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M—O12 HE T EMEAENRE P S B EAT AR -
hEE Hak FEAR BT %W

(FEMNEERERATRFEESFTHRF IERS TEFHEFEATRE JLT 102206)

# BN PEZHRGEAERESEOEKRFPSEE T R RKHEETE Y6l
B EREHTEABEE, BT 16S (DNA FFI 4 HAEER R E R Yo B ¥ 165 +DNA
SRFEBRHREEERE, 5 93% ~97% . K 168 rDNA B8 ¥ 54t A 5 3 1 8 o 48
Bl FoE fek o R T 3R R E AL, B EL MU A B E 5., Eiild Yo Wik
AR AR T HH, Yha AT .

WA AT B, & 4 8 th R #E4R9H, 16S 1DNA

PEHAFHES Q9  XEMEFEAE: A TMLEF:0001 - 6209 (2000) 01 - 0021 —25

AR S S R AR R T 0 IRR M T B W R IR DR E R
AP EEET 8 AW . I K MR E (Actinomyces odontolyticus } R BN H#
( Eubaceriun lentum ). 3L J& T8 1k 4% 3R B ( Peptostreptococcus productus ) 1% B8 4% BR B
( Streptococcus acidominimus ) EECHERE FISBREMEBEMNENTHMEEFER
FEEER Y6 A YP BB 23, W FATAR S R fR A 3 0, B & Ak Wl e AN &
EYGRAHRE TG ELEEFE PR RRE XY, NBERFRITY 203 KR
K TR KA B EMFFRInA R BA T 25 B E R AW B EEM A, R
M8 2 A R S A N B AREHER D, BHRER Y6 A YP Btk EES
BEEEFRER, Yo B E [ RERIETREAKF, FABRTIREE S A ek k2,
XM FERFFEN Y6 W TS,

1 A %
1.2 #&%

Y6 BB KIE R RAHEM, 1995 E&%%E%*#mﬁ%ufﬂmﬁﬁﬂk
ZERRERE B4,
1.2 X

BHIA I 5 B 3% 3% 2, B0 2 W8 [ DIFCO 2 8] 7 i1 137g/L, 0.2% i & i, 8Pa
30 min, HEXE., HESSCTHEMA S RAERM, #RMLFH. PYGC AE: EHE
1.5, BEEEMY 10 g, $hBE2EBEERR 0.5 g

»ER AR ZESAUBRERCAET 9 AR 2R B B H B (39625001, 39640001 )

FEMA RBEAS2 ). B TS THMEA PEAHERZHERATRENSHERRFHRA, 8L,
ENEEERABTESE2AEPINE

Y B E X :19958-09-25, #E B 1 :1999-03-02
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1.3 HAEMTEFRFERNECRE

T B B IS 75 2 R AIE 468 B B 31 7 0k, A B A AR 4K B I 38 E Biologo 4] [ Biclogo
Inc. Hayward, CA, USAIME X KA I E L ERE[(GP Microplate 1 # 47, € ] Biclogo
Micro Station system 3.50 3£EH7. AR ARBSHE ST AR A4d Y
S A GC-7TAG]. A 48h MMEH PYG A RERY, WA EFERERW
M NVFATIE RIS R .
1.4 AW G+ C mol% B FEF 16S rDNA F 344

G+C mol% i & R A ERT. VIRSHEN 165 DNA, §H T M 16S
rDNA FiBASIY., {8 PCR FIEHRBA 1.5kb #Y 16S DNA. W kB8 FE& it
& 315147, #4T PCR MFERH#T. F5 95 EfHEE Applied Biosystems A7 373A &
& DNA B s1FR45 8, N DNA S8 E R WA F Fartr. AT #% PCR $ERL TR/
R, B M Y IH PCR 4T F .. EF AN, WK EARASERETE
. WBArIEER DNA FH|, {1 INTERNET R % Genebank Z54% ¥ BR I 5 Yok} BE #E 4T
TRESREE(Q8 49 A),

