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Home > Runs >

illumina SEQUENCE HUB

HOME RUNS PROJECTS ANALYSES BIOSAMPLES APPS DEMO DATA

Runs

ACTIVE PLANNED

There are no urgent actions. Well done. Return in a few hours to check incoming runs.

2
|
i
|
}

0 o)< (] 1-70f7 3

d

STATUS Y RUN NAME AVG%030 %PF INSTRUMENT Y CREATED

L Complete w 93.70% 84.82% 2022/6
L Complete g 92.64% 75.95% 2022/6
. Complete 91.86% 91.49% 2022/3 !
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Home > Runs > [Run name] > Summary
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SUMMARY |exoswm.es| ICHARTS METRICS| INDEXING QC  SAMPLE SHEET  FILES

Run(Z#tD 1+ 5 1vizBiosamples [

ASBCEEd RUNDQCT—AR2 %#SBTEFEY

Instrument L Created Instrument Type
iSeq100-simulat... 92.64) 75.95 2022-06-10 11... iSeq100
%Q30 %PF
File Count/Size File Status
1,006 files (86... Active
Run Status Lane QC Status  Flow Cell Status ,. ,
Complete QcPassed QcPassed Owner User T ey
[ tane |[ Lane | (Biosample |
A I L -
X % F v C un i : [ :
Latest Analysis Cycles Yield e e i Run
FASTQ Generati... 151|8| 8151 1.83 Gbp o
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Q HOME RUNS PROJECTS

SEQUENCE HUB

BIOSAMPLES

DEMO DATA

Projects

D X

o’%

Showing 12 of 12

NAME SIZE

& 49.80 MB

O 761.37 MB

LAST UPDATED

2022-06-14

2022-06-10

2022-06-10

2022-05-09

Rows per page

OWNER
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Home > Projects > [Project name] > Analyses

Project|Z#&fH S 7= <) (=

illumina

Q HOME

Project

RUNS

SEQUENCE HUB

PROJECTS ANALYSES BIOSAMPLES APPS DEMO DATA

SUMMARY | ANALYSES | IB!OSAMPLES

FASTOSI OTHER DATASETS

Analysesz=ZBRTEFY

illumina

Showing & of 4

] NAME LAST MODIFIED
0 2022-04-19
(| 2022-04-19
0 2022-04-19

ProjectI M Analyses C{ER S 1=

Biosamples, FASTQT—42 S TEET

APPLICATION SIZE COMMENTS DELIVERY
DRAGEN COVID ... 513 MB None
BaseSpace CLI 100 MB None
BaseSpace CLI 100 MB None

STATUS

Complete

Complete

Complete

D+ 5 f=Analysis, BiosamplesZ S BT %
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New
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HOME

BIOSAMPLE NAME

SEQUENCE HUB

RUNS . S ANALYSES BIOSAMPLES APPS DEMO DATA

Il 1-250f109 Show 25

PROJECT Y UPDATED OWNER

iSeq-Nextera... 2022/6/10 11:47:33

D R e ———

iSeg-Nextera... 2022/6/10 11:47:33

iSeg-Nextera... 2022/6/10 11:47:32

ISeg-Nextera... 2022/6/10 11:47:31

iSeq-Nextera... 2022/6/10 11:47:31
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SUMMARY

STATUS
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LIBRARIES

SEQUENCE HUB
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Biosample: =~ =

REQUEUES ANALYSESI I FASTQS OTHER DATASETS I

Biosample MFASTQZ7 7 1 JL
TDMT—2 1y FESRBTEET

Biosample Z {£ i L 7=Analyses M 1-1of1 Show 25

ESRTEFY

RUN NAME FLOWCELL 1D ANALYSIS UPDATED

Generate FAS... 2022-06-10

“n

BRIDBiosamplelZ DWW THDIToN=-T—3%SHBTE 5
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SEQUENCE HUB

HOME

APPS

Metagenomics a
AN L TERE
\ » )\ 165 Metagenomics [ S— 168 Metagenomics Database Creator
" uminm, Inc

E‘\ BaseSpace Lat

Analyzes DNA from amplicon saquencing of prokaryotic 185 sm The 188 Metagenomica Databaze Creator app creates custom d
all subunit rRNA ganes, Provides visuals of taxonomic

Mars atabases for the 165 Matagenomics app (v11.0 and above),

res: Targeted Sequencing, Metagenomics, HIPAA

Sategoties: Targeted Sequencing, Metagenomias, HIPAA

. , CosmosiD Metagenomics DRAGEN Metagenomics Pipeline

Hurying

A cloud-based software anables 1ast, accurate, and comprahen
sive analyses of unassambled next-generation saquencing ...Mc

The DRAGEN Matagenomics pipsine performs takonamic classi
ficavion al reads and provides single sampie and aggragate ..M

Ve

Negonen: Metagenomics Cotegones: Metagenaomics

DEMO DATA

ALL CATEGORIES

"' y 185 Metagenomics Labs

Hymena

Analyzes DNA from amplicon sequencing of prokaryotic 16S sm
all subunit rRNA genes. Provides visuals of taxanomic ,, Mars

Catagoties: Targeted Sequaencing, Matagenomics, HIPAA

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

HOME RUNS QJE ANALYSES A\MPLES APPS DEMO DATA

TILEF YA a2 —Hh5

Q ALL CATEGORIES

- EYEH T T EER
ateqories
All Sequence Hub Applications ChiP-Seq (4)

16S Matagenomic:

‘ 165 Metagenomics Oe Novo Assermuly (8)

urrs

Differantial Exprassion (16}

Gene Fusion Detection {13)

Ampiicon OS 8CL Convert 8CL Convert (Earl!

