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* In nature, bacteria exist in communities made up of various bacterial

species
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» Changes to the physical environment can favor one bacterium
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* The Introduction of a stress changes the physical environment the
bacterial live In

« Studies of microbial communities allow for more accurate
Interpretations of the effect of microgravity on the human gut

« A process of lysing and washes allows us to isolate and purify

» This shift from complex to simple microbial communities can _ _ _ _ _
genetic material for sequencing and gene expression analysis

greatly impact the health of astronauts
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