Scale 5 kb} | GCF_018153725.1
NW_025318667.1: 10,648,000| 10,649,000| 10,650,000| 10,651,000| 10, ssz ooo\ 10 653,000| 10,654,000| 10,655,000| 10,656,000| 10,657,000|
ase Windows
¢ Percent 1T O O 0BT 0 10 E I HI\IH\III |IIII\ I\I \ II\IH H\I | IO IIII\IIII RUWNET P PUEACTE I EEE TE VTR0 MR 0 T N
NCBI RefSeq genes, curated and predicted sets (NM_” * ,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
Augustus
RefSeq mRNAs mapped to this assembly

CpG Islands (Islands < 300 Bases are Light Green)
cpc: 32 [N cpc: 16|l
CpG Islands (Islands < 300 Bases are Light Green

Unmasked CpG|l | | b |

RepeatMasker Repetitive Elements
(TAC)n#Simple_repeat 1 ROO_l-int (TTTAT)n B meon |l aAn I TAn i cAG)n |
(To)n B (TATAAG)N H GA-rich (ccGon | (GTCGAC)n I ©cAn |
Gaeemn | (AAGTAT)n [BEBI-BEEBEEEEERI (TACCT)n B (GGGGCA)n | acn i
(GAAGCT)n i (TAAG)n Il ae)n | cTe)n & GAn I cAn il
(cAn B (ATATTAT)n B (Tcn B (cAan B
acon I (TcTCTCAC)N | (cTGe)n B
(AAGTGG)n B GTon | (GGGCAGC)n I
(GATAA)N I (AccCAn |
Simple Tandem Repeats by TRE
Simple Repeats 1 1 | B | | il I'n 1 11n 1

Genomic Intervals Masked by WindowMasker + SDu.

WM + SDust I W HIE]l BB LI WL L LD ] 1 [ IR N R | (HEY || BRIl IEE RN 1 HIE m i




