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AL < OEBITE SN, EBRIRAL T 2HIEORIOMF &7/ 5. 200 PEiE
SENT % RS FEICATVY, B0 X 5 I MEEMAEMBRBEOEFEIENHERF STV HDO0O A 1 =X A
FHAONETAZLEEBNET S, OEEREITEME D SEE K E <, MERE, FHIEMEIC
DOWTIE, EMERT —FIIFE LR, F2T, @R OMMEREL, 56 &EREOME
L DTS, BRI RN ERELZIH O E L, ZORNTHEERRE 2R
TLEZDONDREICONWTIES ) MENT 2T 5 2 & THEEIC L D 0 PRIE & PEHERE o fig e
ZHIE L, TORER, 10 RBEO T, T TICMEREIL. KAEZEDLRWRETHD
LR LT, ZDO— T, HEERRD 7 NRITEAT o TR R IR O REEIE TH D
CRISPR M AEL W) = FITBWT, MIEOATFIMO TEETHDL Z ENbhoTz, Zh
SOMAIE, BI&KE A X T ) LT OFMRE 2D LD TH 5,

WFFERCR OB (3530) -

The oral cavity is exposed to many complex substances and is the first door for bacteria to
invade the body. The goal of this study is to perform the oral flora analysis precisely and is
intended to clarify the mechanism that how constancy of the oral microbial environment is
maintained. The oral environment changes complicatedly, and there is no data about
Archaea. Therefore comparative bacterial community analysis was carried out using
normal oral flora, caries and periodontal disease, aimed at the elucidation of the oral
constancy maintenance mechanism through isolation and genome determination of the key
bacteria to the homeostasis. As a result, in the children of around 10 years old, the bacteria
were not different with those of an adult. On the other hand, as a result of the genome
analysis of the isolated strains, bacterial survival in the niche could be affected greatly by
CRISPR which was a bacterial acquired immunity mechanism. The knowledge becomes the
base of future metagenome analysis.
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2010 1,100,000 330,000 1,430,000
2011 1,000,000 300,000 1,300,000
2012 1,300,000 390,000 1,690,000
FEIE
I
Lol 3,400,000 1,020,000 4,420,000
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1. WFFEBRAA M P D 5

AFEXEICISR RIS TBY, £
< DIFRFURDR AR & 72 5. AT
400-700 FEFOMAFN AL LT\ D &5
ZHNTEY, 2095 60%LL ERE#ET
ERVKRAOMERE T EHD LI TND
(PNAS 96:14547-14552, 101: 4250-4255,
101:6176-6181, 104:11889-11894). Z D
EHEIIREICL TR ZEBHLNE
7o TEY, DPEEMENERT L EE2 5
L5 DR EHERIE & W o o iR
DFIE, FERIFOEAL, FPEROKHAR
HEOREZ S HEIN TS, 51T,
ZAVD O OPEE ORI FE D, I T
D=2 2=4— 3 (Quorum sensing)
RNA AT A VBT, S DICTE M &
FHEAERL, RIESEELI SR T2 L7
ERHEBL TV, 22T, REREL D
EfE # & OBIEME O 2 Hig L7z A #
T ATa Y7 MR20064EIZT AU AT
BRtb S NT=. LasL, BPSHIE & OBIR 722
Al - BHEX, FhEo Xy RERENT

TTEET DD o I TERER B ER O KA,

F 7 &2 OFMBEREI 3 2 AR O KAn o 7=
OICHRIREHRD 5] & HE TV ARV D HEL
RTH 5 (Nat. Med. 14:706-709).
ZIETIC, HEELIE, HIED 2 REE
To b oD JRINE T 5 Streptococcus
mutans NN2025 ¥k D 7 7 KRN % 1T 0
(BMC genomics 10:358), = &2 H# &5 DJF
[N Cd D Porphyromonas gingivalis D/7
J BENTEAT TN D. £z, DRI
#HETREMR LV VKRR OSBRI ER T
&5 S pyogenes\ZAH L, JHRMEDMENT %
#H T2 (Cell. Microbiol. in press). L 7>
L7223 b, EREIZIE, ERLofE T ikl
Ot & HEHEOIRREIZIR>TH, ZOMo
2L OMENGFET D2 EngEshTng.
INOOFEMERBEICE, BEEEIE 16S
rRNA BB T DT B MT oI TW 50, BITE
ETOMATIE, BEOBRY T LTS
Bt S 5w, FKEE B ST IR
WTHY, 2y ROJFRAINBANTLE 9K
QIETHD LEZEZDLNTWD. EBMET
NELTHHREMETHSE PO OENZF
BT DET VL, FEEUSNTIIHFELR
Wiz, BUEETO L Z Al e EBR AT

EL7aW, 572 OFsME#EZ T TR, 9
fih, PR EE D DB L 7R S, B
TERWVHEREN LD Z LR Dh> T
WABR, R+l L Eirsh TR 5,
BRFEL TN ZENOBGFEELIZE A ERM
Thbd., ZNHOFITRER TR ARYDJFIA
EOMEET HAREMENH Y, ZhE T 5
ZliE, WD CHIRENZ ETH Y, ),
WA ERAET DA REEE FHIT D 5 2T
LWETHDH. TDT%, EkEE I EE SR
M, BEH 72 DFEBREE & O 21T\, £Ikhe
WZBUT DFERA AR, I 5ICFDeT
LEELRFREERZL WS EEZOLND
& X057 ) MRN8 U - %E & e
DL O PERE DAY FICE
DEIICHEFRINTWDIONEHLNTT
HIZTHLMEATHDLEEZLND.

2. OB

AFEIEZ < OEMITFE S, KNITIRAL
TL DMEOERMOMF L7225, O OPEH
BT 2 SR ATV, Eo X H I DRk
EMBRE OEEERNHERFI N TWHD OO
AN=ZALEZRSNETHZEEANET
5. OWEBRBIIEME BN K E L, ME
fl, BRCHMEICOWTIE, FEiERT — %1%
FELRW. 2T, EAROpmEELs,
DB, BJEREOMIE#E & O LR D
BRREICRE RO REEZ I O e L, 20D
RN THLEEREEER-TEEZOLND
FEIZOWTIXY / AT A2 35 2 & TRl
S K D DPEEE MR R O iR & B f5
7.
3. WFFED ik
AWFZETIE, &I TAFICIT & AR ETE
NENTFERTL00] L9 OfEsEEEIC
ERTHMAEME BT 5 5 2 THME L e
LR A EREICES. ARETIE, oK
BEEZLNDT —HNRERKELTEY,
Brlz, HHIEOT —Z I oW TIEHEER & o
BN H DN —HHE SN THDHHDD,
ZREMEOHEIXZTHERETHD. 22T, 4
FFE=E CM B CBA%E L-ME, i o
AT 5 16S rRNA E{z 1@ universal
primer # AT, @5 72810 16 %1 32 A,
I EREHEIROZENEI 16 NOWH 7 T —
7, MERAZFEIE L, — AR 32,000 Bl
DOWTEERMERT 21TV, EEMICHETS.
iz kv, BFiconTls, &, TOFER
FTTH R AERE, F-Homd o
ZHAOMNCT D, &5 B DKk
BEE D Bk, HERREIO T, RERAY AR
FEAZ LT D E & BT, KRR
FRIZBWT, EMICEE SR B %
B RE-LTCWAREEEL, HEE 7 A
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