Supplementary Figure 2 Alignment for amino acid sequences of PBP2 of N. gonorrhoeae strain
CG-013 and N. gonorrhoeae strain LM306 (GenBank accession no. AAA25463)
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Supplementary Figure 3 Alignment for amino acid sequences of PBP2 of N. gonorrhoeae
strain CG-013 and N. meningitidis strain M38900 (GenBank accession no. WP_118824975.1)
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