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Abstract

This study aimed to investigate the effects of dietary Ptecticus tenebrifer on the fecal microbiomes of bichon frise. A total of 16
bichon frise dogs (average weight, 2 kg) were randomly allotted to 4 dietary treatments (4 dogs/group): general pet food, two types of
domestic pet food containing Ptecticus tenebrifer, and one imported pet food containing Ptecticus tenebrifer. In the controls,
Firmicutes accounted for the highest proportion (82%) at the phylum level in the fecal microbiomes. The Tax4Fun2's functional
prediction program indicated that the control groups showed a relatively high amount of obesity-related microorganisms; the pathways
included three types of carbohydrate metabolism. Among the treatments, Firmicutes abundances was the least in the treatments with
the two types of domestic pet food containing Ptecticus tenebrifer; this did not affect the functional prediction of Tax4Fun2. In
conclusion, the two types of domestic feed with Precticus tenebrifer were healthy and suitable for bichon frise; they could be beneficial

in terms of obesity.
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Fig. 1. Microbial taxanomic profiles from the dog stool of the four dietary treatments at therelative abundance (A) phylum
levels and (B)with top 10% of class level. Treatment means Control = standard diets, T1 = domestic insect diets, T2

= domestic insect diets, and T 3 = import insect diets.
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Fig. 2. Shannon index (A) and Bifidobacterium (B) for the dog stools of thefour dietary treatments. Treatment
means Control = standard diets, T1 = domestic insect diets, T2 = domestic insect diets, and T 3 =
import insect diets.
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Fig. 3. Functional prediction of Tax4Fun2 program is represented with heatmap scale (A). KEGG pathway number and
labels were represented as a table (B) and red letters indicate red square characters of (A). Treatment means Control

= standard diets, T1 = domestic insect diets, T2 = domestic insect diets, and T 3 =
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