TUIPPTVA, ¥ bkl Sk HIPAA (36)
Ar TSNy FOMes Sequor insequencing. Ternoeten Sequenc fesequoncing, Tapet
BCL Convart for ICA (Bata) BWA Alignar > ) B8WA Enrichmanmt Mathyt-Saq (6)
lureena, e issaSpacy Laly Murrsr f

Quality {12}
Cancer Variant Callar ChiPSeq CosmosiD Metage

; > HaarSpoce Labs o BMa Resaguencing {37)

Aesequencing, Targetod Sequer WP-S=q Meta r

RNA-Seq {31)

Small ANA (8)

CroasMap d Cufllinks Assembly & DE DESeq3

asaSpos La liming, in Jasar o L0

wadlt T .' " ueTEnG, TINA- S Y 3 5. encng Synthetic Long Reads (1)

Targated Sequencing (40)

DNA + RNA Amplicon DNA + ANA Amplicon Out DNA Amplicon Tumor Normsal (9)

jaseSpace Lut Sxefipace Lab e Ve
Ausaquenting, Gmad RNA, Targeted iesequencny), Tergeted Deque L3 g g Variant Analysis (32)
DRAGEN Amplicon DRAGEN Baseline Bullder DRAGEN CNYV Baseline Bu...

U, Ine lurina, in SaanSipans Lat

i”urnlﬁa® 38
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illumina

AppsdD 7 1 L3 —HEE

illumina

HOME RUNS

15 Results Found

‘\q‘, 16S Metagenomics
Ny Hiarrang, Ine

Analyzes DNA from amplicon sequencing of prokaryotic 165 sm
all subunit rRNA genes, Provides visuals of taxonomic .. Motk

Categores Targeted Sequencing, Matagenomics, HIPAA

. CosmoslD Metagenomics
‘ ) CosmosiD

A cioud-based softwara enabies 1ast, accurate, and comprehe
nsive anafyses of unassembled next-generation sequencing
Maore

riegories: Metagenomics

P FzBiaClaud 18S-based MTP

SEQUENCE HUB

APPS

Ve 165 Metagenomics Database Creator
St =
\\\‘ BaseSpacs Lahs

The 165 Metagenomics Database Creator app creates custom
databases for the 168 Metagenomics app (v1.1.0 and above),

Categoriza Targeted Sequencing, Metagenomics, HIPAA

DRAGEN Metagenomics Pipeline

i“ INurming in

The DRAGEN Metagenomics plpeline performs taxonomic class
Hication of reads and provides single sample and aggregate ..
Mors

ategorien: Matpgensmics

ceeaee,  GISAID Sybmission

DEMO DATA

METAGENOMICS (15)

‘\1‘\ 18S Metagenomics Labs

Analyzes DNA from amplicon sequencing of prokaryotic 165 sm
#ll subunit rANA genes, Provides visuals of taxonomic . More

—stagones Targeted Sequencing, Matagenamics, HIPAA
Explify RPIP Analysis
DbyDNA

IDbyDNA analysis, QC ana detection of 250+ pathogens & 120
0+ AMR markers for llumina’s Resplratory Pathogen ID/AMR
Mare

Catagorias Targeted Sequencing, Metagensmics

<D IR

For Research Use Only. Not for use in diagnostic procedures.
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275

SEQUENCE HUB

BDEHZH

| ILILILD |

\PPS DEMO DATA

APPBEBDA T4 ANILTADY VY
BN ES, AppsDT—9 70—

ApplZHhdh S
iCredit ® HZ%

F. ARGEHRZESREATRE

Pricing

16S Metageno

llluming, Inc 3.00 iCredits

102 hod

Compute cost

per

Bookmark this app

Version

The 16S Metagenomics app performs taxonomic classification of 16S rRNA targeted amplicon reads using a

11.0 @

LAUNCH APPLICATION

taxonomic database. The app provides interactive visualizations and raw classification output for per-sample and

aggregate analyses.

