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- fastq fileh 7 v 70— K TEALY,

- BaseSpace appsHh{ERTE ALY,
o —EMIIC K< HIOBMBMULVEHE (tophat, cufflinks7i &)
e VariantStudiolZBi9 H HMELVEHHE

Bcl conversionIZB 9 2 BE LN EHtE

-2THOEETNEO—ILENTLES
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» BaseSpaceD{FRIZET 52 HRILVEHHE
- fastq fileM A o O— K TEALY,
- fastq filehA7 v 70— K TEHLY,
- BaseSpace appsHhERATE 4L,
o —MRMIICK K HEBRULIEDHHE (tophat, cufflinks’s &)
e VariantStudiolZE§9 6 B LIVEHE
Bcl conversionlCE 3 2 EREILVEaHE
- ETOERETNEa—ILESATLES

- RHAEP TEIE L, fastghhER S ALY

ru\n/\ TM .Ar' TTGATCCACTOATTC h TAL
—Q{ Jﬁ & A

Y WAL FCAATTOM CTIAMTATTAACCGTACCATY (‘MA,U.AM’ JATAAL .AI‘Y"‘T TT, "( TI TA\’ CATTAAL
*h,u AT A TeAs t COTAAAGA m,; uccﬁx, ;irrc'“' 5 ncf,sq ‘ﬁ“wwr ( ’#“ng\t Nir@\ &a?? AN
YINVv\V AL ”(JU JA?’ MX LGAN 'u‘.‘:A M’M( U‘
V‘T“ I'V .AL' AT TCAA MC Q'\ ..AM ATIMC(‘TA(‘ T TAA
'1..c om;(s % Nig’% (;JM r rr .'n gy
3 Mrmw« ATT (.Af"‘
qux m\ .AT A h ,Amr T AR TAL

f

Y‘(A"{T
-VJT \ATI CA 1(‘-\“ ¢CQ M&‘(M (’I ( Tk MC JC MC! .A}’
CARTIGAOACT) it r\,w’gﬂ .va G m
.AL*W A?M‘ c‘.f A A IATIANCUTS QG

._A’.n ALN_ Tu”

GATACTIOATCS
Amcm LA,\VM‘"“' J'Y'
! ( ¥ AA}"
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BaseSpace & [&

Seamless upload, monitoring, storage, analysis, and collaboration

Use Apps in the BaseSpace App
Store to interact with your
uploaded or shared data

Upload Sequencing Data
to the Cloud

Store, Share, &
Transfer Data
in the Cloud

Tl
] - ) E}

| —
HEMSO—LLRIZ
EHg-7vJ7A—FK

The Future: Cloud Solutions will be everywhere and specifically valuable to researchers

llumina
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ﬁ-
BaseSpace”
ONSITE
Use Apps in the BaseSpace App
‘ Store to interact with your
Upload Sequencing Data B B uploaded or shared data
£ @C Store, Share, &
SN Transfer Data

2

AR CGGTCAETCG TCo),
S

U

=)

<!

HEBEIMhDO—LLRIC
EHE-7yJAa—F

The Future: Cloud Solutions will be everywhere and specifically valuable to researchers
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fastq filehA ¥ O— KFTEHLY,

BasespaceDEFIGEHEBED—DIZ, ST—F2 &V T FLICHBEL., HEH
REDHRIZVITTEDEVNSEDLHY FT,

fastq filelX. —7 D ADTERZEZIV A ) T4 ERICREREBELEZT 7ML

@HISEQ:132:XXXX4IJGG:2:0202:9999:9999 1:N:0:5 [Ay A& —]
NAAGCATGCATCGCATGCATGCGTACCAGT TANNAAGANNGC TNNNNNANCNAANNNGCATGCATGCANNGTACCCNNNTCCCTCTNCCNCNNACNNAAN [E251 ]
+

#O<FFFFFFFFFFIIIIIIIIITIBFIIFIFIF##0<BF#H#O0OB#H####O#O#O7HH#HITIIITIIIII “##° ‘0° 0 “#i#’ ‘0° ©° “#0’ # “##0° ##00° [score]

HEMREBEIO D —T VRERZ 27 LTEH Lo, fastqd Ao rO—Fk
LESETDHE O ARTEINTEIRTEAL,

6 | llumina



fastq filehSF o O— FTEHLY

Download

BaseSpace utilizes a desktop client that allows for fast, reliable downloads transferred
securely over SSL.

