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Constraints

® Core facility providers

How to deploy easily lot of (incompatible) tools ?

To make them connected to public databases ?

To limit transfer of huge data !

To provide users with their own computing resources ?
With their own isolated storage !

® Scientific users
® How easy is it to access/use these tools !
® TJo adapt to your usage ?
® TJo get your/other tools deployed on a datacenter ?
® TJo combine them!?
idéeB
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Integrate Bioinformatics Tools in Cloud
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Appliances for Bioinformatics

- Bioinformatics Marketplace A

StratusLab —ce
Marketplace |

Metadata

Sequence Structure Galaxy ARIA

View: All | With deprecated | Deprecated only
Sort by:

Show 105 et search: ® Predefined virtual machines

biodata v5.7 x86_64
Endorser christophe.blanchet@ibcp.fr [ ‘ SI I Ial I: few G B
Identifi FtCJFZ7x05uxKyzThGRX9Ex5¢cqR =

Created 2012-03-01T12:20:372

Biological databases repository appliance built by IDB-IBCP ‘ eaS)’ tO CO nve rt in m OSt fO rm atS

(CNRS, Lyon, France. http://idee-b.ibcp.fr). The following
databases are installed and available: SwissProt, PROSITE.

The appliance can be used to set up your own cloud
biological databases repository, and you can add the . n Sta e a n P re - C O n Igu re
databases you want with the help of the BioMaj framework.

To configure you can use the BioMaj web interface or the

. . . [ ] [ ] [ ]
With your SSH authentication key (see general Seratusta - bioinformatics tools
documentation for details). To connect to the BioMaj web
[ )
® Several ones already available

interface, go to the VM-related URL with a standard web
® biodata, biocompute, galaxy, etc.

® with several tools

B e BLAST, Clustalw,ARIA, MEME,
” HMMer, Abyss, BWA, Ray, etc.
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Example of an Appliance

® ‘biocompute’ appliance
® pre-installed with bioinformatics tools:
® BLAST, FastA, SSearch,HMM,

® ClustalW2, Clustal-Omega, Muscle,
Multalin,

GOR4, PREDATOR, Simpa96,
MEME, R.

® Deploy your own instances
SSH as root

HTTP with a standard web
browser.

® Connected to local public biological
databases
® Automaticaly parametrized

® For example on the IBCP cloud
R .. B e BIO_DB_SERVER=idb-databases.ibcp.fr
idée
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StratusLabQ

Metadata
S http://marketplace.stratuslab.eu/metadata
CF12 Y w idbY nosqlY vvY gbioY pr¥ nimbio

Marketplace

Home | Endorsers | Query | Upload | About

Metadata

View: All | With deprecated | Deprecated only

Sort by:
Show 10 :| entries Search:

biocompute v5.7 x86_64

Endorser christophe.blanchet@ibcp.fr
Identifier P4RS7s ZBAi m4400HsgkOmu4nD

Created 2012-03-20T14:51:132

Bioinformatics compute appliance built by CNR
The following bioinformatics tools are installec
from the command line: BLAST, ClustalW2, Clu
FastA, GOR4, HMM, MEME, Muscle, Multalin, PR
Simpa96, SSearch and R. To log in use ssh witk
the 'root’ account. You have also access to the
a web portal, simply connect to your virtual ma
standard web browser. The appliance can mou
biological database repository (if available) by
corresponding contextualization parameters w
stratus-run-instance command. For example t
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Protein identification
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Createc v 10_23T14-06-0)77
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Bioinformatics virtual appliance for protein identification
from mass spectrometry data. Contains OMSSA, X!Tandem,
PeptideShaker and SearchGUI tools. Constructed by IDB...

More...

Galaxy portal

T ~ " rA™ A A
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 ro = to s 2’219 1N 191 T9¢L 11.CQ7
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Bioinformatics gateway appliance configured with the
CALAXY portal, built by CNRS IBCP-IDB. You have also access
to the pre-installed bioionformatics tools through the web...

More...

