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RefSeq genes, curated and pri
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NCBI RefSeq genes, predicted subset (XM_* or XR_*)
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NCBI RefSeq other annotations (not NM_*, NR_*, XM_*, XR_*, NP_* or YP_*)
Augustus Gene Predictions
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RefSeq mRNAs mapped to this assembly
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Simple Tandem Repeats by TRF
Simple Repeats
Genomic Intervals Masked by WindowMasker + SDust
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