Table 1. Yeast two-hybrid analysis of class E VPS factor interactions
GAL4 DNA-binding domain fusion
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Each of the mammalian class E VPS factors was screened in the yeast two-hybrid assay for interaction with each of the others. The table shows the mean
+ SD of optical density values obtained in a liquid b-galactosidase assay performed on three independent pools of yeast transformants. Positive signals
are indicated by shading. Very weak signals obtained with GAL4-CHMP1B/VP16-CHMP1A, GAL4-ALIX/VP16-CHMP1A, and GAL4-CHMP-
6/VP16-V P34 were less than 2-fold above background and were not considered positive. Of these transformants, only the CHMP1A:CHMP1B
interaction was found to be detectable by coprecipitation analysis. The GAL4 DNA-binding domain fusions of VPS28, HMP5, and Hrs were strong
transcriptional activators in the absence of a coexpressed VP16-activation domain fusion protein and were therefore excluded from the analysis.




