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-Fastq7 7 A IWAERERBFICT A ITRA—FU IO DA%
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U F IV (Local Run Manager. | |* Third Party
c R—Z2O—)L MiSeq Reporter)
(K mikE) | |° BaseSpace Sequence
Hub (BSSH)

W . bcl 77 4 L N Bcl2fastq (Linux) PAWN =/ \is VCFs.
: \/ Assembly
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FASTQ 7274 JL
2744

SampleName SampleNumber_Lane_ Read FlowCelliIndex.fastq.gz
SampleName S1 L001 =1 001l.fastq.gz
SampleName S1 L001 =~ 001l.fastq.gz

FASTQ 274174 —<3 v k

RSIM:115:FCX:4:2106:6329:1045 ATGCTAGCC 1:N:0:ATCCGA ¢l A5 —

TCGCACTCAACGCCCTGCATATGACAAGACAGAATC <ummmm I15EFRFI
+

<>; BB=><9=AAAAAAAAAAIB:<B<;<<<????B= < 4F)T4A27

ANy H—4
@Instrument:RunID:FlowCellID:Lane: Tile: X:Y:UMI

Read:Filter:0:IndexSequence or SampleNumber

2020/03/25

NGSEEMTZ L LD &S ~ERMOONINAFT A THIT 149 XA~
TOZANTITVr—2avBA4IToT4RX+ {ZHE #X
https://jp.illumina.com/events/webinar/2020/webinar-0325-j.html
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DAVTARIATIE, FEED
ERIEF. TAHMZEITORICANS,

- Q10: 90 % DIEERTEDAR—XOA—)LIFHEM S L LY
- Q20: 99 WDHEETEDA—RD—JLIFHEM S L LY

N—XO—JUDFEM L L &

- Q30:99.9 DHEETEDAR—RAO—)LITFEMN D L LY

- Q40:99.99 % DIERTEDA—XI—/)LIFHEM S LY

Q-Score Symbol Q-Score Symbol Q-Score Symbol

0 ! 14 / 28 =

1 15 0 29 >

2 # 16 1 30 ?

3 $ 17 2 31 @

4 % 18 3 32 A

5 & 19 4 33 B

6 ‘ 20 5 34 C

7 ( 21 6 35 D

8 ) 22 7 36 E

9 * 23 8 37 F
10 + 24 9 38 G
11 25 : 39 H
12 26 ; 40 I
13 27 < llumina
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\. J

7 For Researc

D FASTQZ7 7 1 LD}

S

/M5 (T—FFEHE)
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- FastQC App
@ FASTQZ 7414 ILMD
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—TFETa—=&lF?—

() 54751y = DNASLYH—F + FHTH—
() Read 1 ¥—4 YR FS54<— (Rd1 SP)
() Read 2 ¥—4 YR FS54<T— (Rd2 SP)

PS7H FA2— DNA A4 Y — PT7& TR —
[ e |
[ e |

P5 G  Rd1SP Rd2 SP
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il : 150 bp x 2

PS7HTH— 49—k PT7HETHR—
| |
5’ 150bp ~ 3’
4 >4 — ~&= 1000 bp
5’ 150bp 3 4 % — & = 200 bp
(2)  Y—FE<A ¥—+E
3’ 150bp 5’ (BB, F—N—F v )
5| 100bp

: J—FR > A ¥— R
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12

XY F>90%

(TIHILE)

|
@M00000:71:000000000-DOOLW:1:1101:16265:11658 1:N:0:1
ACTCTGCGTTGCGCTTCTGCTCGGCCTCCAGCTCACCCTCCbTGTCTCTTATACACATCTCCGAGCCCA
|

