
Additional file 11: Dot plots between TAIR9 and Col-0_GK-wt for potential errors in 

the reference sequence.  

These figures were generated based on a previously described script (Pucker et al. 

(2019), PLoS-One 14:e0216233). The intensity of blue coloration indicates the 

sequence similarity of BLAST hits. Structural variants between both genome 

sequences are revealed by dots that are not located on the expected central 

diagonal line from lower left to upper right. Titles of individual figures indicate the 

displayed region of the TAIR9 reference sequence, the AGIs of effected genes, and 

the IDs of overlapping BACs. 
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