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Improvement effect of Japanese apricot (Prunus mume Siebold et Zucc; Ume) on
lower intestinal microflora.
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We investigated the relation between gut microbiota and gastric acid

secretion, and the effect of Japanese apricot (JA) on the microbiota. Healthy Japanese subjects with
H.pylori-/atrophic gastritis- (Group A) and H.pylori-/atrophic gastritis+ in which gastric acid
secretion has markedly reduced (Group D) were enrolled. This trial composed of 4 parts (Part 1:
Group A vs Group D before JA, Part 2: all cases before vs after JA, Part 3: before vs after JA in
Group A, Part 4: before vs after JA in Group D). Significant differences were observed in not the
diversity but the structure of the gut microbiota in some parts of the trial. In Part 1,
c_Clostridia at the class level and o_Clostridiales at the order level were significantly different.

In Part 4, Bacteroidetes at phylum level was significantly different. These results show that
gastric acid might be related to the structure of the gut microbiota, and JA might alter the
structure in the reduced gastric acid condition.
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Fig. 2
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