TUTORIAL 1: About GDR/ Getting Started

1. The GDR homepage can be reached by going to http://www.rosaceae.org
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Welcome to the Genome Database for Rosaceae

Community News (8)
The Genome Database for Rosaceae (GDR) is a curated and integrated web-based relational database

providing centralized access to Rosaceae genomics and genetics data and analysis tools to facilitate - W5l Press Release about Peach Genome
cross-species utilization of data. Supported by the NSF Plant Genome Program from 2003 to 2008, Sequence

GOR iz now funded until 2013 by the USDA Specialty Crop Research Intiative. As part of tree fruit
Genome Database Resources (tiGDR), GDR will be expanded to include whole genome seguences and
annctations for apple, peach, and strawberry, transcript data, metacyc pathways, large scale phenotype = Fruit and Nut Workshop held Saturday,
and genotype data, breeding data, controlled vocabularies, and new analysis tools, all of which will be January 9. 8am-12.30pm at PAG 2010
implemented within the open source infrastructure of drupal and chado (tripal).

» The peach genome sequence is released !

» Highlighted Publication - "Development and Bin

Whats new in GDR? Mapping of a Rosaceae Conserved Ortholog
Set (COS) of Markers"

+ The peach genome v1.0. View and download the predicted genes, genome sequences, putative RosEXEC meeting held Sunday, January 10
protein and EST homelogs, Rosceae genera mapped transcripts, mapped markers, and blast your Bam-10pm in the Towne Raom a,t PAG 2010

sequences against the datasets. . : : )
= Ksenija Gasic, Amy lezzoni, Jay Norelli, John

Clark, Kevin Folta, David Chagne and Herman
+ GDR redesigned in Drupal. Any problems/comments? Please |et us know! Silva elected to RosEXEC.

« Five new maps are available in CMap for prunus, almond and apple.
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The homepage has a number of important features.

What’'s New in GDR lists new features of the database and is regularly updated.

Community News lists upcoming conferences, job opportunity, and various documents for the
community.

The dark green bar and white links found at the top of the page are navigational tools. Similar links
are expanded and listed for easy access along the light green bar at the left of the page.

The GDR provides the same navigation bar at the top of all of its pages to allow users to easily
move between sections of the database.



The seven main sections, general info, species, projects, maps, search, tools, and community,
each have a drop down menu with further options. To see this menu, move your pointer over the
title. Additional section in the header bar includes calendar and contact. When you login, you will

see the last section called ‘Administer’ where it allows you to change the content of GDR
depending on your login privilege.
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The tutorials provided systematically explore each of the sections available through this main
menu, but are able to be done individually as well.



2. Please continue by clicking on the “About GDR” link under “general info” in the dark green
navigation bar.

About GDR

The Genome Database for Rosaceae [GDR) is 3 curated and integrated web-based relational datsbase. GDR contsins comprehensive data of the genstically
anchored peach physical map, annotated EST datsbases of apple, peach, almond, chermy, ross, raspberny and strawberry, Rosacess maps and markers and
all publichy available Rosacess sequences. Annotstions of ESTs include contig assembhy, putative function, simple sequence repeats, ORFs, Gene Ontology
and anchored position to the peach physical map where applicable. Our integrated map viewsr provides graphical interface to the genetic, transcriptome and
physical mapping information. We continue to add Riosacess map data to CMap, 3 web-based tool that allows ussrs to view comparisons of genetic and
physical maps. ESTs, BACs and markers can be gueried by various categories and the search result sites are linked to the integrated map viewsr or to the
WebFPC physical map sites. In addition to browsing and guenying the database, users can compare their sequences with the annotated GDR sequences viaa
dedicated sequence similarity server running sither the BLAST or FASTA slgorithm, search their sequences for microsatellites vsing the 55R sarverar
assemble their ESTs using the CAPI Server.

Funding source: GOR has been financed by the NSF PGRP - Award 0320544,

Contact Us: If you hawe any problem, please contact us either by email or through ouwr feedback form, we welcoms your comments.
GORU sage: In 2007, GDR was accessed by researchers from 44 countries with over 3.5 million pages accessed.

How to reference GOR:

= Sook Jung  Margarst Staton , Taein Les, Anna Blends, Randall Svancara, Albert Abbott , and Dorrie Main. GDR (Genome Database for Rosacess): integrated
web-database for Rosacese genomics and genatics data. Meckeic Acids Research, 2008 January; 36(Database issue): D1034-D 040,

» Sook Jung  Christopher Jesudurai , Margaret Staton , Zhidian Du , Stephen Ficklin, [Ihyung Cho , Albert Abbott , Jeffrey Tomkins and Dorrie Main. 2004. GDR
(Genome Database for Rosacess): integrated web resources for Riosacess genomics and genetics research. BMC Bioinformatics 2004, 5:130.

Other GDR publications:

= 5. Jung, O Msin, M. Staton, |. Cho, T. Zhebentyayeva, P. Anes, A Abbott. Synteny conservation betwesn the prunus ganome and both the presant and
ancestral Arabidopis genomes. BMC Genomics 2006 T[1):8.

Kewin M Folta , Margaret Staton, Philip J Stewart, Sook Jung , Dawn H Bies, Christopher Jesdurai and Dorrie Main. 2005, Expressed sequence tags (ESTs)
and simple sequence repest {SSR) markers from octoploid strawberny (Fragaria = ananzsss). BMC Plant Biclegy 2003, 3:12

Haorn R, Lecouls AC, Callahan A, Dandekar A, Garay L, McCord P, Howad W, Chan H, Verde |, Main [, Jung 5, Georgi L, Forrest 5, Mook J, Zhebentyayeva T,Yu'Y,
Kim HR, Jesudurai C, Sosinski B, Arus P, Baird V', Parfitt D, Reighard G, Scorza R, Tomkins J, Wing R, Abbott AG. 2005, Candidate gene database and transcript
map for peach, 3 model species for fruit trees. Theor Appl Genet. 2005 May; 110(8):14153-28.