Hadoop MapReduce

This appliance provides an easy way to deploy an Hadoop
MapReduce cluster. You just need to run the bash script

hadoop-create-cluster with a nodes list and an username in
parameters and wait few...

More...

BIO compute node

Js)) Lyon 1

Bioinformatics Appliances
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ARIA 2.3

This appliance is part of the StratusLab bioinformatics
usecase TOSCANI (TOwards StruCtural AssignmeNt
Improvement). The goal is to improve the determination of
protein...

More...

CentOS 6

A minimal installation for CentOS 6.x. Only root account
configured. Firewall enabled with SSH and HTTP port open.
SELinux disabled. Enhanced StratusLab contextualization
used...

More...

BIO data

-I-
Biological databases repository appliance built by IDB-IBCP

(CNRS, Lyon, France. http://idee-b.ibcp.fr). The following
databases are installed and available: SwissProt,...

More...

Mobyle

A S 1111
LIC3D

This appliance provides cloud users with a fully functional
Mobyle portal. Mobyle is a framework and web portal

Bioinformatics Appliances (...)

sLab Tutorial (Bordeaux, France)
25-26 October 2012



609"

A bioinformatics web interface

IDB Bioinformatics Cloud

+ € nups://idb-cloudweb.ibep.fr/cloud/

¢ 1L Q- Google

You are signed in as cblanchet | Settings | Home | Help | Sign out

Type ? | small (1 CPU, 4GB RAM)
Number? |1 3|
Storage ? |

Powered by
—Choose the appliance
PP S StratuslLa
Select? | ARIA2.3 ¢
Filterby: .
) Genomics tools Room for
e thematic field QA= analysis VMs
o 100IS il Multiple Sequence Alignment w m;f:;
‘ Nucleotide and Protein sequence searching o 69776
Public databases large 32/34
—Configure your virl__Seauence analysis xiarge 15/ 16
) bigmem 2/2
Name? r x  10/16
hc  6/8

Run Cancel

y
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A bioinformatics web interface

IDB Bioinformatics Cloud "l

| + @ nttps://idb-cloudweb.ibep.fr/cloud/ ¢ N Q~ Google

You are signed in as cblanchet | Settings | Home | Help | Sign out

Powered by
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e thematic fie
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Run Bioinformatics Cloud Instances

Bioinformatics Marketplace

Sequence Structure  NGS Galaxy ARIA (...)

IDB Bioinformatics Cloud

< > % mtps:/ fidb-cloudweb.ibep.fr/clowud finstance/ g * Google
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. -
M.'!.d_ec —Choose the appliance by
Paas — Select?  BgioCompute .
N Instan Filter by ? | —-- THEMATIC FIELDS ---
ce
me (66.67%) wow TOOLS === s n

‘ —Configure your virtual machines 53
23
Name? my virtual machine 2

Type ?  xlarge (8 CPU, 27GB RAM) A !
Storage Number? 1 :
Storage? mydata

BLAST,
Clustal,
etc. g §
‘“ Create appliance ?

g IBCP's Cloud

AR Y 27 P o Ly

Sal Resou rces ‘h A:(;u PG AU - B hd

Une erreur lors de I'ouverture de |a page. Powr en savoir plus, choisissez Fendétre > Activitd,
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Manage your Cloud Instances

IDB Bioinformatics Cloud

¢ | [Q~ Google (3

<4 »  + @ nhtps://idb-cloudweb.ibcp.fr/cloud/instance/
& [I] i r w Ibv 109v notev idbvy vv ev f i nosqlv réuv gbiov prv nimbiov strav IRTv Pv criv »
l IDB Bioinformatics Cloud ir 7 : : 7 ) g 7 y g 7 2 7 7 77 : : 7 . : 7 . g 7 : 'i‘
You are signed in as cblanchet | Settings | Home | Help | Sign out
Powered by
. - el o © ©
idée Bioinformatics cloud StratusLab)
| Shutdown * | Go | | New Instance | | New Storage | | Show Instances | | Show Storages | Room for
Instance VMs
me (66.67%) xsmall 1327190
CPU% CPU (GB) Storage small  70/113
‘ H adoop medium 33/ 53
1776 cluster Runnin large  14/23
&  GRNet xlarge 7712
- bi
01787 ™ AW Running BioCompute B% 1 4 16 ssh bt oo o1
Sierage 1789  arialaaS  Running ARIA23 0% 4 16 sh oo
1790 aria IaaS Running ARIA23 0% 4 16 ssh
1791 aria IaaS Running ARIA23 0% - 16 ssh
1792 aria [aaS Running ARIA23 0% B 16 ssh
1793 aria [aaS Running ARIA23 0% - 16 ssh
Con 1874 Dblelien  Running Apache AuthN 0% 2 8 ssh htp
P 1875 blast Running BioCompute 2% 2 8 ssh http
1 1876 portal Running  Galaxy 3% 2 8 http
‘h 10 5 32 128

