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Figure 2 The bioactive mechanism of glycopeptide and the biosynthesis of peptidoglycan

E: Ddl: JRJIKAE; D-Ala: D-NZRRIEIENE; MurF: {35f; UDP: —BARRIRMELE.

Note: DdI: D,D-carboxypeptidase; D-Ala: D-Ala ligase; MurF: A synthetase protein; UDP: Uracil diphosphate.
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Figure 3 VanA-type glycopeptide resistance model
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Note: A: Signal transduction pathway of VanA-type glycopeptide resistance; B: Organization of vanA-type operon; C: The biosynthetic

modification of cell-wall by VanA-type proteins.
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Note: A: Signal transduction pathway of VanC-type glycopeptide resistance, B: Organization of vanC-type operon, C: The biosynthetic

modification of cell-wall by VanC-type proteins.
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Figure 5 The biosynthetic gene cluster and biosynthetic pathway of teicoplain
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Figure 6 Order of cyclization reactions and enzymes involved during the biosynthesis of teicoplain
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A. The backbone modifications of glycopeptide
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Figure 7 The diversity of GPA modifications offers tremendous opportunity for chemical diversification
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