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Background

Utilization of available resources is important to minimize the need for costly resupply from Earth. Currently the
oxygen reclaiming Sabatier system on the ISS reacts CO, and H, to form H,O and CH,. The water is recycled
back into the ISS system, but the methane is vented into space as waste. One potential use for this methane is as
a carbon substrate for a biological production platform such as the methylotrophic yeast, Pichia pastoris. P.
pastoris is a well-established synthetic biology platform and its native methanol metabolism is one enzymatic step
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