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M EDOREBAY v "B B, LIH-T, sBAETHLSER LTS, HAIZEWT S, FrifikiEic &
g, TR I V7 ] id, RERKER PR EoMEKER T, [RIBEIME ] & LT, #HED SRk
Sh, RZ, WH#EHELLEDIETH D, LHALENS, ARTRAMME RIS EESHENITI,
B3IV | oBKOAT, THIKIIV 7 | OB C, HIRRED S TORL, AROHIK I VY
DA« WEIZE, HARTERAMBIYE LRI NTOROVESBFEA SN TS, L0 )RS 5,

BOF oS AE 2, EOFEENA, Sl LT, ERicksT 5, ARM kI vy | ol . 8
mfb s BGe A MELT 52 &5, KOTDE, I51T, BFICK S [LIEEENED 72 O E S8 2017
20204EDH A ) v Ey 7 (FURZEMES 72, NP SOKRHZEOWAD LS HOBEANLS L, LWbWB, K
JFE%F T, BAICET B THK I V2 | oo nEEsIHI A T 5,

RO o HITid, BEDE I X FPROEKRDIK, 2l (RHEZLTHRWD, HADHEY
DEAERE T 2) FOMESORRITMAT, M KRAERLE [bofcin] EBL, RELNS,
LV HAANDOH b BRI RELEEDN TS, THbD, RAKZLEHRIRGELIEE, MESEORE
Hols 2 0%, RN, REWERTT—IBLRBLTOEIENS, BNENTNEEDIETHS,

APIETIE, RAEKLOFIRREEIC L 2 B OIS, FHE&OILITRA IV OZEMEOBEN» 5, &
APFORy MR MV (BEBIORIKI V) ORAOEG B L OCHEHIND» S 2 BRI - T L, €0
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» Sano H, Hirabuki Y, Wakui A, Aida A, Abiko Y, Yamaki K, Mayanagi G, Washio J, Takahashi N,
Sato T: Quantification and composition of remaining bacteria in plastic bottles after drinking. %559
o] B LA REE "2 22 P R 2x, 20174 9 H1TH, B

« Aida A, Sano H, Wakui A, Hirabuki Y, Takenaka Y, Kawachi M, Vidanapathirana GU, Washio J,
Sato T: A microbiological study on bacteria in plastic bottles after drinking. #:65[] JADR ¥4 « %%
hikzz, 2017T4E11H18—19H, Hi
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PRRF B LOEFANFRLEORILRFITE T, RCFEENRIWREEHES (VI r—LFavE
Y NERD), MHEERIICHZY, HRRFOMMEREZOKB L[5 CRILKERYFbE K AU ER DI
FZEH SO RGRITHRE Ao
[FRRON Y MR MV (B 5 #EE) ([CDOVW TR

WeBRE (LOBIFLEE A8 1T, NEHITHRATLOL, TOEBBXO 1 HEIL, Ry bR MLO
F DAL 2 WRFE CHE L, U VA Y U LRERICRE L b0 2R B & T 5, - 1L, WHRL
%, CDC MKFERFAICHER L, 37°CT LM, WKH#ET 5, K0T, 1 HEZOKEN» S bk
Bl& R LT 5, o a0 =—0 5 genomic DNA 2L, 16S rRNA ¥ —Z7 = X
FERTIC & O MIRFED FRE 21T 9 o
(LR DRI E KVRIE IV T [CDWNT D]

FREEFBRT, FLRAOEE B IV 7 P REBEEOE -2 25 —7%) BITREINVIOT—5D
Wik L O 21T ). 10PIREARE L, WIH FLE) »oATLOL, S X OERYET 2 MK
DWTHITS %,

[(REF TOEMBIKR]

Loy, PEBRERBL TV S, JhITk > T, KO TENSK 2L, R« T2 &
T&l, 94805, FEMITHI»> THE, DNA MlEEE, ERKIEE, O3B &0 —iRIN7EER
fiix, 20164EICHEBI LD, BEORNFEEITE > Thd, LALEMNS, AEIITHGKEREZE 0 # >
7o, WK o —T Ry 7 ZOBAN, £S5 LTLMETHLH, BHMSEELTEIEL, ThE
T, [HEMI, WSEFy AR L TE N, chidd, EREXEDZ O TE - L EREREZHEX D
3L B OREOREIOATES RIS O 59, MKEROEEIRERE D, KOEANICH 55), FEFICH
LTS DOMRBMTH 5,

