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BEI1 1

ERERBEZORA

FAST
Rliggz |—» Readeqr -+—— Rl2iggz
One pack * O ke
‘L PE read Packs ﬂ;

Parallel Parallel
pared-end — paired-end
prEProcessar ‘ preprocessor —l

QC and QCand
filtering Clegn filtering Cle?jn
results riagaad results Reads
|
. Merge _ _(_. _. _._._. [
i s T |
s Reporter :
Report P
HTML .
Report

(a) main workflow

ofastp : FAFHITFASTQEUE
HEREREH , SRR R
SIEHUE | (FA—MERY
FASTQFRZMERES |, fastpiR(itT
EAREDHT , BELEEE | iE
BB FIEARIEEINRE.
ENESFEERNG | XE(E
BEFH  HERSEBER
HTMLFNJSON#E= AR &

OhRAs : fastp v0.12.6
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BEI1 1

ERERBEZORA

Readl in

B

UMI
preprocessing

R

Post-filtering ‘

Read? in

Pre- ﬂterlng
statistical
results

.

statistical
Global trimming results
A A
Shiding window
Quting Readl | |
polyG tail 3
trimming L Read?2
c:ut
Overlapping
analysis

R

Base correction

Adapter
trimming

L

Filtering

—. AR

—. FREEEA0HRES
jJAL’;

Efﬁ

e ]

BasefX1E
BaE O RETE

polyGEE/MEZEY
ESDE S

[REE

D FIRRATFAC I

Eﬂjtlj’\’f”

. LB RIAFSD T
. IEINRESRE

=N

4

4

4

4

/

/

@00\lmu1;l>wr\)|—\
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(b) paired-end preprocessor

P_TI . £ NIRRT
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HIEZTIE —. Al

ERERBEZORA

/home/Icbio/Softwares/fastp/fastp

-i Input/BS06629/BS06629_R1.fastq.gz

-I Input/BS06629/BS06629_R2.fastq.gz

-0 CleanData/BS06629/BS06629_R1.fastq.gz
-O CleanData/BS06629/BS06629_R2.fastq.gz

w5 | iR 1 IR RRHE

-i --inl readl inputl fcnput/BSO6629/BSO6629_R1. input file name (string)
astq.gz

o —-outl outputl Input/BS06629/BS06629_R2. | readl Olitput file name
fastq.gz (string [=])

) . : CleanData/BS06629/BS066 | read2 input file name (string

: in2 Input2 29_R1.fastq.gz [=])

i N CleanData/BS06629/BS066 | read2 output file name

© out? output? 29_R2.fastq.gz (string [=])
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HIEZTM —. FREIEHfiRS

ERERBEZORA

/home/Icbio/Softwares/fastp/fastp

-i Input/BS06629/BS06629_R1.fastq.gz

-I Input/BS06629/BS06629 R2.fastq.gz

-0 CleanData/BS06629/BS06629_R1.fastq.gz
-O CleanData/BS06629/BS06629_R2.fastq.gz
-j CleanData/BS06629/fastp_BS06629.json
-h CleanData/BS06629/fastp_BS06629.html
-R BS06629 fastp report

"5 | BB il [F3CfERE
i ; ( EEZ ) the json format report file name (string
E ~Json CleanData/BS06629/fastp_BS06629json | [=fastpjson)
-h —-html ( Eﬁz ) the html format report file name (string
CleanData/BS06629/fastp_BS06629.htm| | [=fastp.htmi])
R | reporttitle | (ARSI ) BS06629 oo cuoid ity o et
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H[EZTM — : [REiEHIFRS

ERERBEZORA

O fastpSHHETREEEATSLE . NEHFISPRKESFZH , ILUEEE
BRI RIS TSR,

O LUSONFIHTMUETIURSER |, MISONIREG SHTMURE F R A9RR
BEUE.

O JSONIREAMEXNEFNNNEY . ATRILURMARNEE,

O HTMUREE— N ERIRAIMNTT , FrEEIf &2 JavaScriptflWebE#hz]
S elzERY.

