Scale 5 kbl | GCF_024509145.1
NC_071571.1: | 51,530,000 51,531,000 51,532,000/ 51,533,000 51,534,000/ 51,535,000/ 51,536,000 51,537,0001 51,538,000 |
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XM 0539719131 NCBI RefSeq genes, curated and predicted sets (NM_* XM_*, NR_*, XR_* NP_* or YP_*)

XR_008435994.1
XM_053971909.1
XM"053971925.1

NCBI RefSeq genes, curated subset (NM_*, NR, ** NP_*or YP_*)
NCBI RefSeq genes, predicted subset (XM_* or XR_*)

XM_053971913.1
XR_008435994.1
XM_053971909.1
XM 053971925.1

NCBI RefSeq other annotations (not NM_*, NR_*, XM_*, XR_*, NP_* or YP_*)
Augustus Gené Predictions
Auqustus

RefSeq mRNAs mapped to this assembly
NM 001292797.1
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