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What could you do to investigate if this is a possible explanation?

use only slow positions,
use an algorithm that corrects for ASRV

Consensus of all trees from all bootstrap samples
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If you still have difficulties with tree do the tree tests at
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Gene frequency in individual genomes

Accessory Pool
(maiy genos acauired
form tns mbiome)

Character Genes
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L ‘ Extended Core

25,160 core genes:
453,781 oxtonded core genes
156,250 accessory ot

Supertree vs. Supermatrix
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Schematic of MRP supertree (left) and parsimony supermatrix (right) approaches to the analysis of
three data sets. Clade C+D is supported by all three separate data sets, but not by the supermatrix.
Synapomorphies for clade C+D are highlighted in pink. Clade A+B+C is not supported by separate
analyses of the three data sets, but is supported by the supermatrix. Synapomorphies for clade

-Pick a random gene from any of the 293 genomes:

-Search in how many genomes this gene is present

-Sampling of 15,000 genes

The Phylogenetic Position of Thermotoga
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(a) concordant genes
(b) all genes & according to 16S
(c) according to phylogenetically discordant genes

Gophna, U., Doolittle, W.F. & Charlebois, R.L
Weighted genome trees: refinements and applications. J. Bacteriol. (2005)

Kézdy-Swinbourne Plot

I f00=KFA + exp(-kex), then
AN KA + explke(xtan).

‘Through elimination of A:
Terax)=expik + Ax) () + K

And for x>z,
=K, fixrax) K

\ ~230 novel genes
per genome

sy lngro g oponge

Novel genes after ooking in x genomes

only values with x 80 genomes were included

Even after comparing to a very large (infinite) number of bacterial
genomes, on average, each new genome will contain about 230
genes that do not have a homolog in the other genomes.
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obtained
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B) Generate 100 datasels using Evolver with certain
mount of HGTs

A) Tempiate tree

) Caleulate 1 tree using the concatenated dataset or 100
individual rees

using Quartt Sute Repeated 100 times.

A+B+C are highlighted in blue. E is the outgroup used to root the tree.

features

Supermatrix versus
Quartet based Supertree
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inset: simulated phylogeny




