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Σύνοψη

• Χρήση μόνο ομοιότητας ακολουθιών

• 88 Fusion events σε 3 γονιδιώματα

• Αναγνωρίζονται πολλές μακρινές (στο 

γονιδίωμα) αλληλεπιδράσεις

• Ορισμένες περιοχές στο γονιδίωμα έχουν 

μεγάλη τάση για fusions





Whole genome alignment

• http://mummer.sourceforge.net/

• http://bioperl.org/wiki/LAGAN

• http://www.ncbi.nlm.nih.gov/BLAST/ (mega-

BLAST)

• http://athena.bioc.uvic.ca/techDoc/basebybase/

• http://gel.ahabs.wisc.edu/mauve/index.php 

• http://bibiserv.techfak.uni-bielefeld.de/mga/ 

• http://genome.lbl.gov/vista/index.shtml

























Minimal gene set

• Mycoplasma genitalium (468 identified 

protein-coding genes)

• Haemophilus influenzae (1703 genes)

• 240 M. genitalium genes have orthologs 

among the genes of H. influenzae.

• 22 nonorthologous displacements



Last universal common 

ancestor (LUCA)

• 1000 gene families, of which more than 90% are 

also functionally characterized.

• when only prokaryotes are considered, the 

number varies between 1006 and 1189 gene 

families while when eukaryotes are also 

included, this number increases to between 1344 

and 1529 families

• the common belief that the hypothetical genome 

of LUCA should resemble those of the smallest 

extant genomes of obligate parasites is not 

supported by recent advances in computational 

genomics.
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