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Acetohydroxamic acid 2.5 5 10

Baicalin 2 4 8

Ebselen 0.03125 0.0625 0.125
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Strains Deduced Resistant gene Wire drawing Sensitivity
K-Type experiment

1 K64 + - - - 0
2 K64 + - = - 0
3 K64 + - - - 0
4 K64 + - - - 0
5 K64 + - + = 0
6 K19 + - - - 0
7 Ke4 + - - = 0
8 Ke4 + - - = 0
9 Ke4 + - - = 0
10 K19 + - - + 5158
1 Ke4 + - N = 0
2 K149 + - - - 0
13 K19 + - = - 0
i Ke4 + - - - 0
15 K19 = - - = 0
16 K57 - - . B 0
7 K125 - - - - 0
18 Ke4 + - - - 0
19 K102 - + - - 0
20 K64 + - - - 0

I this Table *+” represents positive; *”represents negative. ‘EOP (eficency of plating) s calculated in percent as the PFU/mL. of the phages on the test strain divided by the PFU/mL. obtained
on strain P4 multiplied by 100.
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Strains Coverage (%) Identity (%) Accession number
Klebsiella phage NTUH-K2044-K1-1 88 9092 ONG02748.1

Kiebsiella phage VLCpiAlc 88 9639 MK380015.1

Klebsiella phage KpV71 88 9197 NC_031246.1

Klebsiella phage pKP-M212-2.1 89 96.93 0Q734493.1
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Antibiotic Strains* Virulence Strains

pa | 10 [o1° 10
IPM 24/S 10/R iucA 1 + -
MEM 25/ 7/R iucA 2 + ND
EPM 24/S 6/R iroB 1 + -
LEV. 12/R 13/R iroB2 + ND
CAZ 16/ 6R | prapA + )
ap IR SR prapA2 + -
AMK 18/ 18/S peg-344 + -

imipenem, MEM: meropenem, EPM: ertapenem, LEV: levofloxacin, CAZ: cefazidime,
CIP: ciprofloxacin, AMK: amikacin, : Antibacterial circle diameter (mm); ND: No detection,
“+”: positive, " negative; R: Drug resistance, : sensitive.
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Klebsiella phage vB KpnS MDA2066 (OP558003)

L[ Klebsiella phage UPM 2146 (NC 049472)
Klebsiella phage cp16 (OX335416)

| Kiebsiela phage vB Ko LiBean (LRg81130)
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L~ Kiebsiel phage Magnus (NC 049462)
Klebsiella phage Menlow (NG 047901)

ﬁ Kiebsiella phage T765 (ON399185)

Ackermannviridae

Klebsiella phage T751 (ON323462)
Klebsiella phage K751 (ON202820)

Klebsiella phage cp18 (OX335402)

Kiebsiella phage vB KpnM KpS110 (NG 047932)
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Bacteriophages

Against CRKP of CG258 Against CRKP of ST307

Cocktails
FKP4 FKP14 FKP10 FKP12

Cocktail 1 X X X
Cocktail 2 X X X
Cocktail 3 X X X
Cocktail 4 X X
Cocktail 5 X X x X
Cocktail 6 X X
Cocktail 7 X X X

CRKP, carbapenem resistant Klebsiella preunoniae.
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Genomic profile Klebsiella phage FKP3 Klebsiella phage FKP10 Klebsiella phage FKP14

Size (bp) 142277 159358 157205

Genome organization Linear Circularly permuted Circularly permuted

Depth 125X mx 139X

GC content (%) 3956 4657 463

Completeness 100 100 9994

ORF 305 246 23

cps 303 204 21

Hypothetical proteins 212 140 129

Functional proteins 91 104 102

RNA® 2 8 7

Termini Short direct terminal repeats (DTRS) of Headful packaging (PAC) Non identified**
317 bplength

Taxonomy.

Family Stephanstirmvirinae Ackermannviridae Ackermannviridae

Genus Justusliebigvirus Taipeivirus Taipeivirus

Insilco replicative cycle

PhageAl (virulent) 91.74% 92.49% 92.80%

BACHLIP (virulent) 46.25% 98.39% 9450%

PhaTYP (virulent) 10 10 10

GC, guanine-cytokine content; ORF, Open Reading Framework; CDS, coding sequences; tRNA, transfer RNA. * Four transfer RNAS were identified in all phages (tRNAMet, IRNATyr,
(RNAAsn, tRNAGIN). ** Owing to the lack of identified termini in FKP14 genome, the genome was re-arranged it using the large terminase subunit as the start base through the Pharokka
pipeline, and as recommended in Shen and Millard 2021,
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