Une erreur lors de I'ouverture de la page. Pour en savoir plus, choisissez Fenétre > Activité.

StratusLab Tutorial (Bordeaux, France)

25-26 October 2012



Integrated Bioinformatics Cloud Instances

Upload user data

scp http

- |
UNIPROT \ 5 launch jobs

, @ , \‘aa / ssh S
' EMBL O /B &
\ PROSITE. Vo '

‘ O ' =5

~Genomes  ppp B 4 Y ~a5 =

. P ~
S e - Master & Storage Workers

VM ARIA
Bioinformatics
Portal Cloud

scp http

VM CNS

- /

_1d¢eB Get user results
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Examples of use

avrr v A VAW 2awia ANNEIIIIIIIE,  ZAPUWIIV LAWY W W e w o2 saveys
1875 blast Running BioCompute 2% 2 8 ssh http
1876 portal Running Galaxy 2% 2 8 http
177 hlact evinnhina Divnnnnins DiAalMAmaata A coh ittt
Calaxy
- + A htp//idb-cloud.ibep.fr: 20007/ c Coogle (3 )
oo (1) B r w by 109 notev dbr wvv ev f | mosglr réuv gblov prv nimblor strav IRTY Pv criv asrv 2rv »
108 Bioinformatics Cloud Calaxy -

Options «

'surch tools
Get Data

Workflow Shared Data

Analyze Data

« Upload File from your computer

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser
BX_main browser

Cet Microbial Cata

BloMan Central server
BloMart Test server

CBI Rice Mart rice mart
CrameneMart Central server
modENCODE fly server
Elymine server

Elymine test server
mOdENCODE modMine server
Ratming server

YeastMine server
metabolicMine server
mOdENCODE worm server

Upload File —), Options ~

Flle Format Calaxy

Auto-detect v - + 6 hatp:/ /idIb-<lowd. iDep.fr 20007 / ¢ | (Q- Google 0o

Which formar? See heip below & [ BB ¢ w by 109v notev idbv wv ev f | mosgly réuv gbiov prv nimbiov strav RTv Py criv asevy 2rv »

File: 108 Bloinformatics Cloud Calaxy -+
Choisir le fichier fewSeqs.fasta

TIP: Due to browser limitations, uploading files large
2GB is guarameed to faill. To upload large fles, use t
method (below) or FTP (if enabled by the site adminiy

URL/Text:

Mere you may specify a list of URLS (one per line) or ¢
the contents of a file

Convert spaces to tabs:
Yes
Use this option if you are entering intervals by han

Genome:
Click 10 Search or Select v

Execute

Auto-detect

WorkBow Shared Data User

Analyre Data

Help

Tools Options « a W History Options ~
et Data ——
send Data Fasta File: V=
ENCODE TYools L. fewSeqgs.fasea 25 kb
Lift-Over L fewSeqgs fasta ®0n
Text Manipulation Name for output files to make It easy to remember what 8 saquences
did:
: d So you format: fasta, database: ?
Custal_rua Info: uploaded fasta file
)
Data Type S LOL Y
DNA nuciectide sequences & Cal
alaxy
Output alignment format: > + ) nup://idb-cloud.ibep.fr:20007/
Native Olustal output format = ==
oo [0 8 r w by 109 noter by wv ev f | nosglr réuv gblor p
h Show residue numbers In clustal format output 108 Bloinformatics Cloud Calaxy
10 —
Graph/DRisplay Data Analyze Data Workflow Shared Data
Regional Variation Output Order:
aigned :
Muttiple regression _09_"°“’ v CLUSTAL 2.1 multiple sequence alignment
Multivariate Analysis Output complete alignment (or spec to«
Evolution complete alignment $
Motif Tools sp| POACP4 | FRUR_SHIFL
Multiple Alignments Doecute MEKLDEIARLACVSRTTASYVINCKAKQYRVSDKTVEKVMAVVREENYHEPNAVAACL
It sp|POACP1 | FRUR_ECOLI
- 9.“,”‘“ m""‘ L "r':";m ~ MKLDEIARLACVSRTTASYVINGKAXQYRVSDKTVEKVMAVVREENYHPNAVAAGL
p,o,':,'m" pro9 Note 8p| POACP2 | FRUR_ECOL6
MELDEIARLAGVSRTTASYVINGCERAXQYRVSDETVERVMAVVRENNYHPNAVAAGL
Metagenomic analyses This ool aliows you to run a multiple sequence 2 sp| POACP3 | FRUR ECOS?
FASTA manipulation Custaivz (see CIILI) Using the defauk option MKLDEIARLAGVSRTTASYVINGKAKQYRVSDKTVEKVMAVVREENYHPNAVAAGL
e - . PR, Statistics sp|POA2PE | FRUR_SALTY
Graph/Display = MKLDEIARLACVSRTTASYVINCKAXQYRVSDKTVEKVMAVVREENYHPNAVAACL
Data sp| POA2P9 | PRUR_SALTI
Regional MELDEIARLAGVSRTTASYVINCERAXQYRVSDETVERVMAVVRENNYHPNAVAAGL
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108 Bioinformatics Cloud Calaxy -

Analyze Data Workflow Shared Data

Tools Options « History Options ~
. . Upload File
search tools
Flle Format Calaxy
Cet Data S Auto-detect v - + ) hatp:/ /idb-clowd. iep.fr 20007/ ¢ | (Q- Google 0o
« Upload File fr your computer . .
Which formart? See heip below & [ BB ¢ w by 109v notev idbv wv ev f | mosgly réuv gbiov prv nimbiov strav RTv Py criv asevy 2rv »
o UCSC Main table browser
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« UCSC Archaea table browser TIP: Due to browser limitations, uploading files large Ansiyse Duta o ared Data — - —
2GB is guarameed to faill. To upload large fles, use t
» BX man browser method (below) or FTP (if enabled by the site adminit Tools Options ~ History Options ~
Get Data E—
* Cet Microbial Cata URL/Text: B
Send Data . -
« BloMan Central server Fasta File: (]
ENCODE Tools L. fewSeqgs.fasea 25 kb
« BloMarn Test server “ Lift-Over 0 n
L fewSeqs.fasta
« CBI Rie Mart rice mart Text Manipulation Name for output files to make It easy to remember what
you did: f6 seque?ces -
' d 30 - - mat: fasta, database: 7
s CrameneMart Central server Here you may specify a list of URLS (one per line) or § Clustal_run - ’ '
the contents of a file - Info: uploaded fasta file
« modENCOOE fly server Data Type: HOO
Convert spaces to tabs:
* Elymine server Y DNA nuclectide sequences &
Elymine test server e Calaxy
. Use this option if you are entering intervals by han -
Output alignment format: “ + A hnp:/ /idb-cloud.ibep.fr: 20007/
* modENCODE modMine server Genome: Native Olustal output format = — z
1 o0 1J st r w by 109 notev ikbvy v~ e~ I nosglv réuv gblov p
rver Click 10 Search or Select v «
* Batming se Show residue numbers In clustal format output 08 B f .
winformatics Cloud Calaxy
* YeastMine server Execute ——— no
Graph/Display Data nalyze Data Workflow Shared Data
metabolicMing serve Analyze
' ' Regional Variation Output Order:
» MOdENCODE worm server Auto-detect Multiple regression aligned s
. | Options ~ CLUSTAL 2.1 multiple sequence alignment
Multivariate Analysis Output complete alignment (or spec to«
Evolution complete alignment :