E8BS06629_R1.fastg.gz
EBBS06629_R2.fastq.gz

= fastp_BS06629.html
& fastp_BS06629.)s0n
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eI 1. E4E :

ERERBEZORA

/home/Icbio/Softwares/fastp/fastp
-i Input/BS06629/BS06629 R1.fastq.gz
-1 Input/BS06629/BS06629 R2.fastq.gz

-o CleanData/BS06629/BS06629_R1.fastq.gz
-O CleanData/BS06629/BS06629_R2.fastq.gz
-j CleanData/BS06629/fastp_BS06629.json-hCleanData/BS06629/fastp_BS06629.html

-R BS06629fastpreport
-z1
S | R E3 [ fRRE
compression level for gzip output (1 ~ 9).
-z --compression | JE4gLL I 1 is fastest, 9 is smallest, default is 2. (int
[=2])
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BEI 1=l

1, E4 -

EREERRZOEAR

outputl

CleanData/BS06629

output2

Readl before filtering: ( 3.04G )

Read2 before filtering: ( 3.15G)

total reads: 42000000

total reads: 42000000

total bases: 6300000000

total bases: 6300000000

Q20 bases: 6174720971(98.0114%)

Q20 bases: 6129880727(97.2997%)

Q30 bases: 5970327989(94.7671%)

Q30 bases: 5874909241(93.2525%)

Readl after filtering: ( 2.97G)

Read?2 aftering filtering: ( 3.07G )

total reads: 41401465

total reads: 41401465

total bases: 6175319835

total bases: 6175238303

Q20 bases: 6067183189(98.2489%)

Q20 bases: 6044182561(97.8777%)

Q30 bases: 5872182296(95.0911%)

Q30 bases: 5803015607(93.9723%)

Filtering result:

reads passed filter: 82802930

reads failed due to low quality: 1141902

reads failed due to too many N: 0

reads failed due to too short: 55168

reads with adapter trimmed: 5224060

bases trimmed due to adapters: 71749313

JSON report: CleanData/BS06629/fastp_BS06629.json

HTML report: CleanData/BS06629/fastp_BS06629.html

fastp v0.12.6, time used: 712 seconds

766 2413
www.iG-bio.com



BEI 1=l

1, E4 -

EREERRZOEAR

outputl

CleanData/BS06629

output2

Readl before filtering: ( 3.04G )

Read2 before filtering: ( 3.15G)

total reads: 42000000

total reads: 42000000

total bases: 6300000000

total bases: 6300000000

Q20 bases: 6174720971(98.0114%)

Q20 bases: 6129880727(97.2997%)

Q30 bases: 5970327989(94.7671%)

Q30 bases: 5874909241(93.2525%)

Readl after filtering: ( 2.71G)

Read?2 aftering filtering:(2.80G)

total reads: 41401465

total reads: 41401465

total bases: 6175319835

total bases: 6175238303

Q20 bases: 6067183189(98.2489%)

Q20 bases: 6044182561(97.8777%)

Q30 bases: 5872182296(95.0911%)

Q30 bases: 5803015607(93.9723%)

Filtering result:

reads passed filter: 82802930

reads failed due to low quality: 1141902

reads failed due to too many N: 0

reads failed due to too short: 55168

reads with adapter trimmed: 5224060

bases trimmed due to adapters: 71749313

JSON report: CleanData/BS06629/fastp_BS06629.json

HTML report: CleanData/BS06629/fastp_BS06629.html

fastp v0.12.6, time used: 1786 seconds(29min)

766 2413
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BEI 1=l

1, E4 -

EREERRZOEAR

outputl

CleanData/BS06629

output2

Readl before filtering:

Read2 before filtering:

total reads: 42000000

total reads: 42000000

total bases: 6300000000

total bases: 6300000000

Q20 bases: 6174720971(98.0114%)

Q20 bases: 6129880727(97.2997%)

Q30 bases: 5970327989(94.7671%)

Q30 bases: 5874909241(93.2525%)

Readl after filtering:

Read?2 aftering filtering:

total reads: 41401465

total reads: 41401465

total bases: 6175319835

total bases: 6175238303

Q20 bases: 6067183189(98.2489%)

Q20 bases: 6044182561(97.8777%)

Q30 bases: 5872182296(95.0911%)

Q30 bases: 5803015607(93.9723%)

Filtering result:

reads passed filter: 82802930

reads failed due to low quality: 1141902

reads failed due to too many N: 0

reads failed due to too short: 55168

reads with adapter trimmed: 5224060

bases trimmed due to adapters: 71749313

JSON report: CleanData/BS06629/fastp_BS06629.json

HTML report: CleanData/BS06629/fastp_BS06629.html

fastp v0.12.6, time used: 8678 seconds(144min)

