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Figure S7. Newly closed gap sequences are enriched for repeats and under-enriched for coding regions. 10,000 10 Mb windows were randomly drawn across the genome to generate a null background distribution. The observed density of coding sequence (A) or repeats (B) within gap sequence is indicated by a blue line.

image1.emf



0



200



400



0.0 2.5 5.0 7.5
Number of coding bases (per Mb)



0



200



400



0 500 1000 1500 2000 2500
Number of repeats (per Mb)



C
ou
nt



C
ou
nt



A



B