HMOXRTR

==l READ MORE

What's New

Users may find a lower % of species classified using some newer taxonomy databases such as the RDP-based database included with the v1.1.0 app vs using the clder GreenGeanas
based taxonomy database, but the RDP-based ciassifications will have less false positives. Species level classification from 16S amplicon data is generally less reliable vs genus level

classification

Screenshots

illumina

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

AppEI R DEEZMHRT S

The 16S Metagenomics app performs taxonomic classification of 165 rRNA targeted amplicon reads using a

110 o
taxonomic database. The app provides interactive visualizations and raw classification output for per-sample and

aggregate analyses,
ggreg y LAUNCH APPLICATION

Classification |s performed using the lllumina 165 Metagenomics workflow, which s also available in the MiSeq
Reporter software

The algorithm is a high-performance implementation of the Ribosomal Database Proiect (RDP) Ciassifier described

in Wang Q. et al (http://dx.dol.org/10.7128%2FAEM.00082-07), App{ﬁ% J: O) ﬁ_—TIJ BE

Current limitations:

* Read lengths of at least 100bp
» Each dataset less than 50 Gigabases

Demo data showing analysis results from the app is here:

Appl= & o Tl&Demo Datah\MfEZ 5 Z & 4

iSeq 100: 185 Metagenomics (ATCC Microbiome Standard MSA-1003) S — S - S
- ° BFETIcDatab’ i LLBET L ENTEFT

MiSeq: 165 Metagenomics 2x300 (ATCC Microbiome Standard MSA-1003)

The lllumina-curated versions of the Greengenes database are available here: 165 Metagenomics Database

Crieator Demo.

The RefSeq RDP 188 v3 database is based on FASTA from: https://benjjneb.github.io/dada2/training.html. Citation:
All Alishum, {2019), DADA2 formatted 18S rRNA gene sequences for both bacteria & archaea (Version Version 2)

The UNITE Fungal ITS Database v7.2 Is based on FASTA from: UNITE Community (2017): UNITE general FASTA
release. Version 01.12.2017. UNITE Community. https://dol.aorg/10.15156/8BI0/587475 Includes singletons set as RefS

(in dynamic files)
READ LESS

illumina

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

AppElH DEH =

DeveloperfgEd ') > o

(Help)

Additional Information IH\VersionCHOLEE S
Release Notes Published Categories
Version 1,1.0 2019-10-1¢ 08:01 Targeted Sequencing
Develober Metagenomics

New Features Visit Website HIPAA
+ Added RefSeq RDP 16S v3 May 2018 reference taxonomy database using data from| Terms

https://benjjneb.github.io/dada2/training.html. EULA
e Added UNITE Fungal ITS Database v7.2 reference taxonomy database. Privacy App': F'agﬁﬁl- H— 5 ;h'f:
« Added support for custom reference taxonomy database. j] - :l\\ I )

T —

Defect Repairs

N/A
Know Issues
N/A 11.0 @
READ LESS
LAUNCH APPLICATION e
lumina

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



FRAT 1889 % Project =R - ERLT 5

illumina SEQUENCE HUB

HOME RUNS PROJECTS ANALYSES BIOSAMPLES APPS DEMO DATA

16S Metagenomics v1.1.0

Hluming, Inc

Configuration

Analysis Name ©
186S Metagenomics 08/26/2022 5:08:09

Save Results To @ PrOJeCtjEE*R . 1lFJ-'j?.
|;LECT PROJECT

Biosample(s) O

SELECT BIOSAMPLE(S):

Database ©
RefSeq RDP 16S v3 May 2018 DADAZ 32bp v

illumina

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



Project M &R

Select Project

Showing 16 of 16

PROJECT

16S metagenomics demo

A~

UPDATED OWNER

2022-08-30 18:06

DProject & 2R

NEW

<+~ EE

illumina

For Research Use Only. Not for use in diagnostic procedures.
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#iR Project Z1ERLT 5

@Project name & A 73

Select Project

Showing 16 of 16

@ProjectZ &R

PROJECT UPDATED OWNER

16S metagenomics demo 2022-08-3018:06

DNewZ EIR

New Project

Name

16S metagenomics demo

Description

CANCEL

CREATE

NEW CANCEL

SELECT

GER

illumina

For Research Use Only. Not for use in diagnostic procedures.
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fZ¥r9 5% Biosamples #EiRT %

illumina

Configuration

Analysis Name ©

165 Metagenomics 09/02/2022 7:57:10

Save Results To ©

SELECT PROJECT

16S metagenomics demo

Biosample(s) ©

SELECT BIOSAMPLE(S):

EIR - YERL L f=Project &R

Biosample % #iR

For Research Use Only. Not for use in diagnostic procedures.
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fZ¥r9 5% Biosamples #EiRT %

Select Biosample(s):
— R

Showing 100 of 109

Filter #48E

Project

MOST RECENT

165 metagenomics demo

(] slosamrLE A LIBRARY KIT PROJECT LAST UPDATED OWNER

(J NDF_Ecoli Unknown iSeg-NexteraDNA... 2022-06-10

[J NDF_Bcereus_1 Unknown iSeq-NexteraDNA... 2022-06-10

(0 NDF_Rsphaeroides_] Unknown iISeg-NexteraDNA... 2022-06-10

(J NDF_Ecoli_2 Unknown iSea-NexteraDNA... 2022-06-10
illumina

For Research Use Only. Not for use in diagnostic procedures.
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7 ) r—<,3 > MEFT (Launch Application)

