Supplementary Materials
1. Supplementary Methods
1.1 Bacterial culturing and whole genome sequencing
[bookmark: OLE_LINK99][bookmark: OLE_LINK100][bookmark: OLE_LINK26][bookmark: _Hlk185221541][bookmark: _Hlk185221688][bookmark: OLE_LINK37]Fusobacterium necrophorum subsp. necrophorum (BNCC336998) were obtained from BeNa Culture Collection (https://www.bncc.com/pro/p2/8/p_336998.html) in China. The strain was cultured in Columbia Blood Agar Base (BNCC352241) under anaerobic conditions at 37 °C. After incubating for 72h, the bacterial colonies were collected and purified. The colonies were then collected for whole genome sequencing using the Illumina HiSeq 2000 system (Illumina Inc., San Diego, CA, USA) at Sinobiocore Biotechnology Co., Ltd. (Beijing, China). The raw sequencing reads were trimmed via Trimmomatic v 0.36 before assembly by the Edena v 3.131028 [1] using the default parameters. Prodigal v 2.6 [2] was used for predicting the coding sequence (CDS), while infernal [3] and RNAmmer v 1.2 [4] were used for tRNA, rRNA, and ncRNA predictions. The predicted CDSs were annotated with the KEGG database through blast [5] and e-value < 1e-35. 
[bookmark: OLE_LINK13]1.2 Murine treatment and sample collection
Prior to the formal experiment, we conducted a pilot study to determine the effect of F. necrophorum on endometritis in mice at different time points (24h, 46h, 48h). The mice were randomly divided into 4 groups, including control group (Con, uterine injected with 100 μL sterile saline), F. necrophorum treatment groups: 24h (uterine injected with 100 μL F. necrophorum and observed after 24h), 36h (uterine injected with 100 μL F. necrophorum and observed after 36h) and 48h (uterine injected with 100 μL F. necrophorum and observed after 48h). The uterus tissues were collected and stored at -80℃ for quantifying inflammatory cytokines. 
1.3 Statistical analysis
Statistical analysis of cytokine levels was conducted with one-way ANOVA and the post hoc test Tukey's HSD test for multiple comparisons using R (v 4.4.0, https://www.r-project.org/).
2. Supplementary results
[bookmark: OLE_LINK38]2.1 F. necrophorum culture in vitro and functional analysis
We performed whole genome sequencing to further explore the function of Fusobacterium necrophorum subsp. necrophorum (standard strain, BNCC336998). The KEGG annotation illustrated that most of the genes were annotated with “Global and overview maps” (908), “Carbohydrate metabolism” (266 genes), and “Amino acid metabolism” (171 genes) (Fig. S5A, Table S21). Further analysis of “Carbohydrate metabolism” indicated that the annotated genes participated in 15 KEGG level 3 pathways, mainly including “Pyruvate metabolism” (39 genes), “Amino sugar and nucleotide sugar metabolism” (39 genes), “Glycolysis / Gluconeogenesis” (31 genes), “Butanoate metabolism” (28 genes), “Propanoate metabolism” (23 genes), “Galactose metabolism” (20 genes), “Starch and sucrose metabolism” (19 genes), and “Fructose and mannose metabolism” (18 genes) (Fig. S5B, Table S22). Similarly, “Amino acid metabolism” indicated that the annotated genes were participated in 14 key KEGG level 3 pathways, mainly including “Cysteine and methionine metabolism” (28 genes), “Alanine, aspartate and glutamate metabolism” (24 genes), “Glycine, serine and threonine metabolism” (19 genes), “Phenylalanine, tyrosine and tryptophan biosynthesis” (17 genes), “Lysine biosynthesis” (15 genes), “Valine, leucine and isoleucine degradation” (13 genes), and “Lysine degradation” (11 genes) (Fig. S5C, Table S22).
2.2 F. necrophorum can induce endometritis in mice
[bookmark: _Hlk185387271][bookmark: OLE_LINK30]As F. necrophorum was proportionally increased in CE, we performed a uterine infection experiment in mice to validate the effect of F. necrophorum on endometritis. Edema of uterine tissue was clearly observed at 24-, 36-, and 48- hours post-infection (Fig. S6A). Additionally, the concentration of inflammatory markers TNF-α (p < 0.001 in 36h; p <0.01 in 48h), IL-1β (p < 0.01 in 24h; p < 0.001 in 36h; p < 0.001 in 48h) and IL-6 (p < 0.05 in 36h; p < 0.01 in 48h) in the uterus was significantly increased after 36-h and 48-h post-infection (Fig. S6B). These results suggested that a notable inflammation of the uterus in mice started 36h after the injection with F. necrophorum.
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