Scale 5 kb | GCA_030490855.1

chri: | 60,308,000 60,309,000 60,310,000 60,311,000 60,312,000/ 60,313,000 60,314,000 60,315,000 60,316,000|
All gaps of unknown nucleotides (N's), including AGP annotated gaps

All Gaps
Assembl
BPRURISHUITIRUSEIRL 5555555 5555559255533 3355555555555 50559999955555355333 33335555355 90999999999992533335555555555
70 _ GC Percent in 5-Base Windows
GC Percent
30 _
Augustus Gene Predictions
g1486.t11

RefSeq mRNAs mapped to this assembly

NM_001347966.2

CpG Islands on All Sequence (Islands < 300 Bases are Light Green)
RepeatMasker Repetitive Elements

(GTGT)n | Aacon | DR0418929 [l
RepeatModeler Repetitive Elements
acon | rnd-4_family-381 [
(GTGT)n |
rnd-4_family-381 ||

Simple Tandem Repeats by TRF
Simple Repeats | i)
Genomic Intervals Masked by WindowMasker + SDust

wMm+soust I 0L LD L RLLUEE 0 BEV e enmenm ot 1ttt i i



