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ng:"Gl Questions / tools

Get Info on a specific gene :
+ Genome Report System

« Get Info on a set of genes:
+ BioMart

« Combine data from several sources:
+ Galaxy

« Gene Ontology Analysis:
+ Blast2GO

« Blast environment and further analysis
+ Mobyle Blast
+ Mobyle Blast-Koriviewer
+ SRS
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Get Info on a specific gene :
Genome Report System
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Botrytis cinerea T4 GRS

= Search by ontology (ID or term)

[ l [ Envaoyer

(Use the autocomplete proposition in order to find a GO term, example: Transport Lipase or GO:000..)

= Search by gene name

[EofuTzl_POOO l [ Enwvoyer

(Use the autocomplete proposition in order to find a Gene, example: BofuT4_P000020.1, BofuT4_P000200.1)

= Search by keyword on whole GnplS

For a multiple search hased criteria, please use the Gnpls portal . Build your queries with either keywaords or wildcards or various features of gene (name, function, InterPro entries, PFAM domains,
FROSITE motifs,..)

example:

* submit PF01529 to show genes sharing this PFAM domain
* submit Palmitoyltransferase to show genes matching with public or private database entries defined as Palmitoyltransferase

"
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Botrytis cinerea T4 GRS

= Search by ontology (ID or term) G O FO rm
Envoyer

PR+ - o el ALILO COMplete form

G0:0000285 :
1-phosphatidylinositol-3-phosphate
5-kinase activity

G0:0000307 : cyclin-dependent

protein kinase holoenzyme complex

G0:0000308 : cytoplasmic cyclin- find a Gene, example: BofuT4_P000020.1, BofuT4_P000200.1)
dependent protein kinase

holoenzyme comp\ex

For a multiple search hased criteria, please use the Gnpls portal
FROSITE motifs,..)

example:

. Build your queries with either keywaords or wildcards or various features of gene (name, function, InterPro entries, PFAM domains,

* submit PF01529 to show genes sharing this PFAM domain
* submit Palmitoyltransferase to show genes matching with public or private database entries defined as Palmitoyltransferase
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Botrytis cinerea T4 GRS

Functional annotation

G0:0046873

= Description

LU GO:0046873
TN metal ion transmembrane transporter activity
mnlecular_funclinn
Catalysis of the transfer of metal ions from one side of a membrane to the o G O te rm J
.

narrow : heavy metal ion porter activity
narrow : heavy metal ion transporter activity
narrow : heavy metal ion:hydrogen symporter activity

e raconshor actviy Info and Navigation tree

narrow : low affinity metal ion uptake transporter activity
Cross-refs. el

| Comment DBELOD

Go to gene products section
= TreeView

Synonyms

= [ G0:0003674 : molecular_function
- [l GO:0005215 : transporter activity
= [l G0:0022892 : substrate-specific transporter activity
- [ G0:0022891 : substrate-specific tr ane tr porter activity
= [l G0:0015075 : ion transmembrane transporter activity
-~ [l GO:0046873 : metal ion transmembrane transporter activity
G0:0015083 : alumi ion tr brane transporter activity
G0:0015085 : calcium ion tr ane fr porter activity
G0:0005261 : cation channel activity
G0:0015094 : lead ion tr ane fr porter activity
G0:0015095 : gnesi ion tr brane transporter activity
G0:0042888 : moly ion tr ane tr porter activity
G0:0015079 : potassi ion tr brane transporter activity
G0:0015081 : i ion tr ane tr porter activity
G0:0046915 : transition metal ion transmembrane transporter activity
= [ G0:0022857 : ane tr porter activity
- [l GO 0022391 suhs‘lrate-spemflc lransmemhrane transporter activity

o Genome Report System
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= i G0:0003674 : molecular_function
- [ GO0:0005215 : transporter activity
= [ G0:0022892 : substrate-specific transporter activity
- [ G0:0022891 : substrate-specific transmembrane transporter activity
= [ G0:0015075 : ion transmembrane transporter activity
- [l GO:0046873 : metal ion transmembrane transporter activity

= [l G0:0015083 : i ion tr ane tr porter activity
= [l G0:0015085 : calci ion tr brane transporter activity
= [l G0:0005261 : cation channel activity
#- il G0:0015094 : lead ion transmembrane transporter activity
= [l G0:0015095 : q i ion tr ane tr porter activity
= [l G0:0042888 : molybd ion tr brane transporter activity
= [ G0:0015079 : p i ion tr ane tr porter activity
+- [l G0:0015081 : sodi ion tr brane transporter activity
= [ G0:0046915 : transition metal fon tr ane tr porter activity
= [l G0:0022857 : transmembrane transporter activity
- [ GO0:0022891 : substrate-specific tr ane tr porter activity

= [l G0:0015075 : ion transmembrane transporter activity
- [l GO:0046873 : metal ion transmembrane transporter activity

#- [l G0:0015083 : alumi ion tr brane transporter activity

= [ G0:0015085 : calcium ion tr ane fr porter activity &
= [l G0:0005261 : cation channel activity

= [ G0:0015094 : lead ion tr ane fr porter activity

= [l G0:0015095 : gnesi ion tr brane transporter activity

= [ G0:0042888 : ion tr ane tr porter activity

+- [l G0:0015079 : potassi ion tr brane transporter activity

= [l G0:0015081 : i ion tr ane tr porter activity

= il GO0:0046915 : transition metal ion transmembrane transporter activity

= Gene Products

13 elements (out of 13) are directly linked to the current term.

Bofuld4 P015570.1
T GO term:
Boful4 P064350.1
Boful4_P068270.1 0 . .
Botrd_por2e00. List of genes sharing this term
Bofuld4 P087510.1
BofulT4 P096110.1
Boful4 P117450.1
Bofuld4 P123040.1

Boful4_P129290.1
BofuT4_P141740.1
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Homepage GnpGenome FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

= Search by ontology (ID or term)

[kinase l [ Enwvoyer

(Use the autocomplete proposition in order to find a GO term, example: Transport Lipase or GO:000..)

= Search by gene name

BofuTd_ _ Enwvoyer
BofuT4_P0000301 b find a Gene, example: BofuT4_P00 Gene request form :

Auto complete form

BofuT4_P000050.1
= . Build n, InterPro entries, PFAM domains,

BofuT4_P000070.1
BofuT4 POC00S80.1
BofuT4_P0O00090.1
BofuT4_P0O0C0100.1
BofuT4_P000110.1 - g this PFAM domain

* submit Palmitoyltransferase to show genes matching with public or private database entries defined as Palmitoyltransferase

se the GnplS portal
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Google Q]
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Homepage GnpGenome FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

Functional annotation

BofuT4 P0O00070.1

=+ Gene Identifier

+ Dhxrefs

= Domain/Motif (Interproscan results)
=+ Localization / Targeting

+ Predicted function

= Blast based analysis

+ Other analysis

+ Functional Gbrowse

= Structural Gbrowse

=+ G pping at gene locus

= Current manual annotation

=+ Ortholog

"
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« v e ﬂ [Eh ‘http:ﬂurgi.versailles.inra‘frfgrsfgrs.Gene.search?repomD:bt4R&0bject|D:BofuT4_P0000?0‘1#. |V] [v
-
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Functional annotation

BofuT4_P000070.1

= Gene ldentifier

B Gene locus and sequence

egn5_orf mRNA BofuT4_T000070.1 13607 14962
polypepiide BofuT4_P000070.1 13607 14962

';-BofuT-'l_PGGGG?G.l | 387 aa
MKLTNLSLLALSASLASARFIEQHETDOVILNSNVVDSERYLIET APGKOGWYTEEEKNWELRRNGONFMDITI

e S [>]
= DhXrefs
[ 00 [Accession| DbXref : INSD
T — rer . acCcession
DB:uniprot =
= Domain/Motif {Interproscan resulis) (S u b I I l I tt ed to E I\/I B L)
|_Analysis | __Domains__|Begin[End]Length Gene Ontology erPro
G0:0006508 proteolysis —=
HMMPfam  PF04389 181 367 187 GO:0008233 pepiidase aciivity —= IPROO7 484
HMMSmart no results
HMMTigr no resuits D t -I:
HMMPanther no resuits Olllalns, IIlO I S
superfamily SSF53187 90 387 298 none
coils no resuits
gene3d G3DSA:3.40.630.10 90 383 294 none
seq no results
profilescan no results
PRODOM no resuits
FPRINTScan no results
patternscan no results
---> : Genes sharing the same GOID =

Genome Report System
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« v @ ﬁ [c http:furgi.versailles.inra frigrs/grs.Gene.search?reportiD=bt4R&objectiD=BofuT4_P000070.1#. |V‘ [v 'QJ

= |ocalization / Targeting

mm Length Reliability class|Signal Peptide CutOff{Mitochondrion CutO
T Cellular Localization
[Analysis|Starl[End]Length

signalp 1 18 17
tmhmm Notresult

= Predicted function

Predicted function submitted to Public database (EMBL): similar to leucine aminopeptdase 1 P r e d I C t e d f u n Ct I O n L

I I I 2 o 1
coverage
af:AFLA_114830 14.01 1e-122 aminopeptidase putative
pes:Pcl3q06380 2? 33? 361 Gaps.ﬁ 94.31 335 53.90 1452 1e124 Pcl3g06380
cim:CIMG_06741 39 387 399  Gapsi2 90.46 388  63.82 1168 1e130 hyp
we:UREG_03719 39 387 319 Gaps:8 0038 395 6527 052 1e132 LAP2p
R pno:SNOG_12603 28 387 360 Caps:8 0357 380  67.58 1044 1e-142 hypothe B | as t resu | t S
pan:PODANS (7635 41 385 335 Gapsi6 88.35 395 7077 10.03 1e-144 hypothe
ner:NCU04479 1 385 385 Gapsi7 97.01 402 6615 1077 1e-148 similar
mgrMGG_10171 19 387 369 Caps:’s 93.27 401 6791 1123 1e-149 MG1017L.4 hypotheucal proten =
far:FG05245.1 1 384 380 Gaps: 94.06 404 6842 895 1e150 hypometical protein
ssl:SS1G_08618 1 387 387 nam  100.00 387 B475 362 00  LAP2
SsplA7UILOJLAP? TRITO 168 275 108  Gaps:14 19.39 495 3851 1979 7e07 Leucine aminopepiidase 2 0 Trichophyton tonsurans GN LAP2 PE 3SV 1
splP37302|APE3 YEAST 167 288 122  Gaps:21 21.04 537 3805 1593 3e08 Aminopeptidase Y 0S Saccharomyces cerevisiae GN APE3 PE1 SV 1
sp|QO1693|AMPX_VIBPR 109 382 274  Gaps:23 52.58 504 37.74 17.74 2e-34 Bacterial leucyl aminopeptidase OS Vibrio proteolyticus PE1 5V 1
splQ04033)YD415_YEAST 53 383 331  Gaps:16 89.04 374 4625 1622 5e78 ::'E":g'::ela'"i"“"ep‘idase UL B (0 S e [/ Gl (LA E
Sp/CSFNBSILAPS_NANOT 42 387 346  Gaps:14 93.00 357 4789 1506 6Ge-B3 ﬂ;:aﬂ';'lec':‘ﬁg"?ca_'grl"?ﬁfgg?gs Tc'rc_uu?u R G R HE
blastp_unipro1_sprot Sp|CSGOABILAP3_NANOT 36 385 350  Gaps:7 92.20 372 4898 1662 5edl ﬂ;:aﬂ';'lec':‘ﬁg"?ca_'gé"s‘;%eggd;gs Tc'rc_uszsu R G R HE
Sp|CSFLRS|LAPS_NANOT 36 385 350  Gaps:6 9247 372 4767 17.15 2e91 ﬂ;:aﬂ';'lec':‘ﬁg"?ca_'g;%%eggd;gs chc_ugusg (D T (e 2 -
splA7UILILAP] TRIEQ 38 383 316 Gaps:2 92.76 373 5202 17.31 1e-106 Leucine aminopepiidase 1 0S Trichophyton equinum GN LAP1 PE 3 SV 1
SplOSQHGSILAPL TRIRU 38 383 316  Gaps:2 92.76 373 5260 17.05 1e-107 Leucine aminopepiidase 1 0S Tric ton rubrum GNLAP1 PE1 SV 1
sp|CSFFMOILAPL NANOT 39 383 335 nfa 02.49 373 5246 1623 1e-108 keucine aminopepidase 1 05 Nannizzia otae (swrain CBS 113480) GN LAP1 PE 3 5V
2dea A 109 382 274 Gaps:23 88.63 299 37.74 1774 4e-35 mokprotein length:299 Bacterial leucyl aminopeptidase
2nyq A 109 382 274 Gaps:23 88.63 200 37.74 1774 4e-35 molkprotein length:299 Aminopeptidase
3thd A 109 382 274  Gaps:23 88.63 299 37.74 1774 4e-35 molprotein length:299 Bacterial leucyl aminopeptidase
Lamp_A 109 382 274  Gaps:23 91.07 2901  37.74 17.74 3e-35 molprotein length:291 AMINOPEPTIDASE
o Lcps_A 109 382 274  Gaps:23 91.07 201  37.74 1774 3e-35 molprotein length:201 PROTEIN (AMINOPEPTIDASE)
107 _A 109 382 274  Gaps:23 91.07 201 37.74 17.74 3e-35 mokprotein length:291 BACTERIAL LEUCYL AMINOPEPTIDASE
Ligh_A 109 382 274  Gaps:23 91.07 2901 37.74 17.74 3e-35 molprotein length:291 AMINOPEPTIDASE
Llok_A 109 382 274  Gaps:23 91.07 201 37.74 1774 3e-35 mokprotein length:291 Bacterial leucyl aminopeptidase
2ia6 A 109 382 274  Gaps:23 91.07 291 3774 1774 3835 mokprotein lenqth:201 Bacterial leucyl aminopepiidase

Genome Report System
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« v e ﬁ [Zv. http:furgi.versailles.inra frigrs/grs.Gene.search?reportiD=bt4R&objectiD=BofuT4_P000070.1#. |V] [v Google

= Other analysis

cazy
Notresult
blasti2G0
description  lamina-associated polypeptide 2

Gone gy 208 proyss = Cazy, GO (blast2GO)

EST

nbEST 26
---> : Genes sharing the same GOID

= Functional Ghrowse

Gene domains Browser

Genome Browser

im Genome Mapping at gene locus

Other features at the same locus, TEs, ESTs

TRF

REPET
YCHA_ 541152 13607 14296 643 99.84 100.00 nfa Botrytis cinerea HortResearch libraries
YCHA_544633 13607 14214 561 99.82 100.00 nfa Botrytis cinerea HortResearch libraries
AL112673 13686 14081 515 91.81 68.74 nfa BT4 Mycelium - nitrate starvation library
PDOABA3YC15FML 13606 14375 723 100.00 100.00 nfa BT4 young mycelium library
PDOABA40YD19FM1 13605 14375 725 99.86 100.00 nfa BT4 young mycelium library
PDOACASYNO7FML 13604 14375 725 100.00 100.00 nfa BT4 mycelium - pH stress library
PDOACA4YJL4FML 13622 14375 707 100.00 100.00 nfa BT4 mycelium - pH swess library
PDOACA22YC24FM1 13681 14533 725 100.00 100.00 nfa BT4 mycelium - pH swess library
PDOACA14YO08FM1 13654 14513 732 100.00 100.00 nfa BT4 mycelium - pH stress library
PDOACA15YD08FM1 13699 14253 508 99.80 100.00 nfa BT4 mycelium - pH stress library
PDOACA12YO08FM1 13898 14210 313 99.04 100.00 nfa BT4 mycelium - pH swess library Z

Genome Report Syste
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Fichier Edition Affichage Historique Marque-pages Outils Aide

« v ﬂ ﬁ [ £z, http:fjurgiversailles.inra frigrsjgrs.Gene.search?reportiD=bt4R&objectiID=EofuT4_P000070.1#. | ~ | [v "-'}]
s ] ] ] | protein translation 391 aa [~]
sim4_B0510_genes BC1G_08767.1 13759 13964 150 100.00 100.00 nfa nfa
sim4_55_genes 551G_08618.1 13607 14962 1164 86.37 97.08 nfa nfa
blasm_b0510_supercontiy  B0510_supercontig_1.58 8080 13993 255615 99.93 nfa nfa nfa
SS_supercontig_1.11 14453 14671 1419214 8584 nfa nfa nla
blasin_SS_supercontig 55_supercontig_1.11 14888 14962 1419214 93.33 nfa nfa nia
S5_supercontig_1.11 13584 14375 1419214 85.98 nfa nfa nfa
array_gene:BofuT4_P000070_1 .
botrytisP00036521 13681 13740 60 ne ng na max_over_threshold:16.59 . min_over_threshold:7.63 .

percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 . max_over_threshold:45.1
. min_over_threshold:6.17 .
percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 .

_ max_over_threshold:42.49 . min_over_threshold:8.48 .
20 e e L s s N ercent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 .
max_over_threshold:114.23 . min_over_threshold:21.77 .

borytisP00036523 13687 13746 G0 nfa nfa nfa

oI L AT TR ESUTER LRl B o= o= e percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 . max_over_threshold:161
blat_oligo botrytisP00036526 14167 14226 60 nfa nfa pm UL L,

percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 .

_ max_over_threshold:83.22 . min_over_threshold:15.55 .
0 e gy TS Bl = = A percent_hyb_over_hreshold:100. flag. cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 .
max_over_threshold:124.12 . min_over_threshold:35.69 .
percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0
array_gene:BofuT4_P000070_1 .

_ max_over_threshold:147.06 . min_over_threshold:31.08 .
ERTFlEEII=EY EES Li=2 iy B i = = percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0
. flag_cross_hyb_organism:0

array_gene:BofuT4_P000070_1 .

