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Franziska Zolzer (1ZN, FB15)

halt am Dienstag den 16.07.2024, um 13:00 Uhr, am Campus
Riedberg, Biologicum, Horsaal 1 (-1.202) einen Vortrag Uber:

“Characterization of the herbivore and carnivore faecal micro-
biota with special emphasis on diet and host-specificity”

Franziska Zo6lzer is working at the Zoo Biology working
group at Goethe university since 2019. She has completed
her Ph.D. in microbiome research on a wide variety of
mammalian species, with special emphasis on the influence
of diet and host-specificity. The main goal of her research is
to establish microbiome research as a non-invasive tool for
species conservation and animal welfare. To achieve this,
she tries to identify microbial markers in the faecal microbio-
ta that are associated with the animal’s health status or re-
productive cycle. Her research highlights the differences in
the microbiota of carnivorous and herbivorous host species
in terms of microbial composition and diversity, as well as
naturally occurring daily oscillations. Furthermore, she aims
to develop tools with the focus on identifying host-specific
metadata from the faecal microbiome to support species
conservation in the field through microbiome research
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Fig. 1 Variation in the fecal microbiota of mammals. A Phylogeny of the analyzed 31 species based on TimeTree database [30]. The total number
of samples per species is shown in brackets. B Average composition of the fecal microbiota per species. Microbes that occur in less than 5% are
summarized under “Other . ANOSIM on the four groups: permutations = 999, distance = bray, R=0.496, p < 0.001. C Average fecal diversity per
species presented as number of effective species. Kruskal-Wallis on the four groups: p <001, df = 3, Dunn Test with Bonferroni correction p<0.001
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