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d__Bacterimp__ Firmicutes:e_ Clostridiao Clostridiales:f  Clostridiacese,g Clostridium_sensu_stricto_|
. d_ Bacteriz;p  Bacteroidota,e  Bacteroidizo  Bacteroidales:f  Muribaculaceae;g Muribaculacese
. d__Bacterizp__ Firmicutes:c_ Bacilli;o__Lactobacillales,f  Lactobacilleceae;g_ Ligilactobacillus
. d__Bacterizzp_ Firmicutes:c_ Bacilli;o Lactobacillales;f  Lactobacillacese;g Lactobacillus
. d__Bacterizp_ Firmicutes:e_ Bacilli:o_ Lactobacillales:f  Enterococcacese;g Enterococcus
. d__Bacterizp_ Protechacteriz;e Gammaproteohacteriao Burkholderiales:f Sutterellaceae;g Parasuftterella
d__Bacteria;p__ Bacteroidota;e  Bacteroidia;o Bacteroidales:f  Bacteroidaceae;g_ Bacteroides
d__Bacteriz;p__ Bacteroidota,e Bacteroidiao Bacteroidales:f  Tannerellaceae;g Parabacteroides
d_ Bacteriagp  Proteobacteriae  Gammaproteobacteriae Enterobacterales:f  Enterobacteriacese,
. d__Bacterizp__ Firmicutes:c__ Bacilli;o__Lactobacillales,f  Lactobacillaceze;g_ Limosilactobacillus
. d__Bacterizzp__ Protechacteria;e Gammaprotechacteriae_ Enterobacterales;f Enterobacteriacese,g Escherichia-Shigella
. d__Bacterizp__ Firmicutes:c Clostridiazo Oscillospirales:f  Ruminococcaceae,g Incertae Sedis

. d__Bacterizp_ Firmicutes:c_ Clostridiazo_ Peptostreptococcales-Tissierellales:f Peptostreptococcaceae;g Terrisporobacter
. d__Bacterimp__ Firmicutes:c_ Clostridiazo Lachnospirales:f Lachnospiracese;g Lachnospiracese NK4A 136 _group
d__Bacterizp__ Firmicutes:e_ Clostridiazo_Lachnospirales:f Lachnospiraceae;g_ Blautia
d__Bacterizp__ Protecbacteriaze Gammaprotechacteriao Enterobacterales:f Morganellaceae;g Protens
d__Bacterimp__ Firmicutes:c_ Clostridiae Lachnospirales:f _Lachnospiraceas;

. d__Bacterimp__ Firmicutes;c_ Clostridiazo__Lachnospirales:f Lachnospiracese;g Lachnotalea

. d__Bacteria;p__ Bacteroidota,e Bacteroidiao Bacteroidales:f  Prevotellacess;g Alloprevotella

. d__Bacterizp__ Firmicutes:c_ Clostridiazo Oscillospirales;f_ Ruminococcaceae;g Ruminococcacese

. d__Bacterizp__ Firmicutes;c Clostridiazo_Lachnospirales;f Lachnospiraceas;g_ Lachnoclostridium

. d__Bacterizp__ Firmicutes:e Bacilli;o_Lactobacillales:f Vapococcacese;p Vagococous
d__Bacterizp_ Firmicutes:c_ Bacilli;o_ Ervsipelotrichales:f  Ervsipelotrichaceae;g Turicibacter
d__Bacterizp_ Firmicutes:c_ ClostridiazoLachnospirales:f _Lachnospiraceae;g_ uncultured
d__Bacterizp__ Firmicutes:c_ ClostridiazoLachnospirales:f _Lachnospiraceae;g Herbinix

. d__ Bacteriz;p  Bacteroidota,e  Bacteroidiao  Bacteroidales:f  Rikenellaceaeig  Alistipes

. d__Bacterizp__Actinobacteriota;c_ Coriobacteriia;o Coriobacteriales:f  Egperthellaceaeig Enterorhabdus

Figure S1. Bacterial compositions in different experimental groups at the genus level. The vertical axis
shows relative abundance (%) per the whole (n =5 in each group).
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Figure S2. Heatmaps, generated by hierarchical clustering, of selected functional gene pathway, were significant between each
group by Kruskal-Wallis test. An FDR p value < 0.05 was considered statistically significant, and the Benjamini-Hochberg method
was used to calculate FDR p value.

The sample name is shown as follows, control group; cntl-5, CLDM administration group; cldm1-5, CBM 588 administration
group; com1-5, CBM 588 + CLDM combination group; cldm.com1-5 and protectin D1 + CLDM combination group; cldm.pd1-5.



