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Chromosome clustering using Gene Order vs. Gene Nucleotide Position. Predictive performance of two
different types of chromosome clustering scores is shown.Gene order score (solid lines) is calculated based on
gene order distance, as described in the manuscript. Position score (dashed lines) is calculated based on the
nucleotide distance between genes (see below). Predictions are generated using DLR method.

Position score is calculated using the same approach as gene order score, with the following differences:

1. Null hypothesis is that genes are randomly and uniformly distributed along the entire length of the
chromosome.

2. For circular chromosomes, probability P(dg (x, y)J is calculated according to:

P(dg (x, y)): D, X,y are on different chromosomes

2d ,(x,y)

P, ()= p, 7
where p_is the probability of two genes occurring on one chromosome, calculated by counting appropriate

gene pairs in genome g. [ is the length of the chromosome.
For linear chromosomes:

otherwise

P(d < (X y))z D, X,y are on different chromosomes
2d  (x, d (x,y)Y
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