[REDAK]

INETOPHEROBRESHLET, FFRICTHE T2 B TR0 ERE B EMITRE2@KBO.,




Ny MR MVOREH), FLRAOBE), BWIKI VI IZo0T, T ERBRAL, MEBREIE G E L
TF &, EHEEGEICEH - %9 % (Journal of Oral Biosciences % Journal of Applied Microbiology
AR o

I #&

il

BRI V71, BEThE, $<CREELIEMNTE, FFRTRETEZZ L0, i EoKE
WAV Y MRH0, EHETOLRSERLTHS, HRIZBWTS, I, BHIAWIE « W5
&N, 2019 FOFICHNKNETPET S A —H—BHTE LD ETH S Q018F11H O FrHHLE) .

Zbh, WRINVZOFMAEICOLTE, BREdi, filshhid, BATHEEKRT S b
DERRAENTNSE, TITHRIEINIDN, BIEKI NV ZRAKRLELGETH S, FICTHEAAR
[bofcnvizn ] EERLA2MEMDH D, RELTHURO I ENTEROMNEZEZLZABZ OO TIRE
W EBbhs,

=7V (HFUEAOATHE) 28U TEREZKRA RIS, DN SHRT 5 &0 BEIC>WT

i U7, R GRS BRRTIEAY 769, RABRLOKEMIE b > EBH R, b L
MmL7co, HRARAED bDRDONE LIS,

7o, HEEKEKOKAKLICOWTOHE GHATEEP TV 72 L) &, FICTEEIC, BAICKLIh
B0, IHEFELTETASE, HIFORIIOVLWTOHERL T T, 2OHhGOFMII>WTREN Sh
TN EMGNDE, THIBNANAETPIFBRLTAILED A, EENS Z LN, R TR
HBM, HE GER) O OOTHETT 5 2 &3, HAEEOH « 5 « R EhngET, £
SR ETEHABVLI E, Fio, BEHEETE, BHINWTRED -7 &S, FMRIITED M
NTREP s TcoTRBOMEEDN S,

ZIT, AWETIE, REFESEEARHT 200N T - 282 LE2AMNELT, Ry b
R MNVOEKKE) (B4 %2, DESDTTRAKD, THARMOKEME =7V AEBLTRAKD
L7cBRo, D S QRO AR « FEITO0T, MR L7

0 MRAE

1. HBRESIUHENM

A7 x—LFarey MEf, EESESRE B 204) 12, Xy MR MLOBAR GEEEE
) EEE Xy MR MVOOANS, /2, —FNEBLT, ARHOKEY (E—>25—-7, B
FWEI V7 [775 V] mAERTAT) %, 2hEhfs0mL 2KA TS S50, Xy bR



FLOODESF B TIVONEZBEBEETERL, 1.0mL ©O40mM YV VEEH Y 7 LREMHIR
(pH7.0) IZ8kim L, Bl E Lice F7o, TR OEKEY (1.0mL) B X MR ERH L, 3EE Ui,

2. AROMELE

HEHE RNV T v 7 23 FF =2 AT, BHIZHH - H—LET, LB ORRER TLOR AR
U7z %100 2L % CDC Mk #E KM (BD, Franklin Lakes, NJ, USA) C#:fE L, 37°CT 18Ry
DPFRIEEEIT - 7o, HiEH O, FHOTREZ100(ELL F O 2 o =— 2 S n7a a5 CFU - Gl =)
ARSEL, WUBHHOPHR LB ohian o — S TARMARSE, kgL,

3. DNA o#i & & U PCR #E1E

itk L7z ao=——M» 5, InstaGene Matrix Kit (Bio-Rad Laboratories, Richmond, CA, USA)
ZHWTY ) 2w 7 DNA Zfilili L7z,

