84 H & 1t % # i

A SEP. 1999

Gatifloxacin #5-12 & 2 f@ RN\ FAE A F 7% O 2 E)

B R IR - i A
I B A2 B e A S
(B W BRAEEA B A7)

R - RS
ANER (B)
IEBEFATRR 7EPT

FLLSEIN =2 —F /0 RMEEOKRH|TH 5 gatifloxacin (GFLX) %,

R 6BIIZAT L, 1[0300mg,

726

1 H 21,
MRS, SHBREOREAMEENDOLE

MW7 HE (BEF13M), #1, &k
ARELIZESA, KDL RIERYE

AR AR 6 Bl 2 BN HREBR OB RO 5N, TNRIEFAREIEETH S
Bacteroidaceae D HEDBRHAT O + 00— b H 5O =@ L2 &1L 5,

Bacteroides LAY O T B 2 iR M H T,
AN Gram (+) ERE O3,

eubacteria,
clostridia DR AMEEE S 7z,

AiRHA 3 HHBICEHFTbifidobacteria,
¥ 7-6 5+ 5 % T lecithinase (—)

Enterobacteriaceae D W BRI AR P X TOBERE THH L, MRIBRFLLTFIZR

7z F72, Enterococcus spp.\IARHIHT6 Bl 5 B2 SR S 7205,

3HHEICHEBRFALT OB R 72,

LaL, IXTOWEEBET IRAETRI4BHIZW,

BUIRAET O L~V IZRIE L 72,

GFLX Ok Z & O Clostridium difficile D W E75,

%14 HH Mo 161 TR 5 7247,
HEN o7z,

Key words . gatifloxacin,

Gatifloxacin (GFLX) IAMRBEEKASHETHL <
SN2 —F /0 ZOROHREETCH L, =
=% /0 Y RMEEILCIEANRY PV EEVITRE
NEEFELTBYVHERTOMHBEOGVERELZEATH
%o GFLX I3 ILE D SR S 714, Z O KT RE
bk L CRPICHEE S N B 28, —EIIBHTZEZ AL
TEBFICHH SN DL Z EPTME SN TV DY, KA DH
AT B L O A T O ERREEAIZ 1995 F D543 [ H
FALFEBREFRBROHEY PRI ATTTIZHLES
nTws?,

Aol FEEHEOSIBRERABF6LHOBEHRELTREL
TGFLX ##O#%5 L, ZoRENMEEOREN, HEH
ZAbB L BRI T 1% o 348 A #& o R RE 8 % Gt
L7zDT, ZORBEEHRET S,

9 5 3B TIZIRA

AR 3 H H T L 72 RiE DR

IRF3HHBEIZIHIT, ARAT
FOBHOBAATIIMHBRU T E %Y, HHELE

Za—%/u0r, EMEANMHEE

I. ¥ & B &

1. #eBRE

BERSS 1 MERER GEBH5) DOBMEED TGS -k
BB F64 (FEi20~445%, FE53.4~69.1Kg) %
HEREL, B, ZORBIIFEIFIOAHNS1I1LH
WE S N7,

2. HHEHB L RS E

GFLX % 1H2Ml, &% LY AKIZ, 1H300mg,
7THMERE (72720, BEESGHIEEAERO 1EES- &L,
P13 M) 5 L,

3. BEAE A H

HEAE DU 8 # 2k o0 0% VAR B4 HIT
HEBLOWRA#ETH14~150E (UTF,
%) OFF3mFEML 7,

ARk BIG 3~ 4
l4HB &Y

* T501-3822 B PEFRIETIS-1



VOL. 47 S—2

Gatifloxacin #3512 & A RN\ B EPTHIE O LT 85

F7:, RA#TH#30~31HH (LT, 30HEET5)
124&,  Clostridium difficile D¥FH D HFERE L 72,

4. BENME SR L

1) Hiih

BF S TR 85 b

HRBEOBEBEEM & L TTrypticase Soy (TS) Il
RIFEREM % v 7o Enterobacteriaceae,
Enterococcus, Staphylococcus,
FHEEIIE, FRLENDHLEXER CRAFLE),
TATACSERK ', PEESZE A, NACFEREHM (%
fiffbs:) %, Yeast, Candida spp. E3REH & L THET
XA MO—-Z (P) FEREHRY, H o V58 (HK
#E) A F 7 Lactobacillus O EIREE# & | T2 LBS
FEREEH & V72,

