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Figure S1. Identification of meningitis-related virulence factor by PCR. Lanes 1-2: RS218 positive
strains; lanes 3—4: DHS5a negative strains; lanes 5—7: DE205B strains; M: DL-2000. The size of the
target gene length was mapped.
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Figure S2. (A,B) DNA sequence and amino acid sequence alignment of 4cp/ and hcp2 between RS218
strain and DE205B strain. Acp! and hcp2 gene of DE205B shares high sequence homology with RS218.
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