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Milk samples
	A total of 289 quarter-milk samples from mastitis-infected cows (with positive result using California Mastitis Test and a somatic cell count > 400,000 cells/mL) were randomly collected from four major dairy farms in Jiangsu province of China, including Northern Jiangsu (n=186, Sihong and Xuyi), Mid Jiangsu (n=48, Gaoyou), Southern Jiangsu (n=55, Zhangjiagang). The samples were continuously collected from Spring (March) to Autumn (September) in 2020 over two seasons. All milk samples (50-mL for each quarter) were proceeded within 24 h for experiment. The experimental procedures in the current study used for cows and mice were approved by the Animal Experiment Committee of Yangzhou University (YZU202002-153). All experimental protocols were performed in accordance with approved guidelines and regulations. 
Isolation and identification of bacterial strains 
The isolation and identification of bacterial were conducted as recommended by the U.S. National Mastitis Council[1; 2]. In brief, the milk samples were plated onto blood agar supplemented with 5% fresh sheep whole blood and incubated at 37°C aerobically for 24 h. Based on the morphology of colonies, single identical colony of each sample was then sub-cultured by streaking on Luria Broth (LB) agar. Plate-cultured bacterial were expanded in nutrient broth at 37°C aerobically for 24 h. All the suspected isolates were further confirmed via 16S rDNA sequencing[3]. The confirmed isolates were kept in 15% glycerol at -80 °C as frozen stock. A PCR method were performed to rapidly determine the phylogenetic groups of E. coli strains into four main groups (A, B1, B2 and D) according to the positive expression of three reference genes (chuA, yjaA, TspE4.C2) as described[4]. For multilocus sequence typing (MLST) analysis, strains including E. coli, K. pneumoniae, S. aureus, P. aeruginosa were determined by the corresponding housekeeping genes and subsequently blast on the PubMLST (https://pubmlst.org/). The most isolated subs trains were taken into the determination of MIC or MBC for CA efficacy. 
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