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Heterogeneous network construction reveals the virus-host associations

FAEBKT: ALFRGETT AT AL T AT AT AR H— FEFiE RREZ i

WFIERCRAE 2L

The research aims to explore how to build the heterogeneous network in which we can reveal
the potential associations among complex biology data in diverse forms.

The plan aims to collect the public data of virus-host interactions including protein sequences,
annotations, experiment results and so on. After collecting the data, this research will screen the
different forms of data based on the indexes in the reference material, and then trying to
standardize the data to build a network. However, when focusing on the NCLDVs, the research
cannot get enough reliable data to build a network, so it tends to try to use the predicted pairs to
build the network.

To begin with, I try to get the protein-protein interaction network (PPI network) to test the
feasibility of this project. Unfortunately, it is hard to reveal the potential information of
interactions even by using simply formation of organization to build a network like PPI network,
as it is difficult to validate node pairs with lack of experiments not to mention the more complex
network.

For the further study. I tend to use a simply virus-host system to shrink the scale of interactions
so that we have more choices when trying to assess whether a predicted interaction is great or
not, even to validate the predicted interaction directly by experiments if the interactions are few

but interesting.

_32_





