Dear all,

Full ORF Gateway-compatible clones and KH transcript models are now accessible from the Aniseed
website, in addition to their representation in the Aniseed Genome browser.

The following instructions will help you to find information concerning Gateway-compatible clones and KH
transcript models. Don't hesitate to send us feedback or comments, especially if you find some bugs or
inconsistencies.

Information available in Aniseed:
Full ORF gateway-compatible clones (Rothbdcher et al., in preparation)
- Library clone name (e.g. cima810896 ; cien56376)
- JGI/Gilchrist clone name (e.g. CBWU10896 ; XABT56376)
- Plate position (e.g. VES58_F02)
- Genbank entry (e.g. FF864681)
- Sequence
- Library/Origin
- Vector

KH transcript models (Satou et al, 2008)
- DNA sequence
- Amino acid sequence

How to access this information?
Access this information in Aniseed (http://crfb.univ-mrs.fr/aniseed/)
Schematic overview:

Access full ORF gateway
compatible clone information

Anisearch or
Aniseed tool

Access gene information
(gene card)

Access KH sequences

Access the Genome Browser

. Access EST alignments (Mike Gilchrist)



http://crfb.univ-mrs.fr/aniseed/

Access gene information (gene card)
You can access gene features (gene card) using AniSearch or using the menu "Genes/Clones/Cis-reg menu".

- Using AniSearch:
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ANISEED version 3:
A model organism database for Ciona intestinalis, Halocynthia
roretzi and Phallusia mamillata

Weicome to ANISEED verston 3!

Aniseed is a database designed to offer a representation of ascidian embryonic development at the level of
the genome (cis-requlatory sequences, gene expression, protein annotation), of the cell (morphology, fate,
induction, ineage) or of the whole embryo (anatomy, morphogenesis). Currently, three organism models are
described in Aniseed: Ciona intestinalis, Halocynthia roretzi and Phallusia mamillata

This version supports three sets of Ciona intestinalis transcnpt models: )Gl v1.0, KyotoGrail 2005 and
ENSEMBL, all functionally annotated, and grouped into Aniseedv3.0 gene models. You can explore their
expression profiles during normal or manipulated development, access their regulatory regions, or get the
molecular tools used to assay their functions. You can also explore the anatomy and embryology of
ascidians. For more details about what has changed since version 2, please refer to the release notes. The
archived ANISEED v2.0 can still be accessed here

Have fun and as usual, please send us feed back on this new version at aniseed@ibdm.univ-mrs. fr

The aniseed team
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- Using the Genes/Clones/Cis-reg menu, select the "Find a gene"” link:

L_Find a Gene
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Find Gene models by their interpro annotations 2
Find Molecular Tools 3
ED version 3:
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o Choose an "Ascidian species" from the menu by clicking on the arrows and scrolling
down.

o Enter the biological name (otx) or the identifier of the gene model (ENSEMBL, JGI
v1.0, KYOTOGRAIL2005, KH) you are looking for and click on the "Submit" button to
access the gene card.

Find a Gene

Species | Cionaintestinalis v

Name 0% (aniseedV3_3592, Otx, nodal, ci0100133709, KYOTOGF

2005.98.32.1

Link to the

Gene card

The gene card gives access to functional annotation of the gene (name, ortholog in mouse, human and
Drosophila, interpro domains and Gene Ontology classification), corresponding transcript models, clones and
regulatory regions and to an overview of the Genome browser. Thus, you can access from the gene card to
corresponding full ORF gateway-compatible clone information and to the Genome browser:
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Access full ORF gateway compatibl
gene card (link 1)

e clone information from the

“Link 1" will give you access to clone features: the corresponding page displays some features like the

library where the clone came from, the vector used, the

plate position in the Unigene collection. You will

also find the different clone sequences corresponding to the clone and the cluster that the clone belongs

to from the three assemblies.

