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Marker Discovery

Reference sequence is
Needed to anchor sequences
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Problems

Sequences can not be anchored
for non-model organisms that do not have
a reference genome sequence
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Data Challenges

= Genomics Sequences (~400,000)
BAC End Sequences (~90,000)

ESTs (~70,000)

Marker Information (~1400)

= Description, Type, PCR primers, DB links, literatures

Genetic Maps

+ Non Model Organism

Egenome
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Computational Challenges

= Multiple tools
- Computational Capacity

= Geographical locations
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Bean breeder’s toolbox

Text
Search

Marker Disease QTL Other
[BIast/BLAT } Name Name Name Keywords
e

To Ref. Genom

\ 4
Genome Location
(Chr#, base position)

knowlegeDB
(abcKT)

T Visualization
o
} Mapped Genetic Marker Syntenic Genomic Mapped Genomic Mapped EST
Marker Maps Predictions mappings Sequences Sequences Sequences
{E l l | ] l | |
2 Neighbor Extension l
:4H- New Potential
o Marker List

Marker

=&enome arke
e center Validation




Live Demo
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Home Page

PhaseolusGenes

Bean Breeder’s Molecular Marker Toolbox

Home Search Browse Users Funding Contributors Data Contributors About Log Out

Marker or Trait Search
For example, you may search for "g1307"
(Search) Advanced Search

BLAST to Soybean Genome
(blastn w/ e-value cutoff 0.0001)

Enter one sequence in simple text

This search may take up to a minute

(_ Search )(Reset)
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Database Record For Each Marker

Marker Results
1

+ Gene: None, Marker: g1307 , Linkage: 2
D 10583
Gene None
Marker g1307
Genbank -

)X823517
e DX823517
Genbank
code 2
Sequence GGAGTGGATCAAGGTATTCITTAACTTAAAATTTTATTTATTTCAAAATTATTTGGTTGTTGTCITGGGTTTCAAAGGCAAAAATTAATTTGTTTTTTCTTTTTGTGTTTGGAATGTCAAT]
Sequence 2
Pvnmer None
Names

Fw Primer AAAAATCTATTCCCCACTTCIGGA
RvPrimer TTCGAAAATTCTGTAATCAAAACCIG
Linkage
Group
Feature
Start (cM)
Feature
Stop (cM)
Size
Orientation
Melting
Temp

SSR
Sequence
Reference P. McClean, pers. comm.

Hyperlink http://lis.comparative-legumes.org/cgi-bin/cmap/viewer?mapMenu=&amp;featureMenu=&amp:corrMenu=&amp;displayMenu=&amp;advancedMenu=&amp:ref species acc=Pv
GBrowse

Mappings

CMap Link Cmap Linkage Group 2

Information Best A thaliana hit: At2g352601;Annotation (inherited from A thaliana) : expressed protein;Jalo EEP558 GenBank accession : DX824056;BAT93 GenBank accession : DX823517;1

2

None

None

None
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Blast Results

Soy Search Results

Default cutoff e-value: 0.0001

sequence: lcl|Gmo1
score: 236.4 bits (119.0)
e value: 2.5238e-60
frame: +1/+1

positives: 240

identity: 240

GBrowse Link

Score 119 (236 bits), expectation 2.5e-60, alignment length 282
Query: 123 TGACAGACTGATAACATTCTTGCTCCCATTATCACACATGGCATA...CAG 393

Sbjct:52342487 TGACAGACTGATAATATTCTTGCTCCCATTATCACACATGGCATA...CAG 52342766

sequence: lcl|Gmi1
score: 234.4 bits (118.0)
e value: 9.97248e-60
frame: +1/-1

positives: 255

identity: 255

GBrowse Link

Score 118 (234 bits), expectation 1.0e-59, alignment length 300
Query: 396 AACCTGCATATTCTGTATGTACGAGACAAGAACTATAATGAGTAT...ACA 106

LLEEEEEEEEEE e Eeere e feee vl rererr il e«

Sbjct: 3187509 AACCTGCATATTCTGTATGTATGAGACCAAAACTAACATGAGTAT...ACA 3187806
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Markers on GB
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E Search

Landmark or Region:

Gm01:52337567..52347566 Search
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Ilcl\GmOl:SZ342487..52342766 Search
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