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x1. HEORBWBIMICAVSOhBZEELNT X —EY JTEEF

EEH (bp)  REHETA

EInFH EXE/ e - B (£ coliK12)  HEEH (op)
16S rRNA 16S ribosomal RNA 1541 >1300
rpoB RNA polymerase beta-subunit 4029 400~2000
grB DNA gyrase subunit B, Type Il topoisomerase 2415 930~1300
dnaJ chaperone with DnaK; heat shock protein 1131 230~930
sodA superoxide dismutase gene 621 360~430
groEL (HSP60)  chaperone, peptide-dependent ATPase, heat shock protein 1647 550~1300
tuf protein chain elongation factor EF-Tu 1185 800
SusA GTP-binding protein chain elongation factor EF-G 2115 590
recA DNA repair protein RecA 1062 530~560
rpoD RNA polymerase, sigma (70) 1842 510~830
gltA citrate synthase 1284 320~410
atpD membrane-bound ATP synthase, beta-subunit 1383 1300
infB protein chain initiation factor IF-2 2673 460

* The size and locus are different dependent on bacterial group.
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B& | Abiotrophia Kawamura et al. 1995, gen. nov.

E#E5E | Types pecies: o Abiotrophia defectiva (Bouvet et al. 1989) Kawamura ef al. 1995.
Reference: KAWAMURA (Y.), HOU (X.G.), SU LTANA (F.), LIU (S.), YAMAMOTO
(H.) and EZAKI (T.): Transfer of Streptococcus adjacens and Streptococcus defectivus to
Abiotrophia gen. nov. as Abiotrophia adiacens comb. nov. and Abiotrophia defectiva comb.
nov., respectively. Int. J. Syst. Bacteriol., 1995, 45, 798-803.

Original article in [ISEM Online

More information (in French)

Abiotrophia adiacens (Bouvet et al. 1989) Kawamura ef al. 1995, comb. nov.
Type strain (see also StrainInfo.net): strain GaD = ATCC 49175 = CCUG 27637 A =
CCUG 27809 = CIP 103243 = DSM 9848 = LMG 14496 = NCTC 13000.
|H&# Basonym: o Streptococcus adjacens Bouvet et al. 1989.

Reference: KAWAMURA (Y.), HOU (X.G.), SULTANA (F.), LIU (S.), YAMAMOTO
(H.) and EZAKI (T.): Transfer of Streptococcus adjacens and Streptococcus defectivus to
Abiotrophia gen. nov. as Abiotrophia adiacens comb. nov. and Abiotrophia defectiva comb.
nov., respectively. Int. J. Syst. Bacteriol., 1995, 45, 798-803.
Original article in [ISEM Online
Note: The spelling of the specific epithet is adiacens in Abiotrophia adiacens (new
combination) and adjacens in Streptococcus adjacens (basonym). Y. Kawamura ef al. used
adiacens because the 1JSB editor recommended to use i instead of j.
Reference: FREDERIKSEN (W.): Personal communication.

8% > o Granulicatella adiacens (Bouvet et al. 1989) Collins and Lawson 2000, comb. nov.

Abiotrophia balaenopterae Lawson et al. 1999, sp. nov.
Type strain (see also StrainInfo.net): strain M1975/96/1 = ATCC 700813 = CCUG 37380
= CIP 105938.
Reference: LAWSON (P.A.), FOSTER (G.), FALSEN (E.), STODEN (B.) and COLLINS
(M.D.): Abiotrophia balaenopterae sp. nov., isolated from the minke whale (Balaenoptera
acutorostrata). Int. J. Syst.Bacteriol., 1999, 49, 503-506.
Original article in [ISEM Online

8% > Granulicatella balaenopterae (Lawson et al. 1999) Collins and Lawson 2000, comb.
nov.

Abiotrophia defectiva (Bouvetetal. 1989) Kawamura ef al. 1995, comb. nov. (Type
species of the genus).

Type strain (see also StrainInfo.net): strain SC10 = ATCC 49176 = CIP 103242 = CCUG
27639 = CCUG 27804 = DSM 9849 = LMG 14740.

Basonym: & Streptococcus defectivus Bouvet et al. 1989.

Reference: KAWAMURA (Y.), HOU (X.G.), SULTANA (F.), LIU (S.), YAMAMOTO
(H.) and EZAKI (T.): Transfer of Streptococcus adjacens and Streptococcus defectivus to
Abiotrophia gen. nov. as Abiotrophia adiacens comb. nov. and Abiotrophia defectiva comb.
nov., respectively. Int. J. Syst. Bacteriol., 1995, 45, 798-803.