Biosample(s) ©

SELECT BIOSAMPLE(S):

Unknown

Unknown

Unknown

Unknown

Unknown

#E1R L 7=Biosamples(Z
BARE. =Y HDGENH

Ex 1R R

Database ©

RefSeq RDP 16S v3 May 2018 DADA2

Custom Database

32bp v

ApplEl A 5% 7 = R

illumina

LAUNCH APPLICATION

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

T7I)r—3>m

===

EA1T

48



Y=l Ly A Ny

SEQUENCE HUB

ANALYSES BIOSAMPLE! APPS DEMO DATA

Analysis: 16S Metagenomics 08/30/2022 11:05:49

Project

SUMMARY FILES

(O) (&) (= [}

FRITSE TRDRT

General Info
Name 16S Metagenomics 08/30/2022 11:05:49 165 Metagenomics 08/30/2022 11:05:49
Application 16S Motagenamics | Version: 11.0 165 Metagenomics | Version: 11.0
Date Started 2022-08-3011:09 2022-08-30 11:08
Date Compieted N/A 2022-08-30 18:06
Duration N/A 6 hours 56 minutes 47 seconds
Coenpute Charge 0.00 ICredits 21.00 iCredits
Seszsion Type N/A Single Node
Status Initializing 176.38 MB
Defivory None Complets
None
LOgS s1 chockea: 2:085:58 AM UTC

illumina 49
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FRATIE R D HESE

Home > Analyses

Project£ %2 Status

T ETRY AH

illumina SEQUENCE HUB
Q HOME RUNS PROJECTS ANALYSES BIOSAMPLES APPS DEMD DATA 4
Project
Analyses N
: % Bk
| % < ALL
Shovang 25 of 50 Rows per page Delivery Status
ANALYSIS NAME APPLICATION PROJECT UPDATED ¥ SIZE CTOMMEN DEUVERY STATUS ALL
0 DRAGEN Differe... NextSeq2000: ... 2021-05... 93 MB None Complete ‘ |
(J  ANALYSIS NAME APPLICATION PROJECT UPDATED ¥ SIZE COMME... DELIVERY STATUS
16S Metagenomics 08/30/2022 11:... 16S Metageno... 16S metageno... 2022-0... 176 MB None Co
—
) FASTQ Toolkit v... NextSeq2000: ... 2021-05.. 46GB None Complete
illumina &

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



FRATIG R D HESE

Home > Analyses > [Analysis name] > Reports

RGO TILD
LiR— b ERT

H 2 TILAID
LiR— k&R~

illumina

Analysis: 16S Metagenomics 07/26/7

Project MiSeq: 165 Metagenomics 2x300 (ATCC Microbioma Standard MSA-1003)

- REPORTS -

HOME RUNS PROJECTS ANALYSE

SUMMARY REPORTS

INPUTS FILES

D o

Agn_;r_du[n Sum
Repc

ATCCMISeq2x3,,
Repart

ATCCMIiSeq2x3.

ATCCMiSeq2x3
Report

ATCCMiSeq2x3

Roport

ATCCMISeq2x3..
Report

PRINCIPAL COORDINATE ANALYSIS (PCOA)

This scatterplos shows a Principal Coondinate Anatysls (FCod) of the narmailzed retative abuncance of
Al sarvgries

The PCOA measures ifTerences In the gistribution of taxcoomic cimsifcations Detween samples up to
a Nixed tanonamic tevel

Select the maximum 1ax¥0nomig level 10 compane sampie ClassiNCation resutls

Kingdom  Friylom Ciny Ovde Samay Germn Shetien

N -~

The tarchiart benesth sscs sempe
MCUSEOEr The THICHINT 550 TANANDATIC W be

[ WPRUEN0) [T e

AT Seq2ORN
°

Prioapsl Coordnate 1

HIERARCHICAL CLUSTERING DENDROGRAM

TIH Q00100 SHOWS & NIANNICAL Clnterng OF Bmtes Sarsed on gesmus-Leve
wlative sunsence of ity gemus-

sINCALicny.
ST ST

AGGREGATE RESULTS

(E PDF Aggregate Summary Report
m Kingdom-Level Aggregate Results
m Phylum-Level Agoregate Results
B] Class-Level Aggregate Results
E Order-Level Aggregate Resuits
E Family-Level Aggregate Results

E Genus-Level Aggregate Results

m Species-Level Aggregate Results
\ 7

SAMPLE INFORMATION

ERDORFRTHE

B2 TILE D LB AR

PCAfRMT. VSRR U JBm%E

For Research Use Only. Not for use in diagnostic procedures.
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FETERDIEEY - REPORTS -

Home > Analyses > [Analysis name] > Reports

Analysis: 16S Metagenomics 08/30/2022 11:05:49

Project 165 metagenomics demo

SUMMARY REPORTS INPUTS FILES

SUNBURST CLASSIFICATION CHART

TN suntrsrst chart shamy the slative sbundance of the clastficatinn nesdes within sach Saxsnpmic
evel

LUK 0N 30 CASDAMY 10 200M 1A CLICK The Conler DUTION 0O 200M QUL

Cock ‘Reset PIoL” Lz refurs 18 2 KNQacm-leves view.

e

-.