sp|POACP4 | FRUR_SHIFL
MKLDEIARLAGVSRTTASYVINGKAKQYRVSDKTVEKVMAVVREENYEPNAVAAGL
sp|POACP1 | FRUR_ECOLI
MKLDEIARLAGVSRTTASYVINCKAXQYRVSDXTVEKVMAVVREENYRPNAVAAGL
#p| POACP2 | PRUR_ECOL6
MKLOEIARLAGVSRTTAS YVINGKAXQYRVSDKTVEKVMAVVREENYRPNAVAAGL
Metagenomic analyses This ool aliows you to run a multiple sequence 2 sp| POACP3 | FRUR ECOS?
FASTA manipulation Custaivz (see CIILI) Using the defauk option MKLDEIARLAGVSRTTASYVINGKAKQYRVSDKTVEKVMAVVREENYHPNAVAAGL

@ - == R P Stagistics sp|POA2PS | FRUR_SALTY
!

Muyltiple Alignments Execute
o QOustalw multiple sequence
alignment program for DNA or

peoteins Note

Graph/Display | MKLDEIARLACVSRTTASYVINCKAXQYRVSDKTVEKVMAVVREENYHPNAVAACL
Js)) Lyon 1 Data sp| POA2P9 | FRUR_SALTI
\ < Reglonal MKLDEIARLAGVSRTTASYVINGKAXQYRVSDRTVEKVMAVVRERNY RPNAVAAGL
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' d 30 - - mat: fasta, database: 7
s CrameneMart Central server Here you may specify a list of URLS (one per line) or § Clustal_run - ’ '
the contents of a file — Info: uploaded fasta file
o modENCODE fly server Data Type: HOO
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* Elymine server Yes DNA nuclectide sequences &
Flymine test server h f ) e
. Use this option if you are entering intervals by han -
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* modENCODE modMine server Genome: Native Olustal output format = — z
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rver Click 10 Search or Select v «
* Batming se Show residue numbers In clustal format output 08 B f .
winformatics Cloud Calaxy
* YeastMine server Execute ——— no
Graph/Display Data nalyze Data Workflow Shared Data
metabolicMing serve Analyze
' ' Regional Variation Output Order:
» MOdENCODE worm server Auto-detect Multiple regression aligned s
. | Options ~ CLUSTAL 2.1 multiple sequence alignment
Multivariate Analysis Output complete alignment (or spec to«
Evolution complete alignment :
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Analyze Data Workflow Shared Data

Tools Options « History Options ~
. . Upload File
search tools
Flle Format Calaxy
Cet Data . - Auto-detect v < + 6 hap: / /iIb-clowd. iDep.fr 20007 / ¢ | (- Google )
* Upload File from your computer h )
Which format? See heip be & [ BB ¢ w by 109v notev idbv wv ev f | mosgly réuv gbiov prv nimbiov strav RTv Py criv asevy 2rv »
o UCSC Main table browser
File: 108 Bloinformatics Cloud Calaxy -+
o UCSC Test table browser Choisi le fichier : =
naly au orkBow Share 12 Help 4
o UCSC Archaea table browser TIP: Due 10 browser pading files Large Andlyze Data Workiow hared Data - Use
2GB is guarameed to faill. To upload large fles, use t
» BX man browser method (below) or FTP (if enabled by the site adminit Tools Options ~ History Options ~
Get Microblal Data Get Data —
. URL/Text: B!
Send Data . -
« BloMan Central server Fasta File: (]
ENCODE Tools L. fewSeqgs.fasea 25 kb
« BloMarn Test server “ Lift-Over 0 n
1 fewseas.fasta
« CBI Rie Mart rice mart Text Manipulation Name for output files to make It easy to remember what
you did: f6 seque?ces -
: 2 3¢ - - mat: fasta, database: 7
s CrameneMart Central server Here you may specify a list of URLS (one per line) or § Clustal_run - ’ '
= p— the conments of a file - Info ‘:ﬂw’d fasia file
modENCOOE fiy G
Convert spaces 1o tabs: Data Type wo
* Elymine server Yes DNA nuclectide sequences &
Flymine test server h f h X
. Use this option if you are entering intervals by han -
Output alignment format: “ + A hnp:/ /idb-cloud.ibep.fr: 20007/
* modENCODE modMine server Genome: Native Olustal output format = — z
1 o0 1J st r w by 109 notev ikbvy v~ e~ I nosglv réuv gblov p
rver ch or Select v «
* Batming se Show residue numbers In clustal format output 08 B f .
winformatics Cloud Calaxy
* YeastMine server fatd) no
Graph/Display Data nalyze Data  Workflow  Shared Data
metabolicMine serve ARy
’ ‘ Reaional Variation Output Order.
» MOdENCODE worm server aligned :
. Myltiple reqression | Options ~ CLUSTAL 2.1 multiple sequence alignment
Multivariate Analysis Output complete alignment (or spec to«
Evolution complete alignment :