Original article in [ISEM Online

More information (in French)

Abiotrophia elegans Roggenkamp et al. 1999, sp. nov.
Type strain (see also StrainInfo.net): strain B1333 = ATCC 700633 = CCUG 38949 = CIP
105513 =DSM 11693.
References: VALIDATION LIST N° 68. Int. J. Syst. Bacteriol., 1999, 49, 1-3.
[ROGGENKAMP (A.), ABELE-HORN (M.), TREBESIUS (K.H.), TRETTER (U.),
AUTENRIETH (I.B.) and HEESEMANN (J.): Abiotrophia elegans sp. nov., a possible
pathogen in patients with culture-negative endocarditis. J. Clin. Microbiol., 1998, 36, 100-
104.]
Validation List N° 68 Published with permission of the IISEM Editorial Office

%% ---> o Granulicatella elegans (Roggenkamp et al. 1999) Collins and Lawson 2000, comb.
nov.

M4, MEOZLET —4~N— ZDBREHE
LPNS, List of Prokaryotic names with Standing in Nomenclature ( http://www.bacterio.cict.fr/ )
Abiotrophia J& W % & L T
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\& Bacillales T %, ZNHOFEE HOZHIOFERIZ
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Salmonella enterica subspecies enterica serovar Typhi

Salmonella enterica subspecies enterica serovar

Typhimurium

Salmonella enterica subspecies enterica serovar

Enteritidis

FRORBHEINETH 2O TEH LT TR
£ ITHEEL LT O I v,

Salmonella enterica var. Typhi

Salmonella enterica var. Typhimurium

Salmonella enterica var. Enteritidis

— 7, S Typhi, S. Typhimurium, S. Enteritidis L
DIEFLEFEN T 5 X ETIE RV,

W HiEDIRE S *

S BER AR O S FEA I R O U 2 4T o TIHE % 3
AIAER, BEOVWTNORMIZH L TILTE S 2w
LA, IEOWREEE R T 5, Thbb, 4
HERR O EE MRS TR & B aelc—F L A
X, 20b oL LI WRHIEDIEAERE ype strain & DIE
Y7 DNA/DNANA 7)) v RikbEz FEiid 5, <
DAERDIT0% LLT OYFE121, HrEfE & kil L CE
OO 7= D IR 2 IR ETARD . D W ig,
16S rRNA HIn T DI2IT4ER 1,500 HE0 > — 7 =
> AT (ATCG DEFN 2 RET 2 Z &) i1V, &
DHEFEDIEHERRE & 97 % LLT OHFBE L 2 WiGE
W LW TH B RS RD TEV. 7B,
BRIk, 77 Agtapr i, AR DB
TEE AT 16S rRNA OfE e & AL TH 2 % FE 2
L ENEETH D,

HHECTHL LB LS, REBERLE
N R ER T AR THEOREEZIT ) EHD
DEIBMHRELNVTLLEBTER VL) 21H
W22 TR, REMIZE—oMEZETLZD
il e OB R L@ TE 5 X H12, Fv M
£ 5 AH - AL 2 PERIZ HR O 2 Y 7 S e
IR T 2 LEDS D D EXL DT IV — TH
ATo @O HE Y Z BT 5 (B5), stk
description 1, [EIFSHHE dy B 2 HE - 7 8Hd (7
BHE) OEFRTH DL, slilb 3 AHHEIL, 5% (KA
DA D pleuritidis + R D3 5 9 pleuritis O
OO TSN Z L ICHR L2M4%), EF
% etymology, MO K E & LEIK, £HEOE, A4
A LN IR E i X, IR OMLE, DNA O
G+ C&=E, ¥AIZL > T 16S rRNA Efx 1134
DIFFLFECH] D accession no. 7% ETH 5o wiZIZ (FLdk
NEIXEBI CTdd 5 A%), ZEHERE type strain ZBHEL T %,
(] R (] EEEDE RS TH L0, ok
Thsb [HR] THEOERTH 5, EEKRITTHET
FoEELEKRY L, 1HMEIZ1IKRL2HEELR
Vi, 7272, FrEO R L TREHRIL, [JSEM FED
AR E TR L EO 2 7L ORI 2 FEE
FThHE)ICkROLENTVWEDT, FKiEKI2OME
DFEF THAET 5. KA DBITIX, HADIHLZERF
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JEHT T JCM 14110 OF 5 TR E N TV 5 — T,
AWz —7 Y DOJii% Tld CCUG 54350 & \»9) F5 T
REINTWE, TNHRFEICET LY R,
BN FER SN BIEE ISR P O E 25 AF
T&LEHEIZRTEN T RnwZ e, ZLCEZZE
A THBORMHENDORLTFRBL LT 501%, &
LT 727y M $ 50 A7 5§k ER LT
DZETHbB,

Description of Prevotella pleuritidis sp. nov.