Otx Gene card

Link 1

dian Network for InSi

ANISEED a..

i

Clone cien185218

Features

Name: cien185218 Libray clone name

Species: Ciona intestinal

Library: Gateway-compatipie cien cONA library (Marseille), mixed embryol
Tissue: whole_embryo - — -

Organ: Vector and plate position

Vector:

Plate (Gene Collection v1 or
Gateway full ORF collection 1):

In'situ data

Seguences
Clone name Genbank 1D T JGI Cluster
(m] cien185218 FK158284 Genbank ID linked to 2344273
O cien185218 FK158285 clone features

Soroeran

(157985 clones)

Link to in situ data

. i cren |

KYOTO Cluster
2511212

ENSEMBL Cluster
2515484

2515484

Link to JGI, KYOTO,
ENSEMBL cluster

If you click on the Genbank ID:



ANISEED Ascidian Network for InSi

FK158284 cien185218 (QETN AR

ity Expression and Embryolog:cal Data

Features
Name:
Species:
Description:

Sequence type:
Orientation:
Genbank ID:
Cluster JGI:
Cluster Kyoto:
Cluster ENSEMBL:
Clone name:
Library:

| Tissue:

Organ:
Vector:
Corresponding gene:

Corresponding JGI transcript:

Corresponding KYOTOGRAIL transcript:

Corresponding ENSEMBL transcript:

Sequence
Length:

Ciona intestinalis
gi| 192949931 |gb |FK158284.1|FK158 3 Description + JGI

intestinalis mixed embryonic stages ( stind Gilchrist clone name
sequence

cDNA

)

FK158284
2344273 Link to JGl, KYOTO, ENSEMBL clustering
2511212

2515484

cien185218
Gateway-compatible cien cDNA library (Marseille), g Library / Origin gg to Neurula)
whole_embryo (Origin: Roscoff, France)

pDONR222
aniseedVv3 3592 (oc / OTX1/ OTX2 / CRX / Ci-otx / Otx )

Link to the gene card

€i0100133709
KYOTOGRAIL2005.98.32.1
ENSCINT00000018028

Link to in situ data

Sequence

This page gives you an access point to clone features including a brief description (including the
JGI/Gilchrist clone name), the type of sequence (EST or cDNA) and corresponding orientation (5' or 3’
end). You can also directly link to Genbank information by clicking on the Genbank ID. You retfrieve the
library used, the vector used, the tissue or the organ that it comes from. There are also the gene model
corresponding to the clone sequence and when available, a link o the in situ data. Finally, you can find the
sequence. All the information of this page can be exported in raw text format by clicking on "Display entry
in raw text format" at the bottom.



PS: you can also access clone features using the Genes/Clones/Cis-reg link in the Aniseed menu. Note that
if you use the "find a cONA clone by its identifier” link, you have to enter the exact clone name in the

corresponding field (e.g. cien177890) and if you use the "find a clone sequence” link, you have to enter the
Genbank ID (e.g. FKO50052) :

ANISEED Ascidian Network tor InSitu Expeession and Embryotogical Data

Genes.
Find a Gene 7

Find Gene models by their gene ontology annotations *
Find Gene models by their interpro annotations *

Find Molecular Tools

ED version 3:
el organism database for Ciona int
i and Phallusia mamillata

glis, Halocynthia

Clone search

Species | Clonainestnalis ¥

Name cen185218

Clone name
60185218

Spocios

Clone cien185218
Eeatures

Name:

Species:

Library:

Tissue:

Organ:
Vector

Plate (Gene Collection v1 or
Goteway full ORF collection 1):

Sequences
Clone name Genbank 1D End JGI Cluster KYOTO Cluster ENSEMBL Cluster
0 cieniss2is £ 4 5 2344273 2515484
O  cienigs2ie FX156285 2515484




Access the Genome Browser from the gene card (link 2)

“Link 2" will give you access to the Genome Browser: the corresponding page displays the JGI v1.0,
ENSEMBL Kyotograil2005 and KH gene models on the JGIv1.0 genome assembly. Click on a gene model and
you will be linked to the corresponding gene card in Aniseed (see "link a" in the following figures). Move
down to the « tracks » section and tick the 'Full ORF Gateway clones (Mike Gilchrist)' in the « ESTs and
cDNAs (and other Gene models) » section. Update the image to show the track on the browser and then you
can visualize Full ORF gateway clones. Click on a clone and you will be linked to the EST alignments of Mike
Gilchrist (see "link b" in the following figures).
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Access KH information (gene card) from Gbrowse (link a)

“Link a” will give you access to corresponding gene card. Here, you can access the sequence (nucleotide and
amino acid).