_ max_over_threshold:109.51 . min_over_threshold:20.36 .
ESENI=RHIDEEn (LEEED fLERE | it it e percent_hyb_over_threshold:100 . flag_cross_hyb_gene:0

. flag_cross_hyb_organism:0

borytisP00036528 14618 14741 60 nia nfa nfa

Current annotation:
= Ortholog
[Anaiysis| Specie | Link |

oo SClere  SSIG 08618.1 O rt h O I O g S

bofub0510 BC1G_07770.1

- ZVL-BGl GNP

Genome Report System
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Homepage GnpGenome FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

Functional annotation

BofuT4P20000033001

+ Gene Identifier

+ Dhxrefs

= Domain/Motif (Interproscan results)
=+ Localization / Targeting

+ Predicted function

= Blast based analysis

+ Other analysis

= Functional Gbrowse

Manually curated gene: access to functional edition

4 Genome Mapping at gene |

= Current manual annotati
=+ Ortholog

Link to edition

G ~ )
)25l GNpennet
i === (Genome Report System- copyright INRA 2011
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L‘%RGI Functional edition access

@) Le site http:ffurgiversailles.inra.fr demande un nom d'utilisateur et un mot de passe.

u/f’y Le site indique : « URGI »

Utilisateur : [ nlapalu

l

Mot de passe : [ 20000000

l

‘eﬁmnulerH @OK ‘

Authenticated access

Genome Report System
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Google Q]

v & ik [z hpyurgiversailles inra frigrs/editionBta htm?reportD=bt4EsobjectiD=BofuT4P90000033001 v [@v
%, GRS - Genome Report Syst... | %, GRS - Genome Report Syst... 3 v
2&}2@
Hl:llllepage GllpGellee FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

Functional annotation

BofuT4P90000033001

4 Sequence
= Domain/Motif (Interproscan results)
+ Localization / Targeting

= Blast hased analysis

+ Other analysis

Edition category

4 Genome Mapping at gene locus

= Ortholog

=+ Current manual annotation

= Functional edition

=4 Gene prediction at gene locus

+ TreeView

wf) 2361 GNP annet
o T === (Genome Report System - copyright INRA 2011
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Edition Form

Fichier Edition Affichage Historique Marque-pages Outils Aide

Google Q]

& v 20 6 [% | http:jjurgi versailles.inra.frigrs/editionBta htmreportiD=bt4E&objectiD=BofuT4PS000003300 1%, | ~ ] @~
[ %, GRS - Genome Report Syst... | %, GRS - Genome Report Syst... 3 v
r
+ Ortholog I

4 Current manual annotation

Gene ID: [B-:-fL|T4F-'}.-CI(IOCICI33001 |

Gene Name: [ ]
[ ] BofuT4_uP139390.1 [~] << Add |~
Synonym: BofuT4P1942139390001 || | |
Add BofuT4P90000033001 |||  Delete => v

PMID: ( |

Functional validation

status ® Notvalidate O Validate

A e ] Evidence Code:
: B V http://www.geneontology
.0rg/GO.evidence.shtml

Comments:

Search ontology by term or ID (for this enter only number) :
[ Add |

[

e =< Add e

Gene Ontology: << Add all
1| Delete all == [~]

#+ Gene prediction at gene locus

+ TreeView

z;’ al G N PQ%O:E Genome Report System - copyright INRA 2011
Genome Report System
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Fichier Edition Affichage Historique Marque-pages Outils Aide

Google Q]

& v 20 6 [2‘n | http:jjurgi versailles.inra.frigrs/editionBta htmreportiD=bt4E&objectiD=BofuT4PS000003300 1%, | ~ ] @~
[ %, GRS - Genome Report Syst... | %, GRS - Genome Report Syst... 3 v
r
+ Ortholog I

4 Current manual annotation

= Functional edition

Gene ID: |BofuT4Po0000033001 |

Gene Name: [ ]

[ ] BofuT4_uP139390.1 |4 2]
Synonym: BofuT4P1942139390001 || | |
Add BofuT4P90000033001 |- -

PMID: ( |

Functional validation

status ® Notvalidate O Validate

_ o Evidence Code:
Evidence Code : o :I\GnﬂIP

] http://www.geneontology
.0rg/GO.evidence.shtml

[AMmE

Comments:

Search ontology by term or ID (for this enter only number) :
[ Add |

[

e =< Add e

Gene Ontology: << Add all
1| Delete all == [~]

#+ Gene prediction at gene locus

+ TreeView

T e
25 GNPonnot
= === Gepome Report System - copyright INRA 2011

Genome Report System
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L‘%RGI Edition Summary page

Fichier Edition Affichage Historique Marque-pages Outils Aide

‘ v e ﬂ [Eh ‘http:ﬂurgi.versailles.inra‘frfgrsfgrs?object\D:BofuT4P9000003300l&repomD:bt4Annotat\onSuccess |VI [v Google Q‘g]
‘ %, GRS - Genome Report Syst... | %, GRS - Genome Report Syst... 3 v
<
LTHQGI
Homepage GnpGenome FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

Functional annotation

BofuT4P90000033001

= EditionSuccess

Results save in database

Gene ID BofuT4P90000033001
Comments need validadon

g e Keep track of :

functional_annot_last_modif_date Thu Sep 08 17:08:37 CEST 2011
Gene name

-_.,.,.,.,STSYS$)_>” Last author and modification date

Gene Ontology

Evidence code IP1: Inferred from Physical Interaction
BofuT4P90000033001
Synonyms BofuT4P1942139390001

BofuT4_uP139390.1

Back to previous page

Genome Report System
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L‘%?Gl Edition Help

Fichier Edition Affichage Historique Marque-pages Outils Aide

« v e ﬁ [Eh http:ffurgi.versailles.inra frigrs/editionBt4 htmreport D=bt4E&objectiID=BofuT4P90000033001#, |V] [v Google Q‘g]

‘ %, GRS - Genome Report Syst... # | Z, GRS - Genome Report Syst... 3
F Domaimn/Motit (Imerproscan I’ESlI“SJ

B

% Localization / Targeting

# Blast based analysis

+ Other analysis

4 Genome Mapping at gene locus

+ Ortholog

4 Current manual annotation
#+ Functional edition

= Gene prediction at gene locus

[Analysis] _Type | 0 [Start] End |

egn5_orf polypepiide BofuT4_uP139390.1 487784 488004

= TreeView H e I [ ! '

=i [ G0:0008150 : biological_process

G0:0022610 : biological adhesion

GO0:0065007 : biological regulation - C O' | Ocated g e n e p red I Ctl 0 n S
G0:0001906 : cell killing
G0:0009987 : cellular process
G0:0032502 : developmental process - G O tre e
G0:0051234 : establishment of localization

G0:0040007 : growth

G0:0002376 : immune system process
G0:0051179 : localization

1]
1]
1]
1]
1]
1]
1]
1]
H GO0:0040011 : locomotion
i G0:0051235 : maintenance of localization
1]
1]
1]
1]
1]
1]
1]
1]
1]
G
G

G0:0008152 : metabolic process
G0:0051704 : multi-organism process
G0:0032501 : multicellular organismal process
G0:0043473 : pigmentation
G0:0000003 : reproduction
G0:0022414 : reproductive process
G0:0050896 : response to stimulus
G0:0048511 : rhythmic process
G0:0016032 : viral reproduction
0:0005575 : cellular_component
0:0003674 : molecular_function

Hﬂeaeeeeeeeeeaeeeeeeee

q )
26 GNpennot
=" Genome Report System - copyright INRA 2011

Genome Report System
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Get Info on a set of genes:
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El{?G' BioMart

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= 4 [c http:fjurgi versailles.inra fribiomart/martview/f5a53b0c0c0331355249949e53434e 23 v [v @,

GnplS advanced search

Dataset - CHOOSE DATABASE -

[None selected] - CHOOSE DATABASE -

Query local mart: GnpMap (markers, Qtls), GNpSNP (snps, genes) with GnpGenome (annotations)
Query local mart: GnpGenome (annotations) with GnpMap (genetic markers..) for Grapevine 8x
Query local mart: GnpGenome (annotations) with GnpMap (genetic markers..) for Grapevine 12x
Query local single mart: GnpGenome (annotations) for Poplar

Query local single mart: GnpGenome (annotations) for Poplar V2.0

<

GnpGenome Leptosphaeria maculans, genes functional annotation
Query local single mart: GnpGenome Arabidopsis, Rice (gene annotations) with GnpSNP (snps)
Query local single mart: GnpGenome (annotations) with GnpMap (genetic markers..) and GnpSNP (snps) for Wheat

http://urgi.versailles.inra.fr/biomart/martview

BioMart
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LLFGI Mart selection

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= @ |2 httpyurgiversailles inra fribiomart/martviewf5a53b0c0c0331355249949653434e23 ~ | |[Clv @,

GnplS advanced search

E Results

<

GnpGenome Botrytis cinerea T4, genes annotation

Botrytis_functional_annotation
Filters
[Mone selected]
Attributes

Reference Feature
Feature Type

Start (-1)

End

Program

Library

HIT

Description
Analysis source name
DB Xref DB

DB Xref Accession
Ontology Term

[Botrytis_functionaI_annotation z

a I IE

BioMart
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Zbg?c'l Menu

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= 4 [c http:fjurgi versailles.inra fribiomart/martview/f5a53b0c0c0331355249949e53434e 23 |v\ [v @,

Gnpls advanced search

| GnpGenome Botrytis cinerea T4, genes annotation &

Botrytis_functional_annotation

Filters
[Mone selected] &

[Botrytis_functionaI_annotation z

Start (-1)

End

Program \
Library

HIT

Description

Analysis source name

DB Xref DB

DB Xref Accession

Ontology Term

JI:::;::Z:Tzeature \ c
Feature Type Filters: query parameters

Attributes: display restrictions

a I IE

biomart version 0.7

BioMart
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ngRGl Filter Form

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= 4 [c http:fjurgi versailles.inra fribiomart/martview/f5a53b0c0c0331355249949e53434e 23 |v\ [v Q;]

‘.Lﬁ_“JI ' B

GnplS advanced search

B results

Get result count for the query with any filters applied . . . .
Dataset 13 / 366639 Entries Please restrict your query using criteria below
Botrytis_functional_annotatior] g Feature
[] Reference Feature (% for Wildcard). Example: BofuT4 P0O001%
Feature Type : polypeptide
Ontology Term (% for
wildcard). Example:
Yekinase% : e
P
metal%ion%%transmembrane  Parcourir..,_
Attributes Feature Type match [+]
Reference Feature polypsptide_domain
Feature Type signal_peptide -]
Start (-1) E
Endl [J Feature Name (% for wildcard). Example:BofuT4 P009%
Program
Library
HIT
Description | Parcourir...
Analysis source name
DB ¥ref DB [J Feature Location
DB Xref Accession Start < [ ]
Ontology Term Start = [ ]
End = [ |
End = [ ]
[ HIT (% for wildcard). Example: 3b95_% ||

[ Parcourir...
O Description (% for wildcard). Example: %Euchromatic% [ |
Ortology Term (% for wildcard). Example: %kinase% [metalssionsetransmembrar|
O Program [FPRINTSCan |2 | =

BioMart 26




Q\
ngRGl Filter Form

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= 4 [-':h http:fjurgi versailles.inra fribiomart/martview/f5a53b0c0c0331355249949e53434e 23 |v\ [v

; Lﬁ,“.‘.ll '

GnplS advanced search

Get result count for the query with any filters applied

Dataset 13/ 366639 Entries
Botrytis_functional_annotatior] g Feature
Filters

Please restrict your query using criteria below

[] Reference Feature (% for Wildcard). Example: BofuT4 P0O001%
Feature Type : polypeptide
Ontology Term (% for
wildcard). Example:

Yekinase% : Mo
Parcourir...

metal%ion%%transmembrane  Parcourir..,_

Attributes M Feature Type

Reference Feature
Feature Type
Start (-1)

——

polypeptide
polypeptide_domain
signal_peptide

L] &

Filters:
- Type : polypeptide
- GO term : metal%ion%transmembrane%transport%activity

L) HIT (% for wildcard). Example: 3b95_% ‘

| Parcourir...

O Description (% for wildcard). Example: %Euchromatic% [ |

¥ Ontology Term (% for wildcard). Example: %kinase% [metalssionsetransmembrar|

O Program [FPRINTSCan | 2]

BioMart

(]
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BiOYGER

ELFGI Results

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= @ |2 httpyurgiversailles inra fribiomart/martviewf5a53b0c0c0331355249949653434e23 v @,

Results :
13 polypeptides

" Export all results to i - - i
Dataset 13 /366639 Entries P ile ¢||Tsv ¢ | O Unigue resuits only el
Botrytis_functional_annotatior] Email notification to
Filters
Feature Type : polypeptide View V’ rows as |HTML ¢ Unique results only
Ontology Term (% for
wildcard)., Example: Reference Feature Start . L. Analysis DB Xref DB Xref
Ykinase% : Feature Type -1) End | Program | Library | HIT | Description source name DB Accession Ontology Term
s 0, n
metal’%ion%transmembrane BofuT4_P015570.1 |polypeptide |0 636 | blast2go GFF_source | general_info ;:::l :;::aargimfmbrane
Attributes lla_ ¥y -
Reference Feature BofuT4_P036480.1 |polypeptide |0 305 | blast2go GFF_source | general_info ;?:rsspf;;rraa:mfym rane
Feature Type ) ) metal ion transrmembrane
Start (-1) BofuT4 P042940.1 |polypeptide |0 444 | blast2go GFF_source | general_info transporter activity
End BofuT4_P064350.1 | polypeptide |0 485 | blast2go GFF_source | general_info :::g?l I(;);:rraar;;r\‘ﬂfmbrane
Program ?- Y -
Library BofuT4_p068270.1 |polypeptide |0 404 |blast2go GFF_source | general_info tr?:r::p:;:rraar;mfym rane
HIT
Description BofuT4_P072600.1 | polypeptide |0 549 | blast2go GFF_source | general_info :?:é?:}f;::aa:;:’?fymbra”e
Analysis source name metal ion transrmembrane
DB Xref DB BofuT4 P083030.1 |polypeptide |0 469 | blast2go GFF_source | general_info transporter activity
DB Xref Accession BofuT4_p087510.1 |polypeptide |0 360 | blastzgo GFF_source | general_info ;:::l I(;);:rraar;;::fmbrane
Ontology Term lla_ y -
BofuT4_P096110.1 |polypeptide |0 239 | blastzgo GFF_source | general_info ;?:éipgj;;:z:iﬂfym rane
BofuT4 P117450.1 |polypeptide |0 405 |blast2zgo GFF_source |general_info ;‘?:rzsgag);;:aar;im;mbrane
BofuT4_P123040.1 |polypeptide |0 747 |blast2go GFF_source | general_info :::ﬁs:af;;:aaﬁmteymbrane
BofuT4_p129290.1 |polypeptide |0 953 |blast2go GFF_source | general_info L’?:r:::]f;:rraar;imteymbrane
BofuT4_P141740.1 |polypeptide |0 634 |blastzgo GFF_source | general_info L’?::Lfgsrraa:imfymbrane
( ! E

BioMart
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BiOYGER

<
ng?Gl Attributes: limit result

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= Q 4 [c http:fjurgi versailles.inra fribiomart/martview/f5a53b0c0c0331355249949e53434e 23 |v\ [v @,

Gnpls advanced search

Dataset 13 / 356639 Entries Please select columns to be included in the output and hit 'Results' when ready

Botrytis_functional_annotation| g Feature

Filters Feature

Feature Type : polypeptide Reference Feature L Description

Ohtology Term (% for [Feature Type [ Analysis source name
:vwldcard‘),. Example: CiStart (-1) DB Xref DB
vokinase : CJEnd DB Xref Accession
metal%ion%transmembrane CProgram ¥ Ontology Term
Attributes OLibrary L Feature Unique Name
Reference few OHIT

Ontology Term

Attributes:
Select columns to display

| B

biomart version 0.7

BioMart
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ng?Gl Attributes: limit result

Fichier Edition Affichage Historique Marque-pages Outils Aide

€« ~ &= 4 [c http:fjurgi versailles.inra fribiomart/martview/f5a53b0c0c0331355249949e53434e 23 v [v @,

[ £, BioMart - Martview b4 | 2, Galaxy b4 ~

Dataset Export all resutts to Flle ¢|[xis ¢| @ Unique results only [N
Botrytis_functional_annotation Email notification to
Filters
Ontology Term (% for View 50 2 |rowsas |HTML 2 Unigue results only
wildcard). Example:
Yelkinase% : Reference Feature Ontology Term Feature Type | Program
metal%%ion%transmembrane] | Bofurd_po15570.1 metal ion transmembrane transporter activity | polypeptide blastzgo
Feature Type : polypeptide BofuT4 P036480.1 metal ion transmembrane transporter activity | polypeptide blast2go
Attributes BofuT4_P042940.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P064350.1 metal ion transmembrane transporter activity | polypeptide blast2go
Reference Feature BofuT4_P068270.1 metal ion transmembrane transport tivit | tid blast2
. porter activity | polypeptide ast2go
Onfology Term BofuT4_P072600.1 metal ion transmembrane transporter activity | polypeptide blast2go
Feature Type BofuT4_P083030.1 metal ion transmembrane transporter activity | polypeptide blast2go
Program BofuT4_pog7s510.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P0956110.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4 P117450.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P123040.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P129290.1 metal ion transmembrane transporter activity | polypeptide blast2go

BofuT4 @740.1 metal ion transmembrane transporter activity | polypeptide blast2go

Link:
to Genome Report System

| m E

biomart version 0.7

BioMart
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BioMart

Fichier Edition Affichage Historique Marque-pages Outils Aide

- [
]

i

[ i
Wty il
L =
L <

BiOXGER

€« Vg

ﬁ [c http:furgi.versailles.inra frlbiomartmartview/f5253b0c0c0331355249949e53434e23

