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Supplemental Figure 1. Gene Expression Display 

Gene expression is displayed graphically as blocks of varying shades of blue. Expression 
values for each sample is processed by determining the range of values for each gene and 
dividing the range into 5 ranges. Each range is color coded from gray to dark blue. The darker 
blue the higher the expression. Gray indicates an expression value of zero. 

 
 



 



 
Supplemental Figure 2. Utilization of the Genome Browser to Identify Candidate Genes 

Using the Genome Wide Association QTL track, the user is able to display the QTL in the 
context of gene models and expression values. In this display the Plant height 6-g5 and 1-g5 
SNP appear to be associated either Glyma.09g212900 or Glyma.09g213000. The 41 SoyNAM 
parental cultivars are displayed. It may be possible to correlate strains with tall or short stature 
to the expression of these two gene models 

  



 
 

 
 
Supplemental Figure 3. Sequence Diversity in Soybean 

SoyBase Genome Browser with GmHapMap and USB481 diversity tracks. Soybean gene 
models (Glyma.Wm82.a2.v1) in relation to SNPs identified in the two diversity experiments. The 
effect of each SNP is color coded to identify SNPs that might impact gene function. Modifier 
SNPs are green, low effect in blue, moderate effect in orange and high effect in red.  
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Supplemental Figure 4. Gene Expression Explorer Tool 

The Gene Expression Explorer Tool allows the user to choose GEO expression experiments to 
visualize in the genome browser. The tool allows the user to select expression tracks to view in 
two different ways. Experiments can be shown as a unified group by choosing the experiment 
names (A) or by tissue or treatments (B). This way the user could choose to view all tracks of 
gene expression from leaflets or seedlings. 

  



 
Supplemental Figure 5. Expression Track Selector Panel 

Once expression experiments or tissue/treatments have been chosen, the user has the option 
to drill down into the available tracks and activate/inactivate tracks that are more germane to the 
users’ query. Going on to the next step, the user will be taken to the Genome Browser with the 
selected tracks displayed. 

  



 

 
Supplemental Figure 6. Tabular Display of GEO Gene Expression 

Tabular display of GEO experiments for a specified gene. Expression values are expressed as 
intensity units for chip experiments and RPKM or FPKM counts for resequencing experiments.  

 

 


