Scale chr8:

Augustus

Unmasked CpG

Simple Repeats

WM + SDust

5 kb GCF_000409795.2 46,435,000 46,436,000 46,437,000 46,438,000 46,439,000 46,440,000 46,441,000 46,442,000 46,443,000 GC Percent in 5-Base Windows

NCBI RefSeq genes, curated and predicted sets (NM_*, XM_*, NR_*, XR_*, NP_* or YP_*)

NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_*) NCBI RefSeq genes, predicted subset (XM_* or XR_*)

NCBI RefSeq other annotations (not NM_*, NR_*, XM_*, XR_*, NP_* or YP_*) Augustus Gene Predictions

RefSeq mRNAs mapped to this assembly

CpG Islands (Islands < 300 Bases are Light Green)

RepeatMasker Repetitive Elements

Simple Tandem Repeats by TRF

Genomic Intervals Masked by WindowMasker + SDust

XM_008000576.1 XM_008000577.1 XM_008000578.1 XM_008000579.1 XM_008000581.1 XM_008000582.1 XM_008000583.1 XM_008000584.1 XM_008000585.1 XM_008000590.1 XM_008000591.1 XM_008000592.1 XM_008000593.1 XM_008000588.1 XM_008000586.1 XM_008000587.1 XM_008000580.1

XM_008000576.1 XM_008000577.1 XM_008000578.1 XM_008000579.1 XM_008000581.1 XM_008000582.1 XM_008000583.1 XM_008000584.1 XM_008000585.1 XM_008000590.1 XM_008000591.1 XM_008000592.1 XM_008000593.1 XM_008000588.1 XM_008000586.1 XM_008000587.1 XM_008000580.1

NM_027671.5

L2a Tigger3 AluYRa1 FLAM_C Tigger3 Tigger3

MIR3 L2a AT_rich (TG)n

MER21C AT_rich

MIR3 MER5A L1_RS1

GC Percent

Tigger19a#DNA/TcMar-Tigger