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GDR Vision Part 1

Breeding

~ Genomics
e {/"‘\_ /

" Genetics

* Application

Facilitate Rosaceae Research

Made possible by

* A highly supportive and engaged community

e Continuous funding (2003-2019) from NSF PGRP, USDA SCRuI,
Industry and Land Grant Universities

* An excellent development and curation team
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GDR Vision Part 2

the bioinformatics community
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WSU Crop GGB Databases

> 25,000 users (60%
US) from 130 countries
All 50 states




New Data in GDR in 2015

Data Type 2015 2016 Increase
Genes 233,191 330,235 97,044
Genomes 6 11 5

Genetic maps 123 160 37
Genotypes 28,298 15,513,927 15,485,631
Germplasm 13,500 16,345 2,845
Markers 2,193,827 2,311,771 117,944
Phenotypes 734,343 783,639 49,296
Publications 6,319 6,703 384

QTLs 2255 2318 63



New Genome Sequence Data

* Fragaria vesca V2.0.al genome (Tennessen et al., 2014)
* Fragaria x ananassa v1.0 genome (Hirakawa et al., 2014)
* Fragaria iinumae v1.0 (Hirakawa et al., 2014)

* Fragaria nipponica v1.0 (Hirakawa et al., 2014)

* Fragaria nubicola v1.0 (Hirakawa et al., 2014)

* Fragaria orientalis v1.0 (Hirakawa et al., 2014)



New Functionality in 2015

e Standard gene nomenclature in the Rosaceae
e QTL metadata
e Rosaceae Trait Ontology
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OPINION PAPER

A standard nomenclature for gene designation in the Rosaceae

Sook Jung' - Carole Bassett” - Douglas G. Bielenberg” - Chun-Huai Cheng' -
Chris Dardick? - Dorrie Main' + Lee Meisd? « Janet Slovin® - Michela Troggio® -
Robert J. Schaffer ™




New Species Pages

Malus x domestica

Overview

Genus

Species

Abbreviation

Scientific Name

Common Name
Geographic Origin

Haploid Chromosome Number
Ploidy

Growth Habit

Propagation Method
Usage

Resistance to biotic stress
Germplasm

Sequence

Malus

¥ domestica

M. x domestica
Malus x domestica
Apple

cultivated

17

2x, 3x

tree

grafting for clones

fruit

Dessert, cider varieties

[wiew all 5445]
[wiew all 3703185]

Resources

Lata

o Owerview

« Publications
s« Genetic Maps
« Genes

« Markers

s Sequences
o Trait Loci

« Whole Genomes
« SNFP arrays
« Germplasm

Tools

« GBrowse

« JBrowse

« GBrowse_Syn

« CMap

« AppleCyc

« MNCEIBlast

« Batch Blast

s Seqguence Retrieval Tool
o GO Viewer

« HKEGG Pathway Viewer




Gene Naming Guideline Page

Gene Naming Guideline
View Moderate Edit Devel

Open Access Publication | Detailed Guidelifje | Gene Class Symbol | Shecies Prefix

Gene Naming Guidlines

Genes in GDR are composed of two types:

1. Genes with gene symbol, assigned by individual investigators, usually with known or predicted function or phenotype.

o These genes with gene symbols in GOR are obtained by parsing the NCEI nr database and submission from individual investigators.
o Prior to naming your genes, please refer to the list of gene class symbols in Rosaceae and gene naming guidelines below and submit the gene/gene class data.
2. Genes predicted from the whole genome assembly

1. Naming Guideline for Genes with known or predicted function or phenotype

(for gene data submission and gene nomenclature in manuscript)

The guideline has been put together by Rosaceae Gene Name Standardization Subcommittee of RosEXEC/RosIGl.
Gene Symbol is composed of:

[species prefix][3-letter code class symbol].[numeric suffix for a gene][-_][numeric suffix for an allele or a splice variant]

Where

* [species prefix]: pub.rcatron purposes - three Ietter prefix for major spemes and 5 letter prefix for others
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Usage of GDR in 2015

1. [ China 15,021 (33.77%)
2. B5 lUnited States 8,890 (19.99%)
3. D0 laly 2,397 (5.39%) pu—— 15._'321
4 [N France 2,152 (4.84%)
5 e Japan 1,803 (4.05%)
6. == Spain 1,552 (3.49%)
7. = India 1,065 (2.39%)
8 Germany 914 (2.05%)
9. E4 Brazil B2T (1.86%)
10. [0*l Canada 735 (1.65%)




Work in Progress

e Evaluating the FieldBook App for collection
of phenotype data (Jesse Poland Program)
Rosaceae breeders may request provision
of a Samsung tablet with the App installed
for testing in their program

* Adding more GGB data and working on
data standards and ontologies




FieldBook App Evaluation

same and avoid improvisation. Data are exportable as
database and excel files and fit into statistical programs.
Picture and Audio “traits” are very useful.”

Dr. Ksenija Gasic
Peach Breeder
Clemson University



Some Requests (Please)

* Please tell us if you find a problem with the site,
have new functionality you would like

e Come see the GDR demo on Tuesday at 12.25 PM
in the California room

* Come see what we are planning for the BIMS on
Sunday at 5.20 PM in the California room

* Come participate in the RosEXEC/RosIGl open
meeting Sunday 8-10,10-12 at theStratford Room
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