Effects of retaining feed on hopper pellet mycobiome and microbiome
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Figure 1. Family level analysis of microbiome in feed samples. The majority of the composition is from mitochondria

and chloroplasts, likely from plant material composing food. Other minor species present may represent oral i : _ _ T
microbiome contaminants from mice. Table 1: PERMANOVA Main factor F=1.512 and p=0.0001. Highlighted
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values are significant with p<0.05. Most significant differences are
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0.300- associated with differences in food types. There are also differences

Expe ri m e ntal De s i g n noted between week one and week three in the 5008 diet. LR

Week 1

Week 3

Change

T Conclusion

Background * The difference in the background samples versus the
Week 1 exposed samples suggest that once the feed enters the
Week 3 mouse cage, the microbiome will change.
No consistent differences were seen between change and
no change groups suggesting that the practice of dumping
3-5 mice per cage | | | | | | | | | of food may be unnecessary.
Independent variables include change/no change, N | | o e ' ' ' ' * While not readily apparent in PCoA analysis,
sex (4 males and 4 females per group), diet and FCo1-22.903% PERMANOVA analysis suggests there are differences in

I ' Figure 2. PCoA using Bray-Curtis similarity index. Background samples are significantly different than other samples . . .
hOUS|ng type (Statlc VS IVC) tested. While no differences are apparent between the change and no change groups, a bimodal distribution of data is the m|CrOb|Ome Of d|ﬁ:e rent feedS. There were aISO

Food pellets closest to mice were collected each apparent in collected food samples. inconsistent differences when examining other variables.
week for 4 weeks Week 1. Ghange The discrepancy between PCoA and PERMANOVA

Wosk:3 Change analysis suggest that difference are subtle. These may be
o related to minor species, and the biological relevance of

S tatic Vit these changes awaits further studies.
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Future Directions

* Perform mycobiome analysis
Determine the cause of the bimodal distribution
Assess minor bacterial species present in each group
Amplify V4 region of microbial 16S rRNA . — — o . , , , . Quantitative analysis of bacterial load in samples

gene via polymerase chain reaction | | S | | | Determine how long food stays in the cage before being

Figure 3. PCoA using Bray-Curtis similarity index. Background samples were removed for simplicity. No differences Completely consumed by mice
were readily apparent in the variables change/no change, sex and week.
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Annotate sequence data using database of
16S rRNA gene sequences
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Figure 4. PCoA using Bray-Curtis similarity index. Background samples were removed for simplicity. No differences
were readily apparent in the variables change/no change, sex and food type.