[v] @~

)

Dataset 47 / 366639 Entries
Botrytis_functional_annotation
Filters

Ontology Term (% for
wildcard), Example:
Yokinase%o :
metal%ion%transmembrane
Feature Type :

polypeptide, polypeptide_don
Attributes

Reference Feature
Ontology Term
Feature Type
Program

Gnpls advanced search

Export all results to | File

¢|[xs ¢ @ Unique results only

! [T HTML
Email notification to csv
— —— TSV
View [50 |¢|rowsas|HTML 2| & Unique %
Reference Feature Ontology Term Feature Type Program =
BofuT4_P015570.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P036480.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_p042940.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P064350.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P068270.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P072600.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P083030.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P087510.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_P096110.1 metal ion transmembrane transporter activity | polypeptide blast2go
BofuT4_p s . = . il bl
BofuT4_p
BofuTd_P EX' )O rt
BofuTd_p -
BofuT4_pP
mnd Save and Export your results (HTML,CSV,EXCEL)
BofuT4 P
Bofutd P |
BofuT4_P055370.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam 7
BofuT4_P064350.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam
BofuT4_P068270.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam
BofuT4_P072600.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPanther
BofuT4_P072600.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam
BofuT4_P075720.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam
BofuT4_P083030.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam
BofuT4_P087350.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMTigr
BofuT4_P087510.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPanther
BofuT4_P087510.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPfam
BofuT4_P096110.1 metal ion transmembrane transporter activity | polypeptide_domain | HMMPanther
BofuT4 PO96110.1 metal ion transmembrane transporter activitv | nolvoentide domain | HMMPfam

BioMart
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Combine data from several sources:
Galaxy
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Fichier Edition Affichage Historique Marque-pages OQutils Aide

« v e ﬂ [2b | http:fjurgi.versailles.inra.fr/galaxy/ [ X | [V 00 Q
| 2, Galaxy b4 I 2, URGI - Gene list results X | v

Tools | Options + | History [ Options + |
GetData ke Sy
OB

= Upload File from your computer
= UCSC Main table browser

= UCSC Testtable browser
UCSC Archaea table browser

Unité Recherche Génomique Info

€ vour history is empty. Click ‘Get Data’
on the left pane to start

BX main browser

Get Microbial Data

BioMart Central server
BioMart INRA URGI Gnpls
CBI Rice Mart rice mart

GrameneMart Central server
modENCODE fly server
Flymine server

Flymine test server
modMine server

Ratmine server

ODE worm server

Wormbase test serv
EuPathDB server
EncodeDB at NHGRI

EpiGRAPH server
EpiGRAPH test server

team is a part of BX at Penn State.
rojectis supported in part by NSF, NHGRI, and the Huck Institutes of the Life Sciences.

HbVar Human Hemoglohin

History panel
I Tools panel (data)

ENCODE Tools
Lift-Over

Text Manipulation
Filter and Sort

oo http://urgi.versailles.inra.fr/galaxy

Join, Subtract and Group

Convert Formats &8

HINRA Galaxy 33
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L‘%—"Gl Source file: GnpArray

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

‘ v a ﬂ [ih |http:ﬁurg\.versai\les.inra.fr}GnpArray}transcriptumefgeneListAction.du

4, Galaxy F:4 I 2, GnplS - URGI 3 | 2, URGI - Gene list results -4 ~

<) Gene list results

2] ] | | Results |
Login

Get Data from GnpArray:

74 Main Number of unique reporters in your guery: 211
Home -
- Mumber of unique genes in your query: 35690 Ioad u - e ulated Bot t S
———— oo g o down r ryti
Contacts
‘ 12¢ ¢ 51| 8 items found, displaying 1 to @ | Display results per page n
s genes ]
Projecis
Experiments ) Creation o . :mrjer Geng
Hybridizations #| Gene list name date Description Proje halized normalized
Array designs | t data
Frotocols Bc2 In planta
Process Down (Botrytis- . .
Gene lists 1| Arabidopsis | 2005/04/L5| Variance analysis wa... > more INRA AFGBC STUDY OF BOTRYTIS CINEREA T4-ARABIDOPSIS THAMNGNA COLO INTERACTION (Y, reDlj’I‘:t”ed % 1SN
- interaction) g
| ¥ Documentation (113 reporters)
User guide Bc3 Consolidated
EAQA In planta Up
@ GnpArray news is- P P
Relpea.se}:mtes 2 A(rggltc&m 'SS‘S 2005/04/15 Expression values of... > more INRA AFGBC STUDY OF BOTRYTIS CINEREA T4-ARABIDOPSIS THALIANA COLO INTERNGTION Q regtjlgted A C)%
= interaction)
|gA Gopls | (32 reporters)
gﬁ‘;;””m'“m“ Bcl In planta Up
- (Botrytis- .
Ephesis 3| Arabidopsis | 2005/04/15|Variance analysis wa... > more INRA AFGEC STUDY OF BOTRYTIS CINEREA T4-ARABIDOPSIS THALIANA COLD INTERACTION (C},
GnpGenome T : regulal
interaction)
GnpMap (98 reporters)
GnpFProt
GnpSeq Bel - In planta U
GnpSHP Botrytis-B0510 - in
Siregal 4 i3 2009/03/09 | Variance analysis wa... > more| Botrytis on Sunflower 2008 STUDY OF BOTRYTIS-SUNFLOWER INTERACTION (2} Up
Synteny lanta[sunflower] requlated
48h)
(277 genes)
BEcl - In planta
Down
Botrytis-B0O510 :in
5 vitro vs in 2009/03/09 | Variance analysis wa... = more| Botrytis on Sunflower 2008 STUDY OF BOTRYTIS-SUNFLOWER INTERACTION k% reDuOI::ed - ig/i) | k:k
plantalsunflower 9
48h)
(306 genes) [~

Galaxy
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Q‘\
ngRGl Load Data in Galaxy

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

‘ v z ﬁ [ £, | http:jfurgi.versailles.inra frigalasxy/
.
2, Galaxy 3 | 2, URGI - Gene list results X G et Data .
-. Galaxy .
o) || Load the file in Galaxy opwne -
— Upload File —
GetData
» Upload Filefrosour computer File Format:
» UICSC Main table browser Auto-detect - a{np?.ncnck GetData
Which format? See help helow 0 sta
= UCSC Testtable browser
» UCSC Archaea fable browser File: =
« BX main browser \,fhome,fnIapalu,fDesktopron\[ Parcourir. ..
- TIP: For MGS and other large files (=~2GB), uploading via HTTR/FTP URL (below) is the most reliable method
n Get Microbial Data
URL/Text
= Biohlart Central server
= Bioklart INRA URGI Gnpls |
= CBlRice Mart rice mart
= Gramenehart Central server 3
= modENCODE fly server
X Here you may specify a list of URLs {one per line) or paste the contents of afile
= Flymine server
. Convert spaces to tabs:
= Flymine test server
) [ves
= modhine senver Use this option it you are entering intervals by hand.
= Patmine server Genome:
= modENCODE worm server IC\ick to Search or Select hd
= Wormbase server
= Wormbase test server
= EuPathDE sener || | Aumo-detect
= EncodeDB at NHGRI The system will attemnpt to detect A, Fasta, Fastgsolexa, Gff, G2, Html, Lav, Maf, Tabular, Wiggle, Bed and Interval (Bed with headers) formats. If your file is not detected properly as
. one of the known formats, it most likely means that it has some format prohlems (e.g., different number of columns on different rows). You can still coerce the system to set your datato
= S PR e the format you think it should be. You can also upload compressed files, which will automatically be decompressed
n EpiGRAPH test server
= HbVar Human Hemoglobin Abl
Wariant d Thal i
SHAnS an dlassemias Abinary sequence file in 'abl' format with a ".abl'file extension. You must manually select this 'File Format' when uploading the file
Send Data
ENCODE Tools Axt
Lift-Over
Text Maninulati blast pairwise alignment format Each alignment block in an axt file contains three lines: a summary line and 2 sequence lines. Blocks are separated from one another by hlank lines.
Text Manipiation The summary line contains chromosomal position and size information about the alignment. It consists of 9 required fields
Filter and Sort
Unix Tools Bam
Join, Subtract and Group
(e z Abinary file compressed in the BGZF format with a "ham'file extension. z

Galaxy 35
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ngRGl Load Data in Galax

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

« v B 'ﬂ‘ [E,. httpjfurgi.versailles.inra frigalaxy/ |v| [v

X ‘ 2, URGI - Gene list results -4 .

Tools | Options ~ | | | Reporter name  Sequence db ID FOLD CHANGE pVALUE Normalized_variance History | Options ~ |
e (| | B4BC_116_249_c9 B4BC_116_249_C09 8.0 2,129635E-6 0.97
=== BSBC_116_281_BA7 BSBC_116_281_B07 4.5 7.856555E-7 0.97 e
= Upload File fram your computer BC1G 00169.1  BClG 0O109.1 2.2 6.83884E-7 0.97
’ BC1G 00913.1  BC1G_00913.1 1.7 1.424435E-6 0.97 " N EB ‘ %
) L L e P BC1G01483.1  BClG0l483.1  23.6  4.262601E-7  0.99 = | | Normalized_Data_1.3643098867419643
= UCSC Testtable browser BC1G 03803.1  BC1G_03803.1  29.0  1.209432E-6 0.08 278 lines, format: tabular, database: 2
BCIG 04307.1  BC1G 04307.1 1.8 2,289414E-6 0.94 .
= UCSC Archaea table browser BC1G 05330.1  BClG_05330.1 4.3 1.193244E-6 0.97 Igi”ploaded fhutarfie
Sy — BCIG 058509.1  BClG_05859.1 4.6 1.015448E-6 0.98
S BCIG 06363.1  BClG 06363.1 3.3 2,623233E-6 0.97 I 7
» Get Microbial Data BClG 06588.1  BC1G_06588.1 3.2 6. 603145E-7 0.91 Reporser mame | Sequence db 10 FOLD CHANE
BClG 07638.1  BCIG_07638.1 2.6 4.994546E-7 0.99
= Biollart Central server BC1G 08995.1  BC1G 08995.1 6.8 7.061857E-7  0.98 B e ot
= Biolart INRA URGI Gnpls BClG 09422.1 BCLG 09422.1 3.9 2.404327E-6 0.95 BC16_00189. 1 BC16_00103. 1 2.2
S BClG 09889.1  BClG_09889.1 2.6 1.378184E-6 0.97 o 9131 BClomIal LT
= CBIPRice Mart rice mart BCIG 10542.1  BCIG 10542.1 8.3 2,324573E-6 0.94 BClGalEa 1 BClGOLEL1 230
=| | BC1G 12051.1  BClG12051.1 2.2 2, 988155E-6 0.93 = =
e 1 T R A DR BCIG 12341.1  BCIG 12341.1 2.0 2.609739E-6  0.95
« ModENCODE fly server BCIG 12847.1  BCIG 12847.1 9.9 2, 262615E-7 0.91
B o BCIG 12848.1  BC1G_12848.1  11.0  5.841G38E-7 0.96
= Flymine server BCIG 12849.1  BCIG 12849.1 7.0 4,852249€-7 0.94
; BC1G13809.1  BC1G_13809.1  10.0  2,803726E-7 0.99
e M= R R BCI1G 13810.1  BC1G_13810.1  13.0  5.707901E-7 0.99 .
I BC1G 138331  BCIG_13833.1 6.2 3, 874826E-7 0.97 D I S p I ay yo u r d ata
- < BC1G 14128.1  BC1G_14128.1 3.9 1.310243E-6 0.98
» Patmine server BC1G 14540.1  BCLG 14540.1 4.0 1.679697E-6 0.95
S ———— BCIG 14688.1  BC1G_14688.1 54,0  1,363408E-7 0.99
moctRLEUE warm BCIG15661.1  BCIG_15681.1 2.9 2,419977E-6 0.9
= Wormbase server BCIG 15887.1  BC1G_15887.1  15.0  1.21429E-6 0.98
- BC1G 15067.1  BC1G_15067.1 4.5 2, 462145E-6 0.96
= Wormbase test server BC1G_15968.1 BC1G_15968.1 13,0 4,523991E-7 0.98
BCIG 16061.1  BCIG_16001.1 5.4 1.007591E-6 0.97
7 B etiel || Bc1G 16034.1  BC1G 16034.1 2.6  1,563056E-7 0,98
« EncodeDB at NHGRI BClG 16093.1  BC1G_16093.1 4.0 2,00237E-6 0.98
- BC1G 16127.1  BC1G_16127.1  15.0  2.078083E-6 0.97
= EpiGRAPH server BClG 16165.1  BC1G 16165.1 5.4 1.377053E-6 0.08
: BClG 16184.1  BC1G_16184.1 6.6 6. 001744E-7 0.99
* EniGRAPH fest sener BCIG 16341.1  BC1G_16341.1  30.0  2,572288E-7 0.99
» HbVar Human Hemaglohin BCIG 16358.1  BC1G_16358.1 3.9 2,440423E-6 0.97
‘ariants and Thalassemias BofuT4_PEO193G.1 BofuT4_P0E1930.1 13.0 1.885913E-7 0.99
BofuT4_Pea2750.1 BofuT4_POB2750.1 5.6 8.712867E-7 0.99
Send Data BofuT4_PEE3870.1 BofuT4_POO3870.1 18.0  2.200389E-7 0.99
ENCODE Tools BofuT4_Pee39ge. 1 BofuT4_PO03990, 1 18,0  1,283808E-6 0.96
e BofuT4_POe4sse.1 BofuT4_POBAg30. 1 39,0 1.956912E-7 0.99
_— BofuT4_POOS160.1 BofuT4_POB5160, 1 6.8 1.077158E-6 0.98
Text Manipuation BofuT4_PEE517@.1 BofuT4_POG5170.1 6.0 1.569941E-6 0.98
Filter and Sort BofuT4_POGES1e.1 BofuT4_POBES10. 1 2.7 2.681189E-6 0.88
Unix Tools BofuT4_PO06540.1 BofuT4_PODES40, 1 24,0 2,941267E-7 0.99
—— BofuT4_Pe67646.1 BofuT4_POO7640,1 13,0 1.087957E-6 .97
L e i TG BofuT4_POE7748.1 BofuT4_POB7740.1 2.3 1.882424E-6 0.96
Canvert Farmats Rn‘FIITA_PﬁﬁR'I an 1 Hﬂ‘flle_Pnﬂg'l an 1 a7 O SI03IRAF-7 [e=1=]
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L‘%RGI select lines by text pattern

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

« v g ﬁ [E‘q httpjfurgi.versailles.inra frigalaxy/ |v] [v @,
2, Galaxy # | 2, URGI - Gene list results X ~

Tools | Options + | ! | History | Options + |
== Select —
GetData = -
Send Data, Select lines from: o
ENCODE Tools | 31: Normalized_Data_1.9643E 11 csv ¢ | 3 ® %
Lift-Over Hormalized Data_1.3643098867419643
Text Manipuation that 278 lines, format: tabular, database: ?
Text Manipulation . -
y Matching 3 Infa: uploaded tabularfile
Filter and Sort =]
n Filter data on any column using the pattern:
simple expressions m
[ BofuT4 Reporter name  Sequence db 10 FOLD CHANE
= Sortdatain ascending or here you can enter text or regular expression (for syntax check lower part of this frame) B4BC_116_249 CO9 BABC_116_243 (09 8.8
descending order BSEC_116_281 BA7 BSBC_116 281 BG7 4.5
» Selectlines an Execute BC16_00189. 1 BC16_00109. 1 .
expression BC16_80913. 1 BC16_60913. 1
CEE M TIP: [f your data is not TAB delimited, use Text Hanipulatiol

Filter and Sort section :
Select lines matching with .

Extractfeatures from GFF file

Filter GFF file by attribute using
simple expressions The selecttool searches the dal

describing a certain amount of text.

Syntax

cantaining or not cg

Filter GFF file by feature count
using simple expressions

(){}[].*?+ "5 are all special characters. \can he
\A matches the beginning of a string{but not an internal

Unix Tools \d matches a digit, same as [0-9].

Join, Subtract and Group D matches a non-digit. “A JJ "
Convert Formats ‘s matches awhitespace character. O u pa ern’
Extract Feanres

‘tmatches atah.

‘W matches an alphanumeric character
Wrmatches anything but an alphanumeric character
[ ..) groups a particular pattern.

Feich Sequences
Fetch Alignments

.
.
.
* \S matches anything BUT awhitespace
.
.

GetGenomic Scores » \Z matches the end of a string(but not a internal ling).

Operate on Genomic Intervals « {norn, ornm} specifies an expected number of repetitions of the preceding pattern
e —— o {n} The preceding itemn is matched exactly n times.

R i @ {n,} The preceding itern is matched n or more times

Wavelet Analysis o {n,m} The preceding item is matched at least n times but not maore than m times.

CGraphDisplay Data [ . ]creates a character class. Within the brackets, single characters can be placed. A dash (-) may be used to indicate arange such asa-z.
. Matches any single character except a newline

.
N o .
1 " F = ; )
Re |_onal Vanam?n = *The preceding item will be matched zero or more times.
Muitiple regression « 2 The preceding iterm is optional and matched at maost once.
.
.

Multivariate Analysis + The preceding item will he matched one or more times.

B ~ has two meaning: - matches the beginning of a line or string. - indicates negation in a character class. For example, [*..] matches every character exceptthe ones inside
e brackets |-

Metagenomic analyses |- « § matches the end of aline or string.
FASTA manipulation = | Separates alternate possibilities.

