Fig. S1

_____ Product _____ ingredient

Probiotic solid drink Sorbitol, tart cherry concentrate, coix seed
galangal hydrolysate, marine fish protein
peptides, sodium carboxymethylcellulose,

lactobacillus casei, lactobacillus rhamnos

Note: The amount of probiotics added >
6 billion CFU/g



Fig. S2 Community barplot analysis
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Fig. S3
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Fig. S”
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Fig. S5

Wilcoxon rank-sum test bar plot on Genus level

GCA-900066575

norank  Eubacterium coprostanoligenes _group

UCcG-003

95% confidence intervals

BM
[l DF
I ® |+ 0.01259
=
—eo— £ 002472 E
(¢]
L g * 0.01275
I I 1 I I I I I I I I I 1 I 1
0.05 0.1 0.15 00.02.030%08.0.12 10t 16:18.D.22
Proportions(%)

Difference between proportions(%)



Fig. S6

Wilcoxon rank-sum test bar plot on Genus level
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Fig. S7
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