
Year 1 Deliverables



Our teams

Each team will discuss:
- Deliverables of year 1

- Challenges

- Year 2 target deliverables



1. What

ÅU.S.-wide Rosaceae Community Breeder survey ïconducted & 

preliminarily interpreted

To whom

ÅU.S. Rosaceae breeding & supporting research community, 

audiences of same community at American Society for 

Horticultural Science (ASHS) annual conference & International 

Horticultural Congress (IHC), & industry audiences at field days 

Socio-Economics Team I



Socio-Economics Team I

Impact

ÅIndustry & breeder stakeholders know current 

Rosaceae fruit breeding priorities

Evaluation feedback survey, socio-economics component, ASHS 

workshop 2010: from 33/65 participants
ïTopic relevant to their work ï86%

ïPresentation was clear and effective ï"very effective" (24%) or 

"OK" (66%)



2. What

ÅU.S. household supermarket scanner data for apple ïanalyzed & 

interpreted

To whom

ÅStakeholders at following meetings: ASHS 2010, IHC 2010, 

Agricultural & Applied Economics Association annual 

conference, Washington Horticulture Association annual 

meeting, Washington industry field days

Socio-Economics Team II

I like crispy 

Apples!



Socio-Economics Team II

Impact

ÅIndustry & breeder stakeholders are aware of how 

demographic & seasonal variables affect apple cultivar 

purchasing preferences & demand



3. What

ÅMarketing Intermediary (shippers, packers, marketers 

and processors) survey ïdeveloped (to be distributed the third 

week of January 2011)

To whom

ÅU.S. market intermediaries for apple, peach, cherry, 

and strawberry

Socio-Economics Team III



Socio-Economics Team III

Impact

ÅIndustry and breeder stakeholders know market 

intermediary preferences and needs about fruit 

breeding priorities



1. What

ÅPedigree-linked U.S. reference germplasm sets         
(chosen, presentations)

To whom

ÅU.S. & intl. Rosaceae breeding & research audiences 
(American Society for Hort Science conference, Palm Desert, CA; 

International Horticultural Congress, Lisbon, Portugal;                          

International Rosaceae Genomics Conference, Stôbosch, South Africa)

Breeding Team I



Impact

ÅDemo Breeders routinely collaborating within crops

ÅBreeders gained knowledge of value of strategically 

selected germplasm to maximize id. of QTLs 

Breeding Team I



Breeding Team II

2. What

ÅStandardized phenotyping protocols (apple, peach, cherry)

ÅIllustrated protocols & videos (Community Breeders website)

To whom

ÅU.S. & intl. Rosaceae breeding and research 

audiences (ASHS, IHC, RGC5)

ÅCommunity Breeders of Rosaceae crops



Impact

ÅDemonstration Breeders adopted standardized 

phenotyping protocols for apple, peach, cherry

ÅCommunity Breeders aware of standardized 

phenotyping protocols

Breeding Team II



3. What

ÅPhenotypic data collected in 2010 season                         
(apple, peach, cherry reference germplasm sets)

To whom

ÅPedigree-Based Analysis and Breeding Informational 

Systems Management Teams - in process

Breeding Team III



Impact

ÅCollaboration among Demo Breeders

ÅBreeding trainees heavily involved in phenotyping 

became familiar their assigned breeding program

Breeding Team III



1. What

ÅNew software for modules & functionalities for 

FlexQTLTM & Pedimap developed, presentations 

created, public website developed for Pedimap

downloading

To whom

ÅDemonstration Breeders & breeding trainees, & with 

Pedimap wider breeding & research-support 

community (ASHS audience)

Pedigree-Based Analysis Team I



Impact

ÅFruit breeding community acquired Pedimap, the first 

software module required for PBA; in Year 1, 58 

Pedimap licenses downloaded from website by 44 

institutions/organizations

Pedigree-Based Analysis Team I

Pedigree-Based Analysis
Pedigree, trait, and genotypic information for six apple seedlings, 

identifies a QTL for skin blush on apple chromosome 9.