NGS: QC and manipulation
NGS: Indel Analysis Example
NGS: SAM Tools

(]

(]

[E———

B AT

Galaxy
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€« g

select lines by text pattern

ﬁ [ch http:ffurgi.versailles.inra frigalaxy/

v @~

2, Galaxy

X ‘ 2, URGI - Gene list results

Tools | Options ~ | | | gofyT4 PEO193C.

GetData

Send Data
ENCODE Tools
Lift-Over

Text Manipulation
Filter and Sort

n Filter data on any column using
simple expressions

Sort data in ascending or
descending order

Selectlines that mateh an
EXpression

GFF

Extractfeatures from GFF file

Filter GFF file by attribute using
simple expressions

Filter GFF file by feature count
using simple expressions

Unix Tools

Join, Subtract and Group
Convert Formats

Extract Feanres

Feich Sequences

Fetch Alignments

Get Genomic Scores
Operate on Genomic Intervals
Statistics

Wavelet Analysis
GraphDisplay Data
Regional Variation
Muitiple regression
Multivariate Analysis
Evolution

Metagenomic analyses
FASTA manipulation

NGS: QC and manipulation

NGS: Indel Analysis
NGS: SAM Tools

BofuT4_POG2750.
BofuT4_PEO3870.
BofuT4_POE3990.
BofuT4_P0OE4830.
BofuT4_PEO5160.
BofuT4_POESL7O.
BofuT4 POGE51C.
BofuT4_POOGS40.
BofuT4_POETE40.
BofuT4 PEO7740.
BofuT4_PEOS190.
BofuT4_POEBG30.
BofuT4_PEOSE70.
BofuT4_POOSGE0.
BofuT4_POLO370.
BofuT4 PE10380.
BofuT4_PE10920.
BofuT4_POL1170.
BofuT4 PE11330.
BofuT4_PO11370.
BofuT4_POL1380.
BofuT4_Pol1810.
BofuT4_PO12350.
BofuT4_POL2360.
BofuT4_Pol2400.
BofuT4_PO12420.
BofuT4_POL2560.
BofuT4_Pol3210.
BofuT4_PO13310.
BofuT4_POL3640.
BofuT4_PE14290.
BofuT4_PO14350.
BofuT4_POLS750.
BofuT4_PE15800.
BofuT4_POLGG4G.
BofuT4_POLB37C.
BofuT4_PE19100.
BofuT4_POLO510.
BofuT4 PO20150.
BofuT4_PE24150.
BofuT4_P0Z24480.
BofuT4 PE25640.
BofuT4_PO265680.
BofuT4_PO26710.
BofuT4 PE28100.
| | BofuT4_Po30610.
BofuT4_PO30940.
BofuT4 PO31660.
BofuT4_PE32210.
BofuT4_PB33100.
RafiTd PATI7AN

e e e e e e e i i e i e e el N e S ST S S )

(]

BofuT4_PO01930.
BofuT4_POO2750.
BofuT4_POG3870.

BofuT4_PO03990

BofuT4_PO04830.
BofuT4_POG5160.

BofuT4_POOS170

BofuT4_POOES10.
BofuT4_POGE540.

BofuT4_POO7640

BofuT4_POG7740.
BofuT4_POE8190.
BofuT4_POOSE30.

BofuT4_POESE70

BofuT4_POG8580.
BofuT4_POlO370.

BofuT4_POLO380

BofuT4_PO10920.
BofuT4_PO11170.

BofuT4_P0OL1330

BofuT4_P011370.
BofuT4_P011380.

BofuT4_P0O11810

BofuT4_P012350.
BofuT4_PO12360.

BofuT4_P0OL12400

BofuT4_P012420.
BofuT4_PO12560.

BofuT4_POLl3210

BofuT4_P013310.
BofuT4_PO13640.
BofuT4_PO14290.
BofuT4_P014350.
BofuT4_PO15750.
BofuT4_POL15800.
BofuT4_POl6040.
BofuT4_PO18370.
BofuT4_PO19100.
BofuT4_PO18510.
BofuT4_P020150.
BofuT4_P024150.
BofuT4_P024480.
BofuT4_PO25640.
BofuT4_POZ26680.
BofuT4_PO25710.
BofuT4_P028100.
BofuT4_P030510.

BofuT4_PO30940

BofuT4_P0O31680.
BofuT4_P032210.

BofuT4_PO33100
AnfuT4 PAT37AN

e e e e e e i i i e e i i e

13,0  1.885013E-7 0.99 = | History [ Options v |
5.6 8,712867E-7 0,99
18.0 2,209389E-7 0.99 LE
18.0 1.283808E-6 Q.96
29,0 1.956912E-7  0.99 32: Select on data 31
6.8 1.077158E-6 0.98 L 228 lines, format: tabular, database: 7
6.0 1.569941E-6 0.98 1 Info: Matching pattern: “BofuT4
2.7 2,681189E-6 0.88 (=]
24.0 2,941267E-7 0.99
13.0 1.087957E-6 Q.97 1 2 4
2, 1.882424E-6 0.96 BofuT4_POAIS30. 1 BofuT4_POB1930.1 13.0 1.880
4, 9.539359E-7 0.98 BofuT4_PA2TSE. 1 BofuT4 POG2750.1 6.6 8.71
2, 7.737233E-7 0.96 BofuT4_PBG3S70. | BofuT4_POB3ETO.1 18.0 2.20¢

1.574286E-6 0.98 BofuT4_POA2990. 1 BofuT4_POBI990.1 18.0 1.28:

1.73574E-7 0.98 BofuT4_POG4S30. 1 BofuT4 POG4E30.1 29.0 1.95¢
5. 1.059331E-6 0.98 BofuT4_PBG516A. | BafuT4_POBS160.1 6.8 .67
58,0 N\2.482903E-7 0. = | B
2.2 Q.
Q.8 9, a,
43 2 0. 31 ® %
2 N o Normalized_Data_1.3643098867419643
60 3 4049017 278 lines, farmat: tabular, database: 7
16.0 5. B79703E-7 Info: uploaded tahular file
16.0 7.85463E-7 L“]&
12,0 2,733368E-7 r =
96.0  1.514637E-7 L 2
1.9 5 88435656 Reparter name  Sequence db ID  FOLD CHANG
32 5 29923506 BABC_116_243_C09 BABC_116_243 (09 8.0
4.6 2. B54698E-7 BSBC_116_281_BO7 BSBC_116_281_BGT 4.5
6.9 3 9971337 BClG00l03.1  BClGolos.l 2.2
6.8 5 o7187E-6 BClG 603131  BClG @89l3.1 1.7

Bk RRIEERSE Sk 1483.1 23.0
>

Match :

You get a new file, with only BT4 genes

e e

405 LU/STRriE-0 uogy
1.0 8,213926E-7 0.98
1.4 2,561869E-6 0.86
3.3 1.119613E-6 0.91
74.0 1.093146E-7 0.99
2.5 1.135655E-6 Q.97
4.9 2,967344E-6 Q.97
7 A 1 A1ARARF-RA n a7z

Galaxy
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Cut columns

‘ v z ﬁ [E‘q http:ffurgi.versailles.inra frigalaxy/ | v] [v @,
2, Galaxy # | 2, URGI - Gene list results X ~
-_ Galaxy
Tools | Options ~ | ! | Histor | Options ~ |
Uptons ~ cut ¥ Upuons ~
GetData = -
Send Data, Cut columns: o
ENCODE Tools 32: Selecton data 31 ® R
Lift-Over Defimited by: 228 lines, format: tabular, database: 7
S H o i -
Text Manipulation o _ Info: Matching pattern: "BofuT4
» Add column to an existing query 2 > . . .
; From: "
» Compute anexpression cn svery . [ext manipulation section :
row {32: Select on data 31 < ] .
= Concatenate gqueries tail-to-head —] 2.20
{ Execute 1288
- Cucoumggan oic Cut , merge, paste, convert .... 1.
1.67:
= Merge Columis together WARNING: This tool breaks column assignments. To
= Convert delimiters to TAB ﬂ The output of this tool is always in tahular format (e.g. —
= Create single int | = .
[eale singe Inlerva, as a new Cutting columns 1 and 3 from: = T %

query

Change Case of selected
columns

FPaste two files side by side

Remaove beginning of afile

Selectrandom lines from a file

Selectfirstlines from a Query

Selectlastlines from a Query

Trim leading or trailing characters

Filter on ambiguities in
polymorphism datasets
= Arithmetic Operations on tables
Filter and Sort

Unix Tools

Join, Subwactand Group
Convert Formats

Extract Feanres

Fetch Sequences

Fetch Alignments

Get Genomic Scores

Operate on Genomic Intervals
Statistics

(]

1e,is, gond
wthdons, 12, bad

will give:

Te  gond
“hdows ba

Whatitdoes

This tool selects (cuts out) specified columns from the dataset.

» Columns are specified as ¢l, €2, and so on. Column count begins with 1
« Columns can be specified in any order (e.g., ¢2,c1,c6)
« lfyou specify more columns than actually present - emptly spaces will be filled with dots

Example

Input dataset (six columns: cl, c2, c3, c4, c5, and c@)

chrl 16 1600 genel @ +
chr2 160 1588 gene? G +

cut on columns "cl,cd,c6" will return:

chrl genel +
chr2 gene2 +

cut on columns "c6,c5,c4,c1" will return:

+ 8 genel chrl
+ 8 gened chr2

cut on columns "e8,c7,c4" will return:

qanel

Galaxy

Normalized_Data_1.3643098867419643
278 lines, format: tabular, database: 7
Info: uploaded tahular file

=@

1 2
Reporter name  Sequence db 10 FOLD CHENE
B4BC_116_249_CB9 B4BC_116 249 (09 8.0
BSBC_116_281_BB7 BSBC_116_281_BOT 4.5
BC16_60169,1  BClG G60103.1 2.2
BC1G 60913,1  BClG G0913.1 1.7
BC1G_B1483 1 BC16_01483.1 230

m I [»]

(]
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Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

‘ v g ﬁ [ £, | http:jfurgi.versailles.inra frigalasxy/ | ~ | [V @,
2, Galaxy # | 2, URGI - Gene list results X ~
-_ Galaxy
Tools | Options ~ | BofuT4 POGELO30.1 | | History | Options ~ |
BofuT4_PBEZ2750.1
GetData R —
—— BofuT4_POB3870.1 =]
Send Data BofuT4_POE3290.1
ENCODE Tools BofuT4_PE04830.1 33: Cut on data 32
o BofuT4_POES16Q.1 L 228 lines, format: tabular, database: 7
M_ i BofuT4_POES170.1 Ao o
R BofuT4_ POOGS1E. 1 =1
» Add column to an existing query BofuT4_POE6540.1
X BofuT4_POE7E40.1
= Compute an expression on every BofuT4 POO7740.1 BofuTd_FGAIS3 1
iy BofuT4_POES190.1 BofuT4_POG2750. |
= Concatenate gueries fail-to-head BofuT4_Pee8e3e. 1 BofuTd_PBG3870. 1
BofuT4 POESE7C.1 BofuT4_POA2990. 1
= Cutcolumns from a table Buiqu_PGGSSSG.l BofuTd_PE04830. 1
BofuT4_POLO370. 1 BofuT4_PAAS168. 1
» Merge Columns together BofuT4_ P010380.1 -
= Convert delimiters to TAB BofuT4_P010920.1
- BofuT4_POL1170.1 32: Select on data 31 @ R
- g&ee?;e single interval as a new = goiuﬁiggﬂgggi 228 lines, format: tabular, database: 7
Bgsztl_PGllBSGll Info: Matching pattem: “BofuT4
. Chlange Case of selected BofuT4_POL1BLO.1 =]
columns BofuT4_P@12350.1 ; 5 5
= Paste two files side by side . ggiﬂlj—ggigiggi | | BafuTs_Pool930. 1 BafuT4_Poo1o30.1 13.0 165
= Remove beginning of afile BofuT4 PO12420.1 BofuT4_PB02750. 1 M”}?:zg:;:g'i T:e :;;{
— RN T4 .1 18.8 2.26¢
» Selectrandom lines from a file ggiﬁj—ggggfgi . uT4_PO03990.1 18.0 1.28:
» Selectfirstlines from a Query BofuT4_Pe13316.1 ‘ ut fl rSt CO I u I I I n - :E‘:zg;?:g'i :B: :Z:E
BofuT4_PO13640.1 L] = — —
= Selectlastlines from a Query BofuT4 POE14290.1 D)
h . BofuT4_P014350.1 . . —_—
= Trim leading or frailing characters BofuT4_POL5750. 1 Y t n f I t h n n n I 7‘@”
n Filter on ambiguities in BofuT4 PE15800.1 O u g e a eW I e WI g e e al I I eS O y . 3643098867419643
polymarphism datasets BofuT4_POLG6G40.1 o .
BofuT4 PO18370.1 L
= Arithmetic Operations on tables | BofuT4_PO19100.1
" BofuT4_PO19510.1
Fiter and Sort BofuT4_P020150.1 -
el Thealh BofuT4_P024150.1 L g
Join, Subwact and Group BofuT4_PO24480.1 Reparter name  Sequence db 1D  FOLD CHANE
BofuT4 PO25640.1 B4BC_L16_249_C09 B4BC_116_249_C09 8.0
Convert Formats BofuT4 PO26680. 1 BSEC_116_281_BA7 BSBC_116_281 BOT 4.5
ExtractFeanres BofuT4 PEZETLO. 1 BC1G 90189.1  BClG 0AlGS.1 2.2
Fetch Sequences BofuT4_PO28160.1 BClo g03l3. 1 BCle B8913.1 1.7
Feich Alianments BofuT4_PO30610.1 BC1G_91483.1  BClG OL483.1  23.0
e BofuT4_PE20940. 1 ] n B
Get Genomic Scores BofuT4 P031660.1
Operate on Genomic Intervals BofuT4_PB32210.1
Statistics | | BofuT4_Pe33100.1 -
I X pafiTd PARATAN 1 L

Galaxy
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Edit file attributes

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide El
‘ v g a ﬁ' [ 2, http:jjurgi.versailles.inra frigalaxy/ | ~ ] [v 3':’{]
2, Galaxy # | 2, URGI - Gene list results ~

Tools | Options + |

GetData

Send Data

ENCODE Tools

Lift-Over

Text Manipulation

» Add column to an existing query

= Compute an expression on every
row

Concatenate gueries tail-to-head
Cut columns from a table

Merge Columns together
Convert delimiters to TAE

Create single interval as a new
query

Change Case of selected
columns

FPaste two files side by side

Remaove beginning of afile

Selectrandom lines from a file

Selectfirstlines from a Query

Selectlastlines from a Query

Trim leading or trailing characters

Filter on ambiguities in
polymorphism datasets
= Arithmetic Operations on tables
Filter and Sort

Unix Tools

Join, Subwactand Group
Convert Formats

Extract Feanres

Fetch Sequences

Fetch Alignments

Get Genomic Scores

Operate on Genomic Intervals
Statistics

o Aftributes updated

(]

Edit Attributes (click on pen):
Give a name to your file.

Galaxy

History | Options + |
]S
33: gene list @ (] %

228 lines, format: tabular, database: 7
Info:

=HO

BofuTd_PBA1938
BofuT4_Pa@2758
BofuT4_PaeIETE
BofuTd_PBE3998
BofuT4_Pa@4aas
BofuT4_PaG5168

32: Select on data 31 @ 7 8
228 lines, format: tabular, database: 7
Infa: Matching pattern: “BofuT4

=20

1 2

4

BofuT4_POG1930. 1 BafuT4_P0G1930.1 13.0 1.BEC
BofuT4_POG27S0. 1 BofuT4 POGZ27S0.1 5.6 8.7L
BofuT4_PBG38T0. 1 BafuT4_POG38T0.1 18.0 2,280
BofuT4_POG3990. 1 BofuT4_P0G3990.1 18.0 1.28:
BofuT4_POG4E30. 1 BofuT4_POO4E30.1 39.0 1.95¢
BofuTd_PBG5160. 1 BafuT4_POGS160.1 6.8 1.6T:

n | [»]
31: @ ] 32

Normalized_Data_1.3643098867419643
278 lines, format: tabular, database: ?
Info: uploaded tabular file

(=Y

Reporter name  Sequence db 10 FOLD CHANE
B4BC_116_245_CB9 B4BC_116 243 (09 8.0
BSBC_116_281 A7 BSBC_116 281 BGT 4.5
BC16_60169,1  BClG G0103.1 2.2
BC16_B0913.1  BCLG 89131 1.7
BC16_81483.1  BClG GL483.1  23.0

a w [ B
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Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

‘ v g ﬁ [Eh http:ffurgi.versailles.inra fribiomart/martview/9adga9289ds0ees70fd 1a35ddd50279a |V| [V

| z, Galaxy 4 | 2, URGI - Gene list results ¥ | z, BioMart - MartView b4 ~

Edit Filters:

| ZUzal |
GnplS advanced search Paste yo u r g en e I I St

Please restrict y

Dataset 968 / 366639
Entries B Feature

Botrytis_functional_annotation
. L1 = Reference Feature (% for Wildcard). Example: BofuT4_P0001% BofuT4_uP105990.1

Reference Feature (% for BofuT4_uP128130.1
. BofuT4_uP131510.1
Wildcard). Example: -

BofuT4 P0001% : [ID-list -
specified] Parcourir...
Feature Type : Feature Type —

polypeptide_domain polypeptide

DB Xref DB : DB:PFAM polypeptide_domain
h&ugna\_pept\de

Attributes

Reference Feature O Feature Name (% for wildcard). Example:BofuT4 _P009%

Feature Type

Start (-1)

End

Program " Parcourir... |
Library

HIT [ Feature Location

Description Start < [ ]
Analysis source name Start > [ ]
DB Xref DB

DB Xref Accession End < [ ]
Ontology Term End = ( |

0 HIT (% for wildcard). Example: 3095_%

Parcourir...

