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Selected Examples of Recent 
Additions to SoyBase

• GRIN Data Explorer
• Gene Expression Explorer
• Cultivar and Experimental Line pedigrees
• Data downloads
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GRIN Data Explorer
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GRIN Data Explorer
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Gene Expression Explorer
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Gene Expression Explorer
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Gene Expression Explorer
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Gene Expression Explorer
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Gene Expression Explorer
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Cultivar Pedigrees at SoyBase
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Cultivar Pedigrees at SoyBase
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Cultivar Pedigrees at SoyBase
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Data Downloads
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Options for the Future of SoyBase

• Business as usual

• Increased community involvement
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Asian Soybean Rust Leaflet weight, specific SCN Seed set, 2 or 3 per pod
Branching Lodging SDS Seed set, 2 per pod
Chlorophyll flourescence TRo/ABS mqCanopy wilt Seed coat hardness Seed set, 3 per pod
Chlorosis, leaflet UV-B induced mqPlant height Seed conglycinin, beta Seed set, 4 per pod
cqSeed oil mqSeed Oil Seed Cys Seed thickness
cqSeed protein Node number Seed daidzein Seed Thr
cqSeed weight Nodule number Seed genistein Seed tocopherol, alpha
First flower Nodule size Seed glycinin Seed tocopherol, delta
Flower color Petiole color, UV-B induced Seed glycinin plus beta-conglycinin Seed tocopherol, gamma
Foxglove aphid, primary damage, choice Phomopsis seed decay Seed glycinin to beta-conglycinin ratio Seed tocopherol, total
Foxglove aphid, primary damage, no choice Phytoph Seed glycitein Seed total isoflavone
Foxglove aphid, total damage, choice Plant damage, UV-B induced Seed hardness Seed viability
Foxglove aphid, total damage, no choice Plant height Seed height Seed weight
Hypocotyl length Plant P Seed isoflavone Seed weight per plant
Internode length Pod maturity Seed length Seed width
Japanese beetle resistance Pod number Seed length to height ratio Seed width to thickness ratio
Leaf Damage, ozone, 2nd trifoliate leaf R/V photo-thermal sensitivity Seed length to thickness ratio Seed winter hardiness
Leaf Damage, ozone, 3rd trifoliate leaf Reproductive period Seed length to width ratio Seed yield
Leaf Damage, ozone, 3rd-5th trifoliate leaves Reproductive period photo-thermal sensitivity Seed length to width ratio Shoot length
Leaf Damage, ozone, 4th trifoliate leaf Reproductive to vegetative period ratio Seed Lys Shoot weight
Leaf Damage, ozone, 5th trifoliate leaf Root density, lateral Seed Met Shoot weight, dry
Leaf Damage, ozone, 6th trifoliate leaf Root length, primary Seed Met plus Cys Soybean mosaic virus
Leaflet area Root nodule weight, dry Seed number Stem length, main
Leaflet chlorophyll Root to Shoot weight ratio Seed oil Stem weight, dry
Leaflet shape 10-1 Root volume Seed protein Total growth duration
Leaflet shape, UV-B induced Root weight, dry Seed set, 1 per pod Vegetative period

1024 QTL for 104 Traits Added in 2016
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Getting Data into SoyBase

Adding the 1024 QTL took over 10 person months, primarily due to 
the idiosyncratic way papers are written.  Often the only place in the 
paper that the map positions of the QTL are given is a figure.  We 
then must analyze the figure to determine the coordinates of the 
QTL ends and in addition often convert the genetic positions 
reported in the paper to the coordinate system used at SoyBase.

For comparison, the Gene Expression Explorer I described took 
about 2 person months to develop and populate while the GRIN Data 
Explorer took about 1 month.  
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Options for the Future of SoyBase

• Business as usual

• Increased community involvement
  - Talk to us early when initiating a project
       grant proposal data management plan
       nomenclature and data format
  - Direct data submission to SoyBase
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Direct Data Submission
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Contact SoyBase



SoyBase: integrating soybean genetics and genomics 
https://soybase.org 

Questions?

We value your opinion!!

Please take our quick six question survey using the link on 
the SoyBase home page or at https://www.soybase.org/survey/


