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Fig.1 Clinical examination and autopsy observation of diseased raccoon dogs


A. Ulceration in tarsal joint of hind limb; B. Pus in the tarsal joint of the hind limb; C. Bladder lesions; D. Diaphragm lesion; E:Lung lesion; F. Heart lesion; G. Liver lesion; H. Renal lesion. Red arrows, lesion sites
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Fig.2 The morphological characters of the isolated bacteria 


(A, bacteria colonies; B, Gram’s staining bacteria, 1000 ×)





Fig. 3 The positive reactions of the isolated bacteria to maltose, trehalose and mannitol


 (Blue tubes, negative control)
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Fig. 4 Amplification of 16SrDNA gene


(M, DNA markers; 1, 16SrDNA gene; 2, control)





Fig. 5 Homology analysis of the isolated strain（Sp-SDAU）





Fig. 6 Phylogenetic Tree of 16SrDNA gene sequence of the isolated strains


(The tree is drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. Evolutionary analyses were conducted in MEGA7. The scale bar represents 0.2 substitutions per nucleotide site.)








Fig. 7 Skin lesions caused by the isolated S. pseudintermedius strain in the mice from S1 to S6 (C1 and C2, control mice)
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Fig. 8 Pathological lesions of organs in the infected mice 


(S1, infected mouse; C, control mouse;1, lungs; 2, hearts; 3, livers; 4, kidneys; 5. digestive organs; 6, spleens)
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Fig. 9 Amplification of mecA gene


(M, DNA markers; 1, mecA gene; 2, control)
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