Exocrine pancreatic insufficiency (EPI) in dogs is a syndrome of inadequate synthesis and secretion of pancreatic enzymes, which leads to
clinical signs of maldigestion. Previous reports show that small intestinal bacterial dysbiosis occurs in dogs with EPI and is reversed with
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pancreatic enzyme therapy. However, there are no studies evaluating the fecal microbiome of dogs with EPI. The objective of this study was to . . | D) | Healthy L 5 b: f _Bifidobacteriaceae
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To be included into the study, the dogs had to be at least 1 year of age, have clinical signs of EPI, a serum cTLI concentration <2.5 pg/L, and be bacterial 16S rRNA gene d nd ana |y26d UsSing Qua Ntitative IﬂSlghtS Into = UntreatEd_Epé C GC(Q d@(e e g Shackia

free from any other concurrent disease. Three naturally voided fecal samples collected over three consecutive days were frozen immediately .~ / 0 e

after collection and pooled. Fecal samples were collected in a similar manner from healthy dogs without any clinical signs of gastrointestinal
disease. Extracted DNA from fecal samples was used for lllumina sequencing of the bacterial 16S rRNA gene and analyzed using Quantitative
Insights Into Microbial Ecology (QIIME). The analysis of similarities (ANOSIM) function in the statistical software package PRIMER 6 (PRIMER-E
Ltd., Luton, UK) was used on the unweighted UniFrac distance matrix to determine if any groups of samples contained significantly different
bacterial communities. There was a significant difference in fecal microbial communities when healthy dogs were compared to treated
(p=0.001) and untreated (p=0.001) dogs with EPI. Quantitative Insights Into Microbial Ecology (QIIME). The analysis of similarities (ANOSIM)
function in the statistical software package PRIMER 6 (PRIMER-E Ltd., Luton, UK) was used on the unweighted UniFrac distance matrix to
determine if any groups of samples contained significantly different bacterial communities. There was a significant difference in fecal microbial
communities when healthy dogs were compared to treated (p=0.001) and untreated (p=0.001) dogs with EPI. Alpha diversity was significantly
decreased in untreated and treated EPl dogs when compared to the healthy dogs (p<0.01). The families Bifidobacteriaceae (p=0.006),
Enterococcaceae (p=0.035), and Lactobacillaceae (p=0.001) were significantly increased in the untreated and treated dogs with EPI when
compared to healthy dogs. In contrast, Lachnospiraceae (p<0.001), and Blautia (p<0.001) were significantly decreased in dogs with EPI.

In conclusion, this study suggests that the fecal microbiome of dogs with EPI (both treated and untreated) is different from that of healthy
dogs.

Microbial Ecology (QIIME).

 The analysis of similarities (ANOSIM) function in the statistical software
package PRIMER 6 (PRIMER-E Ltd., Luton, UK) was used on the unweighted
UniFrac distance matrix to determine if any groups of samples contained
significantly different bacterial communities.

* There was a significant difference in fecal microbial communities when
healthy dogs were compared to treated (p=0.001) and untreated (p=0.001)
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Background

 Exocrine pancreatic insufficiency (EPI) is a syndrome characterized by the
inadequate synthesis and secretion of pancreatic digestive enzymes
resulting in maldigestion.?
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dogs with EPI.
 Alpha diversity was significantly decreased in untreated and treated EPI
dogs when compared to the healthy dogs (p<0.01).
* The families Bifidobacteriaceae (p=0.006), Enterococcaceae (p=0.035), and
Lactobacillaceae (p=0.001) were significantly increased in the untreated and
treated dogs with EPl when compa==d to healthy dogs.
In contrast, Lachnospiraceae (p<0.001), and Blautia (p<0.001) were
significantly decreased in dogs with EPI.
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* Previous reports show that small intestinal bacterial dysbiosis occurs in
dogs with EPI and is reversed with pancreatic enzyme therapy. 2 .
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Figure 1: A) B diversity: (A) principal coordinates analysis (PCoA) of unweighted ~ The authors disclose no conflicts of interest.

UniFrac distances of 16S rRNA genes. (B)Alpha rarefaction curve showing
number of observed species at a depth of 2200 sequences/sample, error bars
show standard deviation. (C) Comparisons of a diversity. Red lines represent the
median for each measure. *p < 0.05; and **P < 0.01

* fecal samples were frozen immediately after collection.
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 DNA was extracted with MoBio Power soil® DNA isolation kit (MoBio
Laboratories, USA) following the manufacturer’s instructions.
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