_l_
|
BCCCCFFCCBCCGGGGGGGGGGGGGGGHHHHHHHHHHHHHGGHHHHHHHHHHHHHHHHHHHHGGGGGGH

@MOOOOO:71:OOOOOOOOO—DOOLW:1:1101:16265:1%58 1:N:0:1
ACTCTGCGTTGCGCTTCTGCTCGGCCTCCAGCTCACCCTCd

|
_|_

|

BCCCCFFCCBCCGGGGGGGGGGGGGGGHHHHHHHHHHHHHq

\i/?
Jo
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|
@M00000:71:000000000-DO0OLW:1:1101:16265:11658 1:N:0:1
ACTCTGCGTTGCGCTTCTGCTCGGCCTCCAGCTCACCCTCCbTGTCTCTTATACACATCTCCGAGCCCA
|
_|._
|
BCCCCFFCCBCCGGGGGGGGGGGGGGGHHHHHHHHHHHHHGﬁHHHHHHHHHHHHHHHHHHHHGGGGGGH
|

<

@MOOOOO:72:OOOOOOOOO—DOOLW:l:1101:16265:1%58 1:N:0:1
ACTCTGCGTTGCGCTTCTGCTCGGCCTCCAGCTCACCCTCCNNNNNNNNNNNNNNNNNNNNNNNNNNNN
n |

|
BCCCCFFCCBCCGGGGGGGGGGGGGGGHHHHHHHHHHHHHGﬁ###########################
|

TET2—EHENTIREXUTL, IAVT4RA7%2 () ICESRAD
(L. &BEOT—2BITTETRELY — FROERIIMNDELGEFIZER)
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ESLTT7HETE2— M) OTHNRBE?

Higher alignment %

BWA

(backtrace)

. Sample Total Aligned Percent Aligned
Sample Name Reads Reads
1 NA12892 354,882 77.4%
2 NA12892- 450,007 98.2%
trim

. BWA Enrichment
lllumina, Inc
Resequencing, Targeted Seguencing
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15

& Velvet de novo Assembly

‘4\ BaseSpace Labs
. N ) S

Improved assemblies

Data: 2 x 250bp, E.coli #°/ LY 4 X:4.64M (Nextera™ XT)

Assembly metrics Before adapter | | After adapter

trimming trimming
N50 21 29,791
Maximum contig 553 174,326
Assembly length 18,497,207 4,876,437
Number of contigs 1,387,508 1,115

NS5O : 7yt T L-BINZRWVIBICHERT, ROWAMSIEICEIDEEH %
BLTWSBIZ2ZEORSOF2ITE LT & ORI DOIEEL (bp)
Number of contig: Zvt> T LTOHREEHLIN-EINDOHK
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S9FVTF4 RYEVT

E¥OF) T2 RATZEIC, V—FEXWDIF )T 1 DIEL
BEZIYER<

EAGREICMN)SVTT 52

- BEARMIZ, eTOT7T) 54—y

- BFICIKRIGD I A ) T4 DIEVERN, REDENTIZV ) T4 HILIC
HBE5Z 5 (eg.denovo 7EUIY,Y—FEEEE)

EABRITFY I T LR
- D= VRN FEAEDY T T (.e. BWA, Isaac) A
DAV TARATEBRICANTT 54 A2 FLTWWS1=8,

A1ILEFYU—
- BSSH FASTQ Toolkit App
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QualityScoreTrim,20

18

@M00000:72:000000000-DO0LW:1:1101:22420:18334 1:N:0:1

CACCAAGGGCCTGGGGTGTCAATGGCGGGGCTTGTGACTGCACAAAAGGGGCCTCCCGCAGGGGCTCCCGLC

_|_

BBBBBBFRBBBBGGGGEEFGGGHHHHGGGO00>10B355@BB3@3RGLZEL///1/11///////////////

-

.