(]

Galaxy 42
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Get Info from Biomart

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

€« v g

ﬂ [Eh |http:ﬁurg\.versai\les.inra.fr}biomart,fmart\riewjgad9392ﬁQdBOEES}'Ofd1335ddd602?93

|v] @]

0

[ 4, Galaxy

# I 2, URGI - Gene list results

# | 2, BioMart - MartView

2/ sam
polypeptide_domain
DB Xref DB : DB:PFAM
Attributes

Reference Feature
Feature Type
Start (-1)

End

Program

Library

HIT

Description
Analysis source name
DB Xref DB

DB Xref Accession
Ontology Term

W Feature ype

X

O Feature Name (% for wildcard). Example:BofuT4 _P009%

[ Feature Location
Start <

Start >
End =<
End =

O HIT (% for wildcard). Example: 3b95 %

[ Description (% for wildcard). Example: %Euchromatic%
[ Ontology Term (% for wildcard). Example: %kinase%
[ Program

[ Analysis source name

DB Xref DB

[J DB Xref Accession (% for wildcard)

match

polypeptide_domain
signal_peptide -

Edit Filters:

Get PFAM domains of
selected genes

( |[ Parcourir...

| 1
| 1

polypeptide_iprscan_annotation
polypeptide_vs_cdd_profiles
polypeptide_vs_Kog_profiles
polypeptide_vs_kegg
polypeptide_vs_pdh -

DB:PFAM
DBEPIR
DB:FRINTS
DB:PRODOM
DB:PROFILE

[>

Galaxy
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LUual Export result

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

ﬁ v g ﬂ‘ [‘q http:ffurgi.versailles.inra fribiomart/martview/9adga9289ds0ees70fd 1a35ddd50279a v

%)

2 | 2, URGI - Gene list results b4 [ 2, BioMart - MartView b4 | ~

GnplS advanced search

Dataset 968 / 366639 Export all resuits to File ¢|[Tsv 2| O Unique resutts only m
Entries Email notification to k
Botrytis_functional_annotatior
Filters View rows as [HTML ¢ Unigue results only
Reference Feature (% for
Wildcard). Examme: Reference Feature | Start (-1) | End | DB Xref Accession
BofuT4 PO001% : [|D-|iSt BofuTd4 P0O01930.1 [} 198 |PFOOB5T
specified] BofuT4_P003870.1 |6 217 |PF0O3443
Feature Type : BofuTd_P003990.1 |3 194 |PFO6101
polypeptide_domain BofuT4_poo4830.1  [791 819 |PF00734
DB Xref DB : DB:PFAM Bciqu P004830.1 |61 271 |PF0O0933
: BofuT4_Po04830.1 [ 353 601 |PF01915 E t
Attributes BofuT4_P005160.1 |3 283 |PF0OO067 M
Reference Feature BofuT4_P006540.1 | 269 574 |PF0O0732
Start (-1) BofuT4_P006540.1 [815 846 |PF00734 E | N
End BofuT4_P006540.1 585 801 |PF0O5199 X p O rt yo u r reS u t I n ta
DB Xref Accession BofuT4_P007640.1 a0 152 |PFO0775
BofuTd_P007740.1 |22 444 |PFO0171 f I
BofuT4_P008190.1 |50 386 |PF0O1301 I e
BofuT4_P00B190.1 [ 394 575 |PF10435
BofuT4_P008630.1 |80 117 |PF0B545
BofuT4_po0g630.1  [273 365 |PF02803
BofuT4_P010370.1 |34 288 |PF0O0657
BofuT4_P010380.1 |26 86 |PF05730
BofuT4_P010920.1 18 164 |PF09792
BofuT4_p011330.1 [986 1118 | PFO0156
(] i [ >

biomart version 0.7

Galaxy
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Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

« v

L
253

Load the new file

ﬁ [EM http:ffurgi.versailles.inra frigalaxy/

v @~

2, Galaxy

X

Z, URGI - Gene list results

¥ | 2, BioMart - Mart\View

Tools

| Options + |

GetData

Upload File from your computer
UCSC Main table hrowser
UCSC Testtable browser
UCSC Archaea table browser
BX main browser

Get Microbial Data

Biohlart Central server
BioMart INRA URGI Gnpls

CEl Rice Mart rice mart

Gramenehart Central server

modENCODE fly server
Flymine server
Flymine test server
modiine server
Raimine server
modENCODE worm server
Wormbase server
Wormbase test server
EuPathDB senver
EncodeDB at MHGRI
EpiGRAPH server
EpiGRAPH test server

HbVar Human Hemoglohin
Wariants and Thalassemias

Send Data

ENCODE Tools

Lifi-Over

Text Manipulation

Filter and Sort

Unix Tools

Join, Subtract and Group

Convert Formats

(]

Reference Feature
BofuT4_POE193C.
BofuT4_POE3870.
BofuT4_POE3990.
BofuT4_P0OE4830.
BofuT4_POE4830.
BofuT4_POE4S30.
BofuT4 POOS1E0.
BofuT4_POEG540.
BofuT4_POEGS40.
BofuT4 POGGS4Q.
BofuT4_POE7E40.
BofuT4_POE7740.
BofuT4 POES19C.
BofuT4_POESL90.
BofuT4_POEBG30.
BofuT4 POOSG30.
BofuT4_POLO37Q.
BofuT4_POLO3SC.
BofuT4 POLO920.
BofuT4_PO11330.
BofuT4_POL1330.
BofuT4_POL1330.
BofuT4_PO11380.
BofuT4_POL1E1G.
BofuT4_POL2350.
BofuT4_PO12360.
BofuT4_POL2400.
BofuT4_POL2400.
BofuT4_POL2400.
BofuT4_POL2420.
BofuT4_POL3210.
BofuT4_PO13640.
BofuT4_POL4290.
BofuT4_POL4290.
BofuT4_POLA350.
BofuT4_POLSE0C.
BofuT4_POLGG4A.
BofuT4_POLO10G.
BofuT4 PO19510.
BofuT4_PO20150.
BofuT4_POZ25640.
BofuT4 PO266SC.
BofuT4_PO26710.
BofuT4_PO28100.
BofuT4 PO20610Q.
BofuT4_PO30940.
BofuT4_PO31660.
BofuT4 PO31660.
BofuT4_PO32210.
BofuT4_PB33100.
AnfITd PATI7AN

—

R e R e i e e e L e e e e e e e L = N N e S S R TR

DB Xref Accession

Get Data :

Load the Biomart result file in
Galaxy

Start (-1) End

5] 198 PFOGBS7
g 217 PFO3443
3 194 FFOGE101
791 818 PFOO734
518 271 PFOOS33
353 601 FFOLE1S
3 283 PFOOOE?
269 574 PFOO732
815 845 FFOO734
585 861 PFO5159
S0 152 PFOO7?S
22 444 PFOOLYL
50 388 PFG1301
394 575 PFL0O435
80 117 PFOB345
273 365 PFO2B03
34 288 PFOOBS7
26 88 PFOS730
18 164 PFOS792
986 1118 FPFOO1S6
769 847 PFOA275
317 459 PFO1565
1 83 FPFO3006
17 140 PF12296
34 253 PFOO7OL
17 282 FFO0O248
a8 374 PFOG50L
571 636 PFOOS50
680 aze FFO7993
59 441 PFO7E90
98 284 PFO3235
[¢] 58 FFO4118
116 185 PFO1822
239 465 PF11790
62 232 FFOLOS3
115 205 PFOOS44
g 80 PFO3992
173 858 FPFO3633
3 309 PFO3060
38 213 PFOO106
38 541 FFOO135
83 537 PFOOOE?
268 662 PFO5592
54 514 PFOOOE3
245 362 PFOGS85
5 240 PF12138
287 315 PFOO734
5] 234 PFO3443
89 760 PFO3169
529 702 PFOETEQ
287 N2 PEANAGSA

Galaxy

History | Options + |

(]

B

34: mart_exportixt
228 lines, format: tabular, database: 7

Info: uploaded tabular file

=20
1 2 4
Referance Feature Start (-1) End DB Xref Ace
BofuT4_POGLS3G. 1 & 198 PFOGSST
BofuT4_PEGIETE. 1 & 217 PFO3443
BofuT4_PEE3998.1 3 194 PFBEIGL
BofuT4_POG4S3G, 1 791 819 PROGT34
BofuT4_POG4B36. 1 61 271 PFOGI33

m [ [>]
33: gene list @ J %

228 lines, format: tabular, database: 7
Info:

=20

BofuT4_PaGE1938
BofuTd_PAO2750
BofuT4_POo3gTa
BofuTd_Pae3358
BofuTd_Poo4830
BofuT4_PaG516a

I 32: Select on data 31 @ ] 32

3L ® %
Hormalized_Data_1.3643098867419643
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2‘5{3(5' Join files

Fichier Edition Affichage Historique Marque-pages Outils Aide J OI n , S u bstract an d G ro u D SeCtI O n :

‘ v z ﬁ [E‘q http:ffurgi.versailles.inra frigalaxy/

o Xl S JOIN the gene list file with Biomart result

»

<

(vt =) || wrure ooy _ara o file by column with gene name g -
e | | BofuT4_Pe02750.1
— BofuT4_PeA3E76.1 BofuT4_POO]&70% = o ——
Send Data BofuT4_POE329Q BofuT4_POER090.1 3 194 PFOB101 -
ENCODE Tools BofuT4_Poo4gdt. 1 BofuT4_POf4830. 1 791 819 PFOO734 =| | | 37: Join wo Queries on data ‘@] %
e BofuT4_EdfAs3e.1 BofuT4_PQP4830. 1 61 271 PFO0933 34 and data 33
Sleudt Bof 004830.1 BofuT4_Adala30.1 353 sal PFOLO15
Text Manipulation Bofé12 POE516E. 1 BofuT4 POE5160.1 3 283 PFOOOGT 34: mart_exportixt ® 0%
Filter and Sort ggiﬂj—iggggg ' i L4 | | 228 lines, format: tabular, datahase: ?
Unix Tools BofuT4_PEGGS4E.1 BofuT4 POES40.1 269 574 PFOG732 Tt O ) A
Join, Subractand Group BofuT4_POBG540.1 BofuT4_POOGS40.1 815 846 PFOG734 =20
= Join two Queries side by side on a BofuT4_POG6540.1 BofuT4_POBES40. 1 685 sl PFOS199 : . —
specifiad field BofuT4 POG7E40.1 BofuT4_POO7640,1 90 152 PFO0775 S . —
BofuT4_Pea7746.1 BofuT4_POO7740,1 22 244 PFOO171
LK i R i BofuT4_PeesLo8. 1 BofuT4_POBE190. 1 50 386 PFOL301 EnfuTs_Paalsan. 1 6 198 PraBsT
commen or distinct rows BofuT4_POOBLSE.1 BofuT4_POOB190.1 34 575 PFL0435 ::::I:—Egg:i;g - B
« Subtract Whole Query from BofuT4_PeeBes3e. 1 BofuT4_PO0BE30, 1 80 117 PFO8545 ot o 1 131 oo prosrat
ST O BofuT4_Poess3e. 1 BofuT4_PODBE30, 1 273 35 PFO2803 T ronta 1 o1 21 braosas
BofuT4_PO0BE70.1 =
= Group data by a column and BofuT4_POOESSE.1 u ‘ [>]
perform agaregate operation on BofuT4_Pe10370.1 BofuT4_POLE370.1 34 288 PFOBST
other columns. BofuT4_P010380.1 BofuT4_PO10360.1 26 86 PFOS730 . ]
R BofuT4_Pe10926.1 BofuT4_PO16920.1 18 164 PFOS792 %ﬁﬁrmm' \sbular databze_‘l“
~oumn-on BofuT4_Pe11178.1 g : g "L
Convert Formats =|< BofuT4_PO11330.1 BofuT4_P011330.1 986 1118  PrOOIS6 »| || tnfo:
e —— BofuT4_Pe11336.1 BofuT4_PO11330.1 769 847 PFO4275 =
=xfacireanyes BofuT4_Pe11336.1 BofuT4_P0O11330.1 317 459 PFO1565
Feich Sequences BofuT4_PO11370.1 1
Fetch Alignments BofuT4_Pe11380.1 BofuT4_P0O11380.1 1 83 PFO3006 auiun_r’emsae 1
. BofuT4_Pe11816.1 BofuT4_PO11810.1 17 140 PF12296 Bofurs_Fe02750. 1
A AR T BofuT4_POL2350. 1 BofuT4_POL2350.1 34 53 PRoG70L BofuT4_POB3ETO. L
Operate on Genomic Intervals BofuT4_PO12360.1 BofuT4_PO12360.1 17 282 PFOG248 BofuT4_PB03S30. 1
Statistics BofuT4_P612400.1 BofuT4_P012400,1 %8 374 PFOES0L ?ﬂ:’:ﬂ:ﬁ:ﬂ !
] BofuT4_Pe12408.1 BofuT4_PO12400,1 571 636 PFOG550 ofuTd.|
Wavelet Analysis BofuT4_Pe12400.1 BofuT4_PO12400.1 680 920 PFO7993
Graphiisplay Data BofuT4_ P012420.1 BofuT4_PO12420.1 69 441 PFO7690
Regional Variation BofuT4_POL2560.1
T — BofuT4_Pe13210.1 BofuT4_PO13210.1 o8 284 PFO3235 B I k
Mudtple regression BofuT4 PO1331C 1 anNkKs are g enes
T MR G By BofuT4_Pe13640.1 BofuTﬁﬂﬂaﬂ'ﬁ— 0 59 PFO4119 1.3643008867419643
Evolution BofuT4_Pe14299.1 BofuT4_P014290.1 T 28018 . —————————
L Sl ey BofuT4_POL4290.1 BofuT4_P014298.1 239 465 M WI t h O u t P F A M
—= BofuT4_Pe14356.1 BofuT4_POL435: 5 ——Era—
EESTBimiEn ALl i BofuT4_PEL5750.1
NGS: QC and manipulation BofuT4 PE15800.1 BofuT4_PO15800.1 15 295 PFOCS44 :
NGS: Indel Analysis BofuT4_Pe16046.1 BofuT4_PO16G40, 1 5 80 PFO3992 O I I | al n
RO BofuT4_Pe18370.1
e BofuT4_PO19100.1 BofuT4_P0O19100.1 173 &s8 PFO3639
FastX Toolkit | BofuT4_Po19510.1 BofuT4_PO19510,1 3 309 PFO3060
MAPHITS | | BofuT4_Po26150.1 BofuT4_PO26150, 1 38 213 PFO0L06
- M rafuTa PAZAIEA 1

Galaxy
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L‘%RGI Count occurrences

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

‘ v g ﬁ [ 2, http:jjurgi.versailles.inra frigalaxy/ @,
2, Galaxy # | 2, URGI - Gene list results # | 2. BioMart - MartView b4 b
-_ Galaxy
Tools [ Options -~ | || 1 BofuT4_P073850.1 PFO5378 1~ | History [ Options ~ |
—— |1 BofuT4_PO76160.1 PFO5368 —
GetData |1 BofuT4_P080640.1 PFO00S3 OE
Send Data 1 BofuT4_POB1980.1 PFOO106 =l
1 BofuT4_P082390.1 PFOO732 I I
ENCODE Tools 1 BofuT4 POBEE20.1 PFO0933 U ey ®1 7 3
Lift-Over 1 BofuT4_POBEG20. 1 PFOL1915 . . . S
Text Manipulation 2 BofuT4_P087430.1 PFOC1EE St t t t . o,
e ——— 1 BofuT4_P0oee1e,1 PFO7690 a I S I CS S e C I O n .
T — 1 BofuT4_P0o1380.1 PFO3443
Unix Tools 1 BofuT4 P092510.1 PFO7690 .
Join, Submract and Gro 1 BofuT4_P093130.1 PFO2036
T r— L el e rom Biomart result, get gene names
a—— 1 BofuT4_P093940.1 PFO5729
ExractFeanres 1 BofuT4_P0os750.1 PFOO106 .
Feich Sequences 1 BofuT4_P097870.1 PFOD246 a d P F A M e t e S I h e C O t t h e
Fetch Alianments 1 BofuT4_P098790,1 PFOO107 n n r I . n U n
G—g—tG oS 1 BofuT4_P0os790.1 PFOB240
et Genomic Scores 1 BofuT4_P0ossen, 1 PFOG122 - 1
Operate on Genomic Intervals 1 BofuT4_P098800. 1 PFOGESS num b ero f | d en t I1C al P F A M en t r / SRS
Statistics 1 BofuT4_P098800. 1 PFOOBS0
— - 1 BofuT4_P098800. 1 PFOG702
= Summary Statistics for any 1 BofuT4_P098960.1 PFOL565 ® %
LRI 3|1 BofuT4_P0989G0. 1 PFO8031 g e n e . htabase: 7
= Countoccurrences of each record 1 BofuT4_P101160.1 PFOD106
1 BofuT4_P101740.1 PFOG561
= Correlation for numeric columns 1 BofuT4_P102850.1 PFO3022
) : 1 BofuT4_P103120.1 PFODES7
B e 1 BofuT4_P103800.1 PFOC264 End DB Xref et
an 1 BofuT4_P103810.1 PF11807 158 ProgEST
= Perform LDA Linear Discriminant 1 BO;UT4_P103370-1 PF11807 - = - 217 PFO3443
s , Do e 'he aim is to remove duplicates
) ) 5 BofuT4_P107170.1 PFO0D23 I I r V u I . 819 PFOGTIL
 Draw ROC Receiver Operating 1 BofuT4 P107170.1 PFE5729 271 ProGs33
Characteristic plot 1 BofuT4_P108520,1 PFO1039 B
+ Treserwosenges L miemen e -
= Compute gvalues based on 1 BofuT4_P109330.1 PFO3443 | I 33: gene list @ [ %
multiple simultaneous tests 1 BofuT4_P112680.1 PFO1565
p-values 1 BofuT4_P112680.1 PFO8031 |32: Select on data 31 @ 8
. 1 BofuT4_P112910.1 PFOG150 _—
Wavelet Analysis 1 BofuT4_P113160.1 PFOD441 - o0 %
GraphMisplay Data 1 BofuT4_P113100.1 PFO2770 =
S 1 BouT4 P113100.1 Akl Hormalized_Data_1.3643098867419643
e |1 BofuT4_P114590.1 PFOG150
Multiple regression 1 BofuT4 P114590.1 PFOO734
Multivariate Analysis 1 BofuT4_P114590.1 PFO3442
Evolution 1 BofuT4_P115120.1 PFOO278
B 1 BofuT4_P115120.1 PFO2784
e LD e Nl P Es 1 BofuT4_P117020.1 PFO8241
FASTA manipulation 1|2 BofuT4_P117260.1 PFOG326 ||
NGS: OC and maninuation ~1 BofuT4_P118670.1 PFOO150 [~

