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rozwijające się techniki analiz bioinforma-
tycznych dają zatem nadzieję nie tylko na 
rozwiązanie istniejących zagadek, ale przede 

wszystkim na odkrycie zupełnie nowych ta-
jemnic genomów roślin i zwierząt.

GENE STRUCTURE EVOLUTION

Summary

With the growing number of sequenced genom-
es comparative studies of lineage specific genomic 
features become both very rewarding and challeng-
ing. Large scale multiple genomes analyses allow to 
decipher many genomic features. They show that 
main differences between related species concern 
not as much the number of genes or the presence of 
species specific genes as the differences in the gene 
structure organization. Although much has been 
learned about gene structure evolution many prob-
lems remain unsolved. Alternative splicing is one 
of the main mechanisms leading to the proteome 
diversification. The raise of new splice variants is 
strictly connected with the exon and intron loss and 
gain. Main mechanisms of how the new exons origi-
nate are known, but question  which of them, if any, 
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