e S TR

HEMEHORHBOETEIZIIEG EXEH (LS
B L UBLERKH (HKRE) &\ 7o Bifidobacterium,

Bacteroides fragilis group,

Streptococcus/

Pseudomonas aeruginosa 7>

Bacteroidaceae, Eubacterium,
Fusobacterium NDEE 121X BS-2 €K/, NBGT ZEKEE
#', BBEZERR:HL (BigUEs), ESIEREMS, AiLFM
i (HAK®EE) 2 FZ L FNH v, Veillonella &
Megasphaera D HE D EE I VS E KB %,
lecithinase (+) Clostridium O #E D&% |2 Neomycin
Naglar (NN) ZEREHY %, F 7 Clostridium difficile O
WHOBEEIZIZCCMA ity (HAKRBE) % Hwv7,

2) B L OEREE

AT G H O HARPEME 2 R ) RICERIL, BIR% ek
L7zt ECRMLZ, lgxMEl, BHbHI29ImL DR
HHRBE EOPRBEEIIRL, BERS, BEKEY
AMATCTRCRML, 20 1ImL%#H LW &R 9ImL 12
Mz TRCRML, FARIZ 105 E TLlORBREARL,
Mgk,  AFIE D 0.05mL & BERER AR 10 M8,  AF A
R PR TEAR I - — Rk IK L 72 BEEER AR ILRTT A F —
L=l ESRITHESNE Y v — IS AR, Uy —NEREEY
ATEBRLTI7TC, T2HEMBEAIEE L7, £/, DHL,
TSEHIE, 37°C, 24 WeRhfA5E#, TATAC, PEES,
NAC, PBLIUH v IV FEMIZ37C, T2REMAfRE %
L7:o LBSHEFHIE, BRGMED ¥ —I12AN, BILAF—L
T EANTIL, Uy —NERRAATE#RL T3TTC,
T2RERIA AT E Lo, BRI, REORIK, 77
gttt HIBOFREIZ L » THBEZ vE L TESTL 72,
RHRREE (FHMSE) $1gX47-0 2.3 TH %, DHL,
TATAC B X O'NBGT £rb 2% H L & 2DV T,
HIZEHMERIE 21T ) - O FEEWRET LIFH K L7214,
ERENNA AT A M= CEWLY), TEA LY T
(API system S.A.) BL U7 Y 20A (APl system
S.A.) AHWTHE L7:o NNE;# | Clecithinase (+)
OWIRE R LEFIZOVWTIE, &Ry TV 2 AR

MEFER (HKEHE) 2HTCWEXKEMH ET
lecithinase H ;A B % 17\, B O ¥ % Clostridium
perfringens & L THEH L 72,

3)  HAE D Clostridium difficile DIRZR

R T#%30HB 0#FEIZOWT, CCMAEHE W
T C. difficile DE &R &R ATV, B SAHRIIH LT
PCRIEIZE N mHEEEMERBE L T, EELMHE
L CHEREAM C difficile # PCREFEIZE D EHERE L
770, SOICHIREREEEICL Y, BEFOFBRLMEL

