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HEREE AS 4.693 71 AS 4.702 S R ¥ E

AFE KRFALA KEE BFEHA #HEN

(PEAZRMEWIIER L 100080)

W E EHAR “Scac” M NI B R MR Kimsatosporia (Omura, 1982). 1992 4F,
Wellington {248 16S rRNA FRI T8 R HIF AGBE R, HE T “Sctac” FHEE, Wit 3HE
I ERE AS4.693. AS 4702 HTHREYE. AR, S FREILHFREREY, ©
N5 8% B R “Setac™ FpHF 0 R B —— T A BN Strepromyces setae(JCM33047) LA 48
P, T8 DNABIRIH RIS 100%, EHEMNEITR TR —MBE. AS 4693 &% NVEE
BRI R Strepromyces setae subsp. irregularis nov., AS4.702 FE N SR BE I
ih 35 (R B AP Strepromyces setae subsp. flexuofradiae nov..

XA TREBETANEER, FEABEBMHBEETR, “Seac” il

TEHBEDRMREEE R SBMOE S50 AS 4.693, AS4.702 FHRLE,
SRCHBE, FEFNIFRARERE Sreptomyces irregularis (Yen et Deng, 1965)
RO 3k R B B Septomyces flexuofradiae(Yen et Deng, 1965)". g R #4T
B HE SREMRSFREEFEADR, DHEMENIN (DNA 5HE TS
BHJR “Setac” B LR W Strepromyces setae JCM3304™ IS AT BT ST 45 S R B,
ENTRE R BE, AIUHE A AS 4.693, AS 4.702 B4 KB R,

| QS ¥
L1 EHMEE
Wtk Strepromyces irregularis AS 4.693 B A REGR LM, 1970 4 3 Bk,
Wtk Streptomyces flexuofradiae AS 4.702 3k 1 & H #4579 3t 4 B 4 5 + Y 92
1964 4F W4,
W Bk Streptomyces setae JCM3304"( = ATCC33774 = TFO14216 = KM6054) 3 & A
AMEYEMREP L, WA ROE G,
1.2 EERR
EMERTAREY LB R, AXLEREVRATENENRFHENZ. BT
BAEA.
1.3 BFBE

* ERARBFEELSHEWA,
XX T19964E58 31 H @ 8],
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ETHAREMEFREEVRT, 55K 7~14d, MERICREHRTME, HECREH
PEMERGFEHIRER S LTS BEREH, 1957 ¢/,
1.4 HpatkF

2 40 I 7K 8% M 4K % 4 4 B L Lechevalier(1980) ™ A1 Hasegawsa(1983)'' 80 Jr &
PEAT, AN B K {k % 2 5 5 AT 3% B Lechevalien(1980) 1 F i, MM KIS B 2
#7 /B Lechevalier(1980)#) A 355 4 4 iy &% PP I fE 49 5+ 47 Bl Minnikin(1979, 1980)#9
FEY, MR, 54 Collins(1985)FI R UGS AR JriE® Y, #4778 g
¥
1.5 £834%44

# B Gordon(1974)M Shirling(1966)55 A IR E # 7 i1 347,
1.6 DNAK G+ C mol% HIME

¥ ® 2 B Marmur A Delay(1962) S AM Tm{EME H =Y, X BHE (£ coli

AS 1.365)# DNA 328 DNA G+ C mol% fi.
1.7 rDNA it 4
1.7.1 DNA#I#%E: DNAMEEE S W Chater K. F £ (1982) 85 5 &1, HBRi
(-20CH&R#H)3g, BMT Sml TEZ MBS (0.03mol / L Tris-HCI, 0.Imol / L EDTA,
pHR.0)., BEMWHIS, M FE lysozyme (Smg / g SH1), BEHHTF 37C F 6-24h.
Im 2.0ml 0.5mol / L ) EDTA E£ ¥ 0.1mol / L, /bOIR-S FHMAE 8 K(P.5130,
Sigma) B F 200pg / mi, 37C 4 2h. b1 1mi20% 9 SDS ELWEFE X 2%, 37C2h,
EREEN. WEFEERG, MWEPHE0.1mol / L Tris + 0.1mol / L NaCl(pHS.0) £ £ ik
B 10ml, WA HREBEK RS R Z8 = 25:2411(P.3803, Sigma), 4T R4 20min,
10000r / min ¥ VR BIL> 10min, BULERMPAHEENS B (-20C), BToWsiks
%, ¥ DNA T 5~10ml 0.1SSC ', I0RNase = 2 B 37100pg/ml(Rnase {# A i E 7
WK HE10min), 37CHRIE 2h, HHE NS EEFYERIES K (P.3803, Sigma),
PRI DNA. %% DNA T 0.1SSCH, #9:1(V/ V)il 3mol / L NaCl + 0.01mol / L
EDTA, TFiim0.54 4B RS BE, Uil DNA. AT %504y 56 96 BE +F % 230nm,  260nm,
280nm % DNA BRBLM A, DNABSSBERGTFUTHE: A A, >1.8 Al
A,,>2.0. _
1.7.2  ## Pe4 MItRIC: LA DIG (Digoxigenin, 14 %5 3 ) iR IiCH B PUCIS tDNA
fE 5 B4 (DIG-P64), WEEBIR B F Strepromyces lividans, ZWE S H 168, 238,
58 rRNA F 71", R4 Poa B B 2 B ¥ % R X 5 467 B 55 B (Polish Academy of
Sciences Ludwik Hirszfeld Institute of Immunology and Experimental Therapy) %44
LR FRE.
173 M E MY 2upDNARA] 1pl Bam HI(567604, Boehringer Manheim GmbH,
Gemany) B8 Y, 5 RZE BN B 1 1R E MR 2001R & . BH0J5 f9 DNA J B
SOV M ACF R L Lk 2h, BEAREEME N 1%, 2k TE R4 ¥ 36mmol / L Tris,
30mmol / L NaH,PO, + Immol / L EDTA"™, #i3k# L 1kb #9 DNA ladder % marker, ¥
DNA B A/,
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DNA F & Ml Southm Blotting 77 # " M it £ 8 # E J& # B (Hybond — N+,

