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Aeromonas hydrophila 1 0 0 1 Acinetobacter spp. 3 3 0 6 Candida albicans 50 39 42 131
Campylobacter jejuni 36 17 23 76 Candida albicans 70 30 69 219 Chlamydia trachomatis 2 6 2 10
Campylobacter jejuni/coli 0 1 0 1 Enterobacter spp. 28 25 32 85 Neisseria gonorrhoeae 0 1 0 1
Salmonella 04 2 0 1 3 Enterococcus spp. 326 271 282 879 Streptococcus B 56 59 71 186
Salmonella 09 1 0 1 2 Escherichia coli 520 496 554 1570 Rk 108 105 115 328
Salmonella #EANEH 1 0 0 1 Klebsiella pneumoniae 148 122 111 381 TRAEE 569 570 676 1815
Staphylococcus aureus 3 5 6 14 Klebsiella aerogenes 17 10 17 44
Yersinia pseudotuberculosis 0 0 1 1 Pseudomonas aeruginosa 102 68 85 255 s A7z S. aureus DGR
Ry 44 23 32 99 Staphylococcus aureus 82 58 67 207 EiL 1H 25 3 H &
R 401 305 344 1050 Staphylococcus =177 7 — Btk 250 164 206 620 MRSA 2 1 4 7
BE it 3 1546 1297 1423 4266 . MSSA 1 4 2 7
i (T AR) TR K 2737]  2337] 2685| 7759 B | 2T Rk 0 0 0 0
IANAE 14 24 3A aat &t 3 5 6 14
adenovirus 40/41 0 3 1 4 JiiR]Ed S. aureus 3 5 6 14
norovirus #EAH] 22 6 1 29 B4 14 24 3A & MRSA 8 4 7 19
rotavirus 5 0 1 6 Anaerobes 38 26 17 81 % MSSA 7 5 12 24
[l 27 9 3 39 Escherichia coli 135 103 125 363 i | 2TV R 0 0 0 0
R 166 110 96 372 Enterobacter spp. 8 7 5 20 i 15 9 19 43
Haemophilus influenzae 1 0 0 1 S. aureus 15 9 19 43
fg (Jgi) Klebsiella pneumoniae 36 38 41 115 MRSA 0 0 0 0
SR A 1A 2H 3A &t Klebsiella aerogenes 8 2 2 12 B MSSA 0 1 0 1
Giardia lamblia 0 0 1 1 Listeria monocytogenes 0 1 0 1 iTLSi AF VR 0 0 0 0
Rk 0 0 1 1 Pseudomonas aeruginosa 10 10 14 34 #t 0 1 0 1
R 3 0 1 4 Salmonella_spp. 1 1 0 2 S. aureus 0 1 0 1
Staphylococcus aureus 89 81 90 260 MRSA 31 21 26 78
ZRRIR (MoK, BEK, BIfiiEZRL) Staphylococcus =7 77 —ERatk 113 102 127 342 MSSA 51 37 41 129
it 1A 2H 3H & Streptococcus B 14 0 10 24 K| ATV RRE 0 0 0 0
Anaerobes 31 17 29 77 Streptococcus pneumoniae 0 2 3 5 it 82 58 67 207
Escherichia coli 22 17 31 70 Rk 453 373 434 1260 S. aureus 82 58 67 207
Enterobacter spp. 5 2 6 13 BT 6515] 5670|6263 18448 MRSA 37 31 30 98
Klebsiella pneumoniae 12 12 11 35 I MSSA 52 50 60 162
Klebsiella aerogenes 0 1 1 2 R, KRB RLIRBL O TRUENSOM K e AF UV R 0 0 0 0
Mycobacterium spp. 0 1 0 1 Eififs 1A 2H 3H & il 89 81 90 260
Pseudomonas aeruginosa 10 7 3 20 Anaerobes 30 26 28 84 S. aureus 89 81 90 260
Staphylococcus aureus 15 9 19 43 Haemophilus influenzae 31 21 31 83 MRSA 125 127 129 381
Staphylococcus =277 7 —Fatk 3 6 6 15 Klebsiella pneumoniae 100 70 82 252 v MSSA 139 126 129 394
Bt 98 72 106 276 Mycobacterium tuberculosis 46 43 26 115 g | ATV oAb 0 0 0 0
R 465 406 446 1317 Mycoplasma pneumoniage 1 0 0 1 SR 264 253 258 775
Pseudomonas aeruginosa 134 124 118 376 S. aureus 264 253 258 775
kI Staphylococcus aureus 264 253 258 775 MRSA 203 184 196 583
it 1A 2H 3H &t Streptococcus A 2 0 0 2 4 | MSSA 250 223 244 717
Staphylococcus aureus 0 1 0 1 Streptococcus B 22 22 14 58 7 AF LV R 0 0 0 0
Streptococcus pneumoniae 0 1 0 1 Streptococcus pneumoniae 14 8 18 40 it 453 407 440 1300
[ 0 2 0 2 Bt 644 567 575 1786
R 134 144 132 410 R 2287 2051 2309 | 6647
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Streptococcus pneumoniae 2 0 3 5
Bt 8 2 6 16
R 633 442 573 1648
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