766 2413
www.iG-bio.com



@ﬁmﬂm 2, #3258 ( Adapter trimming ) :

ERERBEZORA

/home/Icbio/Softwares/fastp/fastp
-i Input/BS06629/BS06629_R1.fastq.gz -I Input/BS06629/BS06629 R2.fastq.gz -o
CleanData/BS06629/BS06629 R1l.fastq.gz -O CleanData/BS06629/BS06629_R2.fastq.gz

-j CleanData/BS06629/fastp_BS06629.json-hCleanData/BS06629/fastp_BS06629.html
-R BS06629fastpreport -z 1

-A
S8 | R T JRSfERE
N ANEFS 1EECAE adapter trimming is enabled by default. If this option is
M = s A AN 72 °
-A pllsable_adapter_tr {BRRJLAER-A 3 specified, adapter trimming is disabled
imming Kig
. Ssete \RHEEL the adapter for readl. For SE data, if not specified, the
-a -a S8EREINRAYFES adapter will be auto-detected. For PE data, this is used if
adapter_sequence = R1/R2 are found not overlapped. (string [=auto])

@ 0571-8766 2413
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@Hilllﬂﬁl 2, #&3(258 ( Adapter trimming )

ERERBEZORA

Adapter or bad ligation of readl

The input has little adapter percentage (~0.56%9814%8), probably it's trimmed before.
L 155300
e 147425
BER 142781
AGAT 136618

Adapter or bad ligation of read?2

The input has little adapter percentage (~0.569064%), probably it's Lrimmed before.
Y 155188
LG 147381
LEL 142763
LGAT 136691

O BRimdE LL@%E%@WE*%LNE%rﬂ
O Win#dE  BEHEENNESRQNESLFY | FRESXKEIMIEL

@ 0571-8766 2413
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@Hillliilﬁl 3. Base¥%IE ( Base correction) :

ERERBEZORA

S | R 52 JRSRERE
AR ETNRERNAIR BT RER-c 24
; N Bt enable base correction in overlapped regions (only
-C --correction | BJL\EH , XF—LEEIIRESZERAY | for PE data), default is disabled
NF , tanmiRER , TR

O T WimimgdE , NRALUCNREIES RTFESH—Xi152l , NELIRES
X RRUEE. NFRENEERS | elIEEEREERD,

O MNREESXIFAEIN—LARITE , fastpE=id M IEARLE. fsatp(RAARF
ERIRES D RIEALERREREY , XEKREEF—EAsRESS (>
Q30) MB—1TEBRRERSD (<Q15) . ATEMERRIE , MRTISELL
INFEYET (T =5) , Mfastp(RHPUTIRIE.
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HEXM 4. SBEIEOKRENR ( Sliding window quality cutting )

ERERBEZORA

/home/Icbio/Softwares/fastp/fastp

-i Input/BS06629/BS06629_R1.fastq.gz -1 Input/BS06629/BS06629_R2.fastq.gz -o
CleanData/BS06629/BS06629_R1.fastq.gz -O CleanData/BS06629/BS06629_R2.fastq.gz

-j CleanData/BS06629/fastp_BS06629.json
-hCleanData/BS06629/fastp_BS06629.html
-R BS06629fastpreport -z 1

-3-W 16 -M 20
SH | R 15315 B{E JRSL AR
. %ﬂﬁﬁﬁ 5 enable per read cutting by quality in front
-5 --cut by quallty5 Vmg , mﬁ'\)ﬁ% read (5", default is disabled (WARNING: this will
-0 S T interfere deduplication for both PE/SE data)
NpASENEES e
. :u?: %QEEE 3 enable per read cutting by quality in tail (3"),
-3 --cut by quallty3 Vmg , mﬁ'\)ﬁ% read default is disabled (WARNING: this will
-0 NN interfere deduplication for SE data)
RERIEEE e
: : ?Efﬁ;%ﬂ]jclj\ ' S . the size of the sliding window for sliding
-W | --cut_window_size RN 4 XIEK/IN . 2~10 window trimming, default is 4 (int [=4])
b'_‘q N v, N
- ?EIIE%;RE(J:'Zi’/] ﬁ%{g -1~ 30 the bases in the sliding window with mean
-M BEE, BARE - : ! quality below cutting_quality will be cut,

cut_mean_quality

20 , BHIE Q20

suggest : 15 ~ 20

default is Q20 (int [=20])
@ 0571-8766 2413
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HEXM 4. SBEIEOKRENR ( Sliding window quality cutting )