@M00000:72:000000000-DO0LW:1:1101:22420:18334 1:N:0:1
CACCAAGGGCCTGGGGTGTCAATGGCGGGGCTTGTGACTGCACAAAAGq
+ |
BBBBBBFBBBBBGGGGEEFGGGHHHHGGGOO>lOB355@BB3@3BG1?ﬂ
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QualityScore: 20, WindowLengt

h:4

20x 4 =80 >75

@M00000:72:000000000-DO0OLW:1:11

01:22420:18334 1:N:0:1

CACCAAGGGCCTGGGGTGTCAATGGCGGEGCTTGTGACTGCACAAAAGGGGCCTCCCGCAGGGGLCTCCCGLC

Window

BBB:=BFBBBBBGGGGEEFGGGHHHHGdeO

>

|DB355CBR3€3BCL?EL///1/11////1///1/2/1//

97

@MOOOOO:72:OOOOOOOOO—DOOLW:I:lﬂ
CACCAAGGGCCTGGGGTGTCAATGGCGGGGq
+ |
BBBBBBFBBBBBGGGGEEFGGGHHHHGGGOq

|

\
”

—
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)—FDAZHRZEHLTHITY Ty bEERTH L
ES3LTHIY U TILBNBE?
s NSTNWNa—TFTA40TDE=ODFENTEIYEVDERTITS 28
= NV AVDERENTAITIEGEL, O—T VAT —ENKESTET,
T—RABANERTEA LT NS HI5E
= 1)L =} BaseSpace Sequence Hub DL\ DD 7 T [ZIF.
42Ty F2ITHIEBENHDHT-6
= BTICERR) — FROKRHZ1TO158
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= BSSH FASTQ Toolkit App

For Research Use Only. Not for use in diagnostic procedures. I | l..“ I " na



FASTQZ 7 4 JLDEILED A%
— B {5—

Nlumina




FETE—F YT
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FASTQ 774 )L

- ogmr
BRI / cHEBRYT YT 7—% 70—
oIV (Local Run Manager.| |+ Third Party
. R—ZTO—)L MiSeq Reporter)
e MRE) || BaseSpace Sequence
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FETR—FIUSVT

MiSeq ™ Reporter, Local Run Manager, BaseSpace ™ Fastq Generation

and Bcl2fastq

28

Workflow GenerateFAST(Q
Applicatic FASTQ Only
Assay Mextera XT
Description

Chemistry Amplicon

[Reads]
151
151

[Settings] y

[Data]

Test

Sample_llSample_Nam Sample_P Sample_WI7_Index_ index

Hard trimming

[Header]
IEMFileVe R (L — AN ST TA—EHEREICERYEKL)
Date 4/11/2017

Readl&Read2MDo—4H U AMNELB5E5(F.
UTDESIZENENDENZEANT S

[settings]

Adapter CTGTCTCTTATACACATCT

I15_Index_ index2

N701 TAAGGCG 5502 CTCTCTAT

Sample_P Description

https://support.lllumina.com/bulletins/2016/12/what-sequences-do-i-use-for-

adapter'trimminq-html For Research Use Only. Not for use in diagnostic procedures.

llumina
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R Bimens Experment Manager

lumina Experiment Manager

Sample Sheet Wizard - Workfiow Parameters

FASTO Orky A Settrge

FASTG Only WetSow Soeclic Seirgs

Reagert Catadoe Bucods” | [ Custors Famer for Faes 1
Lteary Proo Vieddow JexgASeq Livary PLUS for R - 13 Cuastom Paner for haes
Indes Adwgren ArptSeq CD indesss (44 -
et Moude Oikesl 1) 8 20 o el et @ Use Mama Tﬂmmng
Expersent Nave™ [} Reverse Conplemen /
reesgetor Mavm
|3 e Mdgter Tareng
Descrgton
Date pne G-
Feat Tpe (8 Pased End (O Snge Read Crauia Rin wwemsivs i
oot T e Local Run Manager
Coctes Peos 2 w2
" mawed feld
Ps heTrege
Ragte Ty -
2018/07/25
HoTNo— MERY—IL : m———
lllumina Experimental Manager (IEM) DfERA -
B®H/AN—2 3 VIEMVL.150) ZHE - ]
[ JL = FiSchool #1#k]
T4—IVRT7T)r—23 B4 ITUF 4R b ot
WEY % - EFIE = Acapter Trimming®
https://jp.illumina.com/events/webinar/2018/webinar-
180725-j.html
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Bcl2fastq
N-masking

