Scale 5 kb | GCA_963513975.1

chrl: 51,156,000 51,157,000 51,158,000 51,159,000 51,160,000 51,161,000 51,162,000 51,163,000 51,164,000 51,165,000|
All gaps of unknown nucleotides (N's), including AGP annotated gaps

All Gaps
Assembl
VEETTETRL > >>>5555555555555550005999999253355533333555555350559599999999233333355555555555355999999935975>>
AGP gap
Gap (AGP defined)
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
(AAGGAG)n )] (TTmon | A)n |
An |
RepeatModeler Repetitive Elements
(AAGGAG)n B rnd-1_family-29 A)n |
An |
Simple Tandem Repeats by TRF
Simple Repeats [ | |

nomic Intervals Masked by WindowMasker + SDust

wv+soust | [FTIRI L 1 111 IIIIII||IIIIIIIII| [ 1111 | IIIIIIII ot n 0t 1 1 n



