IHTEER

1 mBERER

ZIEEAEERRNT:

e TMBEYRS : F22FTSEUHT0562_GALfwmzR

o FTERBFR 1 RITE

o PEAYL:2

© EEZHY : DNBSEQEMZFERF S EMRNAR
o M4 : DNBseq

o MFFKE : PE100

o Clean fastq JREFEZ : Phred+33

2 M PR

MFFsERaE , X RIAEIRTHIRL NG , BURTRBEERAR , FEKERRREERE.

R1 BYBIETELTR
Sample Name Clean Reads Clean Base Read Length Q20(%) GC(%)
OB 24,134,889 4,826,977,800 PE100 98.50 47.08
oG 24,078,537 4,815,707,400 PE100 98.49 46.26

e Sample Name : #74&4%

e Clean Reads : || Freads/a &

* Clean Base : jlllfrreads¥SreadsK BEAFRFR , RN FFEAMEELL
e Read Length : | FFreads& &

e Q20(%) : M Freads™ FTE{E = 200 E L SRR EK T 2 bk

o GC(%) : M frreadsHigEG, Ch EEWBENA DL

-~ A I
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3.1 BRI AR FEE N M RES M E
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&1 OB R R 593 A0 B AN A B A [ & 73 Ap &

R AR Areads R IHEALE |, YIRS EAEX LR AT OELA] | RRIBREARRRMRELE,
IEBE FHATATHMICGH B |, BT JLop I aE LR TS I14). W RN aMMEYLE &R AT E
S, BTIUFAS I REOEERS)., AEF XHMFREHEEreads ERMVEER. ; YR RABER RE
8 ; B e rarreads EHNEENGTEE ; MERXATBERENZ D , N REEN N EHGE
RN FEURT XA REAEN SRS,

Distribution of qualities

Base percentage composition along reads

Quality

I 1 1 ] I 1 1
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Position along reads Position along reads

&2 OGH R EH 7353 40 B F S ST E ) A ]

ZES AR Areads P IBE A E , PRI BREE X RATE ELS) ; RRBEARAEAREELT,
IEEBTHATATHCGHE |, AT/LopHIEEME 2B THENS 4. WA R IFEGEAERMILE S R RIEE
T, BTIUFAS I REOEERS)., AR XHMFREHEEreads ERMVEER. ; VIR RARERRE
8 ; BT 8N RfRreads EANBEARKREM ; BERAARBEHRENS D , M REEN N UEHER
RFRINF R XA REERELAIES.
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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

!

!

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,
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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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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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