
Abstract: 

Genome size or nuclear DNA content is a a trait which varies greatly among living organisms, 

with no apparent relashionship between genome size and organismal complexity. It is usually 

described using the C-value as either a number of base pairs or picograms of DNA. Unresolved 

questions regarding mechanisms influencing genome size and relationships between genome 

size and other organismal traits are together known as the C-value enigma.  

Genome size is known to positively correlate with cell size and negatively with developmental 

and cell division rate. A maximum constraint of 2 pg has also been proposed for haploid genome 

sizes of holometabolous insects.  

Despite the fact that there are about one million described insect species, genome sizes are only 

known in a fraction of them. This thesis thus aims to extend the dataset of known insect genome 

sizes by as many species of cockroaches (Blattodea) as possible. Another aim is to compare 

results with known phylogeny and also to compare difference in genome size between sexes.  

Flow cytometry was used for genome size estimations, which is a rapid, simple and effective 

method, also suitable for study of ploidy levels and other cellular charasteristics.  

 


