We study multifunctional proline catabolic proteins known as Proline utilization A (PutA).  These remarkable proteins catalyze the two-step oxidation of proline to glutamate and also serve as autogenous transcriptional repressors.  From a structural perspective, PutAs are interesting because they combine two catalytic active sites, a DNA-binding domain, and a membrane association domain into a single polypeptide chain. In this talk, I will describe how we are using cryoEM to help us understand how PutAs coordinate their diverse functions.