AN
0. m b
1. IR
IR T X THIRMICR CIEHMET, TH, #®EI
RN o7,

2. FERNMEZOLE)

WERHE 6 B OBE 1g 47 ORE L KEH OB E
B I UREEH) 2 9 E8E T L 12 Tablel ~6 2R L7,

GFLX OfF 4% 512 & 2 BENME#E ORI & SHEHRE
T EAIHRE L7z,

1) #EREL TOBNHMEEDEH

AKE)TIIGHNEEER T % Bacteroides D ELH AR R
DT DO—LUFIZEA L, fusobacteria, bifidobacteria,
eubacteria, #Hf5MEGram (+) ¥H, lecithinase (—)
D clostridia FFELHWRAMEROE L Vb hiA o7,
i & VE T 3 Enterobacteriaceae 3 X UF streptococci
(enterococci # &) B L Ustaphylococci 29ARH 3 H
HTHERFELL TS L7z, C difficile (33558712 107
CFU/gatti a7z, IRASHEB L UIRAK T 14
HEIZEmH S e o7z, IRAERTHRI4BHEIZE, Bk
H3IHHTHAL-FEBIZIZEAERIEL, Veillonella®
HIRAR o7,

2) #WEEE It M OBHNMEEOZEE)

AfTix, ARA3HHTbifidobacteria, fusobacteria
BLOBERM Gram (+) EREAEL L 7245, £nllst
DEERMERORE AT %, BEREROBREEDL K
ECEHML B2 o7 R MR T3 Enterobacteriaceae,
streptococci (enterococci & & &) B & U Candida albicans
AR 3 H B CHREBFLLT A L7, IR 3 HE T
VL-HEBIIIRAE T 14 HHIZ1E, bifidobacteria %
B2 HBOBESHER SN, ABITIRIRA#T# 14 H
H T C. difficile 710" "CFU/ g ity S 7243, T, #kfE
SOERITEAD LN L h o T,

3) #HEEK KoBNHMEEOLH

ABITIERA S, £ OBEREREIR L 7275, RiE
2K O Bacteroides 13 R R0V L7218 EF o7z AN
% T3 Enterobacteriaceae, streptococci (enterococci &
&) B L Vlactobacilli OW#A¥%5-3 H H TR L 72



H A L % #% &

R

Bl
o

Table 1.

Effect of gatifloxacin on fecal flora of volunteer L.T

Before During 3 days After 14th days

Enterobacteriaceae 8.1%C 0 %)b 88 ( 6%)
Streptococcus 6.4 ( 0%) 6.6 ( 0%)
Staphylococcus 23 ( 0%) 3.0 ¢ 0%)
Yeasts 33 ( 0%) 53 ( 0%)

Candida albicans 33 ( 0%) 51 ( 0%)
Corynebacterium
Bacillus
Pseudomonas aeruginosa 23 ( 0%)
Lactobacillus 34 ( 0%)
Bifidobacterium 9.5 ( 11%) 4.0 ( 0%) 9.1 ( 14 %)
Eubacterium 9.6 ( 15%) 53 ( 0%) 9.6 ( 37%)
Bacteroidaceae 10.2 ( 61%) 9.1 (100 %) 9.5 ( 33%)

B. fragilis group 9.8 ( 27%) 8.8 ( 50%) 9.2 ( 16%)

Fusobacterium 76 ( 0%) 46 ( 0%)

Megamonas hypermegas 9.4 ( 10%) 8.0 ( 8%)

Mitsuokella
Anaerobic Gram (+) cocci 93 ( 8%) 89 ( 8%)
Clostridium 9.0 ( 4%) 21 ( 0%) 83 ( 2%)

Lecithinase (-) 9.0 ( 4%) 2.1 ( 0%) 83 ( 2%)

C. difficile 52 ( 0%)
Lecithinase (+) 26 ( 0%)
C. perfringens 2.6 ( 0%)

Veillonella 5.8 ( 0%)
Megasphaera
Total aerobes 81 ( 0%) 53 ( 0%) 8.8 ( 6%)
Total anaerobes 10.4 (100 %) 9.1 (100%) 10.0 ( 91 %)
Total bacteria 10.4 (100 %) 9.1 (100 %) 10.0 (100 %)

