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Analysis of intestinal bacterial flora transplanted
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Analysis of intestinal bacterial flora transplanted from bovine to chicken
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4
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MBI L > THERIABZEED ) 5, RENZLDZRT (%13 DNA £FI 50 5E6). 4%
i (4) LEMERBKGOSPFHELFTOERME (38) THEEVPRECELRS, $2bbE 3B RY
AIE R, S EMELRG LZSPFHELFOERE (F/8) CBIAHFEEVFISEVIO (ABLD
B), Tz b D (C), LW D (D) IZKHEND. FOENMREEICHERN)»D SPF #HYL FIEh

LM R, A DSy — v %IRT,

HERT @ < TTREME E , FE O PR (2R LAY 2l R B
HHPEIIIC B TR H S Z L R LTEY, £
5% EHEC #FBRAI R OE VAR 2 T 5720 DEE
e MIBVBDL, Tabb, FiEOMRMERIZE < ME
HOB & WA HMAZFROEREH &, REOIHIN
B HEH» O 22 ERAZHHTHILIZLD, &
v» EHEC HERRR AR T & 20 4%, MR EHERE
PERZLEOBNHEEE O CRKOME ¢ ERD Z
& T, BEA~D EHEC OEAEICEE 25 2 MW E
FESTDHIELENTEDHLEEZLONS,

#H B
ABRZEIL R 21 ~ 22 4F EEBY Wy (a5 A Wk 8 i 2 o 5 Lo
e e LTEML,

SR

1) B BEGSERT ZEHT R A AR it 5 8 (http//www.
nih.go.jp/niid/ja/iasr.html)

2) Stephens, T.P. Loneragan, G.H, Karunasena, E, et al:
Reduction of Escherichia coli 0157 and Salmonella in
feces and on hides of feedlot cattle using various doses
of a direct-fed microbial. J. Food Prot. 70, 2386-2391
(2007).

3)

4)

5)

7)

Raeth-Knight, M.L., Linn, J.G. & Jung, H.G.. Effect
of direct-fed microbials on performance, diet
digestibility, and rumen characteristics of Holstein
dairy cows. J. Dairy Sci. 90, 1802-1809 (2007).
EEREME, HPRA, HESREG BE R RERE
O157 123 2 HLAEWE OB R § 205 — MH
XU A% T — | RGUEARERS . 73, 1054-1063
(1999).

Tsutsuki, K., Watanabe-Takahashi, M., Takenaka, Y.,
et al.: Identification of a peptide-based neutralizer
that potently inhibits both Shiga toxins 1 and 2 by
targeting specific receptor-binding regions. Infect.
Immun. 81, 2133-2138 (2013).

Morita, H., Kuwahara, T., Ohshima, K., et al: An
improved DNA isolation method for metagenomic
analysis of the microbial flora of the human intestine.
Microbes. Environ. 22, 214-222 (2007).

Nossa, C.W., Oberdorf, W.E., Yang, L., et al.: Design of
16S rRNA gene primers for 454 pyrosequencing of the
human foregut microbiome. World J. Gastroenterol.
16, 4135-4144 (2010).

BERisEaE % 1215, 3133 CFRi274E3 )