neacer \ (FAT2—EHEN . TNEDQRATEWITEEHZ B)
Date 4/11/2017 . .
Woaorkflow GenerateFASTO Readl & Read20) y—/y‘ .\/Zh\ifd: 6 i%é 'is
Application  FASTQ Only UTDESIZENENDESNNEANT S
Assay Mextera XT
Descri_ptinn _ [settings]
Chemistry Amplicon MaskAdapter,
[Reads] MaskAdapterRead?2,

151

151

30

[Settings]
MaskAdapter CTGTCTCTTATACACATCT

[Data]
Sample_ID
Test

Sample_Nam Sample_P Sample_WI17_Index_ index I5_Index_index2 Sample_P Description
N701 TAAGGCG 5502 CTCTCTAT
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SEQUENCE

BaseSpace |
‘—33888,38@@ HUB v DASHBOARD MY DATA « RUN PLANNING « APPS PUBLIC DATA

BaseSpace Sequence Hub

BaseSpace Sequence Hub (BSSH) [&. 4 JLSF#tARHET
595V FY—ERXRT, 1LIFTRER—HFY—DT

S EE

IRUBIICSRAWEETERY (B8 .

WFBEHLULEDT7 T & iR, BITERIX Tproject] IZRF.

7 71 IZ1%. Core App. BaseSpace Lab App. Third Party
A*HJQ)Sﬁiiﬁo

Core App BaseSpace Lab App Third party App
(I8
Small RNA FSTQ Tookit FastQC Elastic Genome Browser
Hiumina, Inc. BaseSpace Labs BaseSpace Labs

32

Strand Life Sciences

2017/11/29

BaseSpace Sequence HUbZ R L fz=7— 2 T DEAK [4 )L = FiSchool #I#k]
TOZALNTTIT—3 04T V0T R L EE K
https://jp.illumina.com/events/webinar/2017/webinar_ 171129 j.html#webinarFormLocation
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BaseSpace Sequence Hub0)773"JJI~HS£1a=

llurmina © = : *020FE5 8 DT T A T HAY

| 3% JUa =} IRRE o1 DRI O eae d

512, 5/215
ASSA 2=
I AR I SRS
LN CSa0Ea

NaTSeg 0002000 -4~
- |y

am . NucT

R . S | — Rt = , ) PA
A N=2F Senool LU R F AN « . b -~ -— =
NE BN YOTLIONMEE  BLLTARTIANEY: BB AROTLYH - v Prwow vsan vy, »
B o o o o - " & N -

llumina | Mylllumina ~

Dashboard BaseSpace Sequence Hub i5 News & Events More -

BaseSpace Variant Interpreter
DesignStudio Sequencing
DesignStudio MicroArray

ood Afternoon,

Order Management

. &
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BaseSpace Sequence Hub App (>90

I] SEQUENCE
HUB v

BaseSpace

DASHBOARD

All Sequence Hub Applications

165 Metagenamucs

fA

O

.,.
¥

| Anadysia Ppating

By

Cancel Vartant Callar

CrossMeap

UNA + ANA Amplican

DRAGEN TNV Basslngz Bull

2
3

JEN Gurring Pipeing

DRAGEN Methylation Pipell

DRAGEN RNA Pipsine

222 A3

[
?. !

|1}
——

He

165 Metagsnomice—=

NA Aligner

DRAGEN Referenc

DRAGEN Sormatic

— =
]

)

MY DATA ~ RUN PLANNING « PUBLIC DATA

=
.

