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Figure S1. MIC anlaysis; (a) MDR S. aurues; and (b) P. aeruginosa.
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Figure S2. PROCHECK evaluation of FtsZ receptor (3VOA)
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Figure S3. RMSF analysis of 3VOA before docking analysis
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Figure S4. RMSF analysis compounds 16, 20, 21 with 3VOA after docking analysis

Table S1. Biological process, celullar component, Molecular function analysis
	Category
	Description
	FDR Value

	GO Biological Process
	Response to oxygen-containing compound
	7.1E-17

	GO Biological Process
	Apoptotic process
	8.4E-17

	GO Biological Process
	Cell death
	1.0E-16

	GO Biological Process
	Programmed cell death
	1.0E-16

	GO Biological Process
	Cellular response to chemical stress
	1.2E-16

	GO Biological Process
	Response to chemical
	3.0E-16

	GO Biological Process
	Positive regulation of response to stimulus
	4.0E-16

	GO Biological Process
	Response to stress
	5.2E-16

	GO Biological Process
	Response to nitrogen compound
	7.0E-16

	GO Biological Process
	Response to abiotic stimulus
	1.3E-15

	GO Biological Process
	Positive regulation of cell communication
	1.3E-15

	GO Biological Process
	Positive regulation of signaling
	1.3E-15

	GO Biological Process
	Cellular response to oxygen-containing compound
	3.4E-15

	GO Biological Process
	Protein phosphorylation
	7.2E-15

	GO Biological Process
	Regulation of intracellular signal transduction
	1.1E-14

	GO Biological Process
	Regulation of apoptotic process
	1.3E-14

	GO Biological Process
	Cell migration
	1.7E-14

	GO Biological Process
	Cell motility
	1.7E-14

	GO Biological Process
	Phosphorylation
	2.0E-14

	GO Biological Process
	Regulation of programmed cell death
	2.0E-14

	GO Celullar Component
	Perinuclear region of cytoplasm
	6.3E-08

	GO Celullar Component
	Plasma membrane bounded cell projection
	6.3E-08

	GO Celullar Component
	Cell projection
	9.3E-08

	GO Celullar Component
	Membrane raft
	7.6E-07

	GO Celullar Component
	Membrane microdomain
	7.6E-07

	GO Celullar Component
	Dendritic tree
	7.7E-07

	GO Celullar Component
	Somatodendritic compartment
	8.6E-07

	GO Celullar Component
	Cytoplasmic vesicle
	2.2E-06

	GO Celullar Component
	Cell body
	2.2E-06

	GO Celullar Component
	Intracellular vesicle
	2.2E-06

	GO Celullar Component
	Caveola
	4.1E-06

	GO Celullar Component
	Mitochondrion
	4.4E-06

	GO Celullar Component
	Dendritic growth cone
	4.4E-06

	GO Celullar Component
	Dendrite
	4.6E-06

	GO Celullar Component
	Neuronal cell body
	7.5E-06

	GO Celullar Component
	Dendrite terminus
	1.4E-05

	GO Celullar Component
	Plasma membrane raft
	1.4E-05

	GO Celullar Component
	External encapsulating structure
	1.8E-05

	GO Celullar Component
	Extracellular matrix
	1.8E-05

	GO Celullar Component
	Vesicle
	2.0E-05

	GO Molecular Function
	Catalytic activity acting on a protein
	3.2E-15

	GO Molecular Function
	Protein kinase activity
	9.0E-12

	GO Molecular Function
	Phosphotransferase activity alcohol group as acceptor
	5.8E-11

	GO Molecular Function
	Enzyme binding
	9.0E-11

	GO Molecular Function
	Kinase activity
	1.5E-10

	GO Molecular Function
	Transferase activity transferring phosphorus-containing groups
	1.8E-09

	GO Molecular Function
	ATP binding
	7.7E-09

	GO Molecular Function
	Adenyl ribonucleotide binding
	1.0E-08

	GO Molecular Function
	Endopeptidase activity
	1.7E-08

	GO Molecular Function
	Adenyl nucleotide binding
	1.8E-08

	GO Molecular Function
	Protein tyrosine kinase activity
	7.3E-08

	GO Molecular Function
	Purine ribonucleoside triphosphate binding
	9.1E-08

	GO Molecular Function
	Tau protein binding
	1.1E-07

	GO Molecular Function
	Purine ribonucleotide binding
	1.1E-07

	GO Molecular Function
	Ribonucleotide binding
	1.2E-07

	GO Molecular Function
	Carbohydrate derivative binding
	1.5E-07

	GO Molecular Function
	Purine nucleotide binding
	1.8E-07

	GO Molecular Function
	Protein serine/threonine kinase activity
	2.1E-07

	GO Molecular Function
	Serine-type endopeptidase activity
	2.6E-07

	   GO Molecular Function
	Peptidase activity
	4.1E-07
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