a . Log of CFU/g wet feces

b : Percentage of total bacteria

Table 2. Effect of gatifloxacin on fecal flora of volunteer It.M
Before During 3 days After 14th days
Enterobacteriaceae 7.0°C 0%)° 86 ( 3%)
Streptococcus 6.8 ( 0%) 76 ( 0%)
Staphylococcus 32 ( 0%)
Yeasts 33 ( 0%)
Candida albicans 58 ( 0%) 35 ( 0%)
Corynebacterium
Bacillus 84 ( 0%)
Pseudomonas aeruginosa 55 ( 0%) 3.8 ( 0%)
Lactobacillus 55 ( 0%) 3.7 ( 0%) 4.2 ( 0%)
Bifidobacterium 10.0 ( 12 %) 7.1 C 0%)
Eubacterium 10.3 ( 23%) 9.6 ( 20%) 9.1 ( 8%)
Bacteroidaceae 10.7 ( 64 %) 10.2 ( 78 %) 10.1 ( 82%)
B. fragilis group 95 ( 4%) 9.6 ( 19%) 9.4 ( 16%)
Fusobacterium 75 ( 0%)
Megamonas hypermegas 9.2 ( 11%)
Mitsuokella
Anaerobic Gram (+) cocci 83 ( 0%) 8.8 ( 4%)
Clostridium 6.9 ( 0%) 86 ( 2%) 86 ( 3%)
Lecithinase (-) 6.9 ( 0%) 8.6 ( 2%) 86 ( 3%)
C. difficile 3.6 ( 0%)
Lecithinase (+)
C. perfringens
Veillonella 26 ( 0%)
Megasphaera
Total aerobes 85 ( 0%) 4.0 ( 0%) 87 ( 3%)
Total anaerobes 10.9 (100 %) 10.3 (100 %) 10.2 ( 97 %)
Total bacteria 10.9 (100 %) 10.3 (100 %) 10.2 (100 %)

a . Log of CFU/g wet feces

b : Percentage of total bacteria
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Table 3. Effect of gatifloxacin on fecal flora of volunteer K.K

Before During 3 days After 14th days
Enterobacteriaceae 732 0%)° 6.0 ( 0%)
Streptococcus 9.0 ( 1%) 87 ( 2%)
Staphylococcus 23 ( 0%) 46 (1 0%) 35 ( 0%)
Yeasts 23 ( 0%)
Candida albicans
Corynebacterium
Bacillus 28 ( 0%)
Pseudomonas aeruginosa 26 ( 0%)
Lactobacillus 56 ( 0%) 72 ( 0%)
Bifidobacterium 95 ( 2%) 6.3 ( 0%) 9.0 ( 3%)
Eubacterium 10.6 ( 21%) 86 ( 1%) 10.2 ( 52%)
Bacteroidaceae 11.2 ( 71%) 10.6 ( 99%) 9.7 ( 16%)
B. fragilis group 9.0 ( 0%) 94 ( 6%) 88 ( 2%)
Fusobacterium 6.2 ( 0%) 6.3 ( 0%) 59 ( 0%)
Megamonas hypermegas 95 ( 2%)
Mitsuokella
Anaerobic Gram (+) cocci 10.0 ( 5%) 9.9 ( 24%)
Clostridium 93 ( 1%) 26 ( 0%) 9.0 3%)
Lecithinase (-) 93 ( 1%) 9.0 ( 3%)
C. difficile
Lecithinase (+) 4.3 ( 0%) 26 ( 0%) 4.1 ( 0%)
C. perfringens 4.3 ( 0%) 26 ( 0%) 4.1 ( 0%)
Veillonella 7.8 ( 0%) 33 ( 0%)
Megasphaera
Total aerobes 9.0 ( 1%) 46 ( 0%) 87 ( 2%)
Total anaerobes 11.3 ( 99%) 10.6 (100 %) 10.5 ( 98 %)
Total bacteria 11.3 (100%) 10.6 (100 %) 10.5 (100 %)
a . Log of CFU/g wet feces
b : Percentage of total bacteria
Table 4. Effect of gatifloxacin on fecal flora of volunteer E.M
Before During 3 days After 14th days
Enterobacteriaceae 74%( 0%)° 74 ( 0%)
Streptococcus 89 ( 1%) 3.0 ( 0%) 7.0 ( 0%)
Staphylococcus 4.1 ( 0%) 23 ( 0%)
Yeasts 3.1 ( 0%)
Candida albicans
Corynebacterium
Bacillus 7.7 ( 0%) 3.0 ( 0%)
Pseudomonas aeruginosa
Lactobacillus 4.3 ( 0%) 23 ( 0%) 51 ( 0%)
Bifidobacterium 9.5 ( 5%) 6.6 ( 0%) 10.4 ( 24 %)
Eubacterium 10.2 ( 23%) 89 ( 4%) 10.4 ( 22%)
Bacteroidaceae 10.6 ( 63 %) 10.3 ( 96 %) 10.7 ( 46 %)
B. fragilis group 9.9 ( 11%) 9.4 ( 13%) 9.8 ( 5%)
Fusobacterium 43 ( 0%) 52 ( 0%)
Megamonas hypermegas 9.3 ( 3%)
Mitsuokella
Anaerobic Gram (+) cocci 4.8 ( 0%)
Clostridium 9.7 ( 7%) 4.7 ( 0%) 9.9 ( 8%)
Lecithinase (-) 9.7 ( 7%) 4.7 ( 0%) 99 ( 8%)
C. difficile 4.7 ( 0%)
Lecithinase (+) 43 ( 0%)
C. perfringens 4.3 (1 0%)
Veillonella 6.8 ( 0%) 7.1 ( 0%)
Megasphaera
Total aerobes 89 ( 1%) 3.6 ( 0%) 76 ( 0%)
Total anaerobes 10.8 ( 99%) 10.3 (100 %) 11.1 (100 %)
Total bacteria 10.8 (100 %) 10.3 (100 %) 11.1 (100 %)