G Al FASTQ Toalkit
L/

Integy ative :.,/

FASTQ Toolkit i
BaseSpace Labs
Quality, HIPAA

; ety MethyiSeq
-

oCNY zaller

o

Naovoalign Genena DNA pip Onc
‘ ¥ B Em

\.‘l\
LRI L

’ OpenSWATH
i

‘ JponSWATH Assay Genara

EzfhoCloud 165-based MTP
aotQl
._":.r
Mo e

FastQC
BaseSpace Labs
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IncoCNV trainar
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Datespace HUB DASHBOARD MY DATA =  BUNPLANNING = AP PUBLIC DATA Q ? a - oKD KT lumina
—_——
Dashboard: Personal ——
Runs
ICredits
. N Analysss

Showng Taof 18 age
Edit
WAME =T LAST UPDATID Cooy
Ua a3 Mo {
/ Downlood
020
Uplosd
Ost 15068 2020-00-18 i T e
oo PO SR SEQUENCE
EdSeopale l HUB ASHDOAR MY DATA ~ BUN PLANNING = APP PURLIC DATA Q ? -~ & =higoka Kimur llumina

—_—
Project: 165_200218

SUMMARY ANALYSES HAOUAMPLES FABTCS OTMEN DATASETY ~Aen Ple > AT o RovrinTTee

New

Shoming 2 uf2
Eant
NAME LASRT MOOITD APFLICATION WIT  COMNINTS Copy
a11 202040310 Fast( a2 xb Dawnload L2

20200210 I55 MAsaperomy ] Uplood
Flles E
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S

Upload Files

FASTQZ 74 ILDOF7 v 70— K%

MY DATA = ' G - '3 i a1 ' &

Select the type of files you want to upload

FQ

FASTQ

V(F IXI ’ NHS('

VCF MANIFEST OTHER

Upload Files

36

MYDRTA = HUNFLENNING = '+ ut p . E a

Solect the type of files you want to upload

2714 I%
SampleName_SampleNumber_Lane Read_ FlowCellIndex.fastq.gz
Ny H—2
@Instrument:RunID:FlowCellID:Lane:Tile: X:Y:UMI Read:Filter:0:IndexSequence or SampleNumber

For Research Use Only. Not for use in diagnostic procedures.
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FASTQ Toolkit

FASTQ Toolkit App

App~> “FASTQ Toolkit” App7 4 3 > % :&iR
Project. Launch app>“FASTQ Toolkit” App % &R

Pacs I[ Tk DATHEO MY DATA = FLANNND ‘ d & llumina

Project: 165_200218

O 9O Sue

» v ANALYSES L .

E FASTQ Toolkit

Bas Spn e Labs

--------------
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Quality, HIPAA

FASTQ Toolkit App

FASTQ Toolkit

BaseSpace Labs

FASTQ Toolkit v2.2.0

BaseSpace Labs

~ ol
<Y

Configuration

Analysis Name

FASTQ Toolkit 04/29/2020 4:45:20

Input Sample(s) to Process

Select Sample(s):

ATCCiSeq1002x150Rep7

Save Processed Sample(s) to

Select Project

test

BRITAINBIE AVTINTTAILEDEAIZ,
Add a suffix to the output sample name(s) € :@*&EHZEE}-\ L’T:K$75§1Tj,j]u é*bf:{;@f“_d_o

— DS FERIFANEBDATINIFAILEE
E—ICGYET DTITEELSZEL !

Output sample names are required to be unique. Above, you can add a suffix to the input sample
names or select a project different from the input sample project.

Please Note

Default Settings

Minimum read length €)

32
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FASTQ Toolkit
BaseSpace Labs
Quality, HIPAA

FASTQ Toolkit App

o WYL Option ZEIR

Sub-sampling

Sub-sampling is required when only a subset of the sample can be processed by an application (e.g.
de novo assembly with memory constrains) or it is not necessary to process a full sample (e.g. for
validating an approach at varying levels of genomic coverage). Samples can be sub-sampled to a
user defined number of reads or number of bases, or to a specified fraction of the input sample (e.g.
50% of input sample) - again, based on reads or bases.