2 HX
2.1 WHNSh

BAREERIERN Y6 ik, F BHIA MU¥AR5 B, 37CREHE R 10d R W E
¥, NEHTMASEHE g iE EXRAEEEN, AT E=KBEFE, §
A, K, FRRITER, BB EEE R, ZHEECTEK,I7CTHEK.
2.2 HENEE

Y6 Eitk7E BHIA MK E 30CHEF 8 LG, REERE LR . OSEF MHE K
HE . HWE, HEBJE, EBEREG, FORBREBE, B8 B, 78 A%F. 4
AR A MALS . 7€ BHIA MBAS I 30°C 3535E 48 h, Bk e a1y —, B R LR HEK,
KEAE 10 pm KLE, 3855 20 d, BB RAGEZ KR, B MTREL, WS,
KR BR LA (H 1-A) . 25 200 W AR B % S M 31 3 8 BHIA MLE A8
F,30TC 3 48 b, ESTRE ZFR, BN 2 RE, R LHSRN T HCREE(E 1-B).
BAEREFYEMNF BHIA MBS E, 37C 3% 48 h, ER R LB EER, 7T R EZKMH
L OREK, FEPYGHE 0T 48 h 5, RN BB, FEFERITRE, HKA
EHEPFENLR, EALVEERRANIK.
2.3 KRifEgA

SR RIER, 0CTHEF 8~ L ERE, MBARWMEE. F5E . FE 8.
AE, . SEAK, ERE AFTEREZS. MEREEE. REARKHEE
2 NRFHFRRYEESS, ABBEEE.
2.4 Yo WV G+ C mol%F 165 rDNA FEFIS R

G+Cmol% % 33.7. ¥ Yo Bi#k AT 165 DNA WER ¥, ZFINEBEX
GENEBANK, #5558 AF113133(E 2). KRB M e BT EILETRERR R,
Y6 BHRA B3 FF B8 B ( Carnobucterinm )6 PRI MEHTE 97.2% 0 93% Z /(T D7, &
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REES NS AEHFEREREE DS BRI AATERE

1 AACGGTTTCG

61
121
18]
241
301
361
421
481
541
601
661
T21
781
841
801
981
1021
1081
1141
1201
1261
1321
1381
1441

ACCCACCGAA
AGGGGGATAA
ATGGAAAAAA
GGTGAGGTAA
CACTGGGACT
ATGGACGAAA
CTCTGTTGTT
CAGAAAGCCA
TCCGGATTTA
CCCGGCTCAA
GGAATTCCAC
CTCTCTGGTC
ACCCTGGTAG
GTGCTGCACT
AAGGAATTGA
AAGAACCTTA
GACAAAGTGA
TCCCGCAACG
ACTGCCGGTG
CCTGGGCTAC
CTAATCTTTT
GGAATCGCTA
CACCGCCCGT
GAGCCAGCCG

&2

M1 Yo BAMBEHE
Fig.1 Morphological features of Y6 strain
A.20 days culture on BHI blood agar at 30°C (1< 1000);B.24 h culture of Y6 strain on BHI hlcod agar at 30°C (1% 1000).

GCATGCCTAA
GTCAAAGAGT
CATTCGGAAA
GGTGGCTTCG
TGGCTCACCA
GAGACACGGC
GTCTGACGGA
AGAGAAGAAC
CGGCTAACTA
TTGGGCGTAA
CCGGAGAGGG
GTGTAGCGGT
TGTAACTGAC
TCCACGCCGT
AACGCATTAA
CGGGGACCCG
CCAGGTCTTG
CAGGTGGTGC
AGCGCAACCC
ATAAACCGGA
ACACGTGCTA
AAAGCCATTC
GTAATCGCGG
CACACCACGA
CCTAAGGTGG

TACTTGCTAG
GGCGGACGGG
CGGATGCTAA
GCTACCGCTT
AGGCGATGAT
CCAGACTCCT
GCAATGCCGAC
AAGGATGAGA
CGTGCCAGCA
AGCGAGCGCA
TCATTGGAAA
GAAATGCGTA
GCTGAGGCTC
AAACGATGAG
GCACTCCGCC
CACAAGCGGT
ACATCCTTTG
ATGGTTGTCG
CTATTATTAG
GGAAGGTGGG
CAATGGATGG
TCAGTTCGGA
ATCAGCACGC
GAGTTTGTAA
GACAGATAAT