Galaxy
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L‘%RG' Count occurrences

Fichier Edition Affichage Historigue Marque-pages Qutils  Aide

‘ v z ﬁ [E‘q http:ffurgi.versailles.inra frigalaxy/ w | tarduction @,
2, Galaxy # | 2, URGI - Gene list results # | £, BioMart - MartWiew -4 ~
-. Galaxy
Tools | Options ~ | 10 PFOO734 | | History | Options ~ |
=] PFOO10E
GetData b
seltala 6 PFOBLS0 el
Send Data 5 PFOG107
ENCODE Tools 4 PFOOGET 44: PFAM shared entries @ (] 8
o 4 PFOOZ295 128 lines, format: tabular, database: 7
i ) _ 4 FFOZ770 Info:
Text Manipulation 4 PFO2443 l:|] er
» Add column to an existing query 4 PFOG285
X 4 FFOE240
= Compute an expression on every 3 PFOOGS3 1 10 FFAB734
row 3 PFO0264 B PROOLG
= Concatenate queries fail-to-head 3 Proc44l 6 PFOG1SE
3 PFOES01 5 PFOA1GT
= Cutcolumns from a table 3 PFOGE57
Merge Columns together 3 PRo0732
: D e I'h t th mb f
- Comert celmiers t TAB S protses €en you can coun e nu er or genes o
3 PFO2771 i
= Create single interval as a new E 3 PFO7E90 -
ey S . e sharing the same PFAM entry. -
. Chlange Case of selected > PFOGLS 7R
columns 2 PFOG144 4
= Paste twa files side by side 2 PFROO378 ®
2 PFOOS44
= Remove beginning of a file 2 PFOOSS0 E—)
» Selectrandom lines from a file g E'Eggggé = = = ,? RS
Soiesionsouy [} 5 o Domain enrichment in up-regulated genes ? |-
2 PFOOES0
= Selectlastlines from a Query 2 PFOOT702 K?i
= Trim leading or frailing characters S EEESSSS = 73
= Filter on ambiguities in 2 PFO1301 .
polymorphism datasets 2 PFE1915 I 32: Selecion data 31 @ [ %
i 2 PFO3169
= Arithmetic Operations on tables = A PFOS199 31 @ (] 8
. 2 PFOS368 Hormalized Data_1.3643098867419643
Fm_er and Sort 3 PEO5729
Unix Tools 3 PFEBAIL
Join, Subwactand Group 2 FFOE241
Convert Formats 2 PFL0435
- 2 PF11807
Extract Feanres 1 PEOGOO2
Fetch Sequences 1 PFOGGE2
Fetch Alignments 1 PFO00SS
_ 1 PFOOOSE
Get Genomic Scores 1 PFOOL0S
Operate on Genomic Intervals 1 PFOG141
Statistics — |1 PFOG153 ||
I SR PEANTSA L

Galaxy
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Gene Ontology Analysis:
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1 INRA, 49



<)
L‘%RGI Blast2GO

Alm e
- GO annotation from Blast

Results and Identified domains
(Ana Conesa, et al, Bioinformatics,Sept 2005)

T
]
o G B

Export:
- annotations, table
- full project (re-usable data)

Display: -
- blast statistics -
- GO distributions
- kegg map

%%%IN% Blast2GO 50
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quRGl Gene Ontology : Blast2GO

Platform Research

Species

Sequences & Databases
License

Consortium

Download

Publications

Sequences & Databases
(restricted)

Leptosphaeria
Microbotryum
Venturia
Arabidopsis
Oryza

Populus

Maize

Medicago

Pisum

Flax

Projects Tools Species

You are here : Home / Home URGI/ Species / Botrytis / Download

Download

Genomic sequences

» bt4 supcltgfsa.gz (11.34 MB) Botrytis T4 Supercontigs
s b4 cigfsa.gz (11.29 MB) Botrytis T4 contigs (virtual contigs extracted from supercontigs after final assembly they
are separated by gap of at least one nucleotide M)

s btd cig exclus fsa gz (667.17 kB) Botrytis T4 excluded contigs (from excluded supercontigs (length = 20Kb or
Ms = 10%)

Genes

« BofuT4 orfnucall 1fsa gz (5.32 MB) Botrytis T4 predicted genes:

It contains reliable and unreliable Eugene predicted gene (without UTRs)

BofuT4_Phwooooo 1 - gene with length = 300 Mucl OR: (gene with length = 300 aa with EST Evidence)
BofuT4_uPwooooc 1 - gene with length < 300 aa without EST evidence (at the time of prediction pipeling))

» BofuT4 orfprotall 1.fsa.qz (3.45 MB) Botrytis T4 predicted protein:

It contains reliable and unreliable Eugene predicted protein

BofuT4_Phooooo. 1 - protein with length = 100 aa OR (protein with length = 100 aa with EST Evidence)
BofuT4_uPooooc 1 © protein with length = 100 aa without EST evidence (at the time of prediction pipeline))

» Bot chips.fsa.gz (6.00 MB) Botrytis T4 (genes and ESTs) and B05.10 {genes) sequences used for Botrytis
Mimblegen design

Supplementary downloads Download

s bt4 cig supctg coordinates.gz (26.59 kB) Botrytis T4 contigs mapping on supe
s bt4d clg supcig size gz (14.98 kB) Botrytis T4 contigs and supercopiig
» BofuT4 orfnucall 1.cusp.gz(1.04 kB) Codon usage ated on Botrytis T4 genes

» bt4 supclg cigfsa.gff gz (11.34 MB) Gif file for Botrytis T4 contigs mapping on supercontig . t

(BofuT4_orfallnuc_1.fsa)
s blast?go botndis dat (20 45 MB) B

Blast2GO

GO project (Gene COntologie Annotation)
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Q\\
‘%RGI Download and Run

Fichier Edition Affichage Historigue Marque-pages Outils Aide

‘ ~ a ‘ [E|http:Hb\ast2go.orgfstart_blast2gu B ‘ ~ ] [v |c éx]
= Downloads/Docu i~
» B2G in Papers INSTALL JAVA:

The minimum requirement to run Blast2GO is a working Java installation (version = 1.5) (on Win Linux,Mac etc.) In case you
» B2GFAR do not have that already please install the actual Java Runtime Environment (JRE) from http://www.java.com/download
® B2G Courses
JAVA WEB START
@ Slast2G0 Sury ® By Java Web Start technology (which is included in JAVA) you will be provided with the latest Blast2G0 update each time
= you start the application. If your browser hasn't been set up to run Java WebStart JNLP files, the link above will download a
file called blast2go_cipf.jnip. Some browsers will ask you what you want to do with the JNLP file (instead of automatically L
. ) r downloading it somewhere, or presenting it to you as text). If a dialog appears with “Open using application...” on it, use the
| AL javaws application to run your file (and check the box marked “Don't ask me again”):
= <path to java runtime installation=/bin/javaws
= <path to jdk installations/re/bin/javaws
= javaws.exs
Download Blast2GO
Please select the amount of your system memory (RAM) to improve the performace of Blast2G0:
Please select:
512 B 3
256 MB VB 1000 ME 1500 MB 1800 MB 2000 MB 3000 MB
very small default = 10000 | = 15000 = 20000 = 25000 seqs and &4 bit|= 40000 seqs and 64 bit
projects seqs seqs seqs CPU CPU
Blast2GO needs more memory? — Use the dynamic memory JNLP URL:
http:/bicinfo.cipf. es/blast8ga/webstart/makadnip. php?mem=<put here the amount of memory you needs
Blast2GO Database Issues
To connect to the B2G database you (your computer settings, your persenal firewall) and your institute (institutes firewall,
providers network settings) has to permit outgoing tcp connections on port 3306, Normally outgoing connections of this type
are always permitted unless you have a highly restrictive network policy. (To easily test if B2G works fine press one of the
green arrows in the B2G main frame, some GO graphs should appear more or less instantly
= The current DB is called b2g_jun11, older one: b2g_may10
= The database server P is: 80.86.82.44
= QOlder DBs: b2g_may10 at 193.144 127204
Other Blast2GO dalabase servers with the possibility to request access
Indiana, USA Purdue University 08/2009 Rick Westerman westerman(at)purdue(dat)edu L
-

http://www.blast2go.org/start_blast2go
Blast2GO
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ﬂ Chlsers\Micolas Lapa Iu\DownloaI

‘“t‘gg?ﬁl

Load Project

File Blast Mapping Annotal

= |z0:0007067,GO:0016021

Menu: File » Load B2G-Project » Blast2go_botrytis.dat 2

|G %

[v]

Sequence name

seq description

len

#hits| min. eValue | sim mean |#G0Os

GO 1Ds

Enzyme

InterPro

hypothetical protein ATP binding; P:metabolic process; Fcatalytic activity ISSF51735
BC1G_08771 SUPERFAMILY),
2 BofuT4_P000030.1 e 530 [20 |0,0E0 B455% |3 L SSFE5080
B05.10] SUPERFAMILY)
predicted protein P-fatty acid biosynthetic process; Eholo{acyl-carrier-pratein] IPRO01876; IPRO04568;
[Botryotinia fuckeliana synthase acﬁvﬂi P:macromolecule bi osynﬁ etic process; IPRO0B278; cail (COIL),
B05.10] Cuintracellular; Emagnesium ion binding; Ezine ion binding; i seq (SEG), SSF54928
3 BofuT4_P000040.1 742 [3  |0,0E0 86.333333_7 R EC27.87 e
S5F90209
SUPERFAMILY)
hypothetical protein Imol ecular_function; P:biological_process IPR013920; SSF88633
BC1G_08769 SUPERFAMILY)
|4 BofuT4_P000050.1 e 202 [20 |0,0E0 71.15% |2 L
B05.10]
lamina-associated inositol or phosphatidylinositol phosphatase activity; P:protealysis; IPRO07T454;
polypeptide 2 aminopeptidase activity G3D.3.40.630.10
5 BofuT4_P000070.1 387 [20 |0,0E0 8425% |3 EC:3.4.11.0 GENE3D), seg (SEG),

[ GO Graphs | Application Messages | Blast/IPS Results | Statistics | Kegg Maps |

Blast2G0 - Latest updates!

- We added automatic internet browser detection
- Improved interface for the enrichment results export, filtering and visualization
- Export pie and bar charts in plain text-format

- Find a new Java memaory monitor under TOOLS

Extract list of genes:
enrichment analysis

- Please visit B2G-FAR: The Blast2G0 Functional Annotation Repository (http:ffiwww. b2 gf;
- Please help to improve B2G. Suggest and vote new ideas at hitp:/iiblast2go.usernvoice. o
- Anew SELECT menu to fiter/guery your data-set for InterProScan results:
- Try the new Keyboard shortcuts

- Find more information in the BlastResult table (frame, hit'query ratio...}

4]

T INRA

Blast2GO
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lgf\’Gl Load Ontology tree

ﬂ C\Users\Micolas Lapalu\Downloads\blast2go_botrytis.dat - BlastzGOV250 ... . .. . - —

File Blast Mapping Annotation Analysis Statistics Select Tools View  Support

= |G0:0007067.G0:0016021 |2 7

[v] Sequence name seq description length |#hits| min. eValue | sim mean [RGOs GO IDs Enzyme InterPro

-

GO Graphs | Application Messages | BlastiPS Results | Stafistics | Kegg Maps |

biological_process : Combined Graph

& ©@ i

biological_process
ModeScore:0,42

is is is is
cellular process metabolic process developmental process nrg:r::l;:llh.::::nnss
ModeScore:0,13 MNodeScore:0,35 MNodeScore: 0,36 NodeScore:0,36

i is is is i s
e cellular metakolic primary metakolic macromaoleculs metakbolic
S5 process process process
ModeScore:0 22 ModeScore:0 49 ModeScore: 0,36

small malecule
is metabolic process is is is
ModeScore:0,22

heterocycle metabolic
process is
ModeScore:0 36

/

Memuory usage: 619MB of 1450MB

Blast2GO 54




Q\
ngRGl Load Kegg Maps

ﬂ ChUsers\Nicolas Lapalu\Downloads\blast?go_botrytis.dat - Blast2GO V.2.5.0 = —S—
File Blast Mapping Annotation Analysis Statistics Select Tools View  Support
= |G0:0007067.G0:0016021 |2 7
V| nr Sequence name seq description length |#hits| min. eValue | sim mean |#GOs GO IDs Enzyme InterPro
lamina-associated [F-inositol or phosphatidylinositol phosphatase activity; P:proteolysis; IPRO07484; =
polypeptide 2 F-aminopeptidase activity G3D0.3.40.630.10 =
5 BofuT4_P0O00070.1 387 20 |0,0ED 84.25% 3 EC:3.411.0 (GENE3D), seg (SEG),
S55F53187
(SUPERFAMILY)
hypothetical protein P-mycelium development coil (COIL), seq (SEG),
S531G_08619 SSFE2708
V] |6 BofuT4_P000080.1 - 318 20 |0,0ED 76.35% 1 - —
o - [Sclerotinia sclerotiorum ' (SUPERFAMILY) -

L AT e
[ GOGraphs |’ Appllcatlon Messages | BlastIPS Results | Statistics |’ Kegg Maps |
_ i o Pathways |
& PO 4327 ] o [ 2427] o r-f'm, i - -
SAICAR + lecatbox Lppppd Ldenylvlsulfate Purine metabolism |
_ ATPO 36.1.17 277530 27.7.4 O Sulfate
S-bee sphoadenosine /
¥ (mmtylpho ?h:' |
?FAICAR [36.120]
1
ple -Benzovl sphoadenosms
i o] Gaito e ]
6119 36120 T
5612 Lckmodo-
)
MHz d)
—{1l1a—p [3545] 46
3135 ][271.73 -
[»
Color Sf_uences

red ec:3.6.1.3 - adenosinetriphosphatase BofuT4_P0O00090.1 N

~| Purine Pathways (KEGG Map): —

BofuT4_P000090.1 -> EC 3.6.1.3
— BasSiZGU 55
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BiOXGER
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L‘%RGI Project statistics

GO -level distribution

T 11—
%
2 5[][]. ......................................................................................................................................................

31

g DO e
R T . B e e O S
E 1 S[JIJ ...........................................................................................................................................
g 150 W
LTI T1T /[ WROUUSORON  S  —
{1 DUUUUUUNUUNRUNROUROTS U N BRSLL W N
sog @ @ @ ‘@ B ‘8 -
250 4o R R e

0
i 1

12 13 14 15
G0 Level (Tntal Annotations = 28420, Mean Level = 4,792, 5td. Deviation = 1,662)

annotations 28420
annotated sequences 7316
Mean GO level 4.792

GO Standard deviation 1.662
number of Enzyme Codes |2567

sequences with EC 2229
Blast2GO -
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Blast environment and further analysis
Mobyle Blast

Mobyle Blast-Koriviewer
SRS
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ngRGl Blast Interface

(guest)
set email | sign-out

Mobyle

Welcome Programs Data Bookmarks Jobs Tutorials

Programs

| ’ Search

¥ blast

2 blast2

@ blast2-koriviewer
» blat
» extractseq

Welcome to Mobyle, a portal for bioinformatics analyses

Select an analysis in the Programs menu.

Data Bookmarks
Tutorials are available. See our interactive guided tour.

Jobs
|

Tutorials
How to use Mobyle? A step
by step tutorial
Sequence formats
Alignment formats

Credits
Mobyle is a platform developed jointly by the Institut Pasteur "Logiciels et Bangues de Données" Team and the Ressource

Parisienne en Bioinformatique Structurale.
More information about this project can be found here.

http://urgi/mobyle/cgi-bin/portal.py?form=Dblast2

%Im Mobyle: Blast 58
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ngRGl Blast Form

(guest)
MObYle set email | sign-out

Welcome Programs Data Bookmarks Jobs | Tutorials

BLAST2 X

Programs

» extractseq

| [ Search
¥ blast
o blast2
o blgztz—kon'uiewer BLASTZ

NCBI BLAST, with gaps

Data Bookmarks

Jobs * Blast program (-p) 2 Choose a program -
e
Tutorials ~Database

How to use Mobyle? A step Protein db (-d) 2 Choose a database -
by step tutorial Nucleotid db (-d) ? Choose a database M

Sequence formats
Alignment formats

~Query Sequence

r* Query (-i) (Sequence) ?

paste ® ! File O

Start of required region in guery sequence (-L) ?

