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HapX is a fungal specific transcription factor isolated by our group. HapX
is interacting with the CCAAT-binding factor and represses the expression of the gens encoding
iron-containing proteins such as aconitase, cytochorome c and catalase. Using Aspergillus nidulans
as a model filamentous fungus we established a screening system for the interacting proteins with
HapX. We identified two candidate proteins, Xipl (HapX-interacting protein 1) and Xip2 (HapX-
interacting protein 2) by MASS and MASCOT analyses. We have also 1solated the genes, respectively
and constructed plasmids for deletion of the genes and for the production of the recombinant
proteins. We are currently examining in vitro interaction of HapX and Xips, and function of Xips.
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