Install the BaseSpace downloader

The downloader reguires a c—ne—tir& installation. Click to install the downloader on
this machine. If the downloader is already installed, you can skip this step.

Install the Downloader Don’t show me this again

Select files to be downloaded
AULFASTQ files for thisrun <— 77 4 F ¢ T2 50
® SAV file Learn more about SAY

@ Mo analysis files are available for this run

Download your files

Close

RUND Iz 7EIFLTWEREAMN?
Project® > = 77 L TL =& LY,

llumina



fastq filehSF o O— FTEHLY

BaseSpace A . i Q # ovawstanaev  illuming

< Projects I PhiX2x250 . SamplesList - PhiX

i PhiX

Sample name PhiX

Date created 08/20/2013 4:36:41

Genome Phix - Illumina

Paired end Paired Origin . e

Number of Clusters 18,306,599 Graph  List

Number of Reads 36,613,198

Read 1 length 251

Read 2 length 251

Size 7.20 GB
Files & Download Selected <— : : 75\ [5 9°r7 y D —_— E\E_rﬁg
LSRG PhiX_S1_L001 R1_001.fastq.gz 3.52 GB gz UploadCompl... Aug 20, ... [
E MSR: Assembly PhiX_51_L001_R2_001.fastq.gz 3.68 GB .gz UploadCompl... Aug 20, ...

8 llumina
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- fastq fileAAF o O— K TEHLY,
- fastq fileh 7y 70— K TELLY,
- BaseSpace appsHhERATE 4L,

o —MRMIICK K HEBRULIEDHHE (tophat, cufflinks’s &)
e VariantStudiolZE§9 6 B LIVEHE

Bcl conversionlCE 3 2 EREILVEaHE

- ETOERETNEa—ILESATLES

- RHAEP TEIE L, fastghhER S ALY

%\AY(/\ TTAAG -AT;A%TW(MTF CAC &AYTY lﬁ TAL

\f GAALGTATCAATTOAGACTAAMTATTAACGTACCATIAAG
Mfi“h»u B AT e TeAR CGT G

G TAAD
1 O GATCCALTEATTCAALG ncf,sq %\WMM‘(‘AA‘ ’#“r@,\t w5
Q YINV»\V AL ”(JU J:XA%M? }\gN{ ’u‘_‘:A M"Mf
V‘T*(;GQII' o (??Zg;gé Ja{.ﬁ:xm A«f A(g.rcm (‘rr TT Q'\ ..AAA ATIA'.:E_'(‘TAF T TAA
Ag BTG wm rm%m% (.Af"‘ J~ 5,
qux TAALGATIAS h WGV TALLE TAMIAT I

Y‘(A"{T
ACTT \ATI CA 1(‘-\“ ¢CQ M&‘(M (’I ( Tk MC JC MC! .A}’
CARTIGAOACT) it r\,w’gﬂ .va G m
.AL*W A?M‘ QT EAG IATIANCUTS QG

._A’.n ALN_ Tu”

TC TuTTlv\."( Tf

AR

o\
ek wwn

illumina

> anT S



fastq fileZz 7w 7A— FTE&ELN

BaseSpacelZfastq7 7/ IL7E EE 7 v 7 A— K L. BaseSpace apps®@input&
LTHES. HRAREBEOAZREXEFIT S, EVWVS T ELAETY,

Projects? W oA 7B Y FEERKL. fastqZ 7y 7BE—FL&S &L
T4, ‘Invalidfile'T ED TS —NHETT vy 70— MBI NELY,

Invalid file

FASTQ files must follow Illumina naming conventions.

Invalid file

FASTQ files must be gzipped.