MitiL7<” /) v 7 DNA %7 7L — MCZUT, #MiE 16S ribosomal RNA #1031 =/ —4
VT 54 <— (27F, 1492R) (Lane 1991, Marchesi et al 1998) % M T PCR ¥l %247 -7, 75
A < — OEHEEFNZ, 27F 1 5- AGA GTT TGA TCM TGG CTC AG-3, 1492R : 5-TAC GGY TAC
CTT GTT ACG ACT T-3', it L7 DNA i22.5 units Tag DNA polymerase (HotStarTaq Master
Mix, Qiagen GmbH, Hilden, Germany) %l L 72#, iCycler (Bio-Rad Laboratories) % >
TUFD%MHT PCR #ilHA1T > 72c PCR¥IE T =27 L%, 95°C 5 3 0ulim#Ess, 94C 14T
BAME, 55°C 14aTr=—V 7, 72C 1430oMEIcE 3 ATy 71 ¥4 7)bELTI0YA
70, E5IZ72°C 1053 DAL ELT - 72,

4. HIRBRLESLUS—7 T 0 @I

oz PCR #EY ZHIBRM S Hpall (FastDigest Hpall, Thermo Scientific, Inc., USA) % H
THLE (37°C, 540 U7z, MPEE, 2 %7 #uo—Z 4L (High Strength Analytical Grade
Agarose, Bio-Rad Laboratories) THEXUKE) « TF VU A7 o< FROEITL, EXvkEigz,
NI VAALNIR—F— 1T, TUZINHATTHE - kL7,

BHoNELIKE Y — D SHIERED 7 )V — 7433 %47 - 72 (PCR-RFLP #), ZL T, %7
W—T DRERIZONT, K 16S ribosomal RNA #IZ DY —7 = v Rfffi 24T > 720 T— 5 N—
Z (National Center for Biotechnology Information, Bethesda, MD, USA) A& L, 999% %
Z B RO S A % W —wE L 7s Ui (Ishida et al 2015),

72, AWFEEZEITT 2 BFRICE T, BXGKE/ NS — o o B ICHAERE 5 Tk &L L7
(Figure 1. #28), 97 b5, Neisseria perflava, Staphylococcus aureus, Streptococcus mitis/
oralis, S. australis, S. infantis, S. parasanguinis \Z¥5H 75 B&IKBI/ Xy — v Z ROH$ 2 S I2Th
L, SO =VEA—DbDIF, ¥—7 Ty 2 Z#%91C, HBIZFET 5 2 O RREL 78 - 72,



0 45 s lis . ks
L urv o Q P
io 8¢ f s a ) risfo™ 5 0= S i et pnE"
‘":ol"‘ ymful"". us P
oLl oV
St e

v

L e
adl e o

Figure 1 TE-XKEN/NY—V

Il MIREREIVEE

fEtr OFER, HonHiELZ, kD757 (Figure 2) 1Z/R7,

EHH, Xy bR MVOODSBRERALZEGED, kAOEHP S, T (2.0£4.9) X10° CFU/mL
OHIEME SN, KB (B4) W51, (1.0£1.8) X10' CFU/mL OB F s nic, hdsl A
®woL, Thzh, (2.0+1.4)x10' CFU/mL, (2.6£3.1) x10° CFU/mL iZ7% - 72,

—h, E=vRI—0% (=T INEBEBLT) RAKLESR, =T IVORMERG» S, FH (4.2£2.5)
x10° CFU/mL OfiE R G oh, LKoo -2 25 —27 A 51F, (1.3+1.7) X10* CFU/mL
DM oNic, £, WIKIINWI %2 (=7 NVEELT) KRAKRES, BIKIIVIANMS, (3.2£3.0)
x10* CFU/mL O #i»#5 50, 3 KRS L7 TdH, (3.4%3.3) X10' CFU/mL D HIH 21153 5 h
72

1.E+H09 -

1.E+H08 -

1.EH07 -

1.EH06 - —=
1.EH05 -

1.E+04 -

1.EH03 -

1.EH02 -

1.E+01 -

1.E+00

Figure 2 HBHAEOHEE



UboZ Ens, BRLDEDEVEOD, OEDSHEINAHEPICHERL TS I EoRENk
(5, NEMHF TNy bR MVOKRAOESS, 8%, =76 I CILRMEE D 513, MK
MELSRIEINEBO I EE TR HERICK > TPOHEIDTEOT),

I, MM T U 7o %2, IRD%E (Table D 12K,

Table 1 REAFMOMEER (BEEL NIVTES)

