	Additional data file 10.  Average Log2 ratios of the chromosomes in three AD hybrid strains upon hybridization to the tiling arrays of the JEC21 and H99 genomes.a
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a In most cases, each chromosome had both a serotype D copy and a serotype A copy as detected by Log2 ratios between –0.151 and 0.462.  Variability for specific chromosomes may reflect divergence between the genomes of the parental strains that formed the AD hybrids and the reference genomes from JEC21 and H99.  

b The Log2 ratios suggested the loss of specific chromosome sequences from only one serotype (missing serotype is highlighted in yellow).  

c Red check marks represent chromosomes that have been confirmed by PCR-RFLP in this study.  

d Blue check marks represent chromosomes that have been analyzed by PCR analysis (Lengeler et al. 2001).  