AILEFIT7AILDERRIZE DTS, CTHEEL S,

10 | _ | llumina



fastq fileZz 7w 7A— FTE&ELN

TEDIL—ILIZRADTWAD, FEELFFEL,

Conﬁrming that the file name conforms to [llumina standards:

SampleName_SampleNumber_Lane_Read_FlowCelllndex.fastq.gz
SampleName S# LOO# R# 00#.fastqg.gz

https://support.illumina.com/content/dam/illumina-support/documents/documentation/software_documentation/
basespace/basespace-user-guide-15044182-e.pdf

F. FY IV BRENEBNCETT Y TA—FRRTEHRNIEEHYFET,
BaseSpace cloudD FIFADKEIZIE. 10MbpslED %y kD —HREE CHE <
&L,

fastqD 7y 70— RIZBET 23ME. TitVzEF—3HTSET SN

2015/09/04
FEMTICE L= — FRILIEZE1TS5 =8I

AIWEFTHRAEHR NAMAA 2V ITAITA VA YR— S ITOT4 R
ZEJIGE

1 | llumina
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BaseSpaceMEAICEAT S BB EaHtE

- BaseSpace appsHh{ERTE ALY,
o —EMIIC K< HIOBMBMULVEHE (tophat, cufflinks7i &)
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BaseSpace apps & [&

<AWNEFaFPIN>

0 B
T rpeet
— AT

16S TopHat
Metagenomics

Cufflinks
Alignment Assembly & DE

4 09

Variant
Studio

TruSeq
Amplicon

BWA Isaac

Enrichment ~ Enrichment Broad 16V

Amplicon DS

BWA Isaac Tumor Long Read Long Read
WGS WGS Normal Assembly Phasing
<AIWZFSKRF7TU> ftt
@
FastQC Kraken NextBio VCAT NextBio SRST2
Metagenomics Annotates Transporter

al a4l iy
— oo
Fastq Velvet Picard SRA Prokka fi
Toolkit Assembly Space Importer

<fht®F7 T >
CB (N =
V NOYOERAFT —
SPAdes xl‘?"o Advaita  DNA Star
ign

IR ) 8 RSS

AB SCIEX AB SCIEX ABSCIEX AB SCIEX
iy

@D\e FlLe

MetaPhlAn
Atls n of One

My FLQ

Lo Feq

OncoMD
OncoMD  GeneTalk TANGEN (Melanoma
Dx Profiler
TUTE PEDANT
GENOMICS s
DeepCheck == fth
TUTE HIV.HBV.HCV Pedant

illumina



BaseSpace appshfERTE4L

» Basespace appsZfFRAL L2 ELTHEANDEEMNGEDHESE>TLED,

TopHat Alignment v1.0.0

LYN N |luming, Inc.

Please review the validation errors below

App Session Name: TopHat Alignment 11/12/2015 4:54:45 @

Save Results To: Select Project(s):

KOtestforDW x

Samples: Select Sample(s):

TSNanodownsizeshort *

Reference Genome: Homo sapiens/hg19 (RefSeq) H
@

FHT 57 7 DlimitationZx CFER < &Ly,

illumina




BaseSpace appshfERTE4L

AppsQlimitationlE by T R—UMGHERTE S,

T TopHat Ali t
Wm TopHat Alignmen

a, Inc. Websiie »

AT

CATEGORIES RMA-Seq, Gene Fusion Detection,

Licenss Info

Privacy
EULA

15

[rsn oo .

Tumer Mormal

Description
The TopHat Alignment workflow performs the following functions
* Read mapping using the TopHat 2 aligner
* FPKM estimation of reference genes and transcripts using Cufflinks 2

e Variant calling (SNVs and small indels) with the Isaac Variant caller
* Optional fusion calling with TopHat-Fusion

Available reference genomes include

¢ Homo sapiens UCSC hgl9 (RefSeq & Gencode gene annotations)
e Mus musculus UCSC mm10 (RefSeq gene annotations)
# Rattus norvegicus UCSC rn5 (RefSeq gene annotations)

