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Ossetra caviar from Russian sturgeon Acipenser sturgeon Acipenser 100% o
gueldenstaedtii is one of the most sought-after caviars in the N— €
world. Wild Russian sturgeon populations have been vastly 0% .
depleted due to overexploitation and habitat degradation. In 30% . /I
fact, importation of caviar from their native areas has o K Grade
become illegal in many countries. Sturgeons are now raised & 70% 0 K
in aquaculture to overcome this challenge. As a result, - S0% N |
aquaculture has become more popular as it farms sturgeon, : 00 / -
and thus caviar, without putting them at risk. The purpose of 2 50% CN ,'I .
this study was to investigate the microbiome of caviar and ¢ 40% o / |
identify key differences among prokaryotic taxa. This model E /I .
may be used to infer the impact of microorganisms on the &J 30% e o
quality of caviar and explain how they may be used to 200 N
improve the value and appeal of caviars produced In Axis 3 % ;Yo 6
aquaculture. 10% Z/ __fHS'QO%)
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Hypothesis/Objective
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between sample grades. The closer the samples, the more

e There is a difference in prokaryotic microbial communities m Domain Bacteria Psychrobacter sp. m Order Bacillales milar the microbial tos There a0 b
between Ossetra caviar samples.  Zymomonas mobilis Family Moraxellaceae ~ m Flavobacterium sp. similar the microbial communities. There Is overlap between
e Characterize the microbiome present on the caviar and m Brochothrix sp. m Salinibacter sp. Psychrobacter aquimaris e.ach grgde, however grades _2 and 4 can generally be
P differentiated by the dashed line.

infer its role in quality and price (grades 1 through 4). _ | | |
Figure 1. Relative abundance of prokaryotes found in varying C | v

e Key taxa were present generally in caviars were from

/Fifteen caviars ) . < Psychrobacter, Brochothrix, Salinibacter, and
of varying ‘ Brine was removed 9.0, . Flavobacterium.
$ggf537 (360 to from the caviar tins 8.5 5 e Significant differences were found in Shannon diversity of
ur;?é)s‘;"jre s, 8.0 prokaryotic organisms between different caviar grades

\_P / ® 7.5 (grades 2 and 4).

4 C()jgmoI?rity, mdoisl’ilur?, A " DNAwas ) _“Z’ 7.0- | e No differences in diversity were discovered when
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|13 %SRrRNAI .\]/c\./as on concentrations 4.5 i e Understanding the microbiome of caviars can help to

amplified - amplified hooled 4.0 improve caviar quality as well as shelflife and food
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Figure 2. Shannon diversity of prokaryotes found in samples
of Ossetra caviar. There is a significant difference between




