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Updating: some links (about genome browsers) dont run. GBrowse.org regrats the incomvenienca.

Welcome to GEI’DWEE.OI‘

“Madel organisma nepresent anly & amall fraction of the biodiversity thal exists on Earth, although the research thal has resulted from
therr study forms the core of brological knowledge. Hisforcally, reseanch communibes — offen i isolation from one another — have
devslopment and evalubion, This has changed i recenl years with the avalabifly of complele gename sequinces fom many model
organiam-based research communities, All fields heve benefifed from ihese sdvances, including evolubionsry biclogy, in which the
surge in molecular dats has greatly clarfied estimates of phylogenetic rlafionships and divergence fimes amang farg” ©-2mes

The numbar of model organisms has grown i concen with the increasing number of genome-sequencing projects. For this,

GBrowse org project goal is create the net among official MOD sites. data and curators about each model organism. You could
browse into each model organism informations and data downloadble with Genome section. Any furtther informations about actual
GBrowse.org contents, you could look Help:Contents.

GBrowse.org is created to facilitate use about GMOD tools as bivinformatic utility to browse, download, query genome annctated data
and to team up with labs that have not got one’s own sarver or bipnformatics oparators.

Contributing

Lincoln Stein, 5. pombe Genome Project, 5. cerewimiae Genome Database, C. albicans Genome Database and Berkeley
Bicinformatics Ontology Project 67 were first to divulge GBrowse. org project and supply GBrowse.org with GBrowse datae download
paga links. Now, there are more paople they are makming betlar sequencing and annolation informations derectly into model organism
wiki page or simply by email.
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* add fracks into gbrowse

Users type
* download gff and conf files
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Automatic adding and update
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Manual step
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Arabidopsis thaliana
—————

Sequencing

Genomic sequencing of A. thaliana ecotype Columbia was done by a multinational effort collectively termed "The Arabidopsis Genome Initiative”™ (AGI). The Strategy employed was based

on the use of BAC, YAC, cosmid, or P1 clones. Participating members wera:

= TIGR& - sequencing and annotation of Chromosome 1, plus parts of 2 and 3, whole genome analysis! 128

= Kazusa DMA Research Institute & - sequencing and annotation of chromosome 3 and 5. In addition, They also sequenced the complete chloroplast genome of Arabidopsis'™.

= ESSA - consisting of 17 european laboratories. They sequenced parts of chromosome 4 and 5" MIPS &, as the informatics coordinator within the ESSA project, was responsible for
data handling and analysis.

= SSP consortium if - consisting of Stanford University, Salk Institute, and University of Califoria, Berkeley. Sequencing and annctation of Chromosome 171,

= CSHWLU/ABI consortium - consisting of Cold Spring Harbor Laboratones &, Washington University School of Medicine &, and ABI-Paerkin Elmer . They sequenced Chromosomes 4
and 5 and annotated chromosome 4[5,

s GENOSCOPE & - Chromosome 3 and BAC EndsPlL

Sequencing was completed in 20007 The genome has five chromosomes and a total size of approximately 135-megabases. The cument golden path langth is 119,186,497 bp (TAIRS
release).




Annotation

The Arabidopsis genome was initially annotated by the Arabidopsis Genome Initiative (AGI) and later re-annotated by TIGR in collaboration with MIPs and The Arabidopsis Information
Resource (TAIR). TAIR™®! has now assumed primary respansibility for maintaining the Arabidopsis genome annotation in Morth America following (TIGR's) final geneme release in 2004.
Details of the latest genome release can be found at TAIRs Genome annotation portal &, The TAIRS release if contains 27,235 protein coding genes, 4759 pseudogenes or transposable
elements and 1288 ncRMNAs (33,282 genes in all, 38,963 gene modals).

The curation process includes annotation of genes with Gene Ontology (GO, function, process and cellular component) and Plant Ontology (structure and developmental stage) terms with
appropriate evidence codes and references. In addition, gene symbols, alleles, phenotypes and germplasm information are captured from the literature and a free text gene descnption
summarizing a gene’s important features is composed by curators. The TAIR gene structure annotation pipeline incorporates both manual and automated methods to update gene features
such as exons and UTRs and add new genes based on new transcript evidence. Computational functional annotation pipelines assign GO terms to genes based on the presence of protein
domains or signal sequences and generate a short phrase describing a gene's function
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Genome Has a::feature

[-] SiteMap

[+] About

[+] Community

[=] Genome
[+] Annotation
[+] Assembling
[+] Browser
[+] Download
[+] Link
[+] Sequencing
[+] Status
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Concepts Is a::status

Concept pages Form pages

Concept:.Annotation
Concept:Assembling

Concept:Browser |5 g::browse

: = aiﬁ::rm:i]rganism
Concept:File Is a::file

_ Form:lser
Concept:Sequencing = Form:lUser2

¥ Concept:Site Is a::site

s Concept:Status
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Each category Is a::

[-] Annotation

[-] Assembling

[-] Browser

[-] Download

[+] Annotated [+] Assembled [+] Ensembl [+] AGP
[+] Mot Annotated [+] In Assembly [+] GBK2GFF3 [+] CONF
[+] Mot Assembled [+] GBrowse [+] GFF1
[+] Genome Viewer [+] GFF2
[+] Java Genome Viewer [+] GFF3
[+] SynBrowse [+] GTF
[+] UCSC [+] MYSQL
[+] TXT
[-] Link [—] Sequencing [-] 5tatus [—-] Taxonomy

[%] Page dedicated
[+] Site dedicated

[+] In progress
[+] Not Sequenced
[+] Sequenced

[ %] Automatic maintenance
[+] Manual maintenance
[+] Missing

[+] Underconstruction

[+] Animalia
[%] Archaea
[+] Bacteria
[+] Fungi

[+] Plantae
[+] Protista
[+] Virus







Multi-category search

( gbrowse.org )




Automatic credte and update

EFetch Entrez Utility

Create genome page with
genome sequencing status




Manual step
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Future
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Future

* complete automations
* test and edit links
* edif sequencing and annotation methods

* generate gbrowses and pages about all
genomes with segquencing completed

* divide gbrowses and genome pages in
different sites (?!?)
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