ERERBEZORA

O ATIREEBRE | fastp>dFgshE 077 2k MicE MEBELERFIEERRI(K
REEM. BOTTLAMSBa1EI3", SMN378a125" , FHHEEORNTSR
E7E

O EEBEX/N , BAZ 4,

O {SEERATFHYREE |, BAR 20 ;

O MNRFYREBETHE , WEOPRIEESHEmCHER | BB ERIRN
— M EH , BUEREEL.
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H[E30E 5. polyGEEHMESS ( polyG tail trimming )

ERERBEZORA

S8 | R 1532 JRSL R
i | JZFF";"DJ“U TL‘/GE""" é‘%i& force po!yCilltaiI tritr”rlm(;i?g, Itl)ly default trimming is
- --trim po 1 , B -0 = automatically enabled for Illumina
9 -poly_9 RIX7JRe HAE-9 2 NextSeq/NovaSeq data
N ) FERREEEIZThEE  MIETL e - disable polyG tail trimming, by default trimming
-G | disable_trim_p Zl[l%,uﬂﬁﬁﬂ%lﬂuﬂjﬁb , eLifERe-G is automatically enabled for Illumina
Oly g - - %%Z NextSeq/NovaSeq data

JREA : PolyGEIllumina NextSegf1NovaSeq&5!+E IWAYEE

SHEFIFS RN (BRALEAGE ) SR M , — MBI S

(Vg NBIFSESHIREGHRIRAT | MBI BFRESE
BHARAG. B2 , BTSN (SBS ) HNSEEHE | S EHIE
=S Q—EBTWC?_ IEEVE PR IR NG | XA polyG tail,

A{26.68%) 0.7
Ti28.21%)
l: S5%]
G{34.18% ] L
l: DEG]
(=

| kel n.sl fy

] 44 &0 a0 oo 120 140 n 40 (] L] 10¢ ixn

1111111

(a) before fa stp preprocessing (b) after fastp preprocessing

(a) fEfastpFbIEZ Rl , 1 ( b ) fEfastpfihEC 5

A{ 36, THYe)
- T(I8.60%)
C{E3,03%)
— G[ 23 884}

NEO.004%%)
— GE(46.50%:)

, AAEETREMNF. XEFRR
SHIRERHFRNAC , —

ERHEFRAA Slﬂziﬁﬁ*ﬁuJ"Uﬁ‘éEl’JEW (=
SEEDNAKZGESS, XA
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H[E3TM 6. 2FEFE;

ERERBEZORA

SH | R TFAE JRSLERE
BOASAread 189K ABAYBIRL/AELRIER I, aces in front
- . P : rimming how many bases in fron
s --trim_frontl | ZOMEHAReadl , FETHO (int= | ¢, readglg, default isyO (int [=0])
0)
BOASHreadl RIREERRIGEE, i aces in tail
- - : : : . many bases in tail for
-t --trim_taill ( trim_taill (--trim_taill) should be 0O rz;qtlg%faams 0 (iynt [zo])l

~ 30, suggest 0 ~ 4)

trimming how many bases in front

-F --trim_front2 | B\ A S Hread 2f93LEREETER for read2. If it's not specified, it will
follow readl's settings (int [=0])

trimming how many bases in tail for

-T --trim_tail2 EASHread2 FIREEBAYELIER read2. If it's not specified, it will
follow readl's settings (int [=0])

@ 0571-8766 2413
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B

ERERBEZORA

= .
o | R FRSCHRRE
T . L) B ==—=11" %} mi quality filtering is enabled by
'Q disable quallt ;é}%g@j@iﬁﬁ° yu%?EZEJJ:tJiEI)ﬁ ! J\J default. If this option is specified,
: - s | DU=Ehpe quality filtering is disabled
y_filtering
-- s = the quality value that a base is
-q quallfled qual %ﬁ%*ﬁfﬁéﬁ%ﬁg phl’ed EE{E ! tlﬁﬁl]-q qualified. Default 15 means
o ad | 15 FREIEAT STQLS WRINSHE | pred i > -ais’s qafe
-- TEE%%EL}E%Q“E%%E’\JE%K%@ how many percents of bases are
-u unqualiﬁed p ﬁJEJZE ' tlﬁﬁ[l-q 15 -u 40 %E/_.R_/l\ read EEli allowed to be unqualified
unquatitiec-P | ZRgeE A0%ARHEIRBMEETFQLS , | 0100 Defuit 40 means o
- BN ST
\ if one read's number of N base
b limit @E}Eﬁ'n E.I-L)\BEZFE_/P read Epﬂafgﬁgﬁg is >n_base_limit, then this
-n --h_base_limi 9\/|\ N read/pair is discarded. Default is
5 (int [=5])
o IAELRT < B~ E h length filtering is enabled by
-L disable |engt ]&'klé%)iaﬁﬁT read -LQEL—:I-"};: ! {E&EJLJJE default. If this option is specified,
h filteri_n g FA-L &#xiA length filtering is disabled

