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Simple Repeats

WM + SDust

5 kb GCF_000337935.1

8,557,000 8,558,000 8,559,000 8,560,000 8,561,000 8,562,000 8,563,000 8,564,000 8,565,000
All gaps of unknown nucleotides (N’s), including AGP annotated gaps

Assembly

AGP gap

GC Percent in 5-Base Windows
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Augustus Gene Predictions

RefSeq mRNAs mapped to this assembly
CpG Islands on All Sequence (Islands < 300 Bases are Light Green)
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