+ [lick to expand/hide sub-sampling settings

Adapter Trimming

Use these parameters if you want to trim adapter sequences. The adapter sequence can be
specified separately for the 5- and 3-end and is a required input for adapter trimming. In addition to
the adapter sequence, you can specify a stringency value that determines how similar a sequence
has to be in order to be identified as an adapter sequence.

+ Click to expand/hide adapter trimming settings

Base Trimming

Bases can be trimmed from either the 5- or 3-end by specifying a number of bases for each end.
Alternatively, bases can be trimmed from the 3-end by specifying a maximum read length after
trimming (e.g. to trim 150bp reads to 100bp reads).

+ Click to expand/hide base trimming settings

Quality Trimming

Use these parameters to trim low quality bases. Please note that most aligners (including BWA and
Isaac) perform quality trimming internally during alignment. Quality trimming is more appropriate
for workflows such as assembly, metagenomics or Methyl-Seq.

+ Click to expand/hide quality trimming settings

Poly-A/T Trimming

Poly-A/T tails are considered repeats of As or Ts at the read ends. The minimum length of a tail can
be specified below. A small number of tails can occur even after trimming poly-A/T tails. For
example, a sequence that ends with AAAAATTTTT and that has been trimmed for the poly-T will still
contain the poly-A. Trimming poly-A/T tails can reduce the number of false positives during
database searches, as long tails tend to align well to sequences with low complexity or sequences
with tails (e.g. viral sequences) in the database. It also improves assemblies of
(meta-)transcriptomes.

&
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FASTQ Toolkit
BaseSpace Labs
Quality, HIPAA

FASTQ Toolkit App

» Adapter Trimming option Z&3iR

Adapter Trimming

None selected
Use these parameters if you want to trim adap
specified separately for the 5-and 3-end and i
the adapter sequence, you can specify a string
has to be in order to be identified as an adapte

MNextera Rapid Capture (CTGTCTCTTATACACATCT)
PCR Primer Common Sequence (CAAGCAGAAGACGGCATACGAG)

Single End Sequencing Primer (ACACTCTTTCCCTACACGACGCTCTTCCGATCT)

Small RNA w1 (TCGTATGCCGTCTTCTGCTTGT)

Small RNA v1.5 (ATCTCGTATGCCGTCTTCTGCTTG)

Adapter trim stringency (0.01-0.99) 0' TruSeq Small RNA (TGGAATTCTCGGGTGCCAAGG)

Select an adapter to trim or specify the| TruSeqHT/LT Common Sequence (AGATCGGAAGAGC)

0.90 TruSeq Dual Index (AATGATACGGCGACCACCGAGATCTACAC, GATCGGAAGAGCACACGTCTGAACTCCAGTCAC)

TruSeq HT/LT (AGATCGGAAGAGCACACGTCTGAACTCCAGTCAAGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGT)

None selected

Adapter sequence(s) to trim from the 5'-end €3

Adapter sequence(s) to trim from the 3'-end €3

Trim Ns from the 3'-end before identifying adapters €3

For Research Use Only. Not tor use In diagnostic procedures.
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FASTQ Toolkit
BaseSpace Labs

FASTQ Toolkit App gl

» Quality Trimming option Z&#R

Quality Trimming

Use these parameters to trim low quality bases. Please note that most aligners (including BWA and
isaac) perform quality trimming intemally during alignment. Quality trimming is more appropriate
for workflows such as assembly, metagenomics or Methyi-Seq.

Trim bases at the 5'-end with a quality score less than ©
SRIGDFHAIRO T A ) T4 M
EWMEELN R ZS
Trim bases at the 3'-end with a quality score less than ©
IKRIFD ) — FEFTIOA T 4N
EMEELN R ZS
Trim the 3-end of reads with quality score © —

20

Trim 3'-end using a sliding window approach with window length ©%
4 |

For Research Use Only. Not for use in diagnostic procedures.