a: Log of CFU/g wet feces
b : Percentage of total bacteria
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Table 5. Effect of gatifloxacin on fecal flora of volunteer N.S
Before During 3 days After 14th days
Enterobacteriaceae 86%( 0%)° 7.3 ( 0%)
Streptococcus 75 ( 0%) 79 ( 5%) 7.8 ( 0%)
Staphylococcus 5.7 ( 0%) 23 ( 0%)
Yeasts 33 ( 0%)
Candida albicans 3.3 0%)
Corynebacterium
Bacillus 89 ( 1%) 6.3 ( 0%) 7.0 (. 0%)
Pseudomonas aeruginosa 23 ( 0%)
Lactobacillus 48 (1 0%) 56 ( 0%) 44 ( 0%)
Bifidobacterium 10.6 ( 33%) 9.0 ( 69%) 9.6 ( 4%)
Eubacterium 10.6 ( 35%) 3.7 ( 0%) 104 ( 22%)
Bacteroidaceae 10.3 ( 17%) 81 ( 10%) 10.9 ( 66 %)
B. fragilis group 9.5 ( 3%) 9.3 ( 2%)
Fusobacterium 6.9 ( 0%)
Megamonas hypermegas
Mitsuokella 9.3 ( 2%) 76 ( 3%) 9.6 ( 3%)
Anaerobic Gram (+) cocci 9.8 ( 6%) 8.4 ( 17%) 9.8 ( 5%)
Clostridium 9.9 ( 7%) 46 ( 0%) 9.6 ( 3%)
Lecithinase (-) 9.9 ( 7%) 46 ( 0%) 9.6 ( 3%)
C. difficile
Lecithinase (+) 6.3 ( 0%) 50 ( 0%)
C. perfringens 6.3 ( 0%) 5.0 ( 0%)
Veillonella 52 ( 0%) 43 ( 0%)
Megasphaera 86 ( 0%) 28 ( 0%)
Total aerobes 9.1 1%) 79 ( 5%) 8.0 0%)
Total anaerobes 1.0 ( 99 %) 9.1 ( 95%) 11.1 (100 %)
Total bacteria 11.0 (100 %) 9.2 (100 %) 11.1 (100 %)

