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We analyzed bacterial DNA fragments in the circulating leukocytes collected
from the patients who had just started dialysis therapy and one year after dialysis initiation. The
bacterial strains in the circulating leukocytes at the start of dialysis differed greatly according
to the primary disease of renal failure (diabetes mellitus, polycystic kidney, nephrosclerosis,
chronic nephritis). There was no difference in bacterial strains between diabetic and non-diabetic,
or patients with and without a history of cardiovascular disease.Next, we compared the bacterial
genera among patients at the start dialysis, those one year after the start of dialysis therapy and
healthy subjects. We found the difference in key bacterial genera involved with induction of
inflammation between dialysis patients and healthy subjects. In addition, there was a correlation
between the increase in serum calcium levels at the start of dialysis and the growth of Bacillus
bacteria.



X C—19,. F—19—1, Z—19 (58)

1. WFEBHAR S I DTS 5

SEATRYTS B¢ 5 CKD A Tl DS OHE, BIYENERICHDNEFLECO K TH DS, £D
JRRBIL, IRFFIEME OEREIC LY | BIERIE, MR b L ADTTHE e Ukk & 7ol E O BAGER 03
AR S HVBIRAEAL, SeaREE, 7 LA e ERICA DN DHEELICELI L T D, ZOB AR
FORBANG | Fxld BARITBEZRET D] LW IRFA N T,

b hOGEICIE, BT, 100 JKELULLEOBNMEN AR L TS, b hOfEEHER (EEME
DOHERF) DAL, B &l e L ENEE T, BNME SO EL 52 2R FIco>NnTE
FTHEA DAFFEDHE D 5T D, WA #E O ZARMEDIH IO AL D 52 H (Dysbiosis) 23,
HALERR BT T2 < BRI 722 & OGP, BIIREE(L, 7 L —72 & D RE R DIEAE
WHESBEELTWD Z ENFEEDWFEETH LN > TE T, BMRBROBNMEIZ X S
IIRFEM) N Y AF LT 2N AT TR (TMAO) D3RI, BTG PN A -1 % B 2 S Ol
TZEHIR 2 E TH O . THEPHIER # O & BE-TMAO O FEAMHI— 0 3 R Bl ) & 72 2 mIREMEA
A Ehre,

BET2BEORER Microbiomel- $£% 52 2 4 HER
phenotype
o
< Uremic toxin

Accelerating aging

1214 K fE REEE

« Oxidative stress
- BEE
> AU T LHIRICESBY
faeE |
> U UHIBRICHE S AL |
. BKICK BBEEBMEITE
- fER
¢« TUE—v2R
- SRENE - EHOER
s Ty rb

E~T /L
genotype

IEYIRTA47X
DNA methylation etc.

*—- 1_‘
B
P—

T O X TERE

- Filf
BAE (RE. AE<CH
- BB ERE
.« PEIEHEE
- HRER (GERARD
- EBE

wRE

D E
- BgEE
B

X 1 A8 M B s BB IS 1T B Microbiome DZEFH & L T- =R E RO
EHLICEARLEE T, REEVEOEROBERER UBARLRAOER N, MR % 4h
LT B AEM#E (Microbiome) IZHEAZ KT LBALBAORELZHRL TV D, LoTERE
BEOTHEBEIITIBR2FEOERZ B E LI ENLETH D,

2. WHEDOHM
AHFFED HEY : [Dysbiosis MREHE TMAO R0 B HERAEIZBE G- L5 1-F8 B (Epigenetic) |
1t (Aging) \CERA X2 Z L 2MAETHZ &)

P 1% 2007 L0 HARNBHLEHTE A RS (CKDSD) ORifA] & =2 78— K52 NICE-GENE #4984



BAT L, AR P BIAFRB-BREOM LR EZ AT L C& 7, BIZTREOHIE (Epigenome) .
TN &I 285 (allostatic load) ZfEHT9 2 Z L1377/ ABEMENTIC K- TH BTG )
EFBA (RERKT —5) OHEE# fEET 5 KRERTNRNY Th S, BRI EZRET S
&) SRy e E 2 U713, NICE-GENE @tk — MFEZ G w7z, BUEETHD A My 7RV b, 7
5 2 F— L OEFLRIBIZEO T TAE Sz, 2 OEBRLRIIZE T, CKD B OBMEIE 2 A0
FE L4 %L MBI S ANEAE TR BRI (Epigenetic) IC A A K- L, #ILOBIECTHLT O AT
RICEET L 2R A LMEL TE,

