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Marker development considerations

How to sequence?q
What part of the DNA to sequence?

SNPs
What lines to sequence?
How many lines to sequence?y
Qualifying genotypic data



Genome Browser



Converting Sequence to SNPs

Consider:
Lines sequenced
DuplicationsDuplications
Heterozygosity



Basis of SNPs is important

Robbins et al. 2011



cDNA Libraries for Sequencing
Using Illumina Genome Analyzer

•OH08-6405 (CA fresh-market)
•FL7600 (Florida fresh-market) Root 

Leaf•NC84173 (NC fresh-market)
•OH9242 (Ohio processing)
•PI114490 (wild cherry tomato)
PI128216 ( ild t t t )

Leaf
Flower
Fruit
Callus

•PI128216 (wild current tomato) 

•H1706 (Midwest Processing; Genome sequence)
•TA496 (CA Processing; EST sequence)•TA496 (CA Processing; EST sequence)



SNP Filters
Allele depth

Sequence Alignment

Allele Frequency
•OH08-6405 (CA fresh-market)
FL7600 (Fl id f h k t)•FL7600 (Florida fresh-market)

•NC84173 (NC fresh-market)
•OH9242 (Ohio processing)
•PI114490 (wild cherry tomato)

Candidate genes

•PI114490 (wild cherry tomato)
•PI128216 (wild current tomato)



Results of validation Test-96 Bead express

After filters: 28,380 putative SNPs
Cultivated: 9200Cultivated: 9200



10,000 Bead-Infinium Tomato Chip Design

GAII SNPs cultivated 4,548GAII SNPs cultivated 4,548 
Unique Community SNPs 1,387 
Unique Community Gene SNPs 552 
S ff ld C SNP 2 297Scaffold Coverage SNPs 2,297 
Total SNPs 8,784 
Transversion SNPs 1,216 
Total Probes 10,000 

SNPs from SolCAP Trait Genetics and INRASNPs from SolCAP, Trait Genetics and INRA
Design: John Hamilton, Robin Buell, David 

Francis, Allen Van DeynzeFrancis, Allen Van Deynze
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Qualifying genotyping data-not about bands



Setting up the project



The workbench

SNPs

Cl tClusters

Samples



Views

PolarPolar

Cartesian



Managing samples

•Display
Call rate graph•Call rate-graph

•Sort
•ExcludeExclude
•Configure



Load additional samples



Import clusters



Managing SNPs



SNP Table

Display
StatsStats
Select columns



Selecting data to export



Exporting Genotypes



Options



QC

Samplep
SNPs
Allele FrequencyAllele Frequency


