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A: RNA processing and modification(0)

B: Chromatin structure and dynamics(0)

C: Energy production and conversion(41)

D: Cell cycle control, cell division, chromosome partitioning(20)
E: Amino acid transport and metabolism(113)

F: Nucleotide transport and metabolism(70}

G: Carbohydrate transport and metabolism(60)

H: Coenzyme transport and metabolism(25)

I: Lipid transport and metabolism(34)

J: Translation, ribosomal structure and biogenesis(132)

K: Transcription(72)

L: Replication, recombination and repair(88)

M: Cell wall/membrane/envelope biogenesis(72)

N: Cell motility(4)

O Posttranslational modification, protein turnover, chaperones(45)
P: Inarganic ion transport and metabolism{54)

Q. Secondary metabolites biosynthesis, transport and catabolism(9)
R: General function prediction only(102}

S: Function unknown{221)

T: Signal transduction mechanisms(22)

U: Intracellular trafficking, secretion, and vesicular transport(15)
V: Defense mechanisms{11)

W: Extracellular structures(0)

Y: Nuclear structure(0)

Z: Cytoskeleton(0)

Not Cog annotated(204)

Figure S1. The entire genome circle diagram of Apilactobacillus kunkeei FMO01
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Figure S2. The relative abundance of Apilactobacillus kunkeei based on metagenomic

sequencing.
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Figure S3. Correlation Analysis Between Apilactobacillus kunkeei FM01-Modulated Bacterial

2



Taxa and Functional Profiles. Spearman correlation between bacterial taxa modulated by A.
kunkeei FMOI intervention and (A) carbohydrate-active enzyme (CAZyme) families and (B) Kyoto

Encyclopedia of Genes and Genomes (KEGG) pathways

Table S1 The ingredient list of fructose feed

20% Fructose diet
gm% kcal%
Protein 20.30% 20.30%
Carbohydrate 63.95% 63.95%
Fat 7.00% 15.75%
Total 100.00%
kcal/gm 4.00
Ingredient gm kcal
Casein) 200 800
L-Cystine 3 12
Corn Starch 297.5 1190
Maltodextrin 132 528
Sucrose 0 0
Fructose 200 800
Cellulose 50 0
Soybean Oil 70 630
Vitamin Mix V10037 -
10X 10 40
Mineral Mix S10022G 35 0
Choline Bitartrate 2.5 0
Total 1000 4000

Table S2 Primers sequences used in this test

Primer name Forward primer Reverse primer
p-actin ctacctcatgaagatcctgacc cacagcttctctttgatgtcac
occludin tgcttcatcgcttcettagtaa gggttcactcccattatgtaca
Z0-1 ctggtgaagtctcggaaaaatg catctcttgctgccaaactate




Uncropped and unprocessed scans of blots for Figure 5
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Note: The three pictures from left to right represent the gene occludin, ZO-1 and B-actin, respectively.



