Scale chr1:

G4 motifs

MAKERP_all

MAKERP_highConfidence

DNSseq Hypersensitive Sites

H1 H2 HC L1 L2 LC

Repeat Masker

100 Mb zeaMay_w22_v1 50,000,000 100,000,000 150,000,000 200,000,000 250,000,000 300,000,000 G-Quadruplex Motifs from quadparser (Andorf & Bass)

GC Percent in 100-bp nonoverlapping windows

Mapability based on 50mers and alignQual>10

All Gene Predictions from MAKERP (Jiao and Ware, CSHL)

High Quality Gene Predictions from MAKERP (Jiao and Ware, CSHL)

DNSseq reads per million (MNase-seq using light and heavy digestion levels, Vera and Bass)

DNSseq reads per million by fragment size (MNase-seq using light and heavy digestion levels, Vera and Bass)

DNSseq reads per million, quantile normalized (MNase-seq using light and heavy digestion levels, Vera and Bass)

MNase-hypersensitive sites called from DNSseq data by MACS2 using an FDR cutoff of 0.01

DNSseq sensitivity, light-heavy (MNase-seq using light and heavy digestion levels, Vera and Bass)

RNAseq read densities, Leaf sections (Brutnell, DDPSC)

DNSseq alignments (MNase-seq using light and heavy digestion levels, Vera and Bass)

RNAseq read densities, Seedlings (Brutnell, DDPSC)

Repeat Masker Repeats zoom in to <= 25,000 bases to view items zoom in to <= 25,000 bases to view items zoom in to <= 25,000 bases to view items zoom in to <= 25,000 bases to view items zoom in to <= 25,000 bases to view items zoom in to <= 25,000 bases to view items

GC Percent

49.2754 _

0 _ Mapability

DNSseq densities

0.136484 _

0.0530021 _

DNSseq densities by size

0.100389 _

0 _ DNSseq densities qnorm

0.231302 _

0 _

DNSseq sensitivity

0.0467307 _

-0.0192873 _

Leaf RNAseq densities

87.8978 _

0 _

Seedling RNAseq densities

65.3117 _

0 _