Sliding Window® £% 5
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FASTQ Toolkit

Bas‘apaCc Labs

FASTQ Toolkit App o

» Sub-Sampling option Z &R

Sub-sampling

Sub-sampling is required when only a subset of the sample can be processed by an application (e.g.
de novo assembly with memory constrains) or it is not necessary to process a full sample (e.g. for
validating an approach at varying levels of genomic coverage). Samples can be sub-sampled to a
user defined number of reads or number of bases, or to a specified fraction of the input sample (e.g.
50% of input sample) - again, based on reads or bases.

Maximum number of FASTQ entries to keep €

# 5t fiE
Maximum percentage of FASTQ entries to keep €3 §§ L’ T: L \Eaix U B P *!& ) :&E

k=)

Maximum number of bases to keep €

# 5t fiE
Maximum percentage of bases to keep €} §§ L/ T: LY EEE j( iﬁ% ;!!é& 0) E& I:FE

N5

e reads at random when sub-sampling instead of taking the first n reads €)

&
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FASTQ Toolkit App

FASTQ Toolkit

BaseSpace Labs

Quality, HIPAA

o FHEBENEDL-T=6, BMWICAEL. Launch Application#

43

R

BaseSpace Labs Disclaimer

|| I acknowledge and agree that (i) this is a BaseSpace Labs App, (ii) | am using it AS-IS without
any warranty of any kind, {iii) lllumina has no obligation to provide any technical support for this
App, and (iv) lllumina has no liability for my use of this App, including without limitation, any loss
of data, incorrect results, or any costs, liabilities, or damages that result from use of this App.

Launch Application _

For Research Use Only. Not for use in diagnostic procedures. I | UI l ” na



FASTQ Toolkit output- Results

Read 1 - Input

100 K
¥ K

8O N

3 0K

g

o S0

.5 40K

® 0K

o e

E UK

3 10K

z v "

Read Length [bases)
| Trimmed

Read 1 - Output ‘

Number of Reads

Read Length [bases)

&
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FASTQ Toolkit ZD#DA T3>

') — FR i
@ Poly-AIT

EhRE

Poly-A/T Trimming

EHZziEl-
BxE

J—FR. THIT YT A
227, GCAEREFHEEL.

585 W3 KIgh S .
EELERESDIEEZ
BxE

Base Trimming

[ZZE#,
SHW—F%

Fix Format

Read Filtering

Modify Reads

For Research Use Only. Not for use in diagnostic procedures.
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2 MRTFY—F%Z
R7IVRY—FICE#R
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F—RBFTNT—r 70—
~FASTQIZ7AILIRFEICA>T=H~

oo ]

- HKBEAVI LT
(Local Run
Manager. MiSeq
Reporter)
« BaseSpace

Sequence Hub
(BSSH)

* Bel2fastq (Linux)

\. J

46 For Researc

D FASTQZ7 7 1 LD}

S

/M5 (T—FFEHE)

2> 9FVT4ARIAT SR
)—bFRZ%H
- FastQC App
@ FASTQZ 7414 ILMD
I A0 3E8
- FASTQ Toolkit App

il

@ FASTQZ7 7 A ILDHEER

- FastQC App

h Use Only. Not for use in diagnostic procedures.

BAMSs, VCFs,

Assembly
o« 2REEHT

J—7 JHA—
* Third Party

J
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D= RT—EDIF ) T 14 1ELLNV?