Current limitations:

e Minimum and maximum of 100,000 and 400,000,000 reads per-sample, respectively
s Maximum of 2,000,000,000 read across all samples in a single analysis

e Minimum Read length 35bp and Maximum Read Length 125bp

* Paired-end reads are required for fusion detection

llumina
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» BaseSpaceD{FRIZET 52 HRILVEHHE
- fastq fileAA A O— K TELLY,
- fastq filehA7 v 70— K TEHLY,
- BaseSpace appsHhERATE 4L,
o —MRMIICK K HEERULEDHHE (tophat, cufflinks’s &)
e VariantStudiolZ 89 5 BV EHE
» Bcl conversionlZBE3 5 BRILVEHHE
- ETOERETNEa—ILESATLES
- RHAEP TEIE L, fastghhER S ALY

ATTAAGAT TAGTTOATT
CACACTICTTTAAT
TGCAACAG TAAC [

.\

v T}l”,j' TN\ J«r"N n(,u‘d" CACTOATT CJ\!-) STACOG ’\A§ &é—l\} T’AQ'A:\TW ATTAACC Tkr'\ ’«“M(:‘ J\’; T}}{ZWL’W’.PW
CACACTIC X TTAAGATTACTTGATC e AR TAAAGA ATCCACTANTCAAL 7';. SEAALTTATS
i AT Y T PAMLE TARCAFFACET 13 t:"‘JAf’ %qumw”vM e w.@r?gy\c-’ﬁ' : "J.-W\b&
ATCARTTGAGAC TAATAT AAC TRCCAT AACADE B 14
; o o A

TGTTAAC G r(yu&p-
TIGAT ,rAr.'au.c.u. TACCG
TOATTCARCGTAZD VARLS
- o

ARG TR IA_
EAC "7;“.?(%{‘;;.\#

1
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VariantStudio & [

» BEBROEODAILIFY I NI T,

» o= RappsTEREINDVI T 7 A IV EHRARAEFESET, aA—JLLT=
TEZHETTE DS,

v
VariantStudio ‘ ~ ‘

Desktop BaseSpaCe®
ONSITE

illumina



VariantStudio [N DHADEEMNFEAAHLRLY

VariantStudiolZvef 7 74 ILE A ViRk— L&D ETHE. WO DT7AIL

TH—3 Y DT ARDBENETS—MNTS,

#OR The file XXXXX_L001_R_001.fastg.variants.vcf contained 15
¥ variants in an unsupported format. These 15 variants were not
imported.

‘ Ok

VeI 2 7AIINETXR NI T4 R ETHE,

naﬁmﬁéﬁﬁmu L,'Co"%'f < T" é l:\

18
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VariantStudio [N DHADEEMNFEAAHLRLY

ABBWEDLEIE, vef T 7AMILZERT HDIC, 1ILEFV T oz T7UNE

FARALTWSEE. FEEARFZLDbed7 74 ILZHERALTWSSEEIZERON
EHEENEL TENET,

AIWZFYIT DT THERESN=VCE T 7 A IILIFUTOREICHE>TULVET,
FTME. CORKRICROTULED, AL FHAFERLLGVEERG EMNGT LD,
ZHEFE < 2Ly (BaseSpace®public datax ZTSEBT S LY)

____________________________________________________________________________________________

Example) E
#CHROM POS ID REF ALT QUAL FILTER INFO FORMAT HDC749-Repl-MixA ;
: chrl 115256530 . G T 100 PASS DP=13952 GT:GQ:AD ©/1:100:12569 :
L |

BIZIX, —EICETHEERZHARALDTIEGEL, ERTZLHHIT>U Tty
FEERL THRARAFEDSCET, RADERZEZRYIAT T EARIETT,

llumina



VariantStudiolZW  DHADERMFEAAD L LY

HRAZLDbedT 7ML ZERATIEHY FTEAMN?

