The Journal of the Convergence on Culture Technology (JCCT)
Vol. 10, No. 3, pp.873—878, May 30, 2024, pISSN 2384—-0358, elSSN 2384-0366

http//dx.doi.org/10.17703/JCCT.2024.10.3.873
JCCT 2024-5-99

ARG SR | vhol 2 zute] & wE} 4]

Analysis of Intestinal Microbiome Changes in Fruit and Vegetable
Complex Extracts
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Abstract We collected rat feces by group period after oral administration of fructooligosaccharides and fruit and
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vegetable complex extracts for 2 weeks in the Sprague-Dawley rat model of loperamide-induced constipation and
analyzed trends in changes in the intestinal microbiome. Microbial composition analysis was performed on
Fractoologosaccharide and fruit and vegetable complex extracs(FVCE), by 16S rDNA cloning and pyrosequencing
to obtain basic data for the standardization and systematization of the FVCE manufacturing process. Microbial
analysis of the prokaryotic community revealed a slight difference in microbial verrucomicrobiota was dominant
at the phylum level. At the genus level, prevotella and muribaculaceae showed further differences at the species
level. These results suggest that the microbial community used affects the quality of fruit and vegetable
complex extracs(FVCE) produced. Thus, a stable microbial community must be maintained for the production

of fruit and vegetable complex extracs(FVCE) with consistent quality.
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Table 1. Sample Group.

. Experimental
Experimental substance Day
substance
1. Normal Saline(NS) +
Sterilized distilled NG;(}:? 0o | 10 Days
water (SDW);< Nb;S orer 8rotp
2. Normal Saline(NS) + .
Sterilized distilled NSIL(}:IS +OS | 14 Davs
water (SDW); NSS sroup
3. Loperamide(Lop) + G2(Lop +
10 Days
SDW; LS Control group)
4. Loperamide(Lop) + G2(Lop +
. . 14 Days
SDW; LS Control group)
G3(Lop +
5. Lop + Dulcolax-S(DS) .
Positive control | 10 Days
;LD
group)
. G3(Lop +
6. Lop + Dulcolax-S(DS) .
Positive control | 14 Days
;o LD
group)
7. Lop + Fructooligo— G4(Lop +
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saccharide(FOS); LF FOS group)
8. Lop + Fructooligo— G4(Lop +
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saccharide(FOS); LF FOS group)
9. Lop + TL(Test Low); G5(Lop +
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LTL Test Low Dosage
10. Lop + TL(Test Low); G5(Lop +
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LTL Test Low Dosage|
11. Lop + TH(Test High); G6(Lop +
. 10 Days
LTH Test High Dosage|
12. Lop + TH(Test High); G6(Lop +
) 14 Days
LTH Test High Dosagel
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Figure 2. PCoA(Principal Coordinates Analysis) pilot showing inter-individual beta diversity.
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gl 3. Phylum( ) leveloll A XH—H E'FOIELEHPOI2 T4,
Figure 3. Taxomy composition of intestinal microbiome at the phylum level.
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Figure 4. Taxomy composition of intestinal microbiome at the phylum level.
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