
Table S1 The host range of phage vB_KpnP_JYSS5 and Dep11 

Bacterial strain Source Serotype Plaque assay Hole assay Note 

21AA0009 Urine K64 — — CRKP 

21AA0010 Sputum K47 — — CRKP 

21AA0026 Sputum K2 — — CRKP 

21AA0029 Sputum K57 — + CRKP 

21AA0131 Sputum K19 — — CRKP 

21AA0160 Sputum K19 — — CRKP 

21AA0218 Sputum K19 — — CRKP 

21AA0275 Urine K47 — — CRKP 

21AA0388 Sputum K64 — — CRKP 

21AA0398 Sputum K19 — — CRKP 

21AA0520 Sputum K19 — — CRKP 

21AA0600 Sputum K25 — — CRKP 

21AA0662 Sputum K64 — — CRKP 

21AA0714 Sputum K106 — — CRKP 

21AA0786 Sputum K64 — — CRKP 

21AA0828 Sputum K25 — — CRKP 

21AA0842 Urine K64 — — CRKP 

21AA0863 Sputum K64 — — CRKP 

21AA1035 BALF K64 — — CRKP 

21AA1042 Sputum K64 — — CRKP 

21AA1074 Sputum K64 — — CRKP 

21AA1100 Sputum K64 — — CRKP 

21AA1110 Sputum K64 — — CRKP 

21AA1115 Urine K55 — — CRKP 

21AA1117 Sputum K64 — — CRKP 

21AA1334 Urine K47 — — CRKP 

21AA1746 Effusion K64 — — CRKP 



21AA1795 Urine K47 — — CRKP 

21AA1819 Sputum K64 — — CRKP 

21AA1830 Sputum K47 — — CRKP 

21AA1842 Sputum K64 — — CRKP 

21AA1922 Sputum K64 — — CRKP 

21AA1942 Secretion K64 — — CRKP 

21AA1978 Effusion K64 — — CRKP 

21AA1997 Secretion K64 — — CRKP 

21AA2204 Effusion K64 — — CRKP 

21AA2205 Blood K64 — — CRKP 

21AA2206 Sputum K64 — — CRKP 

21AA2207 Sputum K64 — — CRKP 

21AA2210 Urine K64 — — CRKP 

21AA2211 Sputum K64 — — CRKP 

21AA2212 Sputum K27 — — CRKP 

21AA2213 Sputum K64 — — CRKP 

21AA2214 Urine K64 — — CRKP 

21AA2216 Sputum K2 — — CRKP 

21AA2217 Sputum K64 — — CRKP 

21AA2218 Sputum K64 — — CRKP 

21AA2219 Sputum K64 — — CRKP 

21AA2220 Sputum K167 — — CRKP 

21AA2221 Sputum K64 — — CRKP 

21AA2222 Sputum K64 — — CRKP 

21AA2224 Effusion K64 — — CRKP 

21AA2225 Effusion K64 — — CRKP 

21AA2226 Sputum K23 — — CRKP 

21AA2227 Sputum K64 — — CRKP 

21AA2228 Urine K64 — — CRKP 



21AA2244 Sputum K64 — — CRKP 

21AA2271 Secretion K64 — — CRKP 

21AA2414 Sputum K64 — — CRKP 

21AA2494 Sputum K19 — — CRKP 

21AA2588 Sputum K64 — — CRKP 

21AA2657 BALF K64 — — CRKP 

21AA2755 Sputum K64 — — CRKP 

21AA2768 Sputum K19 — — CRKP 

21AA2861 Urine K64 — — CRKP 

21AA2926 Sputum K149 — — CRKP 

21AA2946 BALF K19 — — CRKP 

21AA2948 Sputum K64 — — CRKP 

21AA2972 Blood K19 — — CRKP 

21AA3004 Sputum K57 + + CRKP 

21AA3032 Urine K125 — — CRKP 

21AA3151 Urine K64 — — CRKP 

21AA3165 Secretion K102 — — CRKP 

21AA3170 Sputum K64 — — CRKP 

22AA0227 BALF K47 — — CRKP 

22AA0324 Sputum K47 — — CRKP 

22AA0608 Sputum K28 — — CRKP 

22AA0727 Urine K64 — — CRKP 

22AA1153 Urine K47 — — CRKP 

22AA1241 Effusion K64 — — CRKP 

22AA1259 BALF K19 — — CRKP 

22AA1326 Sputum K19 — — CRKP 

22AA1424 Urine K47 — — CRKP 

22AA1455 Urine K64 — — CRKP 

22AA1717 Sputum K102 — — CRKP 



 