:E;L,?aﬁb\d)iﬁAIi vcf4 ViR— FORRIZAll variants’ &= ZERIBE. T5—7
< aJo A&)%)h\& 975\\ — Emu\( 7(;3 L\

CNTHAADDBEEIE. vefId7AILEbed T 7 ILDEERBEN—FL % LY
CETRIAIZT—DAEEENHY T, CTHEFELCTIEILY,

VCF Import Options

Flease select which variants you would like to import from your VCF file(s)

CCEES
(7 Vanants in exons

Padding |20 = bases

() Varants in genes specified by gene list

) Warants in regions specified by BED file

b F ST SFUWOLANOUSF LSSALOPF MOl IgLawa ' ralgayainaFpie. v Brcwse

o UIBS 3 UTVOLO IOUG + LS3R LU LTSl LS IS LAL il Browse

[ Load hom+ef positions

OK || Cancel

20 llumina



BaseSpace HelpCenter® Z#34t

» BaseSpaceZx CHIAIZ%H 5 5 2 T, HelpCenterDEHRBLEZIDEFELFET,
NETIZTH/NLERBILESH. HMICCEALTEYET,

1

BaseSpace” HelpCenter | searcn illumina’

Welcome to our HelpCenter

Learn how to unlock the potential of lllumina’s next-generation informatics ecosystem.

What's New

d) Newto BaseSpaCe’P > Nov 2015 | New and Updated lllumina Core Apps &

A Oct 2015 | New BaseSpace Feaiure@nd Tiers &
Oct 2015 | Interpret Protein-Coding and Splicing Variants with
MutationForecaster &
B Articles >
=1 enbingiiionesiacer il ourarisics Popular Articles
How to share data using Email option
nsfer
* BaseSpace Developers > ete!
Start b ng the next generation of sequencing apps How mbine Pl

illumina



BaseSpace blog® Z#E4r

BaseSpace# CH|AIZ% 45 5 AT, CFHICup-to-date’REHRZF =LV AL,
BaseSpace blogh'E&#iH T,

BaseSpace Blog

M

PrithwishPal

Announcement.
Features, Releases

Leave a comment

http://blog.basespace.illumina.com/Z ZS BT & L)

22

New BaseSpace Features and Tiers

We launched BaseSpace in 2011 with a commitment towards ‘simplifying the informatics

experience’, and we have delivered via frequent feature releases, feature improvements,

and a growing ecosystem of informatics Applications (Apps). Currently we have more
than 60 BaseSpace Apps covering a wide range of bioinformatics analysis needs from

alignment and variant calling to metagenomics, and even proteomics. Users can also run

their own analysis pipelines on BaseSpace as private Apps. With the recent NeoPrep
integration, users can set up a libfary prep, monitor sequencing while uploading data
directly from the instrument, and analyze the data for a truly end-to-end experience, all
within the secure BaseSpace cloud environment.

In the last several years, llumina has continued to innovate, expanding its sequencing
systems portfolio to offer a wide range of solutions from the focused power of the MiSeq
to the population power of the HiSeq X. The rapidly growing adoption of these systems
and their varied applications have resulted in increasingly diverse customers needs in
terms of bioinformatics support. To serve these diverse needs, we are excited to
announce the addition of a number of new features to the BaseSpace platform. These
features have been packaged into two new subscription levels based on use cases:
Professional and Enterprise.

The basic BaseSpace account will be available for free, and will include 1TB storage
space. With the basic subscription, users can monitor sequencing runs, stream
sequencing data directly to the cloud. store and share data, and access all Apps. The

ke mmeaee §inie Raead fameannd e intarfass Daealiaomt adll = antinos e e

M Subscribe to RSS

SEARCH

RECENT POSTS

New and Updated lllumina Core Apps
New BaseSpace Features and Tiers

Interpret Protein-Coding and Splicing
Variants with MutationForecaster

VCAT 2.3 with Haplotype Compare and
FASTQ Toolkit 2.0

BaseMount: Directly Linking NGS Data

to R Packages for RNA-Seq Differential
Expression Analyses

ARCHIVES

MNovember 2015

September 2015

llumina
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- BaseSpace appsHhERATE 4L,
o —EHNIC K K HEEMULVEtE (tophat, cufflinks7s &)
e VariantStudiolZE§9 6 B LIVEHE
» Bcl conversionIZB89 5 BREILVEHE
-2THOEETNEO—ILENTLES
- RHAEP TEIE L, fastghhER S ALY