TCGAACGCTT
TGAGTAACAC
TACCGCATAC
ATGGATGGAC
ACGTAGCCGA
ACGGGAGGCA
GTGAGTGAAG
GTAACTGCTC
GCCGCGGTAA
GGCGGGTTCT
CTGGAGAACT
GATATGTGGA
GAAAACCGTG
TGCTAAGTGT
TGGGGAGTAC
GGAGCATGTG
ACCACTCTAG
TCAGCTCGTG
TTGCCAGCAT
GATGACGTCA
TACAACGAGT
TTGTAGGCTG
CGCGGTGAAT
CACCCGAAGT
TGGGGTGAAG

TGATTTCACC
GTGGGTAACC
TTCTAATCGC
CCGCGGCGTA
CCTGAGAGGG
GCAGTAGGGA
AAGGTTTTCG
ATCCCCTGAC
TACGTAGGTG
TTAAGTCTGA
TGAGTGCAGA
GAACACCAGT
GGAAGCAAAC
TGGAGGGTTT
GACCGCAAGG
GTTTAATTCG
AGATAGAGCT
TCGTGAGATG
CAGTTGGGCA
AATTATCATG
CGCAAGGTCG
CAACTTGCCT
ACGTTCCCGG
CGGTGAGGTA
TCGTAACAAG

Y6 Btk 165 RRNA J¥ % (GeneBank £ if] 5% AF113133)
Fig.2 The 168 ribosomal RNA gene sequence of Y6 strain(GeneBank accession number: AF113133)

GGGTGCTTGC
TGCCCATAAG
CTCCTGGCGA
TTAGCTACTT
TGATCGGCCA
ATCTTCCGCA
GATCGTAAAA
GGTATCTAAC
GCAAGCGTTG
TGTGAAAGCC
AGAGGAGAGT
GGCGAAGCGA
AGGATTAGAT
CCGCCCTTCA
TTGAAACTCA
AAGCAACGCG
TTCCTTCGGA
TTGGGTTAAG
CTCTAGTGAG
CCCCTTATGA
CGAGGCCAAG
ACATGAAGCC
GTCTTGTACA
ACCCTTTTGG
GTAGCCGT

BRFEI Y EIE 97.2% AR C. alter fundirum . F1 Y6 Btk 16S rDNA R EH EE 90%
A B A L RRAT B B R Yy — (]
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2.5 165 rDNA BISSERFI S F1 Ve EHEFMAFERY 168 rDNA R R
Y6 %‘ ﬁkﬂ Iﬁ ﬂ:% 168 1DNA E(J gﬁ, s Table 1 Similarity of 165 rDNA sequence between

J_?@J tkﬁ)'l% 2. % 443 {tfﬁgﬂ‘, ﬁ‘E‘ Y6 strain am'i the species of Car‘mf‘uc'terium
BERARSAE, WRENRE R e Similecy/
By 443 BB ASEAT ETIH 2R, C. Junditum 56

C. pisiola 95

C. gallinarum 95

C. divergens 95

&2 Y6 BHFBHEM 168 rDNA BREEF SR EL B
Table 2 anpe:ismofsigrmnn’emd&)ﬁdebetwemIGSrDNAseq\deﬁsn'ainard&mdtlmsp&dﬁof&nmbamﬁum
Position(s) Y6 Genus

C. alterfunditum C. divergens C. galliarum V. fluvialis
Carnobacterium

69 C C T C C C
156 u u u u U U
166 A A A A A G
210 C C C C C T
*310,377 C.G C.G C.G C,G C.G C.G
433,491 U, A AA AA AA AA AA
456 G G G G G G
458 -459 AU AU AU AU AU GG
474475 AU AU AU AU AU AU
502,647 U, A U.A U, A U, A U, A .G
614,626 GG GG GG C.G C.G C.G
846 G G G G G G
1152 G G G G G G
1256 u u u u U U
1278 u U U U u U
1482 A A A NA NA NA

* . The nucleotides of all species of Carnobacterium are identical; NA; Not available.

