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Species Phage Host strain Agilent

Mean SD
hold
time

Susceptible phage/host combinations

Escherichia coli EcCHO6Phi7 EcCHO6 275 23 819 s 21 184 03
EcCH21Phi32 EcCH21 440 00 00 450 00 00 10
EcCH24Phids EcCH24 363 155 428 355 177 938 -09
EcCH26Phi37A EcCH26 450 00 00 147 06 13 00
EcCH27Phi38 EcCH27 85 07 83 190 71 372 -05
EcCH29Phi40A EcCH29 173 53 308 153 54 357 04
EcCH31Phi42 EcCH31 273 133 487 315 130 a3 -164
EcCH32Phi43 EcCH32 445 07 16 455 07 16 10
EcCH33Phid4 EcCH33 440 00 00 420 17 41 00
EcCH36Phi47A EcCH36 410 00 00 310 104 35 00
EcCH36PhiS6A EcCHS6 425 10 24 393 25 64 08
EcCH61Phi61 EcCH61 460 14 31 35 07 16 09
EcCH63Phi63A EcCH63 435 07 16 440 00 00 00
Staphylacoccus SaWIQ456BPhi SaWIQU456B 440 17 39 30 14 33 09
eid SaRB105030Phil SaRB105030 295 29 743 35 07 16 01
SaRB105030Phid SaRB105030 338 19 43 143 10 22 09
SaNS11469Phil SaNS11469 433 15 35 23 12 27 -200
SaMDO7Phil SaMDO7 440 14 32 363 135 373 -02
SCVDA3BHPhil SCVDA3BH 180 71 393 80 00 00 00
SCVDA3ASMPhil ScVDA3ASM 122 16 135 144 39 272 01
ScVDA3JFPhil SCVDA3JE 430 00 00 330 00 00 10
SCprASPhil SCpraS 188 101 535 150 25 170 02
SCprOWPhid SCprew 420 00 00 380 00 00 10
SCPrGMPhil SCprGM 312 149 479 390 00 00 00
SCpriOPhil SCprjO 193 155 806 210 s 546 10
SCprMCEPhi2 SCprMCE 420 00 00 410 00 00 10
SCprRPHPhi2 SCprRPH 3.0 00 00 140 57 04 00
S146406HNPhil SI46406HN 27 40 187 27 180 829 06
SI46406HN 207 12 56 20 178 808 02
S146406HPRIPhiL S146406HPRI 198 85 28 190 156 821 08
S146406HPRIPhi2 S146406HPRI 125 35 283 125 64 509 -113
S146406HPRIPhi3 SI46406HPRI 450 00 00 170 00 00 10
S146407FCPhil SI46407FC 306 122 398 368 94 255 03
S146407HNPhil S146407HN 256 122 477 30 05 942 -02
SaWIQU4SSPhil SaWIQU4ss 384 92 240 244 1 455 -13
S13SLPhil S13SL 370 96 259 388 16 300 08
Sed6386Phi Se46386 480 00 00 30 00 00 10
SaMD22Phil SaMD22 122 15 122 420 00 00 00
Acinetobacter AbB2T9Phi3ABI AbB2T9 45 07 17 420 00 00 00
baumannii AbB2T9Phi4Ab2 AbB2TY 330 147 446 213 18.1 85.1 07
AbB2TOPhIEIAb3 AbB2T9 323 150 464 27 170 522 10
Enteracoccus VRE25PhilEfl VRE2S 137 237 1732 33 15 35 02
Jaecalis VREPhi47Ef2 VRE27 280 23 867 433 15 35 0.0
VREPhi52Ef VRE39 205 290 1414 300 198 660 10
Pseudomonas PaPhil5Pal PaT17875 318 152 478 378 32 85 06