rYAY(,A TM A TTGATC TY MALGTA Mﬁ\JA W TATTAA (YAQ\,A
-(g mnc"ﬁr' 'Twrm (ar%%:;ﬁ? &3{; T W“t" ATCCAL

q .A(‘ QA’!AM;‘L TICTOTTAND WCQA SATTAAD, uqncv.r;;
T 3! \ CCY
MMWM N O e e el
‘:AAAAT[MC(’TH‘ T IAAGAGC IACCGTOTTC TG TAACTT T TTACTTGATCL T mtn.mnu}"ﬁukg
'1..(: ou cm Kln TCCACTORTTCAAL 4T STAACEAAC TATCAATTOAGA TAGH : GIGATT G
m.\'??:‘)\ ACCATTMGAGTCIGTY WJQHM m {'('A( ‘L AL o o

! ) S 'M,; ¢ WM::‘_A’ﬁAcrg\,.Ar‘gf'f
R A A A A A AT AT A TANC  ATAT YA TR

] GOATT Y
AAAAACAATUATACAQ TANG L IAMTATIAAC TALA AT IAAGAG 1C 1
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bcl conversion & &

Analysis Type Software Outputs

Sequencing

ICS/RTA Images/TIFF files

ICS/RTA Intensities BMaseCalllng
bclZ74IL

STAAGGCTAGGTTCATGCTA
ITAAGGCTAGGTTCATGCTA
SITAAGGCTAGGTTCATGCTA
iTMGGCTAGGTTCATGCTﬁ

AAGGCTAGGTTCATGCTA
HiSeq Analysi *#:m;:sgnwgg'z
iSeq Analysis )

q y iTA AGGY‘I’&A\T
Software STAA  CTAGGTTCATGCTA

Secondary Analysis

Alignments and
Variant Detection

CASAVA

24 llumina



fastghE TNERFEINTLES

U= OADER. V—FDOAF) T4 HNEL., BERENEDHKRE. FEDIER
Zd—J)LTERWGELEREIINEEZEELE NS,

C= L
l, + 15

CHASTITY formula

A C G T

=l DRABERIFELLGL, AohDBEBREZI—IILLTNDEKLIITHAZZDIC,
FERIEFETNIZE>TLED,
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26

Guide

—--minimum-trimmed-read-length

——mask-short-adapter—-reads

Minimum read length after adapter trimming.
bcl2fastq trims the adapter from the read down
to the value of this parameter. If there is more
adapter match below this value, then those
bases are masked, not trimmed (replaced by N
rather than removed).

Default: 35

This option applies when a read is trimmed to
below the length specified by the —-minimum-
trimmed-read-length option (default of 35).
These parameters specify the following
behavior:

If the number of bases left after adapter
trimming is less than —-minimum-trimmed-
read-length, force the read length to be equal
to ——minimum-trimmed-read-length by
masking adapter bases (replace with Ns) that
fall below this length.

If the number of ACGT bases left after this
process falls below --mask-short-adapter-
reads, mask all bases, resulting in a read with -
-minimum-trimmed-read-length number of
Ns.

Default: 22

llumina
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Guide

——-minimum-trimmed-read-length

Minimum read length after adapter trimming.
bcl2fastq trims the adapter from the read down
to the value of this parameter. If there is more
adapter match below this value, then those
bases are masked, not trimmed (replaced by N
rather than removed).

Default: 35

This option applies when a read is trimmed to
below the length specified by the —-minimum-
trimmed-read-length option (default of 35).
These parameters specify the following
behavior:

If the number of bases left after adapter
trimming is less than —-minimum-trimmed-

THETA—F)LDEFRETENW)—FZHLIELTLEREAN?

If the number of ACGT bases lc:'tt after this

process falls below --mask-short-adapter-
reads, mask all bases, resulting in a read with -
-minimum-trimn L—-'-:—';'EE,CL—,P" rth number of
Ns.

