Scale 5 kb} | GCA_023055385.1

JALJCT010000001.1: 49,701,000 49,702,000/ 49,703,000 49,704,000 49,705,000 49,706,000/ 49,707,000 49,708,000 49,709,000/ 49,710,000|
All gaps of unknown nucleotides (N'’s), including AGP annotated gaps

All Gaps
Assembl
JALJCTO010000001.1 e a3 oSS PL P PP PR P LB PR P LB LB LPLL LI EL LI LLPLL PP LB BL LIS DSBS B S S DS EP PP EE BB BB BB BI B BB BD DI I
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

Simple Tandem Repeats by TRF
Simple Repeats
Genomic Intervals Masked by WindowMasker + SDust

wM+sbust | LT 0 LILLLELE LT L) | K1 N [ | 1l



