[bookmark: _Hlk105838776][bookmark: _GoBack]Table S5: Putative prophage sequences annotated in genome assembly of P. koreensis CM-01 by PHAge Search Tool Enhanced Release (PHASTER).
	Region
	Region Length
	Completeness
	Score
	# Total Proteins
	Region Position
	Most Common Phage
	GC %

	NZ_JAMSLY010000011.1, Pseudomonas,koreensis,strain,CM-01,NODE_11_length_166375_cov_102.991383,,whole,genome,shotgun,sequence

	1
	15.3Kb
	questionable
	90
	16
	112333-127647
	PHAGE_Pseudo_PaMx74_NC_028809(3)
	53.16

	2
	31.9Kb
	intact
	110
	56
	134291-166276
	PHAGE_Pseudo_YMC11/02/R656_NC_028657(8)
	58.04

	NZ_JAMSLY010000013.1, Pseudomonas,koreensis,strain,CM-01,NODE_13_length_153779_cov_103.005283,,whole,genome,shotgun,sequence

	3
	43.2Kb
	intact
	150
	54
	53877-97174
	PHAGE_Vibrio_VP882_NC_009016(14)
	59.67

	NZ_JAMSLY010000017.1, Pseudomonas,koreensis,strain,CM-01,NODE_17_length_121973_cov_99.525965,,whole,genome,shotgun,sequence

	4
	35.2Kb
	intact
	150
	46
	86123-121342
	PHAGE_Entero_Arya_NC_031048(7)
	58.67

	NZ_JAMSLY010000022.1, Pseudomonas,koreensis,strain,CM-01,NODE_22_length_79739_cov_112.337212,,whole,genome,shotgun,sequence

	5
	39.3Kb
	questionable
	90
	53
	1-39325
	PHAGE_Salmon_SPN1S_NC_016761(15)
	60.28

	NZ_JAMSLY010000009.1, Pseudomonas,koreensis,strain,CM-01,NODE_9_length_233601_cov_116.900700,,whole,genome,shotgun,sequence

	6
	19.7kb
	incomplete
	20
	15
	54508-74301
	PHAGE_Altero_vB_AmeM_PT11_V22_NC_048847(1)
	55.47





