Scale 5 kb | GCA_963989345.1

chri: | 69,212,000 69,213,000 69,214,000 69,215,000 69,216,000 69,217,000| 69,218,000 69,219,000 69,220,000
All gaps of unknown nucleotides (N's), including AGP annotated gaps

All Gaps
Assembl
ORTEITIRL 55 5555555555555555555555553335333552222332292555992595599 9999999999999 303353555555555
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
A-rich | (Mn | (TTTG)n |
A-rich | @n 1 (AAAAT)N | (TGG)n |
An | CR1-:

Simple Tandem Repeats by TRF
Simple Repeats | |
Genomic Intervals Masked nyIWmdowMasker + SDust

wMm+spustl LIl HER L LORD L WL mn | IIIIII LUl i o1l