a . Log of CFU/g wet
b : Percentage of total

feces
bacteria

Table 6. Effect of gatifloxacin on fecal flora of

volunteer H.H

Before During 3 days After 14th days
Enterobacteriaceae 8.62( 0%)° 7.0 (. 0%)
Streptococcus 6.7 ( 0%) 3.3 ( 0%) 7.0 (. 0%)
Staphylococcus 23 ( 0%) 3.0 ( 0%)
Yeasts 31 ( 0%) 51 ( 0%) 4.3 ( 0%)
Candida albicans 41 ( 0%) 49 ( 0%) 43 ( 0%)
Corynebacterium
Bacillus 6.3 ( 0%)
Pseudomonas aeruginosa
Lactobacillus 43 ( 0%) 4.0 (. 0%) 49 ( 0%)
Bifidobacterium 10.0 ( 12%) 86 ( 2%) 10.2 ( 23%)
Eubacterium 10.2 ( 20%) 33 ( 0%) 9.9 ( 12%)
Bacteroidaceae 10.6 ( 47 %) 10.2 ( 96 %) 10.6 ( 55%)
B. fragilis group 94 ( 3%) 9.9 ( 43%) 9.3 ( 3%)
Fusobacterium 6.6 ( 0%)
Megamonas hypermegas
Mitsuokella
Anaerobic Gram (+) cocci 9.8 ( 7%) 7.3 ( 0%) 9.3 ( 3%)
Clostridium 10.0 ( 12%) 83 ( 1%) 9.7 ( 7%)
Lecithinase (-) 10.0 ( 12%) 83 ( 1%) 9.7 ( 7%)
C. difficile
Lecithinase (+) 23 ( 0%) 3.7 ( 0%)
C. perfringens 23 ( 0%)
Veillonella 59 ( 0%) 23 ( 0%) 75 C 0%)
Megasphaera
Total aerobes 86 ( 1%) 52 ( 0%) 73 ( 0%)
Total anaerobes 10.9 ( 99%) 10.2 (100 %) 10.8 (100 %)
Total bacteria 10.9 (100 %) 10.2 (100 %) 10.8 (100 %)

a:Log of CFU/g wet
b : Percentage of total

feces
bacteria
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Table 7. Effect of gatifloxacin on Enterobacteriaceae of volunteers”

Volunteers Species Before During 3 days [After 14th days
IL.T Escherichia coli 7.9 — 7.3
Enterobacter agglomerans 6.3 — —
Enterobacter cloacae 6.3 - —
It.M E. coli 6.3 -
Klebsiella oxytoca - — 6.8
E. agglomerans - - 8.5
Citrobacter freundii - - 6.8
Hafnia alvei — — 6.8
K.K E. coli 6.6 - —
Klebsiella pneumoniae 6.0 - -
E. agglomerans — — 5.1
C. freundii - 5.6
H. alvei 4.8 — 4.3
E.M E. coli - - 4.3
K. pneumoniae 7.1 - -
K. oxytoca 5.4 - -
C. freundii - 7.1
N.S E. coli 8.6 — —
K. pneumoniae - - 5.1
C. freundii — - 7.1
Gram (-) rod - - 4.8
H.H E. coli 6.1 -
K. pneumoniae 4.3 - —
E. agglomerans - — 6.7

* Log of CFU/g wet feces.