End of required region in query sequence (-L) 2

Number of concatenated queries (blastn or tblastn) (-B)

~Scoring options

Cost to open a gap (-G) 2
Cost to extend a gap (-E) 2

Mammdmmiem el Fomomie S bl e )

I INRA Mobyle: Blast 59




ZbgRGl Blast Result

- = TF L T
BC1G_125%43.1 hypothetical protein [(translation} a4
BC1G_02585.1 hypothetical protein [(translatiom} a2
BC1G_12741.1 hypothetical protein [translatiom} a2
BC1Z 0€2€1.1 hypothetical protvein [(translation] a3
BC1G_08135.1 hypothetical protein [(translation} a3
BC1G_046885.1 hypothetical protein [(translatiom}) a2
BC1G_01151.1 hypothetical protein [translation} a2
BC1Z 0532%.1 hypothetical protvein [(translation] az
BC1G_05475.1 hypothetical protein [(translation} az
BC1G_1€152.1 hypothetical protein [(translatiom} az
BC1G_03452.1 hypothetical protein [translation} az
BC1Z 02711.1 hypothetical protvein [(translation) az
BC1G_0422€.1 hypothetical protein [(translation} a1
BC1G_14€0%.1 hypothetical protein [(translatiom} a1
BC1G_12527.1 hypothetical protein [translatiom} an
BC1Z 03€0%.1 hypothetical protvein [(translation) 23
BC1G_0347€.1 predicted protein [(translation} 25
BC1G_0€440.1 hypothetical protein [(translatiom}) 25
BC1G_12528.1 hypothetical protein [translation} 28
BC1Z 14865.1 hypothetical protvein [(sranslation) 28
BC1G_1250Z2.1 hypothetical protein [(translation} 28
BC1G_14004.1 hypothetical protein [(translatiom} 28
BC1G_0325%€.1 hypothetical protein [translation} 28
BC1Z 02615.1 predicted protein (translation} 28
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BofuTd_rea.. | 1 1 1 1 1 1 1 1 1 1 1

3
g
g_

BC1G_ATALG.1
BC1G_04459,1 Se—
BC1G_B6993.1
BC1G_A5548,1
BC16.B6091.1
BC16G_A47%54.1
BC1GB7642,1
BL1G_14548,.1
BCAG_BEL25.1
BC1G_14558,1
BCIG_ATA03,1 o
BC1G_B6230,1
EC1G_B6638.1
BCiG_B7E08,1
BC1G_05338.1
BC1G_A1867.1
BC1G_06998,1 —
BL16A3934.1
BC1G_B3964,1
BC1G_83262,1 N
BC1G_AGRE9.1
BC1G_0a980,1
BC1G_146815.1
BC1G_B8621,1 I

—

I

BC16.88558,. 1
BL16G15813.1
BC1G.13798.1
BC1G.14674,.1
BC1G_A1672,1 I
BC1G_B9852,1

BC1G_A4271.1

BC1G_11616,1 I
BL1G_B8238.1 —

BC1G_64309,1
BC1G_65849,1
BC1G_A2E1F.1
BC1G_15883,1
BL1G_12416.1
BC1G_089993,1
BC1G_13885,1

http://urgi.versailles.inra fr/mobyle/data/jobs/blast2/UU1 2797899336836/ blast2. html#A_BC1G_ 0098011 22
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Job managment

nicolas.lapalu@versailles.inra.fr (guest) |
set email | sign-out

Welcome Programs Data Bookmarks Jobs Tutorials

Programs
blast2-koriviewer blast2
| [ Search | 09/07/11 11:50:13 00/07/11 11:47:44 ¥
v btlnallSttz ~+ http://urgi.versailes.inra.fr/mobyle/data/jobs/blast2/U12797899396896
2 blas’
o blast2-koriviewer [ update job status ][ ask for help ” back to program form ” remove this job
» blat
» extractseq rresults

rBlast text report (BlastTextOutput)

Data Bookmarks
Sequence: query_seq.data

blast2.txt [ save

CdpUEd DLASI gl FoLI-DLASI: d 0w QENELGCIUN UL prUceEIll OdtdiodoSe TadrCIT
programs", HNucleic Acids Res, 25:3389-3402.

m

[ »

+ blast2 - 09/07/11 11:47:44 refresh
+ blast2 - 09/07/11 11:48:32 Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Fuo ¥Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices"™, FEBS J. 272:5101-5109.

How to use Mobyle? A 5 Query= BofuT4_P000020.1 | 753 aa

by step tutorial {753 letters)
Seguence formats M| full screen view ” bookmark ]as: blast? xt

Alignment formats
T S ——
Job management during

one session. -

Madden, flejandro &. Schaffer,
and David J. Lipman (1887),

tion of protein database search
nz.

A”OW to Re—do JObS Wlth edjustment: Altschul, Stephen F., -
different parameters

5955m.
e
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LHQRGI Koriviewer : Blast and analysis

Mobyle

Programs

| ’ Search

¥ blast

2 blast2

@ blast2-koriviewer
» blat
» extractseq

Data Bookmarks

Jobs
|

Tutorials
How to use Mobyle? A step
by step tutorial
Sequence formats
Alignment formats

(guest)
set email | sign-out

Welcome Programs Data Bookmarks Jobs Tutorials
Welcome to Mobyle, a portal for bioinformatics analyses
Select an analysis in the Programs menu.
Tutorials are available. See our interactive guided tour.
Credits

Mobyle is a platform developed jointly by the Institut Pasteur "Logiciels et Bangues de Données" Team and the Ressource
Parisienne en Bioinformatique Structurale.

More information about this project can be found here.

http://urgi/mobyle/cgi-bin/portal.py?form=blast2-koriviewer

5955m.
e
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Launch Koriviewer

2“1‘5_\?61

nicolas.lapalu@versailles.inra.fr (guest)

Mobyle set email | sign-out

Programs Welcome Programs Data Bookmarks Jobs Tutorials

blast2 blast2-koriviewer w
| [ Search ] | 09/13/11 10:17:39 09/12/11 10:18:07

v bll:JE?Stt2 —« http://urgi.versailles.inra.fr/mobyle/data/jobs/blast2-koriviewer/Q2 1332044632912
o blas
o blast2?-koriviewer [ update job status ” ask for help ” back to program form ” remove this job ]

» blat

» extractseq results

r Click to run koriviewer (HtmlOutput)

koriviewer.html [@ save

¢ blast2-09/13/11 10:17:39 == | (Click to run Koriviewer

& blast2-koriviewer -

09/13/11 10:18:07 Html Iink :

How to use Mobyie? A step Download and run

Sequence formats K _—
full screen view ][ bookmark | as: koriviewerh OrIVIewer

Alignment formats

~parameters
rQuery (-i) (Sequence)
| file ||fnrmat detection prngram|| re-formatted file |
|[query seq data.ori (RAW format)”squizz |gueg{ seq data.fasta (FASTA format)
- Blast program (-p) (Choice)
Value: blastp

~Protein db (-d) (Choice)
Value: BofuT4_orfprotall_1

-~ Command line

echo \<h1\>\<a href=http://kvws.korilog.com/urgi/startapp.php?url=/mobyle/data/jobs/blast2-koriviewer/" pwd | cut -d'/
-f10° /blast2.xml\>Click to run Koriviewer\</a\>\</h1\> > koriviewer.html ; blastall -m 7 -p blastp -d BofuT4_orfprotall_1
-i query_seq_data.fasta -o blast2.xml

Mﬁ%ﬁ'm Mobyle: Blast-Koriviewer
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Q\\
ngRGl Result table

) KoriViewerWs - [urgiversailles.inra.fr] p— P— B E=N o

Results for: Hits: 119 HSPs: 252
ved regions | | Alignment & Tree || Position Specific Matrix | Taxonomy
| Definition | qQuality | #nses k@
BC1G_07016.1 hypothetical protein (translation) = 4 —
BC1G_04459.1 hypothetical protein (translation) (3 2
BC1G_06993.1 hypothetical protein (translation) @ i
BC1G_05548.1 hypothetical protein (translation) (3 7
ypothetical protein (tra @ 3
ypothetical protein | (3 1
ypothetical protein @ 1
ypothetical protein (trans (3 1
ypothetical protein @ 1
ypothetical protein (tra (3 1
(7] 1
-
1
ypothetical protein | g
ypothetical protein (tra 1
ypothetical protein | 1
ypothetical protein | 5
ypothetical protein (trans 1
ypothetical protein | 1]
ypothetical protein (tra g
ypothetical protein | 1
ypothetical protein 7
ypothetical protein (trans 2
Preferences ypothetical protein ( 1
5 ypothetical protein (tra 1
ﬁ ypothetical protein 1
® 27 37197 3 ypothetical protein (tra 2
28 (14673 BC1G_14674.1 hypothetical protein (translation) 5
Help and 29 1671 BC1G_01672.1 hypothetical protein (translation) 2
Tutaorial ‘ 30 9051 BC1G_09052.1 hypothetical protein (translation) 3
31 |4270 BC1G_04271.1 hypothetical protein (translation) 5
32 (11615 BC1G_11616.1 hypothetical protein (translation) 1
E\VL‘;RGI 33 |B237 BC1G_08238.1 hypothetical protein (translation) 1 -
B s 9 al
D Er| @ H g Alignment: Query (753 aa) vs. 6229 (464 aa)
I:} Loading: http://urgiversailles.inra.fr/mobyle/data/jobs/blast2-koriviewer/R128203101 77088/ blast2.xml Iﬁ 49MJ);’123MD

Mobyle: Blast-Koriviewer
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Q‘\
ngRGl See conserved regions

jﬁf,‘ KeriViewerWs - [urgiversailles.inra.fr] p Y . —-—— —— » E=nras g

4

| Hits Results for: (Seq1: 119 hits ~| Hits: 119  HSPs: 252
| List | | Conserved regions || Alignment & Tree || Position Specific Matrix | e —

£ Hit HSP | E-Value Query From | Query To | HitFrom | Hit To
13 1 3,E-24 [ > 50 306 114
14 1 [ > 518 0 542
L : I >| 515 406
14 3 I > 516 442
14 4 ——————— 526
14 5 [ > 518
14 6 [ > 526
14 7 —— 580 570
14 [7007 8 [ > 526 1160
15 1 [ > 7 0
16 1 I > 4 313
17 | 1 [ S0 508 750

x .,
17 1 2 I Ty = £+] il
—
| e -
) et oy 1592 v, 229 (454 o See conserved regions
HSP Map\ Definition\Sta‘listiu‘ Alignment\\ El Featuts\Seqlnfo\Sta‘lus\ e

Query: from 29 to 316 - Qualifier |

6229: from 45 to 359

Browse the alignment

length: 321
|
1 1
WV
w
I.ﬂ‘f A
1 1
<=
£ UGl
U. | »
ne | 9 d
I'_.tj Loading: http://urgiwversailles.inra fr/mobyle/data/jobs/blast2-koriviewer/R12820310177088/ blast2 xml I@ _JI?MO;'IEBMD

'INRA Mobyle: Blast-Koriviewer .




2U3G| Select subset of results and
v

V f [ ] I [}
}G KeriViewerWs - [urgiversailles.inra.fr] =
Results for: |Seq 1: 27 hits ~| Hits: 27 HSPs: 76

O BLAST results : 7 Hits
result_3
blastp ws. B0S10_proteins ’ Llsl” Conserved reg ]_[ Pasition Specifi M“m(l —

BofuT4_PO0O0020.1] 753 aa
Query-Anchared Alignment ~ Distance Tree \l\
| Method: Meighbour Joining ~ | Correction:| Kimura -

Distance Tree created with 76 HSPs frem Alignment, range 1-753

=]
[

Extract conserved regions,
edit tree, export

Preferences
Bl
[ ] -
| D

il a_nd HSP data of the selected leaf:

Tuterial #‘| MAcceszion | Definition | Quality | # HSPs K)
< -
£ 1Gl ) —T= =

2 oo+ & ) NOREEE

D < @ H b | 2 Alignment |

[ 33tor123me

I._-:J' Loading: http://urgiwversailles.inra.fr/mobyle/data/jobs/blast2-koriviewer/R12820310177088/ blast2 xml

Mobyle: Blast-Koriviewer 66




Mobyle: extract sequence

Fichier Edition Affichage Historigue Marque-pages Outils Aide

v z ﬂ [2‘,.|http:jfurgijmobylefcgi-binfportal.py?form:blastz

| v l [V |mobyle pasteur

[ 2, Free access banks - URGI

X [ ' Query History

Mobyle

Programs

‘[ ] [ Search

» blast
» blat
¥ extractseq
o extractseq-urgi

Data Bookmarks
Sequence: query_seq.data
Jobs

+ blast2 -09/09/11 17:21:56

Tutorials

How to use Mobyle? A step by

step tutorial
Sequence formats
Alignment formats

Welcome Programs Data Bookmarks | Jobs

m exractseq-Lrgi X

-4 ‘ 2, Mobyle portal - blastz ® |

nicolaslap@versailles.fr ({guest)
set email | sigh-out

Tutorials

extractseq-urgi

Extract regions from an URGI databank

* Database [Plantgene non redundant proteins (february 2003)

rRequired section

* Sequence D [ ]

* Regions to extract 2 [ ]

Other tool interfaces:

rAdditional section

Write regions to separate sequences 7 O

r Output section

Blat vs EST

Name of the output sequence file (outseq) [ex‘[ractseq.outseq

Choose the sequence output format m

* :mandatory parameter

Reference: http.//emboss.sourceforge. net/
Author(s): EMBOSS
Program help pages:

e http:ibioweb2 pasteur fr/docs/EMBOSS/extractseq.html

Extract Sequence

Mobyle:other tools

67
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LHQRGI SRS : Databanks and tools

biowisdom
SRS

history - manage views - datsbank list - Help?

my SRS | query builder | analysis tools

Find 5% in | Select... -

nilapalu logged in | Start permansnt s=xsion

BLAST - 1DsfAccession Numbers - My Protein Sequences - My Nucleotide Sequences - My Searches

SRS Relmass 5.3 Copyright © 2007 BioWisdom SRS Ltd. Al Rights Res=rved. Terms of Use Feedback

https://gpi.versallles.inra.fr/srs83

%%HNV\ SRS: Databanks and tools 68



Q\\
ngRGl Analysis tools

Fichier Edition Affichage Historigue Marque-pages Outils Aide

[Estart_blastzgo [A universal ... ¥ | - Analysis Tools b4 | v

b|0W|Sng52* Find | | 8 in[ select... v

* v z ﬂ [E]https:ngi.versailles.inra.frfsrsB3fanaIysisTooIs.do

nlapalu logged in |
my SRS | query builder |[JEUEINCIERGEIE histary - manage views - dabank list - Help? S ';T!:":n"t

Analysis Tools

Quick Launch Available Analysis Tools - listed by type Expand all [ Collapse all

Launch analysis tool
Alignment Tools

Antigenic ~ [+ pisplay Tools
Edit Tools
Informaition Tools
Hucleic Tools

Packages Information Protein Tools . .
oy Tool A | |

BLAST Sir:i:‘i?l:ySe::l Tools n a yS I S to O S S e Ctl O n

EMBOSS Utils Tools

QTHER | |

SRS Release 8.3 Copyright ® 2007 BioWisdom SRS Ltd. All Rights Reserved. Terms of Use Feedback
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Launch Blast

Fichier Edition Affichage Historigue Marque-pages Outils Aide

* v z X ﬂ [E]https:ﬂgpi.\.rersailles.inra.frfsrsBprackageinfo.do?packageName:BLAST

[Estart_blastzgo [A universal ... ¥ | ! package Information b4 |

)
I:)io\‘.«visdo|fnblc Find | | SIE in[ Select...
SRS nlapalu logged in |

session

Package Information

L= BLAST

Version 2218

Description ELAST (Basic Local Alignmert Search Tool) package from NCEI is a set of similarty search programs designed to explore all of the available sequence darabases regardiess

of whether the query is pratein or DMA. The BLAST programs have been designed for speed, with a minimal sacrifice of sensitivity to distart seguence relationships. The
scores assigned in 2 BLAST search have a well-defined statistical interpretation, making real matches easier to distinguish from random background hits. BLAST uses an

heuristic algorithm which seeks local as opposed to global alignments and is therefore able to detect relationships among sequences which share only isolated regions of
similarity (Alkschul et al., ) Mol Biol 1990 215:403-10).

hittp e nebinim nib.gowBLAST!

Tools BlastP Launch
Blast¥ Launch

fexx Lana Launch your Blast Program:

TBlast¥ Launch

Tt o BlastP, BlastN, ...