BF @a0) BF (Ewm) E—rzg—y BT
REAR e 18#& E# 10#% =7 E# ey 3EFRE
Total (% of total isolates) 198(%) 195(%) 196(%) 92(%) 151(%) 279(%) 226(%) 172{%) 159(%)
EiEREE 37(18.7%) 30{15.4%) 0(0.0%) 15(16.3%) 4(2.6%) 84(30.1%) 71(2.3%) 52(30.2%) A47(27.3%)
Veillonelia 14(7.1%) 8(4:1%) 0(0.0%) 6(6.5%) 0(0.0%) 51(18.3%) 26(11.5%) 28(16.3%) 18¢10.5%)
Propointbacterium 7(3.5%) 14{7.2%) 0(0.0%) 9(9.8%) 4(2.6%) 4(1.4%) 11{4.9%) 1(0.6%) 0{0.0%)
Prevotelia 6(3.0%) 4(2.1%) 00.0%) 0{0.0%) 0(0.0%) 15(5.4%) 13{5.8%) 4{23%) 12(7.0%)
Atopobium 4{2.0%) 0{0.0%) 00.0%) 0(0.0%) 0(0.0%) 1(0.4%) 10.4%) 5(2.9%) 6(3.5%)
Porphyremonas 3(1.5%) 1(0.5%) 0(0.0%) 0(0.0%) 0(0.0%) 1(0.4%) 3(1.3%) 2(1.2%) 1(0.6%)
Leptotrichia 1(0.5%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 9(0.0%) 0(0.0%) 2(1.2%) 1{0.6%)
Megasphaera 1(0.5%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 2(0.7%) 0(0.0%) 3(1.7%) 0¢0.0%)
Selenomonas 1(0.5%) 0{0.0%) 00.0%) 0(0.0%) 0(0.0%) 2(0.7%) 1(0.4%) 2(12%) 1(0.6%)
Eubacternon 0(0.0%) 0{0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 4(1.4%) 2(0.9%) 1(0.6%) 2(12%)
Fusobacternn 00.0%) 3(1.5%) 00.0%) 0(0.0%) 0(0.0%) 0(0.0%) 3{1.3%) 0(0.0%) 2(1.2%)
Oisenelia 0(0.0%) 0(0.0%) 00.0%) 0(0.0%) 0(0.0%) 3(1.1%) 7(3.1%) 0(0.0%) 0(0.0%)
Oribacteriun 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 1(0.4%) 0(0.0%) 4(23%) 1(0.6%)
Peplostreptococeus 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 4(1.8%) 0(0.0%) 3{1.7%)
Solobacterinm 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 1(0.4%) 0(0.0%) 1(0.6%) 2(12%)
fola B 161(81.3%) 165(84.6%) 196(100.0%) TI(83.7%) 147(97.4%) 195(69.9%) 155(68.6%) 120(69.8%) 112(65.1%)
Streplocoocts 112(56.6%) 108(55.4%) 156(79.6%) 69(75.0%) 146(96.7%) 146(52.3%) 87(38.5%) 72(41.5%) 65(37.3%)
Actinomyces 19(9.6%) 27(13.3%) 0(0.0%) 7(7.6%) 0(0.0%) 29(10.4%) 59(26.1%) 22(24.4%) 35(20.3%)
Neisserta 15(7.6%) 4{2.1%) 0(0.0%) 1(1.1%) 1(0.7%) 0(0.0%) 1(0.4%) 0{0.0%) 3{1.7%)
Rothia 9(4.5%) 3¢1.5%) 00.0%) 0(0.0%) 0(0.0%) 3(1.1%) 10.4%) 0{0.0%) 140.6%)
Gemella 3(1.5%) 105.1%) 0(0.0%) 0(0.0%) 0(0.0%) 15(5.4%) 3(1.3%) 3(1.7%) 5(2.9%)
Staphylococeus 2(1.0%) 7(3.6%) 40(20.4%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%)
Campylobacter 1(0.5%) 0(0.0%) 0(0.0%) 00.0%) 0(0.0%) 2(0.7%) 2(0.9%) 0(0.0%) 1(0.6%)
Abiotrophia 0{0.0%) 140.5%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 040.0%) 0{0.0%) 0(0.0%)
Capnocytophaga 0(0.0%) 3{1.5%) 00.0%) 0(0.0%) 0(0.0%) 0(0.0%) 2(0.9%) 2(12%) 2(1.2%)
Corynebacterium 0(0.0%) 0(0.0%) 00.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 1{0.6%) 0(0.0%)
Haemophilus 0(0.0%) 2(1.0%) 00.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0{0.0%) 0(0.0%)

e (8 ) 2 5 1%, H85T 198k 3 738 S 41, Streptococcus (1128, 56.6%), Actinomyces (19%%,
9.6%), Neisseria (15%k, 7.6%), Veillonella (14¥k, 7.19%), Rothia (9%k, 4.5%), Propionibacterium
(THk, 3.5%), Prevotella (6#k, 3.0%) 73, FHIRAEEE 2 - T,

