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PCG | ABPC CEZ CDTR-PI CZOP | IPM/CS | CVA/AMPC GM ABK CAM | CLDM | MINO VCM FOM LVEX ST
MRSA 0 0 0 0 0 0 0 65.4 96.6 15.7 71 81.3 100 76.4 19.9 99.7
MSSA 43.1 43.1 99.8 99.6 99.9 99.8 99.9 73 97.7 66 96.9 99.5 100 94.7 87.2 99.8
Staphylococcus epidermidis 225 225 46.6 46.6 46.6 48 52.9 52.7 100 47.7 79.2 98.5 100 50.3 425 95.2
Enterococcus faecalis 100 100 0 0 0 99.3 100 0.6 0 4.2 0.6 30.8 100 0.3 88.2 0
Enterococcus faecium 1.1 1.1 0 0 0 18.8 13.6 0 0 3.5 4.7 41.1 100 0 18.8 0
ERHE

ABPC | PIPC CEZ CTM CTX CTRX CFPM CAZ CFPN-PI _[IPM/CS| MEPM AZT SBT/CPZ GM AMK MINO FOM LVEX ST
Escherichia coli 57.7 62.6 77.1 82.1 825 82.6 83.1 83.2 80.6 99.9 99.6 80.8 97.8 92 99.6 94.3 91.7 68 83.3
Klebsiella pneumoniae 0 74.1 96.4 97.7 98 98.3 98.3 98.3 97 100 100 96 99.6 97 100 95.4 28.4 98.7 97.7
P.mirabillis 45 45.6 48.1 50 48.7 49.3 50 49.3 49.3 98.1 98.1 48.1 93.7 88.1 99.3 18.1 47.5 45.6 94.3
Serratia marcescens 20.6 90.8 0 7.6 61.8 75.5 100 93.1 49.6 87 100 93.1 96.9 98.4 97.7 94.6 46.5 96.9 98.4
M.morganii 0 73.9 0 7.2 65.2 81.1 85.5 95.6 72.4 68.1 100 89.8 98.5 92.7 100 69.5 1.4 78.2 97.1
E.aerogenes 22.2 91.6 12.5 50 88.8 84.7 100 90.2 79.1 94.4 98.6 83.3 100 94.4 98.6 87.5 29.1 94.4 97.2
J R oRERER

PIPC | CFPM | CAZ CzoP IPM/CS | MEPM AZT SBT/CPZ TAZ/PIPC GM AMK MINO CL FOM CPFX | LVFX ST
Pseudompnas aeruginosa 90.7 92 93.5 93.8 82 90.2 83.4 91.8 94.6 78.7 93.8 0 99.5 0.8 90.2 8805 0.2
Acinetobacter 82.7 91.9 96.5 96.5 98.8 98.8 275 97.7 100 83.9 97.7 94.2 97.7 1.1 89.6 91.9 90.8
Stenotrophomonas maltophilia 50.9 5.8 451 7.8 0 0 3.9 90.2 23.5 9.8 7.8 100 80.3 0 7.8 98 100
MR 2R BEEE
[ | PCG | ABPC | CTX CTRX | CDTR-PI |CFPN-PI| PAPM/BP | FRPM CAM | CLDM | MINO | LVFX
|Streptcoccus pneumoniae [ 65 | 65 | 96 93.8 | 991 97.8 99.2 98 15.7 | 428 339 [ 987
| | ABPC | C€CL | CTX CTRX | COTR-PI | MEPM | FRPM | GVA/AMPG | CAM | MINO [ CP | LVFX
|Heamophilus influenzae [ 349 | 395 | 9938 100 100 97.9 41.1 | 67 84.5 [ 998 [ 998 [ 100
| | PCG | ABPC | CTX CTRX | CDTR-P1 [CFPN-PI|  CAM CLDM MINO | VEeM | LVFX |
|Streptcoccus group A [ 100 | 100 [ 100 100 | 100 100 45.6 59.8 715 | 100 [ 981 |




