Scale 5 Kb}

| GCF_002127325.2

chré4: 69,441,000/ 69,442,000/ 69,443,000| 69,444,000| 69 445 ooo\ 69 446 000] 69,447,000| 69,448,000] 69,449,000| 69,450,000/
¢ Percent [l MW TR BRCURIITEDICEED 00 DRUTRTRTURN 0 W Amee i I\IIIHIIIII\IIH LR T H \I\II\H H \H \ \IHII\I\ H\I H IHHH H\ HHIIHH HHI II II L (I TR W T AR AT IO N
RefSeq genes, curated and predicted sets (NM_* YP_*)

NCBI RefSeq genes, curated subset (NM_* NR . NP *or P *)
NCBI RefSeq genes, predicted subset ()(V\/Lx or XR_*)
NCBI RefSeq other annotations (not NM_*, NR_*, XM_*, XR_* NP_* or YP_*)

Augustus Gene Predictions
Augustus I —
RefSeq mRNAs mapped to this assembly
CpG Islands (Islands < 300 Bases are Light Green)
Unmasked CpG - -
Repeating Elements by RepeatMasker
Simple E

Low Complexity

RNA

Simple Tandem Repeats by TRF

Simple Repeats, 1

enomic Intervals Masked by WindowMasker + SDust
[ 1] [ ] 11

G
WM + SDust [ ] [IREINIU I R I 11 1 il




