA R AN LSS,

4 ZZEK

[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 KRAR
SRR T AR b T T

SRNA
mRNA E5
mRNA ¥Tér

—HECDNASRR

i

_iEcDNASRE (F
dUTP{EETTP)

FinlEE. InATnE

UDGEgH{LEPCR

SERL,

Ig
=1

DNB4rL

A

E1 SR ImAEE]

1) ER—EETotal RNA ££5 , 88 oligod T\, ERNAFFREXMRNA ; 2) mRNAFTHT ;

3) AERAAMIMRNAIIAFEALS ¥ TcONA—SERI S AR ; 4) cDNATSES R , MAUTPRETTP ;
5) SPXEECDNAHTARIRER . M AMIEIERE ;

6) FHUDGHESBisHr UVRCAISE SR R TPCRAR PCRI=MIEIL 5 7) UERERIN ;
8) XEFHIAM, ; 9) FHK DNA HFIETIRHAES] , FTLAUDNA Z445KEk (DNB)

1N\ NNDCCNIZ 4 L3lE
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1V ) UNDOLY T 3L /R T

2 EWME R HTIRAR

[Riafastq

!

!

TiRREENE

!

ITEENRreads

!

RS SRR

&2 EMME RS ITRAE

3 BRI IE

%&TELHE%%E#“F S Hadaptor[F3l , BREBVEMIERFS. HMERET—RIBURLIEE
SRR , RRIBREUE. BAFAERE IR /I“‘%M’—“FSOAPnukem)ﬁJtt%ﬁéj\ﬁﬁ

SOAPnuUke AT IES % : "-n 0.001 -1 20 -g 0.4 --adaMR 0.25 --ada_trim --minReadLen 100 " , &JE
HIR

1. SRRk M FreadlLEE_FadapterfF3If25.0%5 E A (FRZ 24N BEEAEED) MYk

adapter ;
2. WIBEK : RN FFreadfK E/NF100bp , RMEREESread ;
3. AN : IR Fread NS By B kreadf0. 1% E AL , NMEREESread ;
A, TRCRERIE © 2R fFreadh FTEE KT 20/ E S 2 Sreadf]40.0%a3E A _E NIRIEREE 4%

read ;
5. #¥%15Clean reads : HiHHread i ={H{X R IXE FPhred+33,

14717
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[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/gjigascience/gix120
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https://pubmed.ncbi.nlm.nih.gov/29220494/

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

16/17



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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