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INTRODUCTION PROBE SELECTION CONSERVED MAX-GAP CLUSTERS

Visual hybridization: Dobzhansky and Sturtevant [2]Given a setP of probes, virtual hybridization canChloroplast genome evolution is punctuated with gene
ses and duplications. Understanding these events re-

“Genes” are sections of chromosomes Iidentified byb® used to compare the presence, order, and orierll?é-

combination of numbers and letters. tion of the probes ofP in several genomes. Aood dulreés computational tools that can reveal both the con-

set of probes should capture significant rearrangementsved and the variable parts of the different genomes.

Relative arrangements of chromosome 3 in twobetween genomes, such as inversions, transpositio S used the DomainTeam algorithm [6] to identify max-

strains, Standard and Santa Cruz, Oof pseudoob- translocations, duplications and losses. gap clusters of probes. With 11 genomes, we found 588

scura Our first goal was to obtain a good set of probes fg}us%ters p_resentln at least two genomes. A_strll;llngkexam-
comewun s chloroplast genomes. Given the relatively small size Bi€ 'S depicted below. It shows the SSC region flanked by
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these genomes, most of the initial work was done by ha
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by Dobzhansky and Sturtevant to compare whole genomes.

PHYLOGENY OF 18 CHLOROPLASTS

We studied the phylogeny of 18 chloroplasts using our
probes. First, chloroplasts genomes were represented as
sequences of integers, based on the result of the virtual

Other techniques: e e e T hybridization process. Next, these sequences were used
0 Chromosome painting, hybridization with probes: [on (e | to define binary characters matrices based on three mod-
and onerous; \ M els of gene order analysis (gene content, conserved ad-
0 Gene detection on well-annotated genomes: problerigisi, 4 jacencies, common intervals), where we used successfull

hybridizations instead of genes. Finally, these matrices

of orthologous gene identification; o
0 BLAST on raw sequences cut into “conserved synteny@s ey were analysed with PAUP, using the Neighbor-Joining
= algorithm, the Hamming distance and 100 replicates of

blocks: lot of computational ressources. o | “ | —
Huperzia lucidula Pinus thunbergii Psilotum nudum Triticum aestivum

Technical and financial difficulties of reproducing inde- bootstrap. The reference tree is described in [3].
pendently the datasets, and of including new sequenced

genomes In existing dataset, or even “revised” genomeppe global alignments were obtained with MultiPip-
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