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Supplementary figures
Fig. S1 Map of the five wastewater sampling sites in the city of Bobo-Dioulasso. Base map: OpenStreetMap, 2025.
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Fig. S2 Lysis spots of P. aeruginosa phages obtained by the spot method on double-layer LB agar.
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Fig. S3 Plaque morphotypes of P. aeruginosa phages after purification. a small plaques, b large plaques.
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Fig. S4 Host range of lytic phages of P. aeruginosa strain  PA_CM21 by the double-layer method. a after 24 h of incubation, b after 48 h of incubation, showing the appearance of pyoverdine pigment.
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Supplementary tables

Table S1 Distribution of the 28 phage isolates according on a qualitative visual assessment of the size of the lysis plaques

	Host strain
	Number of distinct phages (n=28)
	Small plaques (n)
	Large plaques (n)

	PA_CM21
	7
	4
	3

	PA_CM22
	8
	2
	6

	PA_CM23
	5
	2
	3

	PA_CM24
	3
	1
	2

	PA_CM25
	2
	2
	0

	PA_CM26
	3
	1
	2

	Total
	28
	12
	16


Legend.
PA_CM : P. aeruginosa, Centre MURAZ collection. 













Table S2 Host-range matrix of the 28 phage isolates against the eleven P. aeruginosa strains
	Profile
	Phage isolate
	PA_CM 20
	PA_CM21 
	PA_CM 22 
	PA_CM23
	PA_CM24 
	PA_CM25 
	 PA_CM26 
	PA_CM27
	PA_CM28
	PA_CM29
	PA_CM30.

	Pro 1
	PA_BD_S06
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+

	Pro 1
	PA_BD_S11
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+

	Pro 1
	PA_BD_S12**
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+

	Pro 2
	PA_BD_S01*
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro 2
	PA_BD_S02
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro 2
	PA_BD_S03**
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro 2
	PA_BD_S04
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro 2
	PA_BD_S05
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro 2
	PA_BD_S08
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro3
	PA_BD_S13
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+
	+

	Pro 4
	PA_BD_S14
	+
	+
	+
	+
	-
	+
	+
	+
	+
	+
	+

	Pro5
	PA_BD_S09
	+
	-
	+
	+
	+
	+
	+
	-
	+
	+
	+

	Pro 6
	PA_BD_S10
	+
	-
	+
	+
	+
	+
	+
	+
	+
	+
	-

	Pro 7
	PA_BD_S29b**
	+
	+
	+
	+
	+
	+
	-
	+
	-
	+
	+

	Pro 8
	PA_BD_S18
	+
	-
	+
	+
	+
	+
	+
	+
	-
	+
	-

	Pro 09
	PA_BD_S 20
	+
	-
	+
	+
	+
	+
	-
	+
	-
	+
	+

	Pro 09
	PA_BD_S 21*
	+
	-
	+
	+
	+
	+
	-
	+
	-
	+
	+

	Pro 09
	PA_BD_S22
	+
	-
	+
	+
	+
	+
	-
	+
	-
	+
	+

	Pro 09
	PA_BD_S 28b
	+
	-
	+
	+
	+
	+
	-
	+
	-
	+
	+

	Pro10
	PA_BD_S16
	-
	-
	+
	+
	+
	+
	-
	+
	+
	+
	+

	Pro10
	PA_BD_S17a
	-
	-
	+
	+
	+
	+
	-
	+
	+
	+
	+

	Pro 11
	PA_BD_S17b
	+
	-
	+
	+
	-
	+
	+
	+
	-
	+
	+

	Pro 12
	PA_BD_S21a
	+
	-
	+
	-
	-
	-
	+
	+
	+
	+
	+

	Pro 13
	PA_BD_S28c
	+
	-
	+
	+
	+
	+
	-
	+
	-
	-
	+

	Pro14
	PA_BD_S29a
	-
	+
	+
	+
	-
	+
	-
	+
	-
	+
	-

	Pro15
	PA_BD_S22b
	+
	+
	-
	-
	-
	-
	+
	-
	+
	+
	-

	Pro16
	PA_BD_S20a
	-
	-
	+
	-
	-
	-
	+
	-
	+
	+
	-

	Pro17
	PA_BD_S21b
	+
	-
	-
	-
	-
	-
	+
	-
	+
	-
	+


Legend. +, lysis;  –: no lysis. Isolates marked ** were sequenced successfully; isolates marked * were sequenced but the assembly failed quality control. PA_BD_S: Pseudomonas aeruginosa _Bobo Dioulasso_Sewage; PA_CM : P. aeruginosa, Centre MURAZ collection ; Pro: Profil
 



