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Introduction

Emerging evidence suggests there is a specific
duodenal mucosal associated microbiota (MAM)
signature for functional dyspepsia (FD), although
study numbers are low and consensus on biomarkers

Results

The mean sequencing depth of RNAlater biopsies
was 4115 and FFPE was 20170. The alpha diversity
was significantly greater for FFPE sequenced
samples when compared to whole biopsies (Chao1
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Conclusion

Here we have shown that MAM 16S rRNA amplicon gene
sequencing from FFPE tissue sections (tested 2-4yrs old)
is a viable option. These results are meaningful for a
number of reasons
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performed in R packages and Calypso. Data was
transformed using Cumulative Sum Scaling + log2.

Prteobacteia
[
I _Bacteria_unknown

PERMANOVA by Adonis Bray-Curtis,
and D) RDA.

RDAT1 (33%)

edu.au

Copyright © 2022 Emily C. Hoedt,

ity of Emily.



mailto:Emily.Hoedt@newcastle.edu.au

	Slide Number 1