EfE, Ny bR MVOOPSBRERALZEE (86 @, KRADES OMERSKIT, HEEZ, ZHE
ZHET, TERHEEENET 5 &, Streptococcus (1088k, 55.4%) DA, Actinomyces 278k, 13.8%),
Propionibacterium (148, 7.2%), Gemella (108, 5.1%), Veillonella (8 ¥k, 4.1%), Staphylococcus
(TR, 3.6%) &, MEHZRMWEU7CHIBEREK & 75 > Tvie, Shdsl HED &, BED D L, Streptococcus
(156%k, 79.6%), Staphylococcus (40%k, 20.4%) @ 2 WJE THIK S T,

72, Xy bR MVOODPSEE, KAKEED, KEM (B4) O oMEMERI, B,
Streptococcus (69%k, 75.09%), Propionibacterium (9 ¥k, 9.8%), Actinomyces (T ¥k, 7.6%),
Veillonella ( 6 ¥k, 6.5%) Tdh -7z, —F, Thhn1l HFEDE, 12T, Streptococcus (146Fk, 96.7%)
2T THR S h T,

FURASKB O E - 285 =7 (841 ZRAKER, —7IVONMN SR, & 2TIRKMNTEES T,
Streptococcus (146%k, 52.3%), Veillonella (51%k, 18.3%), Actinomyces (29%k, 10.4%), Gemella
(15%k, 5.4%), Prevotella (14%%, 5.4%) MEEMEMKTH -7 —J7, K (E—2 25 —=7)
WS 1E, 226k 3B S , A MIBERERE, Streptococcus (8THE, 38.5%), Actinomyces (59%F,
26.1%), Veillonella (26%k, 11.5%), Prevotella (13%k, 5.8%), Propionibacterium (11#k, 4.9%),



Olsenella (T#k, 3.1%) T#H -7,

FULHOWIA I V7 (46]) Z]RAZER, SKEMIND S, 172K S, T MERRKIE,
Streptococcus (728, 41.9%), Actinomyces (42k%, 24.4%), Veillonella (28%%, 16.3%) T, < D1,
Atopobium (5 ¥k, 2.9%), Prevotella (4 ¥k, 2.3%), Oribacterium (4 %k, 2.3%), Gemella ( 3 #%,
1.7%), Megasphaera (3 %k, 1.7%), Capnocytophaga (2 #k, 1.2%), Porphyromonas ( 2 ¥k, 1.2
9), Leptotrichia (2 #, 1.2%), Selenomonas (2 ¥, 1.2%) 7 ETdH -7,

3 REMIRERRICHE, MR EERIL, WL TA B E, 159WbkM /38 S, Streptococcus (658K,
37.8%), Actinomyces (35%k, 20.3%), Veillonella (18%k, 10.5%), Prevotella (12¥k, 7.0%),
Atopobium (6 #&, 3.5%), Gemella (5 ¥, 2.9%), Peptostreptococcus ( 3 ¥, 1.7%), Neisseria
(3%, 1.7%), Capnocytophaga (2#k, 1.2%), Eubacterium (2 ¥k, 1.2%), Fusobacterium ( 2 £,
1.2%), Solobacterium (2 #k, 1.2%) 12 ETH -1, RAKERL EOFEPEN S, 3 FEMFEE ORE
e, BMEINT ZDEDITKESIBHE « ZLBRONEN T EDREES NI,

51T, BERLRETH - 72, Streptococcus, Veillonella, ActinomycesZ2W\T, WML NILD
ST RERKNE %, IRDZE (Table 2) 1Z/777,