2. What

ÅUse of PBA ïinitial training of Demo Breeders and breeding 

trainees

To whom

ÅRosBREED breeding teams at a 2-hour workshop on 

Pedimap (Jan 2010) and a 2-day workshop on Pedimap and 

FlexQTLTM (Jun 2010)

Pedigree-Based Analysis Team II



Impact

ÅParticipants gained a good understanding of Pedimap

and the potential of FlexQTLÊ

ÅPBA workshop feedback (33 participants)
ïTechnical level of workshop (ñJust rightò ï66%, ñA little too 

advancedò ï22% ñA little too basicò ï12%)

ïGained new knowledge - 94% strongly/moderately agreed

ïPlan to apply knowledge gained ï97% strongly/moderately 

agreed

ïRecommend course to others - 94% strongly/moderately agreed

ïAdditional info on improvements for future workshops

Pedigree-Based Analysis Team II



3. What

ÅU.S.- based consulting center for PBA statistical 

support ïestablished and active

To whom

ÅAll project participants, collaborators, and other 

community scientists

Pedigree-Based Analysis Team III



Impact

ÅCenter actively used for PBA troubleshooting by project 

participants

ÅSupport in Single Nucleotide Polymorphism marker (SNP) 

Validation allowed progress by Genomics Team to stage of SNP 

Choice for final genome-scanning arrays 

ÅPBA support of a specific cherry fruit size Marker-Locus-Trait 

association facilitated subsequent focus on this target in cherry 

SNP Validation and SNP Choice

Pedigree-Based Analysis Team III



1. What

ÅSurvey of Demonstration Breeders about BIMS components 

desires ïconducted, summarized

To whom

ÅBIMS Team

Breeding Information Management 

System Team I

Impact

ÅBIMS Team gained knowledge of the database needs of 

breeders for the integration of genomics and breeding data and 

associated decision-support functions



2. What

ÅExisting genetic database software options evaluated

To whom

ÅBIMS Team

Breeding Information Management 

System Team II

Impact

ÅBIMS Team determined that no existing software packages 

provided desired functionality or could be easily modified; 

provided direction and new ideas for BIMS development



1. What

ÅRepository of DNA extracts and back-up leaf tissues of 

reference germplasm sets created 

ïAt the RosBREED Genotyping Center (lab of Dr. Nahla

Bassil, USDA-ARS Corvallis). Total of 981 apple, 748 cherry, 

1060 peach, and >800 strawberry individuals represented

To whom

ÅDemonstration and Community Breeders, germplasm

curators, geneticists, and students

Genotyping Team I



Impact

ÅBreeders gained knowledge of and used protocol for 

systematically collecting & transporting good quality leaf material 

for genotyping at an off-site facility. Genotyping Center gained 

experience in DNA extraction, quality-testing, storing, & 

databasing

Genotyping Team I



2. What

ÅSingle nucleotide polymorphism (SNP) Detection Panel 

sequencing, SNP Validation, and quality control at 

Illumina prior to SNP Genotyping ïestablished at the 

RosBREED Genotyping Center

To whom

ÅRosBREED participants, International Rosaceae SNP 

Consortium

Genotyping Team II



Impact

ÅKnowledge gained on best strategy for selection of high-quality 

SNP markers for genome-scan capabilities of apple, peach, & 

cherry for international Rosaceae genomics & genetics research 

community

Genotyping Team II



To whom

ÅRosBREED Demonstration Breeders

ÅPhenotypers, germplasm curators, researchers

MAB Pipeline Team I

1. What

ÅPedigree-linked U.S. reference germplasm sets 
(facilitated choices via calculating allele repres. & genome coverage, 

slideshow created of importance and how to calculate)



Impact

ÅReference sets established ïrobust statistical power for 

QTL validation and characterization for breeding application

ÅBreeders ïvalue of careful germplasm choice to represent 

important breeding parents

MAB Pipeline Team I



2. What

ÅMarkers for high-impact traits chosen with breeders 
(apple, peach, cherry)

To whom

ÅGenotyping Team

ÅU.S. Rosaceae breeding and research audience             
(ASHS RosBREED workshop)

MAB Pipeline Team II