sp|POACP4 | FRUR_SHIFL
MKLDEIARLAGVSRTTASYVINGKAKQYRVSDKTVEKVMAVVREENYEPNAVAAGL
sp|POACP1 | FRUR_ECOLI
MKLDEIARLAGVSRTTASYVINCKAXQYRVSDXTVEKVMAVVREENYRPNAVAAGL
#p| POACP2 | PRUR_ECOL6
MKLOEIARLAGVSRTTAS YVINGKAXQYRVSDKTVEKVMAVVREENYRPNAVAAGL
Metagenomic analyses This ool aliows you to run a multiple sequence 2 sp| POACP3 | FRUR ECOS?
FASTA manipulation Custaivz (see CIILI) Using the defauk option MKLDEIARLAGVSRTTASYVINGKAKQYRVSDKTVEKVMAVVREENYHPNAVAAGL

@ - == R P Stagistics sp|POA2PS | FRUR_SALTY
!

Muyltiple Alignments Execute
o QOustalw multiple sequence
alignment program for DNA or

peoteins Note

Graph/Display | MKLDEIARLACVSRTTASYVINCKAXQYRVSDKTVEKVMAVVREENYHPNAVAACL
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- A htp: / /idb-clowd.ibep.fr: 20007/ (v Coogle (3 )
o (1) B8 r w b 109+ notevr by wvv ev f | nmosglr réuv gblov prv nimblovr strav RT> Pv criv asrv 2rv »
108 Bioinformatics Cloud Calaxy -

'surch tools
Get Data

« Upload File from your computer

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser
BX_main browser

Cet Microbial Cata

BloMan Central server
BloMart Test server

CBI Rice Mart rice mart
CrameneMart Central server
modENCODE fly server
Elymine server

Elymine test server
mOdENCODE modMine server
Ratming server

YeastMine server
metabolicMine server
mOdENCODE worm server

Options «

Workflow Shared Data

Analyze Data

w WJuraa

l‘ttu

Upload File —), Options ~

Flle Format Calaxy

Auto-detect v - + 6 hatp:/ /idIb-<lowd. iDep.fr 20007 / ¢ | (Q- Google 0o

Which format? See heip be & [ BB ¢ w by 109v notev idbv wv ev f | mosgly réuv gbiov prv nimbiov strav RTv Py criv asevy 2rv »

File: 108 Bloinformatics Cloud Calaxy -+
Choisir le fichier

TIP: Due t0 browser pading files large
2GB is guarameed to faill. To upload large fles, use t
method (below) or FTP (if enabled by the site adminit Tools

URL/Text:

Options «

Mere you may specify a list of URLS (one per line) or ¢

the contents of a file

Convert spaces to tabs:
Yes

Use this option if you are entering intervals by han

Genome:

ch or Select v

WorkBow

Shared Data

Analyre Data Help User

Clustalw

Fasta File:
1. fewSeqs.fasta 3

Name for output files to make It easy to remember what
you did:

