Scale 5 kb | GCA_027574665.1

chri: | 49,546,000 49,547,000 49,548,000/ 49,549,000 49,550,000 49,551,000 49,552,000/ 49,553,000 49,554,000|
All gaps of unknown nucleotides (N’s), including AGP annotated gaps

All Gaps
Assembl
BPYETTIIUTEUGTIL S 5555 5555555555555999 755535335 555555555559599555995555753 333555555555 955999999999955355355555555
70 _ GC Percent in 5-Base Windows
GC Percent
30 _
Augustus Gene Predictions

g943.t1

RefSeq mRNAs mapped to this assembly
NM_001205844.1 i

CpG Islands on All Sequence (Islands < 300 Bases are Light Green)
RepeatMasker Repetitive Elements
DR0689240 RRKKIRK DR0689334 B X1_LINE B
DRI
RepeatModeler Repetitive Elements

rnd-1_family-2 [BBBBEEES

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

wv+soustll LI BRI 1T 0 I Ll bRl | | | e T