Prevotella pleuritidis (pleu.ri‘ti.dis. N.L. gen. fem. n.
pleuritidis of/from pleuritis pleuritis, an inflammation of
the pleura). Cells are obligatelyanaerobic, non-spore-
forming, non-motile, Gram-negative rods (0.8x1.7-
4.2um). Colonies are 0.5-1.5mm in diameter, grey to
off-white-grey, circular, entire, slightly convex and
smooth on EG agar plates. Growth is inhibited in the
presence of 20 % (w/v) bile. Acid is produced from

[FEHERR ] ICOWTHIE L TBELWI L2 Hb
% o AT THEH S MERR R TR [F] 72 O FE EEE FLC
VT 2 B #ERE standard strain X2 ZHEAK reference strain
&S EOBRIEERR tpe strain & 134 R HHEE L
ERTH D, b9 121, ATCC % DSM % & DA
EEDFEZVBONTNTY, TN bOKERRITEEMER
RFERFELTVRLEDIFTIERVWDT, ZOKS L
FTLOREMEMRE IR 2N ETH D,

— 2
«— FEIEZ (etymology) ; F&DHEXE
ICFA¥ 25

+—— HROXE S EFK
0= -

«— &1 - A{LFR MR

glucose, lactose, maltose and D-mannose but not from L-

arabinose, D-cellobiose, glycerol, D-mannitol, D-

melezitose, D-raffinose, L-rhamnose, salicin, D-sorbitol,

sucrose, D-trehalose or D-xylose. Aesculin is not

hydrolysed. Indole is not produced. Gelatin is digested.
Catalase and urease are not produced. Positive reactions

are obtained using Rapid ID 32A for (-galactosidase,
a -glucosidase, N-acetyl- 3 -glucosaminidase, a-
fucosidase, alkaline phosphatase, leucyl glycine
arylamidase, leucine arylamidase, pyroglutamicacid

arylamidase, alanine arylamidase and glutamyl glutamic
acid arylamidase. Mannose is fermented. Raffinose is not

fermented. All the other tests (urease, arginine

dihydrolase, a-galactosidase, 6- 83 -phospho-f3 -
galactosidase, f3-glucosidase, a-arabinosidase, 8-
glucuronidase, glutamic acid decarboxylase, nitrate
reduction, indole production, arginineary lamidase,

proline arylamidase, phenylalanine arylamidase, tyrosine

arylamidase, glycinearylamidase, histidinearylamidase
and serine arylamidase) are negative. The major end
products [from 1 % (w/v) peptone/1 % (w/v) yeast

extract/1 % (w/v) glucose broth cultures] are succinic and
acetic acids. Both non-hydroxylated and 3-hydroxylated
long-chain fatty acids are present. The major cellular fatty <«——— BER5ERDFERK

acids are anteiso-Cis:0, Cis:0and Cis:1 w9c. The

principal respiratory quinones are menaquinones MK-11
(42 %) and MK-12 (50 %). Minor menaquinones are MK-
10 (3 %) and MK-13 (4 %). The G+C content of the type <«—— DNADG+CEE

strain is 45.4 mol%.

The type strain is GTC 30217 (=JCM 14110™=CCUG
543507), isolated from pleural fluid of a patient with

suppurative.

+—— BEEROEE

R5. #FEOLH (EEMAEGERNICESVE4E)
(Prevotella pleuritidis Sakamoto et al. 2007)
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ST, WO TV, FEERDIFILINL
CEOFEHEFERIRZA T, WX LTHEORE, ¢
b bEHOREEFERT 5 L1k 5 FHAIMIZ,
S DFEFIL JSEM 76 TR L% & 7\ IJSEM
REICHRE L CEEROCE L TIRIRZE L TiBili s un
X, e b o TIER %54 O %3 valid publication
Elabo od, MOFMMETORENAR LT —
AW B Do TDOFH&E, FERINZHEDRIRY
(BAE1L PDF THHHE) % IJSEM REfREET~EAF (3%
f5) 3% AX)7 53R effective publication D 51 % {if§
7oL T B0k S L2tk R0 HILT IJSEM #E
PAVCHRFIN A IERICEET L7200 X
b validation list 12483 S UL, IERXFEEL /- LI
ho P, FHOIERFELDHMIL, JSEM EIZ
BRENHAERDDT, F4I20F N4
DENEROHMEMIE L R D560 5,

N REMESEOMESR

9 JEL P A U2 0B o UK 3l & L7 LRI 56
RENTWHENL C, BN THAEZ AR
T2 EMRMIIKRELEELRIZTLONDY, 7
g P ODDORMEE Hh 2 T 5o 16S rRNA i
FEEHIOFEMPE I L 2MEORESLERNNA T
)y FIEEGEC & ) OB S A S 7z DIk HT R
DEBYNVTHAN, TNETHILFEEEZOLN
T& 720 0P OFFELEME A, DNA/DNA A
H70% L LR 2 ENHBALL $§2bb,
Escherichia coli (KN ) & Shigella flexneri (7RI ),
Mycobacterium tuberculosis ( & »BIFERHE ) & M. bovis
(v RISEREH ), Bacillus cereus (L7 AW ) &
B. anthracis ( jRJHH ), Yersinia pestis (XA MW@ ) &

