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Escherichia coli 5 4 3 67 35 50
Candida 11 13 5 1 1 7 5 121
Streptococcus group B 7 14 16 6 103
Staphylococcus aureus (MSSA) 2 7 25 3 2 12
Staphylococcus epidermidis 2 9 2 4 43
Pseudomonas aeruginosa 7 29 1 5 10 1
Enterococcus faecalis 1 3 7 6 30
Moraxella (Branhamella ) catarrhalis 9 1 30 5
Haemophilus influenzae 3 1 33 1
Staphylococcus aureus (MRSA) 6 16 2 1 1 4
Klebsiella pneumoniae 4 3 1 4 7
Candida albicans 14 1 2
Serratia marcescens 14 3
Streptococcus group G 1 11 1 2
Escherichia coli(ESBL) 4 1 2 4
Haemophilus parainfluenzae 2 5 6 1
Z Dty 9 42 1 21 4 2 14 4 16 22 19
=i 50 192 13 1 123 21 2 23 1 5 133 100 388
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Escherichia coli 2 2 4 3 11 188
Candida 3 4 2 2 1 4 180
Streptococcus group B 3 149
Staphylococcus aureus (MSSA) 1 1 3 48 2 1 107
Staphylococcus epidermidis 6 1 1 2 7 80
Pseudomonas aeruginosa 2 3 1 1 7 1 68
Enterococcus faecalis 4 2 54
Moraxella (Branhamella ) catarrhalis 45
Haemophilus influenzae 3 1 42
Staphylococcus aureus (MRSA) 1 1 1 1 2 3 2 41
Klebsiella pneumoniae 1 1 27
Candida albicans 4 21
Serratia marcescens 1 18
Streptococcus group G 2 18
Escherichia coli(ESBL) 4 15
Haemophilus parainfluenzae 1 15
Z DAt 2 8 1 2 1 23 2 1 12 206
&5t 21 17 16 1 3 11 6 8 100 9 2 25 1274




