Scale 5 kb | GCA_015220175.1

JADCQL010000613.1: | 1,252,000 1,253,000 1,254,000 1,255,000 1,256,000 1,257,000 1,258,000 1,259,000 1,260,000|
All gaps of unknown nucleotides (N's), including AGP annotated gaps

All Gaps
Assembl
BPTISTREICTIRRL 2 >>>555555555555555505599999255555535333555553350555555999999553333355553555553395599999953775>>
70 _ GC Percent in 5-Base Windows
GC Percent
30 _
Augustus Gene Predictions
RefSeq mRNAs mapped to this assembly
CpG Islands on All Sequence (Islands < 300 Bases are Light Green)
RepeatMasker Repetitive Elements
CR1-3_Croc f{ CR1-3_Croc § CR1-3_Croc
CR1-3_Croc £ CR1-3_Croc 38—
CR1-3_Croc|
Simple Tandem Repeats by TRF
Simple Repeats |
Genomic Intervals Masked by WindowMasker + SDust
WM + Sbust| et e ] I mOm . 1] |