Clustal_rua

Data Type
DNA nuciectide sequences &

Output alignment format: < +
Native Olustal output format =

oo [ &8
Show residue numbers In clustal format output

no =

Output Order:

aigned 3 Options ~

Output complete alignment (or spec to«

complete alignment :

Execute

Note

This ool aliows you to run a multiple sequence 2
Custaw? (see Clustsec) using the default option,

108 Bloinformatics Cloud

History Options ~
o=

25 kb

L fewSeqs.fasta @R
6 sequences

format: fasta, database: ?
Info: uploaded fasta file

(10177
Calaxy
A hup: / /idb-cloud.ibep.fr:20007 /
r w Ibr 109 notev Kby wv ev f | nosglr réuv gblor p

Calaxy

Workflow Shared Data

Analyze Data

CLUSTAL 2.1 multiple sequence alignment

ep| POACP4 | FRUR_SHIFL
MELDEIARLACVSRTTASYVINCKAKQYRVSDKTVEKVMAVVREENYEPNAVAAGL
sp| POACP1 | FRUR_ECOLI
MKLDEIARLACVSRTTASYVINCKAXQYRVSDXTVEKVMAVVREENYHPNAVAAGL
sp| POACP2 | FRUR_ECOL6
MKLDEIARLAGVSRTTASYVINGKAXQYRVSDKTVEKVMAVVRERNY RPNAVAAGL
ep| POACP3 | FRUR_ECOS?
MELDEIARLACVSRTTASYVINCKAKQYRVSDKTVEKVMAVVREENYEPNAVAAGL

- . - marn Stagistics sp|POA2PS | FRUR_SALTY
Graph/Display MXLDEIARLACVSRTTASYVINCKAXQYRVSDKTVEKVMAVVREHNYHPNAVAAGL
Data sp|POA2P9 | PRUR_SALTI
Regional MKLDEIARLAGVSRTTAS YVINGKAXQYRVSDXTVEKVMAVVRERNY RPNAVAAGL
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1D8 Bioinformatics Cloud

Options «

search tools

Get Data
« Upload File from your computer

o UCSC Main table browser

o UCSC Test table browser

« UCSC Archaea table browser
» BX man browser

* Cet Microbial Cata

« BloMan Central server

« BloMarn Test server “
« CBI Rice Mart rice mart

s CrameneMart Central server
« modENCOOE fly server

« Elymine server

» Elymine test server

« mOdENCODE modMine server
« Ratmine server

o YeastMine server

* metabolicMine server

* mOdENCODE worm server

db ~ f | mosqlr réuv gblov prv nimblo~

Calaxy

Workflow Shared Data User

Help

Analyze Data

Upload File

File Format
Auto-detect v ™
Which format? See heip be
File:

Choisir le fichier

TIP: Due t0 browser proading files large
2GB Is guaranmeed to fail. To upload large files, use t
method (below) or FTP (if enabled by the site adminit Tools

URL/Text:

Mere you may specify a list of URLS (one per line) or ¢

the contents of a file

Convert spaces to tabs:
Yes

Use this option if you are entering intervals by han

Genome:

A VAN AANRA
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portal

strav
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History
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WorkBow

Analyzre Data Shared Data HelD User

Clustalw

1. fewSeqs.fasta 3

files to make It easy to remember what

you did:
Clustal_rua
Data Type
DNA nuciectide sequences &
Output alignment format: <
Native Olustal output format = .
oo
Show residue numbers In clustal format output
no
Output Order:
aigned :

Output complete alignment (or spec
complete alignment :

Execute

Note

This ool aliows you to run a multiple sequence 2
Custaw? (see Clustsec) using the default option,

WJuraa

Fal ol
C * Google O
strav IRTv Pv criv asrvy 2rv »
-
History Options ~
o=
25 kb
L fewSeqs.fasta @R
6 sequences
format: fasta, database: ?
Info: uploaded fasta file
(10177
+ A hup:/ /idb-cloud.ibep.fr:20007/
fif r w Ibr 109 notevr ikdbv v~ e~
108 Bloinformatics Cloud