length_requir
ed

EM-| 2HEERKEKR— read BEEKK |
Eban-1 30 =T 30 PNMEERY read &

w5

reads shorter than
length_required will be
discarded, default is 15. (int
[=15])
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B

ERERBEZORA

NI

phred : JUFFYEE THIEUERY fastq 34, BEFFIEBXIN 7 HEEIKERNREE, &
BB MEERERMEFIRT M, AEERABRY) itEAT/9:Q = -1010g10piX1™ p
{ERLE Phred ITEHSREY, R—PMREWRIRBIFEIRAYATBEME, Phred —FFIAR—MX
 (@BERITEDE), MU ESFRAIZINFGEE H T,
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IESTI 8, 2 FHRRFFFRLIE ( UMI preprocessing ) :

ERERBEZORA

SH | B R e
U ——umi #ﬁ1&5ﬁ?€§¢ﬁ7ﬂﬂﬂﬁﬁ ' iZIjJﬁEEjU\A;QE enable unique molecular identifer (UMI)
s preprocessing
B, FEFER-U S8

O IS FRRA (UMD) 352K, BTRES RBREHRSTERENFAR
( EDctDNANF ) FSTE(RINRBRIREE. UMISZIRTHRESHE

PEFRERITHRIZE,

@ 0571-8766 2413
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IESTI 9. Mtk 3R ( Output splitting ) :

ERERBEZORA

S | R 1535 JRSLfRRE
IS (ERILEIEIN (2 ~ 999) BREISHITF7 L
= = =233 A split outpu imiting total split file number wi is
-s “Split 3'114515 ' 4%J|Dﬁr¥r_?ﬁué§§i%'§7JH§U§ﬁutH%W orp))tion (§~99€¥), a squential nFl’meer prefix will be added
(0001.0Ut.fq , 0002.out.fq.) , EkiA :cjc;%ttli)tatn?a[?oﬁ)( 0001.out.fg, 0002.out.fg...), disabled by
FH(int[=0])
ZJ<
I (E LI TPR B AN SR TS |~ e
-= s split output imiting lines of each file with this
-S Spllt by lin (> = 1000) 1 Eﬁﬂjgﬂ-{:{%;ﬁbn_/l\”ﬁ}%_ oStion(>|2100%), a seq%ential number prefix will be
_My_ ae .out.fq, .outfqg..),
o SH743(0001.0utfq , 0002.0utfq), | iGdediooutput name (000Loutfg, 0002 utfa..)
FRAZA(long[=0])
| | Ml ——y > N A3
o . . gﬁu_’gtﬁ%ﬁgé&%glNlo) ! ’Ekl’k’fgjg‘]‘ "| the digits for the sequential number padding (1~10),
-d Spllt_p refix_ | EIS42I151EF 90001 .xxx , OLAZE | defaultis 4, so the filename will be padded as 0001.xxx,
digitS }Eﬁfﬁ?ﬁ(mt[:4]) 0 to disable padding (int [=4])

NGSEIRAIFTAHIEE M
HimsSiko

EEEER,

GZIP[E4eEiETHEE,

ETass ; PR OIRIL | B TIR D FIHESL
R afastpUTAREA SRR TEL , X3S T
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el 10, iSERIEFTIDH :

ERERBEZORA

S | B

532

JRS R

P

overrepresentation_analysis

HRIEDHTIER

enable overrepresented sequence

analysis.

O 7EFASTQHES |, FLFIIEEREMEMATAET S, WXL BFAFFIRIDHAILL
hA—LENFR S |, ANESPCR |, polyGEIELS:

1920

O fastpXIFrA AR TS EATHET ERIARFYILGERERD D hiRE.