Default: 22

illumina
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1 10 20 30 40 bp
Raw read
Adapter sequence

TETR— ) LOWEEIL. KEDED ZEY <

1 10 20 30 35 40 bp
NNNNNNNNNNNNNNN

trimmed read
1) Lfk. 35bpETMEISIGFEEIZIE. NTU—FZ#HED

1 10 20 22 30 35 40 bp
NNNNNNNNNNNNNNN

R, AGCTTO—I/ILEIN=EEHI 22X TERIBDIGEIZIX.
J— FELTHANTIRIZENRTLES

trimmed read

All N read NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

THTR—+) LOBEFEZRET D,
AT a DERFHEEEELLEELTTE,

28
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» BasesSpaceDFERIZET HBRLVEHE
- fastq fileAAF o O— K TEHLY,
- fastq filehA7 v 70— K TEHLY,
- BaseSpace appsHhERATE 4L,
o —MRMIICK K HEERULEDHHE (tophat, cufflinks’s &)
e VariantStudiolZE§9 6 B LIVEHE
» Bcl conversionIZB89 5 BREILVEHE
- ETOERETNEa—ILESATLES
- AR PTELL, fastghhER SN

AT AT TANGAT TAC TTGAT GOAC T AT TCAAGTT I AAGGAAG G TAT GAAT TOAGACTAATATTAACGTACGATT 3T CACGARAARANTGATAA ACACTICTOTTAND rrugjr TAT
(‘J'T ek oN C"Y}L ARC Ve A(.: 36 w CJL\L, ﬁrr(.A% hé%%‘&,wmxm MCY ’*ﬁ&*&&m ,‘,r.,\rua\"ﬁ( AT, ‘5

rru"}r* T TAAGAT TAL 1C ITALCG Mwu NACTIGATC
Mﬁ Gt Mr:,ch v\crta.ctf(w ""'}C’ YA?’ Ml ALu.ﬁM GAACGTATCAATY TRAATAT TAACG TACCAT | \(‘ m ? ATy LANJCMM "Q

T
12%‘1 C ‘oAArl %A&AT%M %A ]A%zrg'“cﬁ?‘ j‘l“l GIATC m(o, n?@‘%' %&&%@7‘; .ﬁ}rka\(fk ?C.\rer/'(‘fim,;a;cc‘éxu 5.AA (‘l Y ,AA'1 Ju(:‘i SAAC .nc,c.u 2 1GAT
Y e FTAC ATC 10 ) > )
ATTACTIGATS (*Ar ITACCO MC(}MI TAT CARYTGAGAC TAAATAT TAACGTACCATTAAL 3 TGCAACGAAAGAATGAY M&QY‘ g
?L’v\ nH AL f AAY(IN u.:h\f_f_f‘( w% TARL T AL AT R AL AL ACCGI"(?-C‘AAL.(‘W “CLAAAAGAATC ? ._»V.ﬂ&r}fﬁl AL?‘A T T TARC T TAALS

ATTAAGAITACTIOATC
GACACTICTITIARCS
CACTIETGN -w"' AACAT
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- Error: 2015-Jul-09 08:46:18: Invalid argument: /usr/../BclReader.cpp(115)
: Throw in function unsigned int casava::alignment::BclReader: :readClusterCount()*
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http://www.illuminakk.co.jp/events/webinar_japan/support_webinar.ilmn
[BA&RFE THBaseSpacelz 2L THOHFEHRMAFTELTLET]

BaseSpace[&#E

https://support.illumina.com/content/dam/illumina-

support/documents/documentation/software _documentation/basespace/basesp

ace-user-guide-15044182-e.pdf
[BaseSpaceDEARMLEFENAIICBELICEHLTHY £97]

https://support.illumina.com/downloads/basespace_core_apps_user_guides.ht
ml
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MiSeq Reportertbcl2fastg% &, Y I b7

http://www.illuminakk.co.jp/support/sequencing/sequencing_software.ilmn
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