Scale chr1:

All Gaps

Gap (AGP defined)

Augustus

mouse sPRET_EiJ pWK_PhJ cAST_EiJ wSB_EiJ nZO_HlLtJ c57BL_6NJ nOD_ShiLtJ fVB_NJ dBA_2J cBA_J c3H_HeJ

aKR_J a_J lP_J 129S1_SvImJ rat SINE LINE LTR DNA Simple Low Complexity Satellite RNA Other

Simple Repeats

WM + SDust

1 Mb BALB_cJ 97,000,000 97,500,000 98,000,000 All gaps of unknown nucleotides (N’s), including AGP annotated gaps

Assembly

AGP gap

GC Percent in 5-Base Windows

Ensembl genes v86

Augustus Gene Predictions

CpG Islands (Islands < 300 Bases are Light Green)

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

Cactus alignments, 17 mice strains plus rat

Repeating Elements by RepeatMasker

Simple Tandem Repeats by TRF

Genomic Intervals Masked by WindowMasker + SDust

LVXK01025055.1 LVXK01025056.1 LVXK01025057.1 LVXK01025058.1

LVXK01025059.1 LVXK01025060.1 LVXK01025061.1 LVXK01025062.1 LVXK01025063.1

LVXK01025064.1 LVXK01025065.1 LVXK01025066.1 LVXK01025067.1 LVXK01025068.1 LVXK01025069.1 LVXK01025070.1

LVXK01025071.1 LVXK01025072.1

MGP_BALBcJ_T0021495.1 MGP_BALBcJ_T0021496.1 MGP_BALBcJ_T0016976.1 MGP_BALBcJ_T0016977.1 MGP_BALBcJ_T0016978.1 MGP_BALBcJ_T0016979.1 MGP_BALBcJ_T0016980.1 MGP_BALBcJ_T0099111.1 MGP_BALBcJ_T0021507.1 MGP_BALBcJ_T0021508.1 MGP_BALBcJ_T0005825.1 MGP_BALBcJ_T0005826.1 MGP_BALBcJ_T0005827.1 MGP_BALBcJ_T0012125.1 MGP_BALBcJ_T0012126.1

MGP_BALBcJ_T0021509.1

MGP_BALBcJ_T0021510.1 MGP_BALBcJ_T0021511.1

MGP_BALBcJ_T0021512.1 MGP_BALBcJ_T0009498.1

MGP_BALBcJ_T0005828.1 MGP_BALBcJ_T0005829.1 MGP_BALBcJ_T0012127.1

MGP_BALBcJ_T0099112.1 MGP_BALBcJ_T0012128.1 MGP_BALBcJ_T0021513.1 MGP_BALBcJ_T0000568.1

MGP_BALBcJ_T0012129.1

CpG: 81

CpG: 96 CpG: 23

GC Percent

70 _

30 _