‘access to EST alignments
(Mike Gichrist)

Tutorials e one g Explore Literature Download

[ Transcript model card | sequence | \EsTseluster | \EST.count ] JInsitudata, | Export.]

KH.C4.84.v1.A.SL1-1

This page gives access to the functional annotation (name, scaffold, orthologues in mouse, human and drosophila, best blast hit in Swissprot, interpro domains and Gene Ontology classification), The other tabs give
aceess to the sequence (nucleotide and aa), associsted ESTs, EST caunts in the warious sequenced librariss, in situ data in WT and manipulated conditions, malzcular tools fmorphalines, full lsnath Gateway clones),
rhicroarray probes (ko be implemented), The genamic annotations can be exported as a flat file via the export tab,

Features

Transcript model ID: KH.C4.84. v1.4,5L1-1

Possible biological name (manual

annotation)*:

Possible biological name:

Aniseed Gene model: No match
Description:

Specie:
Scaffold:
Chr. number:
Strand:

Ciona intestinalis

Transcript model card J Sequence ESTs cluster J EST count J InSitu data J Export J

KH.C4.84.v1.A.SL1-1
Sequence

Length: 2566

SKH.C4.6%.v1. A.SL1-1

TITCAGTTTHGAT AT T TGATARTTTT. T

GAGCTTTATTAAATTTGT AARAT AACTT G ATT GATTAC ARTCT ACAAGC AAGCAAGTTT GALARGT BAAAS

ATeAASTT TTCATTTCARET,

TAACATETCETAT TATGRAT GEACT GEGCTT, TATEAATCTT

CTTCACCCTACAGTCACCT AT TeT TTETTACTTCCAACGARTCCABGEBATCOACE

BAECAGCT cereT

AALGACCT TTTT CTTTATT! T

TIT T T CTACREETET ABRATE

GACGAGTAAAGT CTCELC AACAAGT L AAL BAC BACAGC AAAREC ABAAMT CCERGT CAGCTEECAETTC

ATETARTT TaxT
TCATCAARTTCARAT. T

CCAGCACTT T A TT T ACACGLGCRATCAACCAGTEC

aTer,
6T T CAGTTTACCT T
TATCGETT TGCTTTGGEBART ART BACT TACATEGCT TECTOTA
GoT TTTCATCAACTGECT,

CEOTECAN T GEATEOGEAATEOGAGAT AT T C AAT G5 ALGEC AGCACT L CGL ARCT CAGETT 6EC AT
TTATETCTCARTCETACCECT ACCACCATE
GTECABATTCCABCTCTT 6T AACGECT AT € ACGCEAAAT 6T AGC ACT BAAL ATAGCEAGET STACGAALE

acT T AT AGAT. TTACCAGCTT
e TAAAT ABCTT GATCTTTCTA
TAACCATTCECTCOECCARETTT ACGAGTTTAT CAGE AATT 6T A GAAASATT C AFTTTT CCTEACETCA
. 2k

