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The color of a picture frame corresponds to a task in the Discussion:
flowchart highlighted with the same color. A previous IPRO team built a disease gene database containing
| Structure of | |PHVGs binding proteins ~300 human genes which are involved in diseases. They also built a
identification ~— | PHVGs hypothetical gene database based on the GenBank database at that
possible drug | | ,, time and identified a number of putative genes for testing.
Two-Hybrid Screen for targets : Putative function of PHVGs and molecular and cellular Our team has expanded the disease gene database to over 2000
Interacting Protein (318H1) testing genes. We also updated the hypothetical gene data_base based on
_ the current GenBank. We have constructed a website for the
Blue Colonies for UHXL on HVG: High Value Gene databases. We started to work on four of the genes identified by our
Dropout Plates Indicating PHVG: Putative High Value Gene previous team. We temporarily named these gene Hypothetical gene
Putative Interactors 1,2, 3, and 4 (H1, H2, H3, and H4 also name KIAA). We have started
working on the expression of those genes, identifying interactors of
EcoR I digestion e | iEE . those genes.

The objective of this project is to discover possible drug targets
for future reference. Future IPRO teams will be developing from the
framework we established. Specifically, the databases still need to
be expanded to cover more diseases. The website need to be more
easy to search for disease information. For validation, in a later
stage for putative novel drug targets which have passed the first
round of validation, DNA microarray, proteomic technigues, and
other molecular and cellular techniques will need to be used.
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* “Current Protocols in Molecular Biology” Chapters 13 & 20 from the
Yeast Protocols Handbook — Clontech



