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Asian Soybean Rust 	

Asian Soybean Rust	


Branching 	

Branching	


BSR 	

BSR	


Cnpy ht 	

Canopy height	


Cnpy wdth 	

Canopy width	


CID 	

Carbon isotope discrimination	


CWP 	

Cellwall polysacch composition	


CES 	

Chlorimuron sensitivity	


CCW 	

Common cutworm	


CEW 	

Corn earworm	



Lflt chlorophyll 	

Leaflet chlorophyll 	


Lf lgth 	

Leaflet length	


Specific lflt N 	

Leaflet N, specific	


Lf Phos 	

Leaflet P	


Lflt shape 	

Leaflet shape	


TRG(DW) 	

Leaflet trigonelline, dry	


TRG(FW) 	

Leaflet trigonelline, fresh	


Lf wdth 	

Leaflet width	



NitR7 	

Seed N at R7	


Sd num 	

Seed number	


Oil 	

Seed oil	


Sd wt/plant 	

Seed weight per plant	


Sd yld 	

Seed yield	


Yld/Ht 	

Seed yield/Plant height	


Yld/SW 	

Seed yield/Seed weight	


R5 	

Seed, beginning	



Improved QTL Names	









New Wm82 genome assembly from JGI	


 - corrects known problems with the v1 assembly	


 - incorporates additional transcript data resulting in improved gene predictions	


 - revised gene model and annotation nomenclature	


      locus: Glyma.01g000100	


      transcript: Glyma.01g000100.1	



      for annotation version Wm82.a2.v1	


        locus ID: Glyma.01g000100.Wm82.a2.v1	


        transcript ID: Glyma.01g000100.1.Wm82.a2.v1 	





The current sequence browser now has a track showing synteny 
between the v1 and v2 assemblies.	



That the v1 and v2 synteny tracks are reciprocal for shared regions.	





Wm82.a1.v1.1 gene models and markers mapped onto new assembly when possible. 	



Markers and gene models with different chromosomal locations or DNA strand 
between the two assemblies are indicated in red.	











Switching Between v1 and v2 Genome Browsers	











SoySNP50K data currently only on genome assembly Wm82.a1.v1.1	













Haplotype and Allele States for varieties 
Conceptual Haplotype Viewer Using A Condensed Graphical Form	





Conceptual Report for a GWAS Experiment	





Trait Associated Snps Shown Relative To The Genetic Map	





Trait Associated Snps Shown Relative To The Genome Sequence	







Questions?	



http://soybase.org	