PAEDORMA S — 7 Y —DBIFIC LD . BNMEE S Vo2 LR b ONRET S b
DDFRHTH—TIZTREE LTz, S RIOBTE T, FBLEITEA RS &BHHE AL % OFEER ek
(ZHL Y GA F A7 R D DNA W7 2 T3 2. 2 OWFFEO AR A M & REEE, B R aR
FIZBWT, B, EREED Lo X D R ROMIK T — # 25 Dysbiosis (IBAMIE & D%
FRMESCH MR O BF) 24T D0, TMAO Z I S H 5 0, 18P JE S O BEM O SRR IA 712
WBERIETORET 5, E0I2, DERE, BYERIER, SEERICEE L T D0 a it
THIDTHFT 5L ZAI2H 5,

3. WDk
(1) e bIRANZRIRFHE N2 DR BN FRIEMATS (NICE-GENE = A — MJFZE) DE DY
TNVOREEIT Tz, BEERICOE, HRNEZIT o7, BRIER T (allostatic load) Dff#H
AT T2,
(2) P88 EMERIZHLY JA F 37 HEE H Sl ODNAKT - O fi##T (Microbiome) %1T-7-,
O BAEMESHOTZODOINAYEEL16ST TV 2T 475 ) —0OFH
Q@ RNAFA VT HA~T 47 A KZH T NLOUTT — 7 DO ERK, [operational
taxonomic unit; MO NEBIZ T (—MIZ, 16SY R Y — ARNAEIST-) OHEEFRS| %
arya—4 ETCEORUELFEICOE L & /O D BAL] 297% DREPHE
b o Tl —mfEE L TAERL,

4. WFIERR

BT I BRI S A7 AR B i ER 2> S Al L7z DNA OfidT K0 | FEBR L ERICER VA i

M OBERR, ZARME, FIEIE. BEOBERROFRE BERIN, ZRERE. BE, B

R) LT, RESER-TWEZ LIRS NT, WEORIT IV BERFE, FEHERF TRE

T ERDENTHRINTZD, Foxr OBEHTITHRERFOGETIIH EV BEN R ST, T
AR SCOBER BB X E RO MEA BN ENTHEND D, BRENETTH LA

o U CORBHBIEL D AT B =y b o — AN kET S0 Ll SN, D E A O

JEDPEAE DA IS L2 RO o 1o, BE S OME O translocation &5 x 572 HIE, LA

EOFEZMEKST D2MER DT L BEZ b,

WA BHTEARE, B 1R EE D DB S AV ER AL ER > DRl U 72 DNA ORI # & |



BEHANDO GO L Uz, BT EE OMBEE IR A & it 2 L MEEOREIT R E < B
D, AEICEHEENRHE LT e, £, 2 RITOSHNEMHT Beta Diversity) IZBWTH, BT
BANBEOMEED Y 7 AL —IHMEFEANDO LD L R 5540500, & <IT, KIEL L LT
L& 7o HAIE # R (Key Genera) |23 )T Propionibacterium (I11-6, IL-8 U U —A4 5 L5
BILTND) DIRICEENH -7z, o, MEEITEARFOMIET — 5 & EITHE RO
WAAToTo NFARAEPR N LY LFEAICEET DLV RELH DN, SEIOFL DT —X
BT, ANFLAEOHIE L MGV U A ERICHBEBR AR 7, 72720, EEOATF L
AW OEFEE PW 7 & OEREEA LR 0 ML & OFE OFRIE & BN 2B 52 /AT 2 L3
T& 7ot

flam & LT, AARANDMIEENT BB I 0T 298 A fLER)> Sl L7z DNA DT HHEZR S
% RN OATIZ L0 | SFTANCIIBNMEE 2L L T D 2 &R S 4L, 72T
b RIEFH R ~DOZEAIL, IRFBIEDHEITIC E B2V, BEAAR OB K% & 72 LRIEMEO A
RIS DRI —E LTV B EEX bR, £, IBNMIE#E O LB EHE OO
MERBEIIEDORAEROMME XL TV DHARREL R I, BEEMREEXZHT L
HARADBEIBIZ L > T, L AT U 2OBN - HEFIEEMAEDHEORIEICHESfS T, &
O IG RIS DB~ R D b D TH 5,



(Ishimoto Takuji)

(00534835) (33920)
(Maruyama Shoichi)

(10362253) (13901)
(Kosugi Tomoki)

(90584681) (13901)




