Scale RXXF01001005.1:

All Gaps

Simple Repeats

WM + SDust

5 kb GCA_004011185.1 506,000 507,000 508,000 509,000 510,000 511,000 512,000 513,000 514,000 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

RXXF01001005.1

(TATTTT)n (TTTG)n

(TTCCA)n CR1-Y1_Aves (T)n

(T)n

rnd-3_family-21 (TATTTT)n (TTTG)n

(TTCCA)n rnd-1_family-10 (T)n

(T)n

GC Percent

70 _

30 _

(ATTTCT)n

(ATTTCT)n