Jung 5, Abbott A, Jesudurai C, Tomkins J, Main 0. 2005. Freguency, type, distribution and annotation of simple sequence repeats in Rosaceas ESTs. Funct
Integr Genomics. 2005 Jul;53):135-43.

Disclaimer:

Technical information contsined herein is provided by Washington State University and Clemson University . While the authors make eveny effort to present
accurate and relisble information on this (nternet site, Wiashington State University and Clemson University do not certify such information, nor do they
guarantes the accurscy, completeness, efficacy, timeli , Of CoMmact seg ing of such information. Use of such information is veluntany, and refiance on it
should onhy be undertaken after an independent review of its accuracy, completeness, efficacy, and timeliness. Washington State University and Clemson
University assume no responsibility for results from the use of the information harsin, or from wse of the information obtsined st linked Internset address=es, orin
any respect for the content of such information, incleding (but not limited to) emmors or omissions, the sccuracy or ressonableness of factual or scientific
assumptions, studies or conclusions, ownership of copyright or other intellectusl property rights, and the viclation of property, privacy, or personal rights of
others. Washington State University and Clemson University are not responsible for, and expresshy disclaim all lisbility arising out of use, refersnce to, or
reliance on such information.

This page provides a basic description of the GDR project and what types of resources it makes
available to Rosaceae family researchers.

The funding sources are listed and links to the corresponding site.
GDR publication is also listed. This is another good resource for learning more about the GDR.

This page has hyperlinks to the contact page. The GDR team welcomes any and all questions
relating to the website or Rosaceae research.



3. Please continue by clicking on the “GDR Data” link under “general info” in the dark green
navigation bar.

Data Overview

Rosaceae Mapping Data:

Genetically Anchored Peach Physical Map:
The latest peach physical map (Apr 2008} contains 18387 BAGs and 1387 contigs. A total of 143 contigs are anchored to the TxE map.

» Peach Transcriptome Map:
A totsl of 357 peach ungenes are anchored to genetic maps by hybridization to gersticslly anchored BACs. OF these, 218 unigenss are anchored to the TxE map.
An sdditional 382 peach unigenes are anchored to genetic maps by hybrdizafion to BACs that belong to ganstically anchored BAC contigs,

» Rosacese Genstic Maps: Rosacese genetic maps sre availsble through Chlzp, the comparstive map viswer. A total of over 1000 moleculzr markers and traits
from warious Rlosacess genetic maps and diversity studies are availsble from themarker or trait sesrch page.

Diata available for thethree peach BACs that are completely sequenced.
Anchored ESTsimarkers and the seguences for the thres BACs (382118, 028FDE and pPnl1CT) can be sccessad from BAC search site. An cnfing annotstion
pipsline is curmenthy wnder development by the GOR team,

Rosaceae EST Data:

= SNP Bnalysis: The puthichy avsilable autocSMP software was usad to anahyzs the most recant wersions of the Rosacess unigens and the individusl genara
unigenes. & summany of the results 3nd downloadable data can be found hers

» EST Assemblies: A=zsembfies of publicly available ESTs are available for the famdy Rosscese and the genera Malus, Frunus, Fragaris, Rosa Pyrus, and Rubues.
Homaodogy data for esct assembhy with 3WIS5-PROT is available to browse and download. Homology with the NCBI nr protein database and other rosacese ESTs
will be avallable soon,

» ES5T Analysis: Full bicisformatics anshysis, including qualiny trimming, 3ssembly, bomologyr searching, microsatellite dizcoveny and putative snigens devalopmeant,
15 currenthy available for Clemson Pesch and Almond |, UF Cotoplosd Strawbemy, and CRA I5F Peach ESTs. Riose and biackberny projects will be avaiable soon,

Organism Project EST Number
Raosacess Rosaceae Assembhy 255081
Fragara Fragaria Azzembhy 43132
¥ @nanassa {octoploid strawberny)
wheilz plant: Kewin Folta - Univarsity of Florida 1508
weses (diplosd strawberry)
unopenad flowsr buds: Tom Diavis - University of New Hampshire 217
Mals Malus Assambly 249135
Prunus Prinus Assembhy Bo1688
amyadalies (zimand)
dewveloping seed: Albert Abbott - Clemson University 2754
persica (peach)
fruit mesocanp: Albert Abbott - Clemson University o564
root; Albert Abbott - Clemson University Awvailable Soon
shoot: Albert Abbott - Clemson University TOBE
fruit mesoCap: Elis= Vendramin - THA |SF hLi T

This page provides an overview of some of the projects being done by the GDR bioinformatics
team and other collaborating researchers.

The grey chart displays the different EST projects that are available through the GDR.
Clicking on an EST project will take you to the main page for that project.

The Rosaceae Mapping Data in available in GDR are listed and the appropriate links are provided.
The mapping section of the database is also linked through the main navigation bar and has its
own tutorial, “Using GDR Mapping Resources.”



4. Please continue by clicking on the “Apple” link under “species” in the dark green navigation bar.

Each species page lists of and provides links to all the data for the species available in GDR, such
as mapping, BAC, marker, and sequence data. Species page also provides links to remote sites
for funded projects and other related links for the species.

5. Please continue by clicking on the “Links” link under “Community” in the dark green navigation
bar.

This page is good resource for finding information not available on the GDR website. The links are
broken into three main categories, plant genomics and/or germplasm databases, genetics and
genomics institutions, and journals.
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