Alex Worden notes

Ostreococcus, Bathyococcus, Micromonas, lineages in the ocean

Done some genome analysis of many of these


- Ostreococcus luc. Vs tauri genomes


- from Palenik et al 2007


- Ostreococcus genomes are mostly collinear except for one chromosome that might be the sex chromosomes


- Micromonas genomes show less colinearity


- some variation in GC content within genomes but not due to LGT


- there is some difference in gene expression in the low vs. high GC regions


- suggests that genome streamlining could involve transcriptional efficiency and not just DNA genome reduction


- transposon content is highly variable – Ostreococcus has lots, RCC299 has none, CCMP1545 has 6 and only in this one odd chromosome.  CCMP1545 has 9900 introner elements.  


- significant variation in gene content even within species


- most of the unique genes seems to affiliate with Chromalveolates, bacgeria and others


- reconstructuing the ancestor of this lineages – they have found for example some genes in micromonas that previously were thought to be involved in leaf evolution in plants


- in terms of sex – these organisms were thought to be asexual but they have found suties of meiosis genes in their genomes


- so what about the uncultured eukaryotes


- one group of uncultured euks – using FISH found phycobillin like fluorescence


- lessons from mciromonas: wide variation in GC, ltos of bacterial –like genes, intron exon structure is not highly conserved – makes it challenging to do normal metagenomics


- how to make sense out of a community when this is the case? Reduce diversity up front


- “I am not ready to commit to a single cell yet”


- “ less than 1 boodle of data”


- says lab group censored one of her phylgoenetic trees because she is not allowed to have that many – I cannot believe after the election you are going to censor evolutionary trees