aeruginosa PaPhil6Pa2 PaT17875 318 104 27 318 16 365 -17
PaPhil7Pa3 PaT17875 350 57 162 360 42 1.8 10
PaPhiloPad PaX30882 380 40 105 375 30 80 10
PaPhi20Pas PaX30882 297 133 449 377 32 85 -01
PaPhi26Pa6 PaT17875 262 126 481 28 98 451 06
PalANPPhiPASA16Pa7 PalaNP 415 1 24 08 15 37 10
PaWRAOIPhil1 PaWRAOI 420 00 00 20 00 00 10
PaWRAO1Phi39 PaWRAOI 263 64 244 20 16 71 -09
PaWRA02Phi83 PaWRA02 186 42 27 138 26 188 -01
PaWRAO2PhiS7 PaWRA02 182 37 203 148 15 100 01
Non-susceptible phage/host combination controls
E. coli EcCHO6Phi7 PaWRAOI 0 0 0 0 0 0 1
EcCH21Phi32 PaWRAOI 0 0 0 0 0 0 1
EcCH24Phids PaWRAO! 0 0 0 0 0 0 1
EcCH26Phi37A PaWRAOI 0 0 0 0 0 0 1
EcCH27Phi38 PaWRAOI 0 0 0 0 0 0 1
EcCH29Phi40A PaWRAO! 0 0 0 0 0 0 1
EcCH31Phi2 PaWRAOI 0 0 0 0 0 0 1
EcCH32Phi43 PaWRAOI 0 0 0 0 0 0 1
EcCH33Phid4 PaWRAOI 0 0 0 0 0 0 1
EcCH36Phi47A PaWRAOI 0 0 0 0 0 0 1
EcCH56PhiS6A PaWRAOI 0 0 0 0 0 0 1
EcCH61Phi61 PaWRAO! 0 0 0 0 0 0 1
EcCH63Phi63A PaWRAOI 0 0 0 0 0 0 1
S. aureus SaWIQU456BPhi PaWRAOI 0 0 0 0 0 0 1
SaRBI05030Phil PaWRAOI 0 0 0 0 0 0 1
SaRB105030Phid PaWRAOI 0 0 0 0 0 0 1
SaNS11469Phil PaWRAOI 0 0 0 0 0 0 1
SaMDO7Phil PaWRAOI 0 0 0 0 0 0 1
ScVDA3BHPhil PaWRAOI 0 0 0 0 0 0 1
SCVDA3ASMPhil PaWRAOI 0 0 0 0 0 0 1
ScVDA3JFPhil PaWRAOL 0 0 0 0 0 0 1
SCpraSPhil PaWRAO! 0 0 0 0 0 0 1
SCpIrCWPhi PaWRAOI 0 0 0 0 0 0 1
SCPrGMPhil PaWRAOL 0 0 0 0 0 0 1
SCprJOPhil PaWRAO!I 0 0 0 0 0 0 1
SCprMCEPhi2 PaWRAOI 0 0 0 0 0 0 1
SCprRPHPhi2 PaWRAOL 0 0 0 0 0 0 1
S146406HNPhil PaWRAOI 0 0 0 0 0 0 1
S146406HNPhi2 PaWRAOI 0 0 0 0 0 0 1
S146406HPRIPhil PaWRAOL 0 0 0 0 0 0 1
S146406HPRIPhi2 PaWRAO! 0 0 0 0 0 0 1
S146406HPRIPhi3 PaWRAOI 0 0 0 0 0 0 1
S146407FCPhil PaWRAOL 0 0 0 0 0 0 1
S146407HNPhil PaWRAOI 0 0 0 0 0 0 1
SaWIQO488Phil PaWRAOI 0 0 0 0 0 0 1
S13SLPhil PaWRAOI 0 0 0 0 0 0 1
Se46386Phid PaWRAOI 0 0 0 0 0 0 1
SaMD22Phil PaWRAOI 0 0 0 0 0 0 1
A baumannii AbB2TOPhi3AbI PaWRAOI 0 0 0 0 0 0 1
AB2TOPhi4Ab2 PaWRAOL 0 0 0 0 0 0 1
AbB2TOPhiEIABS PaWRAOI 0 0 0 0 0 0 1
E. faccalis VRE25PhilEfl PaWRAOI 0 0 0 0 0 0 1
VREPhi47ER2 PaWRAOL 0 0 0 0 0 0 1
VREPhi52Ef PaWRAOI 0 0 0 0 0 0 1

SD, Standard deviation; CV, coefficient of variance percent; ICC, interclass correlation coefficient.
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