A microbiome-focused multi-omic assessment of the impact
of intermittent fasting on gutbacteria

Wendy Phillips', Bitapi Ray?, Aaron Garoutte', Morgan Roos’, Gary Schroth?®, Scott Kuersten?, Emily B. Hollister'; Evgueni Doukhanine'#, Brice Le Francois'~
'Diversigen, Inc., New Brighton, MN, USA “DNA Genotek Inc., Ottawa, ON, Canada °lllumina, Inc., San Diego, CA, USA

Methodology (continued)
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Seven healthy volunteers were recruited for an intermittent fasting regimen and at-home stool collection

|_
. >
e < ' Metabolit Figure 6. Heat plots showing the most differentially-abundant KOs in MTS vs. MGS for D1117. MTS shows consistent functional

?:_. TN - etabolite . Metabolite shifts in response to fasting, while DNA profiles are variable but do not correlate with diet. The KOs on the right show higher

Days L 2 > : > ° ! 8 [y e e Re e | e | e L ] e v g | § UPLC-MS/MS Metabolon proprietary id ifi . abundance in fasting days, while the KOs on the left show lower abundance on fasting days.

Diets E | Ultra-performance liquid pipe“ne identitication
2 @ chromatography-tandem mass spectroscopy
=
O

Understanding the biological impact of intermittent fasting on gut microbiome
A. Metatranscriptomics: Differentially abundant functions in‘responder’'D1117

J ... J J ‘ m ( . l ¢ . . : . .
Over—represented in down—regulated KOs

Stool
collection N i ..

Ribosome

Week 1 consisted of 2 consecutive fasting days (600-800 Cal/day) and 5 days of normal diet Figure 2. OMNIgene®GUT DNA and RNA kits stabilize high-quality DNA and RNA from stool, to generate robust libraries for MGS and MTS analysis (Diversigen). OMNImet®GUT kits o v A bioonthoes
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sequencing and analysis pipelines enable end-to-end multi-omic assessment of human stool samples
that help us understand the role of the fecal and gastrointestinal microbiome in health and disease.

changes at the transcriptional level in response to diet than composition of microbiome.
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