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Gut microbiota involvement in surgeries for end-stage heart failure
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Fresh fecal samples were collected by patients undergoing left ventricular
assist device implantation and a DNA sequencing library was constructed. Although we found out the
differences in gut microbiota between before surgeries and after surgeries, there was no tendency
how gut microbiota changed. The patients with end-stage heart failure had various complications and
other organ failure(i.e. diabetes, renal failure, etc.) which might affect the gut microbiota as
previous study reported. In addition, other confounding factors (i.e. the use of antibiotics,
postoperative fasting period might be involved. Further study is warranted to clarify the tendency
of gut microbiota in surgeries for end-stage heart failure.
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