3 Wil

3 A A B S T B Y6 B AR SR AEAT Y, vk K, ER AR T AR
7, 75 30C FHEK BIF, 7 37C &4 T R4 &, BHI A B HERY, Bk —REX, 2450
R AHHER, ETHERIR Y RV R (F 1-B), 7 BHIA MR b 30°C #53% 20d /&, AR BRI E
BER(E 1-A), SHEAEMFREERBFYEERAR, FLUEZRNRNMA. G+C
ol % AR % 33.7, 8 BLA B S B ik, X Y6 BBk AR g . fERRE
A7 95 Tt Y7 R 22 Biologo 24 7l Y 3522 FR AL 41 % & RYE Biologo GP Microplate X
Yo BitkEfT THITL, £ Y6 Bivkiy £ K RE ¥, PREBEE,

& TEH Y6 BRI I FALE, R4 H PCR /T E3RET Yo BRI 165 DNA K
B, W EHET T AR (B 2) . 4537849 165 (DNA I 55T R AR R, ZHM Y6
Bk EY 16S (DNA BN RSN RERFEE (R 1. P E RN AR F 2 [ R
£ 96% —-98% 2 H, Yo Etk S WA ERBOMEZ EE X NHEERR, DR
Wk BRI, REEH, G+ C mol% % 33, M. Y6 WEkI 165 rDNA 1%
FREFBA AR BRI (E 2). FERFFREBES, M Y6 BtRET 165 rDNA R R R &
BR C. alterfunditum , C. alterfunditum ENERY—THESEDMN. {HR, Yo B
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BH C. alterfunditum BB ARF . C. alterfunditum TE 30C AR, BEERBEN
22C ~23C, 1T Y6 B #EZE 30C —35C HBUAE K, B@ K Em AN 30TH, HUXE
ATCC ISR C. alter funditum B ERA Y6 AT, KB BN MEFEEL LS,
BEES RS RS TE A B X, R R, Yo EBRE T RRET
HRE— AR, RITEER 1987 E4 RN —TFNE, EAA K LZEENA
HeprA kA BT, AR ESE TR, B TR EA MR A A HE"Y,

& % x W
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A CARNOBACTERIUM-LIKE ORGANISM ISOLATED FORM A PATIENT WITH
MULTIPLE BACTERIAL SYNERGISTIC GANGRENE

Xu Jianguo Yang Hongmei Wu Jimin Lai Xinhe Liu Bingyang
( Prioriey Laborutory of Molecular Medical Bacteriology, Ministry of Health, Institute of Epicemiotogy and Microbiology,
Chinese A cademy for Preventive Medicine, Beijing 102206)

Abstract: An atypical lactic-acid producing gram positive rod Y6 strain was studied in this
report, which was isolated form clinic sample of a patient with multiple bacterial synergistic
gangrene, and could not be identified by routine method. A 1.5kb of 163 rDNA of Y6 strain
was synthesized and sequenced. Comparative 165 rDNA sequence analyses revealed that stain
Y6 is most closely related to the genus of Carnobacterium . The overall similarity value be-
tween Y6 strain and Carnobacterium species are 93% to 97 % . The signature nucleotides in
16S rDNA primary sequence of strain Y6 and that of genus of Carnobacterium were identi-
cal. The biological features of Y6 strain are very similar to that of Carnobacterium, such as
lactic acid as main end product of in PYG broth, no gas produced form fermentation of glu-
cose, catalase negative, no motility. Data suggested that Y6 strain is very similar to the
genus of Carnobacterium, of which no strain has been isolated form clinical sample so far.
Based on the results obtained, we names Y6 strain as Carnobacterium-like organsim .

Key words: Carnobacterium, Multiple bacterial synergistic gangrene, 168 rDNA
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