Removerating 0.45um) L,
174 RAXEEE: U DIGHRICEE, #HTHRE, HXBREX KREEEXRNE R
“DIG system user's guide for filter hybridization”",

Bl 1 BBk AS 4.693 KIFES
a W £ (x1200); b.flFE#EMH T (SEM x 8000).
Fig. 1 Morphology of strain AS 4.693
a, Mycelium morphology; b.Morphology of spore-chains and spores.

B2 EAS4702ES

a W #(x1200); b.FRFEAMTF (SEM x 8000).
Fig. 2 Morphology of strain AS 4.702
a. Mycelium morphology; b. Morphology of spore-chains and spores.

© PEBFRMEYTRFATIESREL http://journals. im. ac. cn



330 ™ 2y L] 3 i 378

Bibk AS 4603 SLZMBLLERE, SYASR, HH, ELXk, RRAHR &
BIMEELERE LR, TORERA M 1).

Wtk AS 4T RAMS LA R TRE, SLEHR, BIRIHRL T BLThR,
RLWTR; HETUEALERRNMATRELR (E 2).

F1 WHRAS 4.693HAS 4, 702915 IR 454
Table 1 Cultural characteristics of strain AS 4.693 and AS 4.702

AS 4.693 AS 4,702
S # £ 4 B % = ou ¥ u = %
ERE SR BE s 1) e T %
B % SRR o, HE % % R PR
R MR &, f sHE % ® MmE %A x
2E BN A SR % A gk x
A EE o243 &0 LFH  HERR K %
5 £ BEAR sk T B RS et 2K
HERE % S0t % BH s %

2.2 HEEMNHME

B JICM3304" K24 a6, RYETFE, ELRIRERHEEEREL=ERTRY
BF; TR, REEE", .

Bk AS 4.693, AS 4.702 MIFFRIERLE 1.
23 S$BEEE

F2 HEEEAS 4.693. AS4.702BICM33M"E B EH
Table 2 Differentiating physiological characteristics of strain AS 4.693, AS 4.702 and JCM33047

AS 4.693 AS 4702 JCcM33047

% BE + + +
i} 214 + + +
) 1 7k - - -
td 1 FiS + + +
WM - - -
HEX LR + + -
W% - - -
-0 1 Tk d ' - - -
REAKH - - -

ERMREL W + + ND#*

-4 50 + + ND
i 8.0 + + +
pH 9.0 + + +
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(#E#2)
AS 4.693 AS 4,702 JCM3304”

i 1 + + +
#® 2 + + -
E 3 + + -
H 4 + + -
(%} 4.5 + + -
g 28C + + +
R 50C - - -
D-RiE + + -

rENE + + -

D-REE + + +

ﬁ DA gk + + +
D-H ¥ - - -

LB {f 3% + + +

L-BZH + + -

BT + + -

4 D-H &% + + ND
ER - - ND

EZHER - - ND

o8 o] + - ND
EE - - ND

A D598 - - ND
Hih + - ND

D1l Al - - ND

D-T.F 8 - - ND

ne - - -

k| D-Hhk + + ND
(¢ - - ND

D-E_S - -

* NDuno descrption.

F3 HHEEAS 4,693, AS4.702FICM3304" BIABE{E A S B DNA G+HC mol%{l
Table 3 Cell chemistary and DNA G+C moi% of strain AS 4.693, AS 4.702 and JCM3304"

[:3 Hasdsy By BEAE B MK DNA G+C mol%
AS 4.693 n C m 104, 6), %8) 75.1
AS 4.702 | C I 10(4), 9(8), 10(6) 711
JCM33047 ** C IH 9, 10 73

» FHRLL-DAP, & Bmeso-DAPY, o #] J8% K M0 H R Mo
BBk AS 4.693. AS 4.702 B JCM3304™7 " jy A 38 A AL AR 4E . 2 2.
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2.4 AMRLEF DNA G+C mol% THTER

4 B4k 2 4 5 B DNA GH+C mol% 3 i 85 R W& 3, H A in ME B # Streptomyces
setae(JCM3304") Iy 830 B B ) abi 46 S0 B & R A 3K
% ¥aE",
2.5 rDNA HEEXIRER

Btk AS 4.693, AS 4.702 fl JICM3304" i
DNA, # Bam HIBV], KA Southern &Ik
5% DIG-P6a#:38, i (DNA MRt s
RRA 3.

mETE, Bk ICM3304", AS 4.693,
AS 4.702 A #[F & Ribotype i, EEBAL &
HFERY 4.1, 6, 8, 10, 12kb AN H B FFLL, =
¥ (DNA 1Al R 100%.

