Scale 5 kb | GCF_014839835.1

chrz: 46,720,000 46,721,000 46,722,000/ 46,723,000 46,724,000 46,725,000 46,726,000 46,727,000 46,728,000 46,729,000|
All gaps of unknown nucleotides (N’s), including AGP annotated gaps

All Gaps

Assembl
RV AXON Y AVAORNOIOIO[0I0ICHMMN > > > >>>5 5555553555353 5535555353553 5553553555355 5535355355535 535553535 553535 5535535535553 553 5553553555555 55555)>

70 _ GC Percent in 5-Base Windows
GC Percent
30 _
NCBI RefSeq genes, curated and predicted sets (NM_*, XM_*, NR_*, XR_*, NP_* or YP_*)
ACER2 [
NCBI RefSeq genes, predicted subset (XM_* or XR_*)
ACER2 B
NCBI RefSeq other annotations (not NM_*, NR_*, XM_*, XR_*, NP_* or YP_¥*)
Augustus Gene Predictions
Augustus . . .
RefSeq mRNAs mapped to this assembly

NM_001017116.2 [

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

DR0163310 —————(RKKRRIRKRRRKRKIRRIRaRR] DR0163444 [EEN—{EEEEEE
DR0163363 MR DR0163321 & DR0163290 B
DR0163358 KK DR0163449 |
DR0163262 KRKKE DR0163327 &K1

DR0163447 [

DR0163449 BEl—13
DR0163444
RepeatModeler Repetitive Elements

rnd-1_family-12 —————(RRKRKRRRRRRIRRIR] KRRRR] rnd-1_family-28 JEEEN—EEEEEE)
rnd-1_family-81 BEBESI rnd-1_family-10 K&——& rnd-1_family-20 S<EH
rnd-1_family-150 << rnd-1_family-92 KRR
rnd-1_family-133 EEESY rnd-5_family-3150 |

(cAG)n |

(CAGG)n |

rnd-1_family-83
rnd-1_family-33 [B]
Simple Tandem Repeats by TRF
Simple Repeats
Genomic Intervals Masked bi/ WindowMasker + SDust

wMm+soustiIE] HEERELTL L0V LED b Rl L0 i i Nl i i | | |



