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"The ability to take global views of genomes could greatly accelerate
biomedical research, by allowing researchers to attack problems in a
comprehensive and unbiased fashion." (Lander et al., 2001)
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Fig. 1. (A) Representative mitochondrial chromosomes of Diplonema. Green and blue arcs are the
constant region; the green portion is identical in chromosomes of the same class; the blue portion is
identical between chromosomes of class A and B. Cassettes include a gene module (red box) and flanking
regions (orange boxes). (B) Northern hybridization with polyadenylated (pA) or total RNA (tot). Probes are
cox1 coding regions, i.e., the C-terminal (m9, lane 1) and two intemal modules (m5, lanes 2 and 3; m4,
lanes 4 and 5). Triangles point to bands, and asterisks indicate transcripts of individual modules. The
presence of bands in lanes 2 and 4 that are not seen in lane 1 indicates ligation of non-poly(A) transcripts
and suggests that different pathways of module assembly exist. Rows of red boxes symbolize
polyadenylated transcript intermediates. (C) coxI mRNA with nonencoded uridines (blue) between m4
and m5. Genomic sequences of gene modules and module-flanking regions are indicated in red
uppercase and orange lowercase letters, respectively.
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