Scale 5 kb} | GCA_009859025.1

STFT01000752.1: | 3,178,000 3,179,000 3,180,000 3,181,000 3,182,000 3,183,000 3,184,000 3,185,000 3,186,000|
All gaps of unknown nucleotides (N’s), including AGP annotated gaps

All Gaps
Assembl
SRNERNONNOIOIONASYRN > > > > 5555535555355 53 5555355535353 535355535 5535535553535 553553555535 5535535 5535535535535 5553553553555 5535553555555 555)
70 _ GC Percent in 5-Base Windows
GC Percent
30 _

Augustus Gene Predictions
RefSeq mRNAs mapped to this assembly
NM_001037847.2 i
CpG Islands on All Sequence (Islands < 300 Bases are Light Green)
cpc: 175 I
RepeatMasker Repetitive Elements

A-rich | A-rich |
G-rich
Geon il
GA-rich |

A-rich |
Simple Tandem Repeats by TRF
Simple Repeats | | | |
enomic Intervals Masked by WindowMasker + SDust

WM +SDust || I I mn N I| e T T ] 111 BN



