Scale 5 kb | GCA_027557775.1

chri: | 66,372,000 66,373,000 66,374,000 66,375,000 66,376,000 66,377,000 66,378,000/ 66,379,000 66,380,000
All gaps of unknown nucleotides (N'’s), including AGP annotated gaps
All Gaps

Assembl
JAPZJY010000001.1 e3P o PP E L PP LB PP LB LI P LB LB PP L P IB LB BB EB BB EB PP LB ED BB LS BB ES S PHSSPEPPIPIL LB EL BB PP P PP

70 _ GC Percent in 5-Base Windows
GC Percent
30 _
Augustus Gene Predictions

RefSeq mRNAs mapped to this assembly
NM_006940.6

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

(TA)n (Tmmn |l DR0105197 |
(Mn |
RepeatModeler Repetitive Elements
(TA)n i) rnd-5_family-13686 [I rnd-1_family-4 |
(TTDn I
(Mn |

Simple Tandem Repeats by TRF
Simple Repeats

Genomic Intervals Masked bf/ WindowMaskTa

wMm+soust b L IE L TR L T TR

r + SDust
Tt 1N miD THr nr L