SRS Release 8.3 Copyright @ 2007 BioWisdom SRS Ltd. All Righ
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L‘%?Gl Blast query form

Fichier Edition Affichage Historigue Marque-pages Outils Aide

« v z ﬂ [E]https:ffgpi.\.rersailles.inra.frfsrsBdeispIayTooI.do?tooIName:BIastP |vl [v Google Q‘g]
‘E start_blast2go [A universal ... 3¢ | ¥ Tool Launch b4 v
* E
biowisdom Find | | SIEin[ select...
SRS nlapalu logged in |

. . . P
query builder | analysis tools history - manage views - databank list - Help? G !;TE::‘:HM

Tool Launch : BlastP ;

Step 1: Data Source ®

O Upload from file : | |[ Parcourir... i

(O] Pastel/Create your own sequence(s) or type inthe sequence ID(s) :

LOEVAAARHTTIVCGSTTIDGY ARCLGVKSLKLEYTDSSGLETLLSVIDT |~
KANLSERESLOIRPLAEL TDMEY TRQATDIRDKLFALLGMSSDDPGKAGL
MEQQLYKEVLGRDTSFRASSOTPRIKCRGI VY GOTYSYRMNSRORVIFTS
RENTLPASAKPTRERDITCLIYGASTPSIIRL CKDHESMIVIAVTPLNGL
SKTQFLRDFEL VWOWESSSGDMRDEGEYKTLIETFSOASVESKVEPGGYL.
ATLDDLVEVKEADERETAAQDEYY L AAFGKMPSNYESGSKOGRTTL ARAR
LLETIHPDI kDGR GRTPLEEAAEHGHEAT VKL L LAT GONNTESKDESGE]
HESVVKLLL ST GOIEVNSKDGSDRTPLCWAATNGHIESYIKLLLSIDOIEY
LOWAAREGHESVIKLLLSTROTEVNSKDGEDOTPLCL AAREGHESYVELL

KDRFERTPLYY ANMMEHVSVVKLLEDHAKDHTT* ~
U$l—m

[[] Sawve my sequence in USERPROTEIN

Step 2 : Launch Options

foumay continue to alter the
tool settings below, or you can

Views: [Homolog)/\/iew <

[] Save my settings as a parameter set

Step 3: Tool Settings

®3ataba.se to search:

Currertly Selected :  Botrytis T4 ORFs protein
Batrytis T4 OFFs praotein (Unreliable)
Scleratinia ORFs protein
Stagnosporum nodaorum ORFs protein

[= Main Databases

'l Kyoto Encyclopedia of Genes m MCBInr - All Mon-redundant Genbank CDS F'epbase REPET

|
SRS: Databanks and tools 71
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Q\\
URGI Databan

Fichier Edition Affichage Historigue Marque-pages Outils Aide

ks selection

* v z ﬂ [E] https:fgpi.versailles.inra frisrs83/displayTool . do7toolName=BlastP ?g]
[E start_blast2go [A universal ... 3¢ | ¥ Tool Launch b4 | v
Go to search: el

Currertly Selected :  Botrytis T4 ORFs protein
Botrytis T4 ORFs protein (Unrefiable)
Scleratinia ORFs protein
Stagnosporum nodaorum ORFs protein

[=I Wain Databazes

O Kyato Encyclopedia of Genes ] MCBI nr - All Mon-redundant Genbank CDS O Repbase REPET
and Genomes (24feh11) transiation+POB+Swissprat+FIR Edition ( 16_03)

[= Botrytis databases

[C] Aii databases in group
[C] Batrytis BOS.10 OFFs protein Botrytis T4 ORFs protein || Botrytis T4 ORFs protein (Unreliable)

[] Botrytis Cinera T4 orf all BofuT4_orfpratal_1

[=l Leptosphaeria maculans databases

[ Al databases in group

[ Leptosphaeria maculans ORFs protein || Leptosphaeria maculans Fgenesh ORFs protein

[=l Sclerotinia databases

[C] Aii databases in group

Scleratinia OFFs protein

[= Stagnosporum databases

[] At databases in group

Stagnosporum nodorum ORFs protein

ElUniProtkB

[] Al databases in group
[ UniProtke [C] uUniProtkBiSwiss-Prat [_| UniProtkBITrEMBL

[ Fungi-nat in TrEMBL

= MaizeSequence org databases (march 2011)

[[] Maize 5a WGS translations (Peptide sequences)

[= Other Protein Databases

Arabidopsis thaliana predicted Arabidopsis thaliana proteins Oryza sativa TIGR V5 PrateomeOryza
[C] chloroplast protein from TIGR [T (1503 sequences) from Genefarm || sativa TIGR V5 proteome (january
(may 2003) (may 2003) 2007)
O Plart repeats from TREP (october 0 RCESE World Wide Pratein Data
2006) Bank (3.2)

Select several databanks and
run one blast job

EX: run blast against Sclerotinia
and Botrytis ORFs

®Job name: [temp ]

==

5955m.
e
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Blast result View

Fichier Edition Affichage Historigue Marque-pages Outils Aide

* v z ﬂ [E] https:fgpi.versailles.inra frisrsg3flaunchTool.do G‘g]
‘E start_blastzgo [A universal ... i | ¥ Query Results ¥ | v
SKS nlapalu logged in | <5
query builder | analysis tools history - manage views - dambank list - Help? M%:’::‘t
Query Results
T n o )
o Primary Search Query Expr [BLASTP- temp_joh1]
o
1 Found 50 erries
s
Related Information Opti Selected Entries vI Wiew vI ResultsiPage v| Page 1/2 =
Protein Sequence »
Choose Colouring Scheme: ® 5eore O Evaue O Percent Id
[M<+0 | Wl +0-50 | [s0-60 | [so-200 | [ >=200]- Coloured by Score
BofuT4_Fe80e2e,1
;] 108 208 300 400 500 6080 700

sEofuTd_PO0I020.1

+BofuTd_PIB54E1.1
EofuTd_Pi45a00, 1 |P-'lemDJ_°B 11
+BofuTd_POA5001.1 BofuT4_PO00020.1
SEcfuTd_PUEsari. 1 Description: 753

Score: 1552.000000

Expect 0

% ID: 100
FBofuT4_P107170.1

sEofuTt _FLG560.1

FBofuTd_FO9E020.1

sEofuTd_PL0E570. 1

FES1G_01503,1

sEofuTt_FiGT450. 1

#BofuTd_FO25600. 1

FES1G_03559,1

FES1G_07172.1

BofuT4_PO21220.1

FEE1G_03056, 1

FEE1G_02590, 1

FES1G_02602.1

#EofuTd_P152500. 1

[«
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Q\
ngRGl Blast result View

Related Information Options: | Selected Entries -~ | View - | Results/Page - | Page 1/1
| Select: AL None

ED BLASTE:temp job7 1

w—0o-

*BofuT4 POO0O030.1 530
Length = 530

Score = 1105 bits (2855}, Expect = 0.0, Method: Compositional matrix adjust.
Identitie=s = 530,530 (100%)}, Positives = 530,/530 [100%}

Query: 1 MPLDARIEVILHY LONLELIATCAAFTPFLTSIATLSTLISPFLITSEQIGHPLEWRTD3S &0
MELDARIFVILHY LOQNLELIATCRAAFTPFLTSIATLSTLISFLITIEQIQHFLEWRTDI 3
Ibjet: 1 MELDARIFVILHY LONLELIATCAAFTPFLTIIATLSTLISFLITSEQIQHPLEWRTD3S &0

Query: €1 FEI3PPRIILVIGVGEMIKGLIIARSFYRACGHRVIGADFEFYYIFVIGHFSESLREFYRLEEF 120
ESPPRTILVIGVEMIRGLI IARSFYRAGHRVIGADFEFYY IFVIGHE JEILREEYRLREF
Jbjct: €1 EIPPRIILVIGVEMIEGLIIARICYRAGHRVIGADFEFYYIFVIGHEIESLREEYRLREF 120

: 121 WEESGAEEYTRDIVHIIERERVDLWVICIGVASAIEDGEAAEMVORNTECAVVOEGVELT 180

C h O OS e yo u r re S u It VI eW : WEK3GAEEYTRDIVNIIERERVOLAVICIGVAIATEDGEARFMVQRNTECAVVQEGVELT

121 REESGAEEYIRDIVHIIERERVDLWVICIGVASAIEDGEAAEMVORNTECAVVOEGVELT 180

and select specific result | s e s -

: 181 EMLHERFAFIRYIMELGLNVPLIYRIHICEEALEILHPENGESVDEEE IMEFEMVDDIVE 240

to pe rfo rm fu rth e r : 241 ADMTLILPSPSRIQIDTHIQRKLNPALFRPFVLOOYIRGREYCTHIIVLEGEIHAFVICR3S 300

ADMTLLESPSRIQIDTHIQELNPALFR PEVLOOY IRGREYCTHI IVLEGE ITHAFVICRI 3
: 241 ADMTLLESPIRIQIDTHIQELNPALRERPFVLOOYIRGREYCTHIIVLEGEIHAFVICR3S 300

.

an aIySIS : 301 DMIMHAYQALPISSALARAMFHYITLY IQRAARERTPNIFITGHFSLDFLIDEEIAQFAEGS 360
DMIMHYQALPIIIALARAMFHY TTLY IQRARERTFNSPITGHFSLDFLIDEEIAQFAEGS

: 301 DMIMHYQALPIIIALARAMFHYTTLY IQRAAERTPNIFITGHFILDFLIDEEIAQFAEGTS 36&0

ry: 3€1 LHP33FEVERLQEELFPIECHPRAHTAVVLLNDIAEEMAEAYLILLIDYNINGNGDIYLE 420
LHF3S3FEVERLQEELFFIECHNFRAHTAVVLINDIAEEMAERAYLILL3DYNINGRGDTYLE
Ibjeot: 361 LHFSSFKEVERLQEELFFIECHFRAHTAVVLINDIAEEMREAYLILLIDYNINGNGDIYLE 420

Query: 421 ALQRNEDPITFLIQAVHGEYYWIGHDEVIEVLLPIFHLISPQEGITHLVREWWEFGEHVL 480
ALQRMEDPITFLIQAVHEEY TWIGHDEVIEVLLPIFHLI3PQEG ITHLVREWNE EEEHVL
Sbjeot: 421 ALQRMEDPITPLIQAVHGEYIWIGHDEVIEVLLFIFHLIIPQEGITNLVREWRESZEHVL 260

Query: 481 LWEDEIYEIWDEWFARWCLIVLILFGCEWVIIWEREWWIRCHVITGELDGY 530
LREDETYEINDFWFARCLYVLILFECEWY IINEREWWIRCHV ITGECEGY
Jbjeot: 481 LWEDEIYEIWDEFWFAWCLIVLILFECEWVIINEREWWIRCHVITGEEEGY 530

A BLASTP:temp job7 2
>BC1& 08771.1 hypothetical protein (translation}
Length = 41€
Score = B03 bits (2075}, Expect = 0.0, Method: Compositional matrix adjust.

Identitie= = 387/350 (39%), Po=itive= = 36%/330 [95%)

Query: 1 SEVILHYLONLELTATCARFTPFLTITATLITLIJPLITIEQIQHPLEWRTDIS &0
SREEH Lt e
Sbjct=1 3 3 PL! TD33 &0 74




My Sequences

Fichier Edition Affichage Historigue Marque-pages Outils Aide

* v e ﬂ [E]https:ngi.\.rersailles.inra.frfsr583fquicksearches‘do

v [@~]

‘.Estart_blastzgo [& universal ... ¥ | ! my SRS b4 |

biowisdom"
SRS

Quick Searches

BLAST

IDs/Accession Humbers

My Protein Sequences

My Nucleotide Sequences

Favorite Searches

Other Searches

| SIEin[ select...

Displaying the total of 2 sequences

my SRS query builder | analysis tools history - manage views - databank list - Help?

My Protein Sequences

=SRS:set 2|BLASTP:temp_jobl 1

MSSHTYSLLPASGONIRLLRLL PSEDEAAPLHCELRDY SLORSTPRTHLYEALSY VWGDP
HNTLPISVMEKOFOVT VMLHDALLRLRDHSFERI LWVDAT CIDOYNHEERNHOVOIMAKT
YSSAHRVIVWLGEEK VEVKGALEDI QL AANEGPKNLPEKELKQORILKLLRNPWFORIWY
LOEVAAARHIIIVCGSTTIDGY AFCLGVKSLKLFYTDSSGLETLLSVIDIIERAGLRPKF
KANLSERFSLOIRPLAELIDMFYTROATDIRDELFALLGMSSDDPGK AGLOPNYEASWEE
VFOOLVKFVYLGKDISFRASSOTPRIKCRGIVVGOIY SVRMNSRORVIFT SKFGDRELGGT
REWTLPASAKPIRERDIICLIYGASTPSIIRLCKDHFSMIVI AVTPLNGLIRHEWPOFSR
SKTOFLRDFELVWDWESSSGOMRDEGEYKTLIETFSQASYFSKVEPGGY LEKVTKLWNDT
AILDDLVEVKEADERFI AAQDEYYLAAFGKMPSIWYESGSKCGRTILAFAAEKGHENT VKL
LLETIHPDIKDGKVGRTPLFFAAEHGHEATVELLLATGOVNTESKDESGETLLCWAARES
HESVVELLLSIGOIEVNSKDGSDRTPLOWAATNGHKSVIKLLLSIDOIEVNSKDEFDRTP
LCOWAAREGHESVIKLLLSIROIEVNSKDGFDOTPLCLAAREGHESYVELLLSIDQIKVDS
KDRFERTPLYY ANMMEHYSVVELLEDHAKDHTT

Launch tool... ( Ef REmove

=SRS:set_Z2|BLASTP:temp_jobl_2

MSSHLY SLLPENGMNI RMLRLL PSEDEAAPLHCELCNY SLORSSIRTHLYEALSY VWGDP
KOTLSIYVDKAQFOVT VMNLHAALLOLRDY SFERT IWVDAT CI DONNKEERKQQVOLMAQT
YISAHRVIVWLGEQT VEKQGALEDI QL AANNEELIEHSKKEIKQOOT LMLLONPWFORIW
VLOEVAAARDVVIMCGSTAIDGY IFCLGOVKSLKLSYTASPELKTATYLIEHAGFRPKFRT
DLSKRFSLMNIRSLAELIDMFHTROATDNRDK VY ALLGMSSDOLEK AGLQPDYNT SWEELF
QOLIKFVLSENISVEVSGORAVIQCKG

Launch tool... [ 5}5 =EMove

Currert Project : Temporary

Import

Import existing project:

|[ Parcourir...

Export

Expart current project

nlapalu logged in |
Start permanent

session

)

Import sequences and
results in your
personal library.

‘D addto Wy Protein Sequences

=

99555
o
&
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Q\
bgRGl Further analysis

Fichier Edition Affichage Historigue Marque-pages Outils Aide

* v z ﬂ [E]https:ﬂgpi.versailles.inra.frfsrsBBfanaIysisTooIs.do?databanks:userProtein&queryString:[USERPROTEIN:set_z_BLASTP |Vl [.

BZ start_blast2go [A universal ... 3¢ | - Analysis Tools b4 | v

X,
I:)io\m\‘isdorn=lc Find | | SIE in[ Select...
SRS nlapalu logged in |
analysis tools history - manage views - datbank list - Help? G P Sy

Analysis Tools

[USERPROTEIN:set_2_BLASTP_temp_joh1_1]

Quick Launch Available Analysis Tools - listed by type Expandall [ Collapse all

Launch analysis tool :

Alignment Tools

Antigenic < Display Tools

Run further analysis on

[ information Tools
e — selected sequences

=iProtein Motifs

BLAST
EMBOSS
OTHER Antigenic Finds antigenic sites in proteins - Launch More Info...
Digest Reports on protein proteclytic enzyme or reagent cleavage stes - Launch More Info..

Epestind Finds PEST matifs as potential proteclytic cleavage sites - Launch More Info..
Fuzzpro Search for patterns in protein sequences - Launch More Info...
Helixturnhelix Ildentify nucleic acid-binding metifs in protein sequences - Launch More Info...
Patmatdb Searches protein sequences with a sequence motif - Launch More Info...

Patmammotifs Scan aprotein sequence with motifs from the PROSITE database - Launch More Info...

Pepcoil Predicts coiled coil regions in protein sequences - Launch More Info...

Preq Regular expression search of protein sequence(s) - Launch More Info..

Pscan Scans protein sequence(s) with fingerprirts from the PRINTS database - Launch More Info...
Sigcleave Reports on signal cleavage sites in a protein sequence - Launch More Info...

Frotein Composition
Frotein 2D Sructure
Frotein Mutation

Similarity Search Tools
utils Tools

s

,

§§

s
R

PR

=
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Further analysis

Fichier Edition Affichage Historigue Marque-pages Outils Aide

«

Lo |
M-

‘E start_blast2go [A universal ... 3¢ |

biowisdom™ I
S RS nlapalu in
history - manage views - datbank list - Help? m%:’::“

ﬂ [E] https:fgpi.versailles.inra frisrs83/showEntryview.do?entryld=0CTANOL:temp_job8&pCon=E&pQ=q22&ppQ=0q22&num= | v l [V |-.L1-:-w:--;|\+ ?g]
! Entry view - OCTANOLtemp... 3 | hd
| SIE in| Select... v

Entry view - OCTANOL :temp_job8

Actions = | View - View

y Sheet:.  GetPDF version: ﬂ View Databank: [ Page 1 of 1

-0 0 =

Total Free Energy (Kcal/mol)

—10

—20

White—Wimley Flot

—— Ex : Hydropathy plot on
] blast Hit sequence

)

100 200 300
set-2-BLASTP-temp-job1-2

SRS: Databanks and tools
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Job Managment

Fichier Edition Affichage Historigue Marque-pages Outils Aide

* v z ﬂ [E]https:ngi.\.rersailles.inra.frfsrsBquueryHistory.do |Vl [V|white\o\rimleyr

[E start_blastzgo [A universal ... i | ¥ Query History

X |

| 8 in[ select... v

biowisdom®= I
SRS

nlapalu in
) : : P
my SRS | query builder | analysis tools history - manage wisws - datmbank list - Help? S ';T!:":n"t

Query History
Querics (1) Entries (5)

: 0 Actons Hame

do| o w2
. ws v
0 e
. 00
0 @ba

Humber of Entries

1

1

1

2

50

Tool Results (5) Favorite Searches (0]

Query Expression

[OCTANOL-JobMametemp_job8] e[ Raw Quput
[FREAKP-JobMName temp_job7] [ Raw Ouput
[COMPSEQP-JobMame temp_jobE] [ Faw Quiput
[USERPROTEIN-JobMame:set_2] L[] Raw Ouput

[BLASTP-JobMame temp_job1] B[] Raw Quput

Query Expression Build

Operators: |:

(Select queries and co

Like Mobyle, SRS has a job management, with a

temporary or permanent session.

You can keep your result as long as you want.

e
==
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INRA — URGI
 Joelle Amselem
 Baptiste Brault

« Laetitia Brigitte

« Jonathan Kreplak
 Francoise Alfama
« Aminah Keliet
 Erik Kimmel

* Isabelle Luyten

» Sébastien Reboux
* Delphine Steinbach
* Hadi Quesneville

Thanks to ...

BIOGER
. Marc-Henri Lebrun
e Adeline Simon

Botrytis / Sclerotinia Genome consortium

Funding
ANR GnplinteGr
ANR GnpAnnot

Thanks to %’do consortium