Table 2 Streptococcus, Veillonella, Actinomyces @, BEEL NILDIERK

HF (HaHO) BFE (Y e = TR T
FETR E# 18 E# 1B =7 B H# 38R
Streptococcns 112 108 156 ) 146 146 37 87 87
5. mutsioralis 60(53.6%) 64(59.3%). 115(73.7%) 46(66.7%) 125(85.6%) 40(14.3%) 24(10.6%) 24(14.0%) 24(14.0%)
S. parasanguinis 24(21 4%) 27(25.0%) 8(51%) 10(14.5%) 4(2.7%) 79{23 3%) 49(21.7%) 49(28.5%) 49{28 5%)
. eristatus 10(8.9%) 1(0.9%) 5(3.2%) 4(5.3%) 1(0.7%) 10(3.6%) 2(0.9%) 2(1.2%) 2(1.2%)
S. australis 9(8.0%) 7(6.5%) 1(0.6%) 5(7.2%) 3(2.1%) 10{3.6%) 1(0.4%) 1(0.6%) 1(0.6%)
5. mfanas 8(7.1%) 1(0.9%) 26(16.7%) 0(0.0%) 13(8.9%) 5(1.8%) 0(0.0%) 0(0.0%) 0{0.0%)
S. salivarius 1(0.9%) 8(7.4%) 1(0.6%) 4(5.3%) 0(0.0%) 2(0.7%) 5(2.2%) 5(2.9%) 5(2.9%)
S. mitisioralis or S. Infants 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 6(2.7%) 6(3.5%) 6(3.5%)
Veillonelia 14 8 0 6 0 51 26 26 26
V. tobetsuersis 7(50.0%) 0(0.0%) 0{0.0%) 0(0.0%) 0(0.0%) 2(0.7%) 7(3.1%) 7(4.1%) 7(4.1%)
V. parviia 6(42.9%) 2(100.0%) 0(0.0%) 6(100.0%) 0(0.0%) 49(17.6%) 18(8.0%) 18(10.5%) 18(10.5%)
V. parvuia/tobetsuansis 1(7.1%) 0(0.0%) 0{0.0%) 0(0.0%) 0(0.0%) 00.0%) 00.0%) 0(0.0%) 0{0.0%)
V. dispar 0(0.0%) 0(0.0%) 0{0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 1(0.4%) 1(0.6%) 1(0.6%)
Actinomyces 19 27 0 7 )] 29 59 59 59
‘A odontalyticus 10(52.6%) 17(63.0%) 0(0.0%) A(571%) 0(0.0%) 22(7.9%) 51(22.6%) -51(29.7%) 51(29.7%)
A orisinaesiudi 8(42.1%) 10(37.0%) 0(0.0%) 3(42.9%) 0(0.0%) 4{1:4%) 6(2.7%) 6(3.5%) 6(3.5%)
A graeveritzii 1(5.3%}) 0(0.0%) 0{0.0%5) 00.0%) 0(0.0%) 0(0.0%) 2(0.9%) 2(1.2%) 2(1.2%)
A israelii 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 0(0.0%) 2(0.7%) 0(0.0%) 0(0.0%) 0(0.0%)
A johmsonii 0(0.0%) 0(0.0%) 0{0.0%) 0(0.0%) 0(0.0%) 1(0.4%) 0(0.0%) 0(0.0%) 0{0.0%)

W, =7, E—=vRF¥—7, BIKIINT EY, S mitis /oralis, S. parasanguinis, V. parvula,
V. tobetsuensis, A. odontolyticus, A. oris /naeslundii DS EAKZK L T B T ENGH - 72,

AWMFEOBRE LT, KAEDFOXy bR MVEEH (B%), B LUK (E—-> 25—
7, WA IIVT) PIZERAT « BT 2 M OFEIIC ST IShTL ARy, HHRT) FHTHS»
2952 EMTEI,

Ry MR MVEREMINICERAE « B0H T 2113, |2, MR KD DIROTE D - 7208, HEBSGH R
1, MEIR TEARE KT Streptococcus 33 Y FIARTH - 72,

* 7, WEIK O MW M 1X, Streptococcus, Actinomyces, Neisseria, Veillonella, Rothia,
Propionibacterium, Prevotella T®H VY, —F, fRAOTDOMEEKIE, Streptococcus, Actinomyces,
Propionibacterium, Gemella, Veillonella, Staphylococcus Td - 722 &6, Wi# (MER &K A N
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