D) (X) (<) (@
~ O (o]
B UTIIAERDLR— =S
Aggregate Su...
Report
:TC(ZM‘SQQZX"' @ PDF Summary Report
epor
[E CSV Classification Summary
ATCCMiSeq2x..,
Report
SAMPLE INFORMATION
ATCCMiSeq2x.,
Report
Total Reads Reads PF % Total Reads PF
ATCCMiSeq2x...
R ke i o 795115 795,115 100.00%
apon
ATCCMiSeq2x..
Report CLASSIFICATION STATISTICS

TOP 20 CLASSIFICATION RESULTS BY TAXONOMIC LEVEL

EIIL COLTI CHarT ENTws TNe TRETIVE JOUNENCE OF INe 10D 20 CLSTITCALION 1ELulls wiThim each
T ML v
MoUaE meer sy LategETy 10 e T8 SwaTiphicn ane shucamncr,

e M
ESTIBATIS. H

illumina
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BIEROI Y

01— KAE

Home > Analyses > [Analysis name]

illumina

Analysis: 16S Metagenomics 07/26/2018 12:22:19

Project MiSeq: 16S Metaganomics 2x300 (ATCC Microbiome Standarg MSA-1003)

SUMMARY REPORTS INPUTS FILES

0

Aggregate Sum...

Report

ATCCMiSeq2x3...

Heport

ATCCMiSeqzx3..

Report

ATCCMISeq2x3.

Haport

ATCCMiSeq2x3..

J.A-(_-.v.”

ATCCMiSeq2x3

Report

HOME RUNS PROJECTS

A

AGGREGATE RESULTS

E POF Aggregate Summary Report
‘ﬂ Kingdom-Level Aggregate Resuits
@ Phvlum-Level Aggregate Results
@ Class-Level Aggregate Results
E Order-Level Aggregate Results
fﬂ Family-Level Aggregate Results
:g Genus-Level Aggregate Results

E Species-Level Aggregate Resulls

SAMPLE INFORMATION

(@RI ¥~ >O—F)

ANALYSES BIOSAMPLES APPS DEMO DATA

T—HOHER - BN O0—k

£THCENTEET

For Research Use Only. Not for use in diagnostic procedures.
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BiTER0Fvo0—rAEE (ERZ2A—F)

Home > Analyses > [Analysis name] > Files

Analysis: 16S Metagenomics 08/30/2022 11:05:4°
Project 16S matagenomics dam FILE
SUMMARY NPUTS  FILES ATCCMiSeq2x300R9_S10.report.pdf

> ~ >
9 rj - H— I\ L/T: L\ 300R9_S10.b... 2022-08-30... |son ATCCMISeq2x300R9_S10.barct ”um|na

J74IL%EER

2022-08-30... html ATCCMISeq2x300R2_S10.repor

Meatagenomics Report

A0S Me ) ¢
CLOSE DOWNLOAD (332.81K8)

ATCCMiSeq2x300R9_S10.re. 2022-08-30... pdtf ATCCMIiSeq2x300R2_S10.repor

ATCOMISaa?x 30089 S10.5t 2022-08-30... xml ATCCMiSeq2x300R9_S10.stats

illumina

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



BRIy o0—FAE (4o r0— %)

Home > Analyses > [Analysis name] > E&D 4% 7

Analysis: 16S Metagenomics 08/30/2022 11:05:49

Project 165 meta
SUMMARY INPUTS FILES
FILE
IAME A NEW ; 12E
EDIT
Back
COPY
) | pownLoAD - ANALYSIS « TCCMiSeq2x300RE_S10.barchart json 10.33 KB
UPLOAD
R I R T AL VT A T 'CCMISQQZ ’(300;’!9_810.’9{)0’[.'“"“ 585.08 KB
ATCCMISeq2x300R9_510.re., TCCMiSeq2x300R2_S10.repart.pdf 332.81KB

FI LE > DOWN I—OAD > ANALYS I S CMiSeq2x300R9_S10.stats.xml 6258

EHEAFET,

ATCCMiSeq2x300R3_510.s. 2022-08-30... csv ATCCMiSeq2x300R9_S10.summary.csv 12712 KB

¢ BaseSpase Sequence Hub Downloader DA Y X h— LA ETT
illumina 7
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Home > Analyses > [Analysis name] > &N 4% 7

— FAER (—EFvoo— k%)

Al e 1A Matamoanamire OQ/2AN0IONDD 11-N&- AN
Analysis: 1es Metagenomics 0o/a30/2022 11:09:¢