FastQC

BSSH FastQC App

BAINT—2D0F ) T4 BMEITS=HDAppP
(I T) oG Li=T—2ZFERATIAIEIYVRITZAS)

EEBICHRRAGIT S 7XERELTHENS, FTVr—2a Y
[T&2T. Fxv I LEBITAELGELGEWEENRELGZSDT,
WFhHDERA” Failure QEABEEST, 24U T 14M
%L\& L\5 :&—Gliﬁb\o @.\)@
FA4TZV)VDRHHEME_ENTES

- DFVT4RAT DS

- J)—FROSH (FFTEA—FUZVTENRTNS?)
BEDT—45 EHER
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FastQC ADiH

48 FastQCv1.0.0

BaseSpace Laba

Configuration

Output
App Session Name

FastQC 06/01/2020 11:19:33

Output Project

Seloct Project

Input
Input Sample

Select Sample(s):

Options
Kmer Size €3

5 v

Use Contaminant Fllter €5
4

BaseSpace Labs Disclaimer

BaseSpace Labs

1 1 acknowledge and agree that (i) this |s a BaseSpace Labs App, (i) | am using It AS-15 without
any warranty of any kind, (1il) Humina has no obligation to provide any technical support for this
App, and (Iv) Hlumina has no liability for my use of this App, Including without limitation, any loss
of data, incorrect results, or any costs, liabllities, or damages that result from use of this App

it llumina

For Research Use Only. Not for use in diagnostic procedures.




FastQC: EAX{EFH

FastQC
BaseSpace Labs

BITOEXRFRERTHERETES

J74I4A,

Z2U—F#. V—F&k. GCEE

Basic Statistics

casl

Filename

File type

Encoding

Total Sequences
Filtered Sequences
Sequence length

%C

Value

ATCCiSeq1002x150Rep7_S7_L001_R2_001 fastq.gz
Conventional base calls

Sanger / lllumina 1.9

314069

0

121

50
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FastQC:
HAVTF4RATDSH

a'i' e Quality Scores

e —————————————————————————

J)—RFDEHIX ) T4 RAAT
EHHA YT 4 RAFTDE—H1F0Q35
T & A EMQIIOE
SOXVTADRVNT—EAREGLNTLNS

For Researc

h Use Only. Not for use

9FX) T4 RAA7

— 7TUT4Z:7®%$
mwmwm”"WHJ\M

in diagnostic procedures.

J— Feh gD E (bp)
HAYTF 4 RATDHH
IEKRWDIX) T4 RAT7THREBL TS
S92V T4 M) 2T EERE
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) — F&

J— R

FastQC: J— FED %

Labs

)—F & (bp)

5 1

s

Trimmed AT

s S UHShATUOE TR
= 120k=HEE—REDNE

) — F#

| | /\//\
— § == B
| PR L 36 17 18 19 30 L 22 1) 24 M 3T MM Y LU n ) ) 3

4 3% 30 37T

') — F& (bp) ') — ~& (bp)

For Research Use Only. Not for use in diagnostic procedures.
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EEEN

FASTO files explained

What sequences do | use for adapter trimming?

Adapter trimming: Why are adapter sequences trimmed
from only the 3' ends of reads?

FASTOC detailed documentation

[9zxEF—] NGSEHRZIFLHES ~EBEEIHLSDOIMNDZNLF LY
24T 149 AAMEE~

A9z EF—=]1 BTN — FERRY—IL : lllumina Experimental
Manager (IEM) Q@ERAZE - B&5/A\—2 3 VIEMv1.150) Z#84 —

[ £ EF—] BaseSpace Sequence HubZ#fEH Lz T—42&
HDEXR

Humina


https://support.illumina.com/bulletins/2016/04/fastq-files-explained.html
https://support.illumina.com/bulletins/2016/12/what-sequences-do-i-use-for-adapter-trimming.html
https://support.illumina.com/bulletins/2016/04/adapter-trimming-why-are-adapter-sequences-trimmed-from-only-the--ends-of-reads.html
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://jp.illumina.com/events/webinar/2020/webinar-0325-j.html
https://jp.illumina.com/events/webinar/2018/webinar-180725-j.html
https://jp.illumina.com/events/webinar/2017/webinar_171129_j.html#webinarFormLocation
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