3 itit

B ¥k Streptomyces setae JCM3304™ 8 75 3 48l
HEH, BERREMAKREDEAR LL-X meso-M
A DAP, HHEIFER —ILERER
Kitasatosporia™, X BEBEM LR KE R
B, ZREXAAEMNEANLERRES2
1992 %€, Wellington 12 # 16S rRNA # & H ¥ 31
S8, B H KiwmsaosporiaF A BEHER

3-1 Bam HI DNA B¥] 5 E

b ok = B Streptomyces, A HFHENAEAKE L —AOF

a.lkb DNA laddes; b @ik JCM3304™; FHBE “Setae group””. X—BIHRBATHR

c. Bk AS 4.702; d. BI#KAS 4.693. BRE N KERMINE" P, Bk JICM3304 4E
Fig. 31 Photographs of b JCM3304" sain  giX —FhEERIARHER #E.

¢.AS 4.702 strain and d.AS 4.693 strain's i R BB AS 4.693, AS 4.702 — &

DNA ““g"':““ ]“““ a1kb DNA ladder misp s, @Ay, SRS RS FRIEXIE

K12 Bn e o res oaua sepiam ITFRERIL, BT “Setac” B4 BE o 0 b2 MR
a.- lkb DNA ladder; b. & JCM3304"; JCW3MTE}E%Q%_£&“¥%{EL€¢F$*EM§

c.BTBE AS 4.702; d. Bi#E AS 4.693, BBk AS 4.693. AS4.702. JCM3304" A

Fig. 3-2 Ribotypes patiems of a.1kb DNA ladder, Kl T H B H. XA MEREBFE, #HK
b. JCM3304", c.AS4.702, dAS4693  AS 4693, AS 4.702 75V B AR 2 5 R A

77 S # B JOM3304" R 4 KIE R GER SRR TS). Bk JICM3304™ 4

i BE & # LL-meso FIRRASRI M DAP, H S HER, A C MEK AS 4.693 1 AS 4.702

& H meso-DAP, i MIAEA H & B, BAC, =HKEHEHA MK X MKI0, H DNA #
G+C mol% S B7E 71%~75% HHE M. HEH AS 4.693 1 AS 4.702 MBeRR 2S5 25 % (PIID)

K6 T “Setae” Fh# b i B4 B AR (BB APER ™.
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DNA H B Brev 85 R %8, =HEM (DNA Ribotype IR X 100%, HHAE
15 Tt R F R — a2,

RITEEBIEHK AS4.693, AS4702 EREFA. HEH"EHEAFFAR, BE
MEAKSEERBROEEMHS, SENAHESE E AU H T #H AS 4693
Streptomyces setae subsp. irregularis nov. 1 79 [ 8% % o 3¢ i 3B (K % T # AS 4,702
Streptomyces setae subsp. flexuofradiae nov..

Bl ATTRAE T B ER e R R E SR, B AR R T
BRI E Dr.Jola 24 PUCIS DNA, Wit KZEYR TR VAL HEIMERE,
B,

2 £ x W
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TAXONOMIC STUDIES OF TWO STREPTOMYCETE
STRAINS AS4.693 AND AS 4.702

Liu Zhiheng Qian Yudong Zhang Yamei Shi Yanlin Xie Jiayi
(Institute of Microbiology, The Chinese Academy of Sciences, Beijing 100080)

Abstract  The“setae group” of the genus Sirepfomyces was originally the genus
Kitasatosporia (Omura, 1982). On the basis of 16s rRNA analysis, Wellington(1992)
proposed to reduce Kitasatosporia o synonymy with Streplomyces as a species group——
“setac group”. Two Streptomyces strains, AS 4.693 and AS 4.702(deposited in CCCCM)
were examined by using morphological, chemical and nucleic acid ribtyping methods. #t
was revealed that these two strains have similarity to the type strain Streptomyces selge
JCM3304", and they share 100% DNA homology with JCM 3304". Therefore, we propose
that the strain AS 4.693 be transferred to the “setae group” of genus Streptomyces as
Strptomyces setae subsp. irregularis nov. and the strain AS 4.702 as Swepiomyces setae
subsp, flexwofradiae nov.

Key words Swptomyces setae subsp. irregularis nov., Streptomyces setae subsp.
flexuofradiae nov., “Setae group”
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