Scale chr1: BACs Centromere Gaps IBM Markers MAGI cDNAs ESTs

Genes

PUTs

MIPS Repeats MTEC Repeats MTEC+LTR Retros

UniformMu

100 Mb zeaMay_b73_v2 50,000,000 100,000,000 150,000,000 200,000,000 250,000,000 300,000,000 RevGen_v2 Assembly BACs (Maize Genome Sequencing Consortium and the Arizona Genome Institute, March 2010) Centromere (Jiang/Presting) Gaps in Genome Assembly (Maize Genome Sequencing Consortium and the Arizona Genome Institute) ISU Integrated IBM2009 Markers (Schnable Lab) Maize Assembled Genomic Islands (MAGIs, Schnable Lab) cDNAs (from PlantGDB) ESTs (from PlantGDB) Gene Density (1 Mb non-overlapping windows)

Filtered Gene Set (Maizesequence.org) Filtered Gene Set (Maizesequence.org)

PlantGDB Unique Transcripts (PUTs) GC Content

B73/Mo17 DNA Methylation (Springer Lab)

Nucleosome Occupancy (MaizeNucleosome.org)

Ac/Ds Insertions (Brutnell and Vollbrecht, via PlantGDB)

MIPS Repeats (Munich Information Centre for Protein Sequences) TE Consortium repeat annotations TE Consortium Class I repeats, with new LTR exemplars Heritable Mu Insertions (Mu-Illumina Group)

UniformMu Insertions (UniformMu Group)

Gene Density

60 _

0 _

%GC 50.6482 _

43.4413 _

DNA Methylation

0.938338 _

-0.769835 _

Nucleosomes

1.13321 _

-0.902893 _