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IHEE BE 5% ] st | FRBFTOM RER |hT—TILR| B WBRBET | BRFETDM
Escherichia coli 9 1 86 49 53 1
Candida 9 58 12 1 8 12 93 2
Staphylococcus aureus (MSSA) 4 24 16 1 4 14
Streptococcus group B 2 30 13 4 86 1 3
Pseudomonas aeruginosa 4 49 2 19 3
Enterococcus faecalis 4 217 21 40 3
Staphylococcus epidermidis 1 2 3 2 1 24
Staphylococcus aureus (MRSA) 2 50 2 5 2
Klebsiella pneumoniae 1 21 2 1 9 11 11
Candida sp. 29 1 2 6
Streptococcus group G 1 6 1 2 1
Enterobacter cloacae 2 11 1 2 1
Haemophilus influenzae 2 12 8 1
Stenotrophomonas (Xanthomonas ) maltophilia 18
Proteus mirabillis 1 5 3 7 2
Staphylococcus sp 5 11
ZDith 15 90 3 10 29 30 26 2 2
&t 44 418 16 42 3 187 169 372 3 12
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Escherichia coli 9 2 3 1 5 2 2 5 4 236
Candida 4 1 23 1 1 3 234
Staphylococcus aureus (MSSA) 3 1 2 3 5 77 19 8 10 205
Streptococcus group B 1 3 2 146
Pseudomonas aeruginosa 6 33 1 119
Enterococcus faecalis 1 1 1 4 1 3 114
Staphylococcus epidermidis 6 3 8 2 3 7 91
Staphylococcus aureus (MRSA) 1 1 1 5 9 5 2 2 88
Klebsiella pneumoniae 4 3 1 3 73
Candida sp. 1 40
Streptococcus group G 3 2 3 29
Enterobacter cloacae 2 1 2 25
Haemophilus influenzae 24
Stenotrophomonas (Xanthomonas ) maltophilia 1 4 24
Proteus mirabillis 5 24
Staphylococcus sp 1 2 1 1 24
Z Dt 16 1 3 2 7 6 54 10 18 11 358
&t 40 4 6 6 21 51 219 49 42 47 1854




