
Figure S1:  The SyMAP project manager. The ‘X’ in each cell of the matrix 
indicates that the genome pair have been aligned.  Selecting a cell allows the pair to be 
removed, re-aligned or displayed. Selecting the “3D”  or  “Dot Plot” shows all projects 
in the respective view. If there is not an ‘X’ in a cell, it can be selected to be aligned. 

Additional material for SyMAP v3.4: Figures S1-S3!



Figure S2. SyMAP Perl/CGI views. (A) Whole genome circle view   



(B) Block view and sub-views.   

Block view of two genomes. 
This shows the alignment of 
all the maize blocks to the 
rice chromosomes.  

Block view for a 
chromosome. Rice-10 was 
selected from the above 
view, which displays this 
close-up of the blocks. 

Java 2D of duplicated 
regions on the same 
chromosome. The blocks 
were selected from the above 
‘Compare’, resulting in this 
view.  The block on the left 
is from the lower part of 
maize-1 and the block on the 
right is from the top of 
maize-1. 



 Match view. The result of selecting the second ‘Match’ from the table. Selecting View 
shows the region in the Java 2D display.  

Search annotation and location. This searches all text from the attribute field of the 
GFF files; consequently, it is not dependent on which attributes have been set. 
Selecting  ‘Match’ displays all (if any) anchors associated with the gene.  

 (C) Gene Search and Match. 



(D) Summary table. Selecting ‘View’ displays the corresponding 
synteny block in the Java 2D view.  



Figure S3:  Drawn to scale. This is the same as Figure 3A, but drawn to scale by 
selecting the SyMAP scale button (next to the + at the top) 