Before filtering: read2: overrepresented sequences

overrepresented sequence

RRRR

AGATCGGAAGAGCGTCGTGT

ATCGGARGAGCGTICGIGIAG

GATCGGRAAGAGCGTCEIGIA

GEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE
GEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE
GEGEE

GEEEGEEEEEEEEEEEEEEGEEEEEEEEEEEEEEGGEGEEEEEEGEGEE
GEEEGEEEEEEEEEEEEGEGGEEEEEGEGEEE6GGGGEGGEGGEGGEGEG6
GEEEGEGEEEEEEEEEEEGEGGEGEEEEEGEEEGEEGGGGGEGEEGGEGEG
GGGG

count (% of bases) distribution: cycle 1 ~ cycle 150

201 (0.0068381%)

25370 (0.161079%)

37 (0.000235%)

30 (0.000190%)

1485 (0.047143%)

1131 (0.053139%)

“Lb’

@ 0571-8766 2413
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LTI 11, fEmE s -

ERERBEZORA

=~

o | mE BER e e
enable low complexity filter.
-- ‘ | The complexity is defined as
.| EBIMRESE. (EAGCTHH .
-y | low_complexit — the percentage of base that is
y_filter o different from its next base
(base[i] '= base[i+1]).
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el 1. £5PEFNFRRIEIE

/home/Icbio/Softwares/fastp/fastp

-i Input/BS06629/BS06629 AH3YWKDSXX_S47_L004_R1_001.fastq.gz
-I Input/BS06629/BS06629 AH3YWKDSXX_S47_L004_R2_001.fastq.gz
-0 CleanData/BS06629/BS06629_R1.fq.gz

-O CleanData/BS06629/BS06629_R2.fq.gz

-z1

-t0

-TO

-j CleanData/BS06629/fastp_BS06629.json

-h CleanData/BS06629/fastp_BS06629.html

-R BS06629fastpreport

-M 20

@ 0571-8766 2413
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BEI 1=l

ERERBEZORA

M. £/EFNEFRIEN

e

Input/BS06629/BS06629_AH3YWKDSXX_S47
_LO04_R1_001.fastq.gz

JRinEuERL

Input/BS06629/BS06629_AH3YWKDSXX_S47
_LO04_R2_001.fastg.gz

JRInEER2

-0 CleanData/BS06629/BS06629_R1.fq.gz it CleanDataR1

-0 CleanData/BS06629/BS06629_R2.fg.gz it CleanDataR2

-z 1 [E4EEEH A1 (&R )

-t 0 A EESHRINEEBRIZEL

-T 0 A EESHR2EEBRIZIEL

-] CleanData/BS06629/fastp_BS06629.json --json

-h CleanData/BS06629/fastp_BS06629.html --html

-R BS06629 --report_title

-M 20 EEEKIIYREE , BUARZ 20, BEiE Q20
-y [ERREMERE. EAGCTREE
-W 16 EEANEANAL6

P BREERILFFISH

IZRIETREENAIRBHEER-c SHEILVSA |, W F—LExgng
ERZERRINA |, tRIiRiNESE |, BNTE
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BEI 1=l

EREERRRZORA

Read1l before filtering:

Read1 after filtering:

total reads: 42000000

total reads: 41342364

total bases: 6300000000

total bases: 6164607961

Q20 bases: 6174720971(98.0114%)

Q20 bases: 6061591363(98.3289%)

Q30 bases: 5970327989(94.7671%)

Q30 bases: 5867574749(95.1816%)

Read?2 before filtering:

Read? aftering filtering:

total reads: 42000000

total reads: 41342364

total bases: 6300000000

total bases: 6164612619

Q20 bases: 6129880727(97.2997%)

Q20 bases: 6039756936(97.9746%)

Q30 bases: 5874909241(93.2525%)

Q30 bases: 5800017410(94.0857%)

Filtering result:

reads passed filter: 82684728

reads failed due to low quality: 1174290
reads failed due to too many N: 0

reads failed due to too short: 109346

reads failed due to low complexity: 31636
reads with adapter trimmed: 5222756

bases trimmed due to adapters: 71569842
reads corrected by overlap analysis: 3482785

bases corrected by overlap analysis: 4981501

JSON report: CleanData/BS06629/fastp_BS06629.json
HTML report: CleanData/BS06629/fastp_BS06629.html
fastp v0.12.6, time used: 459 seconds ( 7min )
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Thanks for Your Attention !
Any Questions ?

@ 0571-8766 2413

www.lc-bio.com