Download Analyses

ANAL Y515 NAAY |
185 Metagenomics 08/30/2022 17638
11:05:49 MB

O Install the BaseSpace Sequence Hub
Downloader sownload liles. I1's & one-tim
nstallation tequired, and provides fast and

fownicads via 85

Seiact the file types 1o be downkoadec

Al fe types ncluding VCF, BAM, & FASTQ
VCF
BAM

DOWNLOAD CLOSE

Ready to download:

Directory: c\BaseSpace

START DOWNLOAD

CANCEL

% BaseSpase Sequence Hub Downloader A Y X b—ILHAAHLETY

illumina

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

espace Sequence Hub Downlcader

[ TI—

Time remaining. 48 seconds

Data downloaded: 24.73 MB/176,38 M8

Status 14.02% done, Total: 182 Completed: 24

%= 16S metagenomics demo-36.. L& b |

Foey 182 Ivogress MA0X% Compiatect 24,73 MRS/ 76,38 MO, Transserfate 0.00 ML
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RITIERODT D

A— K774 ILDHEE

wal

VP

l:IIIII
L'b

| ILILILD |

R + BaseSpace » 16S_metagenomics_demo-363622259 v U 165_metagenomiq ST o
-
&9 Windows (C) o 2 . v 7:&) L éﬁ: )
. ] — >
$WinREAgent # 165_Metagenomics_08_30_2022_11.0 VA4 J %':' %O) Jx Il 9
BaseSpace

165_metagenomics_demo-363622259

165_Met ics_08_30_2022_11_05_49-602195926 L == S ==
Metagenomics_08_30_ 11,05 49
Aggregate Summary-ds.00cd28b31a224d9¢8c98bect 62ba29c9 Aggregate_Summary-ds.00cd28b31a224d9c Bc98bec 162ba29c9 2022/09/05 10:49 Ird M TANA-
ATCCMiSeq2x300R1-ds 455(72bf17bcd3888b2675b2571e036¢ A ATCCMiSeq2w300R1-ds.455f72bf17bc43888b2675b 257 el36¢ 2022/09/05 10:49 T4l TAIA-
ATCCMiSeq2x300R2-ds 40876709b96d4b6e81905bd 1cfef7520 ATCCMiSeq2x300R2-ds.40876709b96d4bEe81905bd 1cfef 7520 2022/09/05 10:50 Trd I TANA-
ATCCMiSeq2x300R3-ds.b2664c2b8{704af1a339dbiSh71140b4 I ATCCMiSeq2x 300R3-ds. b2eedc 2bafT04af 1a339dbfSb7 114004 2022/09/05 10:51 Trdll 7al -
ATCCMiSeq2x300R4-ds. Oebbdbe791 ATCCMiSeq2x300R4-ds.0ebbilibe791954b5b04b4a08b23deea3 2022/09/05 10:51 T4 TS~
O

ATCCMiSeq2x300RS-ds 82683124 JNRY RNV B | VY211 [7D) — ATCCMiSeq2x300R5-ds.82beflif2de224a8485¢ 58bd24aTbf60e 2022/09/05 10:51 TP IS -

4 2 -+ > ATCCMiSeq2x200R6-ds, ba 1 baafb4d22aefe740505308032 2022/09/05 10:51 T4l TAIA-
ATCCMISeq2x300R6-ds.b416ab8bas %E%O) T4 )l//)-l e v
ATCCMiSeq2x300R7-ds.82855d1910) , ~ S

] & =HEE
ATCCMiSeq2x300R8-ds 2cB6c9adcbcad{299206b167e8867bd3
ATCCMiSeq2x300R9-ds. 7d98409394d648adaldcdchc353813b S — _ ATCCMiSeq2x300R3_S4.barchart,json ) 2022/09/05 10:51
— @ ATCCMiSeq2x300R3_S4.report 2022/09/05 10:51

illumina

&| ATCCMiSeq2x300R3_S4.report

| ATCCMiSeq2x300R3_S4.stats
B ATCCMiSeq2x300R3_S4.summary

| ATCCMiSeq2x300R3_S4.sunburst.json
B8 ATCCMiSeq2x300R3 Sa.txt

S 8 L— |

2022/09/05 10:

5
2022/09/05 10:51
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BRITEROXBAIE

Project PhiX_220411_Training

SUMMARY ANALYSES BIOSAMPLES

F—42DOH£H (Invitation - Get link)

(@) (@) (®) (<) (@) £ (Transfer) MTEET

Showing 1 of 1

[0 NAME LAST MODIFIED APPLICATION SIZE COMMENTS DELIVERY

(0 FASTQ Generatio... 2022-04-12 FASTQ Generation 695 MB None

STATUS

Complete

illumina

For Research Use Only. Not for use in diagnostic procedures.
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MITEROKEAE OBFEEET S

Project PhiX_220411_Training

SUMMARY ANALYSES BIOSAMPLES FASTQS OTHER DATASETS

i / T—RNOHEH (Invitation)

e #71) Vo DEHIL. B

|:| NAME | MM DELIVERY
| TRANSFER

0  FASTQ Generatio... ! =8 FTAH# (Ownership) DIZiE Complete

Showing 1of 1

STATUS

illumina

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




FEHTIER DS

BAE OHBFZEEET S

Project PhiX_2204

SUMMARY

Showing 1of 1

(0 NAME

(0 FASTQ Generatio...