 

 

Fig. S1 VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; 

VIRIDIC) computes pairwise intergenomic distances/similarities between the genome 

of phage vB_KpnP_JYSS5 and genomes of reference phages. Abbreviations: phg = 

phage; Kleb = Klebsiella. 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Fig. S2 The phylogenetic tree based on genome sequences of vB_KpnP_JYSS5 and 

related phages. Values on branch points represent support values. 

 

 

 

 

 

 

 OQ790080.1 Klebsiella phage Kpn17 

 NC_047781.1 Klebsiella phage vB_ KpnP_ BIS33 

 NC 048175.1 Klebsiella phage Pharr 

 PQ303613.1 Klebsiella phage L2 1 

 PP889491.1 Klebsiella phage phi1_146042 

 PP889497.1 Klebsiella phage phi1_146048 

 PQ133610.1 Klebsiella phage P5054 

 PQ133622.1 Klebsiella phage P7501 

 PQ589213.1 Klebsiella phage vB_KpnP_JYSS5 

 OR532863.1 Klebsiella phage RCIP0069 

 PP758980.1 Klebsiella phage vB_Kp_Z57 

 PP889498.1 Klebsiella phage phi1_146049 

 PQ843213.1 Klebsiella phage phiA25 

 MK521905.1 Klebsiella phage vB_KpnP_FZ12 

 PP889501.1 Klebsiella phage phi1_146052 

 OY978834.1 Klebsiella phage vB_Kpn_K37PH164C1 

 OR639934.1 Klebsiella phage vB_KpnP_KpV763 isolate G13 

 OQ921102.1 Klebsiella phage vB_KpnP_EKp2 

 NC_047771.1 Klebsiella phage vB_KpnP_KpV763 

 PP952734.1 Klebsiella phage phi1_066062 

 PP926511.1 Klebsiella phage PMBT70 
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Fig. S3 The phylogenetic tree based on the terminase large subunit genes of phage 

vB_KpnP_JYSS5 and related phages. Values on branch points are the percentage of 

the resulting values formed by 1000 bootstrap analyses. 

 

 

 

 

 

 

 

 

 

 PQ133622.1 Klebsiella phage P7501  

 PP889498.1 Klebsiella phage phi1_146049  

 PP889497.1 Klebsiella phage phi1_146048  

 PQ589213.1 Klebsiella phage vB_KpnP_JYSS5  

 PP758980.1 Klebsiella phage vB_Kp_Z57  

 PQ843213.1 Klebsiella phage phiA25  

 MT431699.1 Klebsiella phage phiW14/TH1-302-1  

 PP952734.1 Klebsiella phage phi1_066062  

 MN434093.1 Klebsiella phage AmPh_EK52  

 PP105577.1 Klebsiella phage KpV92  

 PP889467.1 Klebsiella phage phi1_146017  

 OY979413.1 Klebsiella phage vB_Kpn-K82P1 

 OK138556.1 Klebsiella phage vB_Kp_IME531  

 PP889452.1 Klebsiella phage phi1 066008  

 OR287806.1 Klebsiella phage Rappa3  

 NC 011043.1 Klebsiella phage K11  

 

 MW042787.1 Klebsiella phage 066013  

 OR050820.1 Klebsiella phage HZJ31  

 PP357453.1 Klebsiella phage 175003  

 PQ133610.1 Klebsiella phage P5054  

 PQ571300.1 Klebsiella phage KP3-1  
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Fig. S4 The phylogenetic tree based on the DNA polymerase genes of phage 

vB_KpnP_JYSS5 and related phages. Values on branch points are the percentage of 

the resulting values formed by 1000 bootstrap analyses. 

