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Figure S1.  A gene fusion isoform that produces an early termination site. This domain figure 
corresponds to an alternative gene fusion isoform different from the one shown in Figure 2, but is 
discovered in the same patient. 

 



 

Figure S2. Users can control the scales of the exon expression figure. This figure shows the same 
plot as Figure 2C, except that the y-axis is scaled with the same value for the left and right panels, and 
the lines for exon boundaries are removed. User can also control the scales for both the y- and x-axes 
of both the left and right panels independently. 

  



  

 

Figure S3.  Users can control the scales and other features of the gene partner expression 
figure. This figure shows the same plot as Figure 2D, except that the y-axis is scaled with the same 
value for the top and bottom panels. Users can also designate a maximum value for the y-axes of the 
panels. The figure was plotted by sorting the ERG gene expression. This is because by default, 
INTEGRATE-Vis chooses the gene partner with the smallest p-value for t-statistic to cluster the type or 
category. Users can also control the sorting by either the 5’ or the 3’ gene.   

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

Figure S4. INTEGRATE-Vis is very efficient. The runtime for each type of plot as shown in Figure 2 is 
usually a couple of seconds. Panel C involves calculating read coverage on each nucleotide, and Panel 
D is run with a cohort of 333 patients. Tested using a machine with Intel Xeon CPU 2.50GHz. 
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