ANALYSES

BIOSAM

| SEND IN

GET LIN

TRANSH

illumina

Share this project

PhiX_220411_Training

Invite a collaborator

Optional message

ADD COLLABORATOR

HBFELEDBSSH7 o2 +D

A—=ILT7 FLRZEAN

h

BaseSpace Informatics Suite

with you.

Go to PhiX_220411_Training to accept the share.

This email was sent by: [llumina, Inc.
5200 lllumina Way San Diego, CA 92122 USA

llumina

would like to share the project Phix_220411_Training

Share this project

PhiX_220411_Training

Invite a collaborator

Optional message

Collaborators

CANCEL

New Read Onl

SAVE SETTINGS

%

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

@Yo ENLI-HEB

Project PhiX_220411_Training

SUMMARY ANALYSES BIOSAMPLES FASTQS OTHER DATASETS

() (o) (z) @ ()
SHARE

Showing 1 of 1 SEND INVITATION

GET LINK
[J NAME | N
TRANSFER >
(J FASTQ Generatio... ! yeneration
Share By Link X

xFU VI DEME., EIE

DELIVERY STATUS

695 MB Share By Link
PhiX_220411_Training

PhiX_220411_Training

Click 'Activate' to generate a new URL for sharing.

CLOSE ACTIVATE

illumina

https://basespace.illumina.com/s,

Copy the below URL and send it to anyone you want to share with.

S

CLOSE

DEACTIVATE

AN

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

Project PhiX_220411_Training

SUMMARY ANALYSES BIOSAMPLES FASTQS OTHER DATASETS

() (o) (z) @ ()
SHARE

Showing 1 of 1 SEND INVITATION

GET LINK
[0 NAME l IN SIZE COMMENTS DELIVERY

TRANSFER

O FASTQ Generatio... | ; Fﬁﬁ*& (OWﬂerShip) @*ggﬁ

STATUS

Complete

illumina

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

Project Ph
SUMMARY ANALY

(9) (n) (%

Showing 1 of 1

[0 NAME

(0 FASTQ Generatidg

Transfer Ownership
PhiX_220411_Training

New Owner *ggﬁﬁo)BSSH-? jj rb > I\

Optional Message =

(max 140 characters)

© Apps in your account that currently use this data may not
function properly after the data is transferred out of your
account. Please review the BaseSpace User Terms of Use for

more information.
CANCEL CONTINUE

DA—IL7 FLRZEAN

s

i

DELIVE

None

illumina

Transfer Ownership
PhiX_220411_Training

Please confirm you want to transfer ownership to

Once the transfer has been completed it cannot be undone. The
recipient of the transfer will be considered the legal owner of this
project and its associated data. Please make sure you are authorized

by your organization to make this transfer before proceeding. /

CANCEL TRANSFER NOW
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BRITEROBET —FOXRTEY GE

BaseSpace Informatics Suite illumina

would like to transfer ownership of the project

PhiX_220411_Training to you. /

Click here to accept this transfer of ownership.

This email was sent by: |llumina, Inc.
5200 lllumina Way San Diego, CA 92122 USA

illumina

Share Project

would like to share the following
item with you:

Project Name

12
I~
w

PhiX_220411_Training 695 MB

Context to accept invite

Select User Context

CANCEL ACCEPT

'
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*BSSH#ZE Z (X, FHELZT ) v 7iR{ETNGSD T—43 BT A AI RE

Qll

Vo0 FREZEALTHRITT 2726, BITREODEENTE

FJ100FBZBED 7 7 —2a UL ARIZCESD DD EEA THEATEE

A

DI RLEIZT—E3NREFESNTNSEH. BEHICT—XIOHEN
TED

¢ ®
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& V) FEGfEHT 7 [ EEIZ 9 S BaseSpace CLI

-0 ~u
- BaseSpace CLI (Command line interface)(&.

Windows. Linux, MacOSXET#EEI H2IAX K54 URN—ADY—)L
- BaseSpace CLI [X. —E([Z##Y > JI)L(Biosample)F .
FASTQZ 74 IL7 vy 70— FPREREDETY o O0—F, AppDEIIAL AT AE
- Command A D ENFE AL E
(—fa< > FATLEIZDWTIEA LS FHHR— F4t)

BaseSpace CLIE L —4 B —~DA VR F—LZHE L TLEEA,

Command linelRIFIZDWTIE, BEHRBE TIAHEL TV =LA BENHY FT,

BaseSpace CLIOA VR b—JL, HRAAZEIZDONTIE, TREA—DISELFZELY,
https://developer.basespace.illumina.com/docs/content/documentation/cli/cli-overview

illumina -
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 BaseSpace Sequence Hub Online Help