 

 

 

 

 

 

 

 

 PQ589213.1 Klebsiella phage vB_KpnP_JYSS5  

 PP889498.1 Klebsiella phage phi1_146049  

 PP758980.1 Klebsiella phage vB_Kp_Z57 

 OR532903.1 Klebsiella phage RCIP0109  

 OP970825.1 Klebsiella phage Kp_GWPB35  

 PP889475.1 Klebsiella phage phi1_146025  

 OP620755.2 Klebsiella phage vB_KpnP_K2044-EW 

 PQ303613.1 Klebsiella phage L2 1  

 PQ299796.1 Klebsiella phage Poteet  

 PP660555.1 Klebsiella phage SAKp26  

 OR532822.1 Klebsiella phage RCIP0028 

 NC 048138.1 Klebsiella phage Henu1  

 OP970826.1 Klebsiella phage Kp GWPA139e 

 PP734007.1 Klebsiella phage vB_KpnP_PRA1340  

 PQ133605.1 Klebsiella phage P293  

 NC 047798.1 Klebsiella phage K5-2  

 PQ571300.1 Klebsiella phage KP3-1  

 PQ133610.1 Klebsiella phage P5054 

 PP357474.1 Klebsiella phage 175026  

 PQ133611.1 Klebsiella phage P6169  

 PP662633.1 Klebsiella phage YMR2  
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Fig. S5 The phylogenetic tree based on depolymerase amino acid sequences of phage 

vB_KpnP_JYSS5 and related tail or hypothetical proteins of Klebsiella phages. 

Values on branch points are the percentage of the resulting values formed by 1000 

bootstrap analyses. 

 

 

 

 

 

 XCO40381.1 tail protein Klebsiella phage phi1 146042 

 CAK6596896.1 tail spike protein Klebsiella phage vB Kpn K11PH164C1 

 WPH66151.1 tail spike protein with depolymerase domain Klebsiella phage Rappa3 

 WPJ47567.1 hypothetical protein RCIP0003 00048 Klebsiella phage RCIP0003 

 XPO97088.1 tail protein Klebsiella phage KP3-1 

 XMN67857.1 hypothetical protein Klebsiella phage P7501 

 WPJ53906.1 hypothetical protein RCIP0069 00046 Klebsiella phage RCIP0069 

 XCO41031.1 tail protein Klebsiella phage phi1 146048 

 XMN67129.1 hypothetical protein Klebsiella phage P5054 

 XCO41088.1 tail protein Klebsiella phage phi1 146049 

 XAO39240.1 non-contractile tail fiber protein Klebsiella phage vB_Kp_Z57 

 XMN72258.1 pectate lyase（Dep11）Klebsiella phage vB_KpnP_JYSS5 

 YP 009786838.1 tail protein Klebsiella phage vB_KpnP_KpV767 

 XCD29343.1 tail fiber protein Klebsiella phage PMBT12 

 WPJ54634.1 hypothetical protein RCIP0079 00020 Klebsiella phage RCIP0079 

 XDJ03032.1 tail protein Klebsiella phage JLBP1001 

 WPJ53743.1 hypothetical protein RCIP0067 00022 Klebsiella phage RCIP0067 

 QTH79846.1 tail fiber protein Klebsiella phage vB_Kpn_ZX1 

 XQQ56941.1 non-contractile tail fiber protein Klebsiella phage vB_KpnP_IME309 

 YP 009615313.1 tail protein Klebsiella phage vB_KpnM_KpV79 

 WPJ57036.1 hypothetical protein RCIP0113 00040 Klebsiella phage RCIP0113 
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Fig. S6 The secondary structure of Dep11 

 

Fig. S7 Stability of Dep11 

 

 

 



Fig. S8 Phage titer in the supernatant after strain 21AA3004 treated with Dep11. 

P < 0.001 (****). 

Fig. S9 In vitro bactericidal activity of Dep11 
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Fig. S10 Bactericidal effect of Dep11 in combination with serum. 0.001 < P < 

0.01(***), P < 0.001 (****). Serum (–) represents heat-inactivated serum. 
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Fig. S11 The bacterial loads of intracellular K. pneumoniae 21AA3004 in RAW264.7 

cells. P < 0.001 (****). 
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