Y. pseudotuberculosis ({54#51% W ), Clostridium botulinum
(K1) XAH) & C sporogenes 1\ >3 I BHAZ
85% UL EOMFEMED S 1), HOEFRIZEDITILF L
WHTH 5,

Escherichia coli (% Shigella J&® 4 WTE (S. dysenteriae,
S. flexneri, S. boydii, S. sonnei) & 16S rRNA i FA2
FIER L TH Y, 2oL RO BT HT T
1 OO ATEWMT 5 2 EPEESNTVEY, RIZS
o OHW = HET 546 121%, Escherichia coli |2

10

R DBEEMEN D B 720, Shigella & O WAE S A5 4
FroMfMER) I EIThB, L2LEDVDL,
Shigella J& DO WA Ty 2B (B 56 b) TRAFS
conserved name & 2 > TW 5 728, HEZRBS DR
FIHE LTI EFTHADEE P ThN WD,
BHEIITE R, b, BHERZBRIIIETLITH
it S5 ERE A B oS3 I S D D8,
COFERTIEIFMIAELLME Thbbmb
HOICERXLZZDDORFIE LD O TISEM 12
request for opinion & L CTHRIR - #{H S N7z b DA
WMEN D, BEM TN r—AL LTIE, ko
& B Salmonella J& Dy hidy b0 T 7 ARINT T
T A TF 7T AWR/NT T 7 ARIL, Salmonella
enterica DFFEDMIGFEI AT | X Z 3 &) frE-OLF
IZEBHE N,

Mycobacterium tuberculosis complex % 2R3 % 5 FTH
(M. tuberculosis, M. bovis, M. africanum, M. microti,
M. caprae) b, BHEDGTRRTEOILIEIZEDE
LELIDOORMETH 5,

EERH B 5 T, BESEAY IS R 2SR I R - % IR
LTWE BRI E )WL E L CERESDH
bo ULV, BAETIE Lk % %% i 72
IF, FRELOFMIRHO S L ZEHRTDH
%LV ) Bk E OMEDND B BEIRFRYIZIE U R
2 I8 9 % Clostridium botulinum & C. sporogenes 7%,
HIEIEARY ) X AHR T EAET LK, REDIEELE
BELTHORETIIEINTW2ODB L0 TH %,
Thbb, M7/ AEFRLCTHLIZL 0D ET,
RV AAFROELEZZBS 577 A3 Fefff
LTWaEPWa W TREADEZ D & v ) ARG
IR E 2o TV D,

MEOAEICERLABE R
ZEE-HE-JT7HAb

* Lapage SP et al. International Code of Nomenclature of

Bacteria (1990 Revision) : http://www.ncbi.nlm.nih.gov/
books/bv.fcgi?rid=icnb

o [EIFSHITE Ay 4% BLK) 1990 FIRENERZE H 4. EIRSHR
) (1990 4EEZET) . AU SRAR AR 5 2000.
295p. ( FELoO HAEERR)
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® Grarrity CM ed. Bergey's Manual of Systematic
Bacteriology, 2nd ed. Vol.1. Berlin Germany: Springer ;
2001. 721p, Vol.2. Berlin Germany: Springer ; 2005.
2816p. Springer-Verlag ; 4= 5 % TLL N #eHl] (Vol.3 1
2009 SENIZFHIATT5E )

o I—7 ¥ ST AV G SR R
v % —:1998. 513p.

o AR, MH B, FA W BEYOS
- [FE RS0 FEEY - AR T
% (a2 (Springer Lab Manual ) . B3t @ ¥ 2 7' &
= 77 7—27 %5 2001, 291p.

o AR SE A NG - EEIRE. HAME YA
2008.

* International Journal of Systematic and Evolutionary

Fathiiit

Microbiology (IJSEM ) : http://ijs.sgmjournals.org/

* Systematic and Applied Microbiology : http://www.
sciencedirect.com/science/journal/07232020

e FTaFuNA Y)Y —ATuY = MRHEME
¥ HP ; heep://pathogenic.lab.nig.ac.jp/index.jsp

o H ARB W & I % 2% HP ¢ heep://www.jscc-home.jp/
jsce_strain_database.html

o BYLEAWIZERT N A A ) Y — 2k 2y — YR
Fi%E (JCM) @ heep://www.jcm.riken.jp/

* GenBank (NCBI) : http://www.ncbi.nlm.nih.gov/

* EMBL (EBI) ; http://www.ebi.ac.uk/embl/index.html

* DDBJ : http://www.ddbj.nig.ac.jp/ Welcome-j.html
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