Analyze Data

sp | POACP4 | FRUR_SHIFL
sp|POACP1 | FRUR_ECOLI
sp|POACP2 | FRUR_ECOL6

ep| POACP3 | FRUR_ECOS7

MELDEIARLACVSRTTASYVINCKAKQYRVEDKTVEKVMAVVREENYHEPNAVAAGL

a . PN Statistics sp|POA2PS | FRUR_SALTY
Graph/Display
Data sp|POA2PS | FRUR_SALTI
Regional

llttu

htt

Calaxy

f | nosgl~v
Calaxy

Workflow

eur

gblo~

Shared Data

P

MELDEIARLACVSRTTASYVINCKAKQYRVSEDKTVEKVMAVVREENYEPNAVAAGCL
MEKLDEIARLACVSRTTASYVINCKAKQYRVSDKTVEKVMAVVREENYHPNAVAACL

MELDEIARLAGVSRTTASYVINGEAXQYRVSDETVERKVMAVVRENNYHPNAVAAGL

MEKLDEIARLACVSRTTASYVINCKAKQYRVSDKTVEKVMAVVREENYHPNAVAACL

MELDEIARLAGVSRTTASYVINGCRAXQYRVSDXTVERVMAVVRENNYHPNAVAAGL
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. Upload File
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o UCSC Main table browser
File: 108 Bloinformatics Cloud Calaxy -+
o UCSC Test table browser Choisie le fichier
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TIP: Due 1o browser

moading files large
2GB Is guaranteed to fall, To upload

arge files, use t

Analyze Data

WorkBow

Shared Data Help User

* BX main browser method (below) or FTP (if enabled by the site adminit Tools Options ~ History Options ~
Get Data E—
* Cet Microbial Cata URL/Text: :
—~
« BioMart Central server send Data v
ENCODE Tools 1. fewSeqs.fasta 25 kb
« BioMarn Test server . Lift-Over L: fewSeqs.fasta ®/n
« CBI Rige Mart rice mart Text Manipulation files to make It easy to remember what
you did: f6 seque;vces -
: G D¢ . mat: fasta, database: 7
o CrameneMart Central server Here you may specify a list of URLs (one per line) or § Clustal_run ol : .
= — the contents of a file - Info t:pfowed fasta file
MOIENCODE fly 4
Convert spaces to tabs: Data Type: o
- Em r Y DNA nuciectide sequences &
Elvmine test server - Calaxy
. Use this option if you are entering intervals by han
Output alignment format: < + Anno /i -
np:/ /idb-cloud.ibep.fr: 20007/
« mOdENCODE modMine server Genome: Native Chustal owtput format &
Ratming server — oo [ H# r w Ibr 109+ notevr by vv ev f | nosglv réuvr gblovr p
e -
Show residue numbers In clustal format output 108 Sloinformatics Cloud Cal
* YeastMine server no -
nalyze Data Workflow Shared Data
me1abolicMing serve Analyze
* - Output Order:
» MOdENCODE worm server digned :
R— OP."°“‘ b CLUSTAL 2.1 multiple sequence alignment

Output complete alignment (or spec

ment s
sp | POACP4 | FRUR_SHIFL

MELDEIARLACVSRTTASYVINCKAKQYRVSEDKTVEKVMAVVREENYEPNAVAAGCL

Execute
- oo sp| POACP1 | FRUR_ECOLI

s a2 MKLDEIARLACVSRTTAS YVINCKAXQYRVSDXTVEKVMAVVREENYHPNAVAAGL

iaee Note sp| POACP2 | PRUR_ECOL6
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® Questions and Discussion
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Exercise

® Sign in
® connect to the bioinformatics-devoted cloud
® http://idb-cloudweb.ibcp.fr
® user ‘tbdxnn’
® Configure you account :‘setttings’
(don’t forget to input your SSH pubkey)

® Run instance

® select an appliance
® create an instance
® connect and run tools (ssh or http)

® Store data

® create a storage
® use it with an instance

{(Us)) Lyon 1 StratusLab Tutorial (Bordeaux, France)
25-26 October 2012


http://idb-cloudweb.ibcp.fr
http://idb-cloudweb.ibcp.fr
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