« The Many Benefits of BaseSpace Sequence Hub

* Basespace Sequencing Hub Apps Quick Guide

) T EF—8RE

e RNA-SeqZz+ 5—E : BB ZI TSI KTEL
J 5B - &3%(Z ! DRAGEN RNA Pipeline® Z#&
I

RNA-Seq¥t,5—[:
MERTEISVETEYMM lil-

nnnnnnnn
= 2

[lumina

illumina

« BaseSpace Sequence HubZ{FRLI-T—4

FETDEAR [4JL = FiSchool ##k]

BaseSpace Sequence HubZEMLI-T—98TOEXR
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https://help.basespace.illumina.com/
https://jp.illumina.com/content/dam/illumina-marketing/documents/software/basespace/basespace-sequencing-hub-infographic-970-2016-022.pdf
https://jp.illumina.com/content/dam/illumina-marketing/documents/products/datasheets/basespace-handout-sequence-hub-apps-quick-guide-web.pdf
https://jp.illumina.com/events/webinar/2017/webinar_171129_j.html
https://jp.illumina.com/events/webinar/2021/ts-0224.html

CHEBEHYNESISSVFELE

HLE BhE

2022.10.26 | hinoue@illumina.com
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Appendix
BSSHS A 2R, 7HV Y FEDFH

- Basic EHIET7HD Y LTIE.

FNDA L~ 178 178 178 ) ] .
:ﬂ@:redit 250" [Credit 500* iCredit 500* (Credit ICredIt %JE”D ,E\%)\FIIZ:I: t N
S EHE n/a BB RFICIZAHAL iCredit FAGERF ICI3FHAL Credit *JJ :'E:H 1TJ- 5- ICred It b\i 7’; é
Sty NPy TBLUER v v v n
FASTOfER e L 5] =y
F—oTH = =1 =H - SUEZAR —*ﬁ%ﬁ'ﬁ~
ca. v v v - FASTQ A Rtee s E 1
S - - . Basic T4 R ATRE
APIBEUIYY RSA VPO ER v v v -
-3 1 RS L IR L Prof . | &
Workgroups : mo— - Professiona
FBEEEIUTA (ISAR—PREAL, & S Enterprise \FE'E] TIE, X
—HAUA", EEEW. F7OEASE) %E’#jll—b“— M ChHOT— A
HIPAA BAA CKEDI) ¥ #Eﬁ%%ig-c:%és
Y=LRUNILPIU—X b v Workgroup MEIZELDH D
https://jp.illumina.com/products/by-type/informatics-products/basespace-sequence-hub.html
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Appendix
iCredit 5& U HIEESA o AD{MHEEK (20225 10HRE)

T—AREHTY )1 —3

HEnJE8 HER HaBL LS ETES REWREE (M) L
iCredit® &
|
20042038 xic |EHEEAHICredit  |llumina Analytics - 1 iCredit 139 ;fg:dj}“':*é:’ Ea=FS&UAR S HENEIA
20042039 xic |WETEAMiCredit  |llumina Analytics Starter Pack — 1,000 iCredits 138,500[ VAW S-SV E 2 —hESUANL —SCHRREZI
20042040 xic |BATBBA#iCredit  [llumina Analytics — 5,000 iCredits T P R L L
20042041 xic |WEESAMiCredit  |Ulumina Analytics - 50,000 iCredits SAIEA R AN ESE A FEEUARE—ZE MR
20042042 xic |BAIBBAMICredt  |llumina Analytics -~ 100,000 iCredits 13.219,300[ B A AMIZESIALE2—hESUAN —CHIRREZIL
- fE BB H iCredit iCredit 139|CHBIZIEERAHHNDETT
BaseSpace Sequence Hub® &
20042109 XBG |EMZAMER BaseSpace Sequence Hub Professional Annual Subscription 69.600]500 iCredit, 12D —425 N—THBALXELEMSIEUR
SW-411-1003 xss |FREIZAMtEU R BaseSpace Sequence Hub Enterprise Annual Subscription 4,173,800|500 iCredit, MMV —I 7 IW—TFBESLEMS 1R

20221026 IREDME E G Y £,
FYUFHLWHEERRIZ, LS TEEHSAIVEIREREBEIZCEEBIVLVEDECEELY,
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BSSH®M2 D0 Mode : New/Classic Mode

- - - - e e - - -

Classic Mode

- RunB0Y > TILIERMNRILDOREE

———

Run
Flow cell/ Flowcelll | ——"
Run Run
Sample Sample
. Project I
FASTQ FASTQ |

Combined Sample
|

Analysis

______________________________________________

| . Project | —>KBEBETISAE.
| Biosample | . #BHRun/LaneDFASTQ%
| Analysis 1Y TILELTEITT S
Library ZEMNZWNERIZET S
Analysis
FASTQ FASTQ P
Dataset Dataset
Lane Lane ' (*Biosample |
. _ERET)
Run Run *New/ClassicE ~[E T
_______________________________________________ AT HRF SN TOET
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