Scale 5 kb | GCA_028858625.2

chri: | 69,944,000 69,945,000 69,946,000 69,947,000 69,948,000 69,949,000/ 69,950,000 69,951,000 69,952,000|
All gaps of unknown nucleotides (N's), including AGP annotated gaps

All Gaps
Assembl
JARBXQO]_OOOOOO]_,]_ DOD303000050350355 5050555535535 5035355533553 353353355535 35X535533535353 53535553555
70 _ GC Percent in 5-Base Windows
GC Percent
30 _

Augustus Gene Predictions
RefSeq mRNAs mapped to this assembly
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