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Traditionally, phage genomes are compared
using methods that require sequence
alignment or gene annotation. These
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METHODS

k-mer counting

4-MERS ARE COUNTED
USING A SLIDING WINDOW
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tetranucleotide usage deviation

To remove biases in tetranucleotide counts,
we divided each observed count by the
number of tetranucleotides expected under
a model of random nucleotide distribution.
This gives the TUD for a tetranucleotide w.

tetranucleotide difference index

Genomes are relatively self-similar in
oligonucleotide usage. A region with a
drastically different TUD signal can indicate
horizontal transfer of genetic material. We
computed the tetranucelotide difference
index (TDI) in a sliding window to look for

leads uncovered with TDI.
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The TUD signal for a genome is a vector of 44 = 256
values - one for each possible tetranucleotide

TUDy: the TUD value for word w; in the sliding window

TUD,: the TUD value for the entire genome

We compare the Z-score of tetranucleotide
differences for each window to find regions
of significant difference:
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additional information

Source code and processed data are available at:

github.com/bsiranosian/tango

A digital copy of this

ooster is available at:

bsiranosian.com/phageposter

You can view a presentation of this research

from the 2014 SEA-PHAGES symposium at:

yeesus.com/tangoSEA



