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¢ How do parentals influence the ) ,@g-q"‘

microbiomes of their offspring? =
* How does age influence the

microbiome of a developing embryo?

Tank B

To address these questions, we sampled W%
wildtype zebrafish embryos from multiple ,@,\
pairs of parents from two stock tanks at e

the UO Huestis Zebrafish Facility.
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Related embryos are more similar in their microbiomes than unrelated embryos.
However, age has a stronger effect on microbiome composition than relatedness.

Changes in phylogenetic diversity may indicate clades of bacteria being lost
or changing in abundance between ages 0 and 1 day post fertilization (dpf).
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More abundant Alphaproteobacteria

at 2 dpf

Bdellovibrio
Bacillus

Cetobacterium

More abundant
at 0 dpf Deinococcus
Sericytochrom
Gemmobacter
Paracoccus

Asinibacterium
Chryseobacterium
Flavobacterium

Pseudomonas
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Rheinheimera
Gammaproteobacteria
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What genera change in
abundance during
development?

Differential abundance analysis reveals
phylogenetic patterns in abundance of
bacterial genera from age 0 to age 2 dpf.

With few exceptions, genera in the class
Alphaproteobacteria grow in abundance
between ages 0 and 2 dpf, while
Gammaproteobacteria decrease.
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