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ABSTRACT

Influenza A hemagglutinin is a protein that birdflu virus use to bind with host cell receptor.
Mutations on this protein could make the birdflu adapt to human by changing the protein structure.
Several mutations have been found but cloning all of these proteins is not possible. Prediction tool
that use sequence data to build approximation structures suitable for modeling the binding
mechanism can help to select a portion of sequences that start to bind to human better to be
cloned. This project was to build software from an open source that can produce an approximate
hemagglutinin structure form protein sequence. The result was comparable to the commercial

software based on the same prediction protocol.
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