Table 8. Effect of gatifloxacin on fecal Enterococcus spp. of volunteers'

Volunteers Species Before During 3 days |After 14th days
LT Enterococcus faecium 6.4" - 34
Streptococcus Sp. - - 6.6
It.M E. faecium 5.8 - -
Enterococcus faecalis — - 6.8
Enterococcus gallinarum — — 6.9
Enterococcus avium - - 6.9
Streptococcus Sp. 4.9 - -
K.K E. faecalis 7.1 -
Enterococcus durans - - 4.3
Streptococcus bovis 8.7 - -
Streptococcus Sp. 7.6 - 8.6
E.M E. faecium - - 7.0
E. faecalis - 2.3 -
E. gallinarum - - 4.3
Lactococcus lactis - 2.8 -
Streptococcus Sp. 6.2 2.3 5.7
N.S E. faecium 6.6 7.9 6.3
E. durans 7.0 - -
L. lactis - - 6.3
S. bovis - - 7.1
Streptococcus sp. 7.3 - 7.3
H.H E. faecium - - 4.3
E. faecalis - 2.3 -
E. gallinarum 2.6 - -
L. lactis - 2.8 -
Streptococcus Sp. 6.7 3.1 6.8

a : Including Streptococcus and Lactococcus.

b: Log of CFU/g wet feces.
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Table 9. Effect of gatifloxacin on Bacteroidaceae of volunteers*

Volunteers Species Before During 3 days |After 14th days
LT Bacteroides fragilis 8.6 - -
Bacteroides vulgatus 9.9 8.3 9.0
Bacteroides distasonis 9.0 8.2 7.6
Bacteroides caccae - 7.3 7.6
Bacteroides thetaiotaomicron 9.3 - -
Bacteroides uniformis 9.0 - 8.1
Prevotella ruminicola - - 7.6
Fusobacterium mortiferum - - 8.9
It.M B. vulgatus 9.9 10.0 9.8
B. distasonis - 9.1 9.6
B. caccae 8.6 - -
Bacteroides ovatus — 9.6 -
Prevotella capillosus 10.5 8.6 -
F. mortiferum 8.9 - -
Bacteroides sp. — 8.3 -
K.K B. vulgatus - 8.8 7.8
B. distasonis 8.6 — 8.1
B. caccae 11.0 8.3 -
P. capillosus - 9.6 8.6
Prevotella melaninogenica - 9.1 7.8
F. mortiferum - 7.3 7.5
E.M B. vulgatus 9.7 9.1 10.3
B. caccae — 8.9 —
B. thetaiotaomicron 9.2 — 9.9
B. uniformis 9.5 8.9 9.1
P. ruminicola 9.8 9.1 10.6
N.S B. distasonis — — 9.6
B. caccae 9.5 6.1 9.4
B. ovatus 8.6 - -
B. thetaiotaomicron 9.6 — —
B. uniformis — - 9.3
Prevotella oralis - - 10.
P. capillosus 9.3 7.9 -
H.H B. vulgatus — 9.6 -
B. caccae 9.4 - —
B. thetaiotaomicron — 9.8 —
B. uniformis 8.9 - 10.3
Bacteroides corrodens — — 9.1
P. ruminicola 10.0 — 9.0

* Log of CFU/g wet feces.

Table 10. Detection of C. difficile in fecal specimens of healthy volunteers on
day 30~31 after dosing with gatifloxacin

Volunteers Total cell Toxigenicity  Toxigenic C. difficile C. difficile cytotoxin
counts of of C. difficile in feces in feces
C. difficile
(CFU/g) (PCR method) (PCR method) (Cell culture method)
I.T 10¢ + — -
It.M — n.t. - -
K.K - n.t. - -
E.M — n.t. - -
N.S - n.t. - -
H.H — n.t. - —

— . not detected, n.t. . not tested
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Effect of gatifloxacin on human fecal flora
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Gatifloxacin (GFLX) is a newly developed quinolone derivative. Fecal flora were studied in

six healthy male volunteers after the oral administration of two doses of 300 mg of GFLX for

seven days. Fecal samples were taken prior to and several times after administration, and quantitative

and qualitative analyses of microorganisms in the feces were performed.

Counts of aerobic and anaerobic bacteria were depressed during the administration period.

Total bacterial counts decreased in two of the six volunteers.

Fecal bacteria returned to their former levels within 14 days after administration.

Transient appearance of Clostridium difficile was observed in two volunteers.