Table S3 The five closest GenBank relatives of each sequenced genome, ranked by combined proximity score (percentage identity × query coverage)
	Data Phages
	Scientific Name
	Percent Identity
	Coverage
	E-value
	Max Score
	Total Score
	Length
	Accession
	Combined Proximity Score

	vB_PaeM_CM0001
	Pseudomonas phage vB_PaeS_PAO1_Ab20
	97.21%
	99%
	0.0
	46821
	95838
	57745
	LN610585.1
	0.96

	vB_PaeM_CM0001
	Pseudomonas phage vB_PaeS_PAO1_Ab18
	97.65%
	98%
	0.0
	32086
	96122
	56537
	NC_026594.1
	0.96

	vB_PaeM_CM0001
	Pseudomonas phage PAKlein3
	96.54%
	97%
	0.0
	25614
	92696
	56901
	PP931173.1
	0.94

	vB_PaeM_CM0001
	Pseudomonas phage vB_PaeS_PAO1_Ab19
	97.48%
	93%
	0.0
	51284
	88987
	58139
	NC_042115.1
	0.91

	vB_PaeM_CM0001
	Pseudomonas phage PA_LZ03
	96.72%
	93%
	0.0
	39897
	90561
	57367
	OQ646790.1
	0.90

	vB_PaeP_CM0002
	Pseudomonas phage vB_PaePA10145phi1_HR2
	97.48%
	98%
	0.0
	31556
	70142
	43971
	PV565007.1
	0.96

	vB_PaeP_CM0002
	Pseudomonas phage HX1
	97.77%
	98%
	0.0
	40996
	68370
	43113
	MW406976.1
	0.96

	vB_PaeP_CM0002
	Pseudomonas phage Atpa011
	96.44%
	98%
	0.0
	59985
	69017
	43278
	PZ233458.1
	0.95

	vB_PaeP_CM0002
	Pseudomonas phage BrSP08
	96.5%
	98%
	0.0
	27320
	68799
	43972
	PQ493644.1
	0.95

	vB_PaeP_CM0002
	Pseudomonas phage Atpa010
	96.44%
	98%
	0.0
	59991
	69023
	43278
	PZ233457.1
	0.95

	vB_PaeP_CM0003
	Pseudomonas phage MPK7
	97.89%
	97%
	0.0
	41859
	68240
	42874
	NC_022091.1
	0.95

	vB_PaeP_CM0003
	Pseudomonas phage PaFZ4
	97.69%
	97%
	0.0
	45703
	68382
	43335
	PV610699.1
	0.95

	vB_PaeP_CM0003
	Pseudomonas phage Henu_18-20N
	97.86%
	96%
	0.0
	47129
	68233
	43087
	PV864296.1
	0.94

	vB_PaeP_CM0003
	Pseudomonas phage vB_PaBD_211
	97.13%
	97%
	0.0
	61200
	69523
	43381
	PV786137.1
	0.94

	vB_PaeP_CM0003
	Pseudomonas phage HX1
	97.79%
	95%
	0.0
	31916
	64395
	43113
	MW406976.1
	0.93


Legend. 
vB_PaeP_CM, Bacteria virus_P. aeruginosa Podoviridae_Centre Muraz ; vB_PaeM_CM ,  Bacteria virus _P. aeruginosa Myoviridae_Centre Muraz











Table S4 The five closest GenBank relatives of each sequenced genome, ranked by combined proximity score (percentage identity × query coverage)
	Phage
	Locus tag
	Length (aa)
	PHROG Annotation
	Phold Annotation
	Hhpred annotation

	vB_PaeM_CM0001
	CM0001_0009
	221
	ribonucleotide reductase
	ribonucleoside-diphosphate reductase large subunit
	ribonucleotide reductase

	
	CM0001_0048
	46
	No hit
	hypothetical protein
	No sigificative hit

	
	CM0001_0049
	60
	No hit
	hypothetical protein
	No sigificative hit

	
	CM0001_0051
	36
	No hit
	hypothetical protein
	No sigificative hit

	
	CM0001_0058
	69
	unknown function
	hypothetical protein
	No sigificative hit

	
	CM0001_0063
	32
	No hit
	hypothetical protein
	No sigificative hit

	
	CM0001_0065
	29
	No hit
	hypothetical protein
	No sigificative hit

	vB_PaeP_CM0002
	CM0002_0065
	71
	unknown function
	hypothetical protein
	No sigificative hit

	
	CM0002_0041
	29
	No hit
	hypothetical protein
	No sigificative hit

	vB_PaeP_CM0003
	CM0003_0042
	32
	unknown function
	hypothetical protein
	No sigificative hit

	
	CM0003_0060
	29
	No hit
	hypothetical protein
	No sigificative hit

	
	CM0003_0064
	103
	No hit
	hypothetical protein
	No sigificative hit

	
	CM0003_0065
	46
	unknown function
	hypothetical protein
	No sigificative hit


Legensd. vB_PaeP_CM, Bacteria virus_P. aeruginosa Podoviridae_Centre Muraz ; vB_PaeM_CM, Bacteria virus _P. aeruginosa Myoviridae_Centre Muraz. CM: Center Muraz; Hhpred : Homology Homology prediction 
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Map of points in Bobo-Dioulasso
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