Scale CM056245.1:

All Gaps

Simple Repeats

WM + SDust

5 kb GCA_029633875.1 30,348,000 30,349,000 30,350,000 30,351,000 30,352,000 30,353,000 30,354,000 30,355,000 30,356,000 30,357,000 All gaps of unknown nucleotides (N’s), including AGP annotated gaps

Assembly

GC Percent in 5-Base Windows

Augustus Gene Predictions

RefSeq mRNAs mapped to this assembly

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

RepeatModeler Repetitive Elements

Simple Tandem Repeats by TRF

Genomic Intervals Masked by WindowMasker + SDust

JARULG010000001.1

g905.t1

NM_201483.1

DR0178624 DR0178970 DR0179298 DR0178970

DR0238049

(T)n DR0238006

DR0179046

(AAT)n DR0237175

DR0236987 DR0236987

DR0178680

(TTTTA)n

DR0179207 (TTTG)n DR0236615 DR0237855

DR0178449

DR0237822

DR0237929

rnd-3_family-1253 (T)n rnd-5_family-2126 rnd-1_family-87 rnd-5_family-136

(AAT)n rnd-4_family-428 rnd-1_family-162

rnd-1_family-35 rnd-1_family-193 rnd-4_family-4580

(TTTTA)n rnd-3_family-258 rnd-5_family-9539

(TTTG)n

rnd-1_family-510 rnd-4_family-1411 rnd-1_family-345 rnd-2_family-49 rnd-1_family-15

GC Percent

70 _

30 _

Repeats

Repeats