TIT T TCCT AAGTTAT CATAT
TITTCAT BAARACTTTTGETTT GABAAL AG AL AT TTT CAGT ACC AT ACACCC AT ALCAGCAT BAGCT AT &
5

TITTCATTTTCET! TIT ATTTCAGTATTT ABACACCACTE

CTTGABCCATCIT AABGERART CTETC ART AT AAC AL CCACACAT ACCTTT CCARAC ATTCCARAAT

TGGATT AGETTT CETTT AAARACTT. TGETTTAT AATGIT

GCCAACTT AT GETTCRAT GCTTT AT CAT AT AAGAT ARAGCCATTGAGATTIT ABAC

T AT GTATTBAT AT TTTATCATCTT AT ACACGGCATGTTETTARCTTTGCTTT CTET BACCE
A T T

Amino acid sequence
Length: 453

SKH.C4.3%.v1 A.SL1-1

L TR D 3AMCETQR I
(GO AMOMMQPAAD PYYE S SEKQRFERTT TTRAQLD ILE AL FCKTRYPD [ REREEVALK INLPESRYQUT

AP SUTPSELNE ANGF &P ISLPGSHE AHTCH

THGISIN, IGYTGAL
P HYHT FEGARP L
THHAS SGUTPTYPTUSD CLDYHD 0T QATKT VL

PS: you can also access the KH features using the "find a gene” link in the Genes/Clones/Cis-reqg menu and entering
the KH identifier in the corresponding box (see the ‘access gene information” section).



Access EST alignments from Gbrowse (link b)

“Link b” will give you access to the EST alignments of Mike Gilchrist.

TROTEIN === B

£.7:-017  AEDF730.1 Bx hewesbox provein [Eranchisstama la

e-085  YP_WN1177740 1 PREDICTED: orthoderticle-relaved provein issfom 1 [ porp
9e-083  HP_WNLOL47Z7 L CELELS4-PE, issfemn B (Drosephila
e2e | AATMNLI21 anphioess Dbx factor floridae]
Se-022 WP_969%20.1 tzanscription farter Crx [Gallus gallus]
G022 BAIGZISE.L Vrlmowm (provein for MGT:154519) [Xencpas Larvie]
9e-i24  BAME3197 1 Byporhewical provein MGT75643 [enopus wropicalis]
BP_S71325.1 orthederticle hemolog 1 [Dande reric]
BE_035152.1 orthodenticle homolog 1 (s musculus]
FP_069274.1 orthedenticle § iroforn a [Hamo sapimns]
BABfHIAL L [o-OTE [Poma savigryil
BAENEEI4 1 vranscriprion facsor provein [Tiona investinalis]

[ open zeading frame

20 TTO T AT R T TATTTRRAAT noe TOOTTEATCLTACALTEAL CTAT) ™ CTTTE REAGT ™ CCAETATALAGTTL RBELLATGAGACLE TTTATT TGAT!
T T FTATTTRAAET! s TTCTIEACCLTACAGTEAL TAT) T CTTEE s ™ CCARTATALARTTL CBEALLRAGATT TTTSTT b
TTCC T ATETC RTATTTRAAAT! noe TTOTTEACITACAGTEAL CTAT) ™ CTTE REAGT ™ CCAETATALAGTTL REEALLLRAGACLE TTTATT T

.omrer e ATET TATTTRRAAT TTCTTEATELTACATTEALLT T CTTT s ™ CCARTATALARTTL BE LA BAGAAT T TTTSTT ToAT!

0 TTO T AT R T TATTTRRAAT noe TTOTTEACITACAGTEAL CTAT) ™ CTTTE REAGT ™ CCAETATALAGTTL RBEALATGAGATLE TTTATT TEAT!

T rrr e ATE T FTATTTRRAAT TTCTIEACCLTACAGTEAL T T CTTT s ™ CCARTATALARTTL CBE LA RAGATT TTTSTT ToaT,

TTCC T ATETC RTATTTRAAAT! noe TTOTTEACITACAGTEAL CTAT) ™ CTTE REAGT ™ CCAETATALAGTTL RBEALLLRAGACIE TTTATT T
T AT FTATTTRAAET! s TTCTIEACCLTACAGTEAL T T T s ™ CCARTATALARTTL CBEALLRAGATT TTTSTT b
oTT: REAGT ™ CCAETATALAGTTL REEALLLRAGACLE TTTATT T

oTTE s ™ CCARTATALARTTL CBEALLRAGATT TTTSTT b

Don't hesitate to ask us if you cannot place a request you would like on ANISEED.

Delphine Dauga, 20th january 2009
dauga@ibdml.univ-mrs.fr



mailto:dauga@ibdml.univ-mrs.fr

