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RE: AEEHE (Poris polyphylla var. Chinensis Franch) Wyl F ¥ 28eh 53 B3 Bl — Bk Py 4 41 B
(5502), REERAA LR 13 AERBRRW A KA WM AR, BN EE AR
FEH SS02 BT HMAHER (Bacillus sp. ) AW, ¥, MFIS 5| SS02 MZE5r 16S DNA fF
B, GenBank #W'S AYB42144, | Blastn J8H S5k 16S tDNA RIEAIFF,  Clustalw i#
fTEEFFIMIL, H Phylip #% Neighbor-Joining IX4EE 165 1DNA R R TR, #HSS2 5
Paenibacillus daejeonensis 8t F R — 4+ 30, HEME R 97.7% , ¥ H & F % Paenibacillus dae-
Jeonensis 5802

X FEE, NEE, JIEHE, 165 DNA A4
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Studies on the Isolation and Antibiotic Activities of Endophytes in
Paris polyphylla var. Chinensis franch”
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Abstract: One endophytic stain 5302 was isolated from the underground stems of Paris polyphylla var. Chinensis
Jranch. The ferments of S302 showed antibiosis activities against 13 kinds of the crop causes germs. The charac-
teristics of morphology, physiclogical and biochemical showed that S502 belonged to Bacillus sp. The 165 rDNA
of 5302 was PCR and sequenced. The accession of GenBank is AYB842144. The one 165 rDNA phylogenetic iree
was construcled by comparing with the published 165 tDNA sequences of the relative hacteria species. In the
phylogenetic tree S502 and Paenibacillus daejeonensis was the closest relative with 97.7% sequence similarity.
According to the phylogenetic analysis it was identified as Paenibactllus daejeonensis S502.
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1 HR5FE

1.1 &8

LL1 i Fres ATt mie AR A rRidt. ik BOaAE
(Trichoderma viride) . 75 H W (Phoma asparagi Sacc) . HiKBEME ( Botrytis
cinerea) , SE RGN ( Physalospora piricala) . FeEHZEHRE ( Fusarium oxysponum
I sp. vasinfecum) . W BHWE ( Dothiorella gregaria) , /PELIMKE (6. graminis
var. tritict) , TME BB R A (S sclerotiorum ) . /pEHE R E (P recondita var. tritici
Erikss et Henn) | 24425 E ( Fusarium oxysporum Schl. emend. Snyder & Hansen) |
IR ( Magnaporthe grissea) , /NERIEHRE ( Bipolaris sorokinia) 1% JIL 8% 5 3% i
( Colletorichuum lagnarinm) , LA FEHE FELV B ZREDR AR REX TR
TEERTF

1.1.2 . HMEEEH DNA BERAHE. KEKEANEWT EHEFREYTEL
7]; EX Taq gl PCR X B M F K% TaKaRa 206); HARBEF N E™ 0448,

LL3 B SEEREAEGRSEEERE, HEF: 8% (£K).: 20%,
BEBE: 2%, BEAS: 1.8%, pH HR. KEEISHEAME DB EEERE, K um (1]
Aol o

1.2 HFik

L2.1 PMAERNE: BEEERE, WL, TEKPE2 K, TEERETRTK
Yo WHEHBAET, 75% ZFEH 1min, KebPE3 K, BER T K4 0.2% MEL
AR WD Smin, AMPEE 10K, BER T KT AXERNIHCREHEHOTERZEY)
ERE, VI 3em K/ANIETE, BTFaEEHL RN, 28CHEF4~8d, HERE
Wiiifs, FRRUIZMGL, AEHABEE, SEEFELH.

122 fRlEER & HoaBainds, SEALEEREY 28T, 1500/ min 515
#o HFFE 96h BUEFFHK 1mL, 1, 000r/min B.0> Smin, i ARG,

1.2.3 GIESHEHHE: RATERMERS ARG, Bt AE TR ER%
# (PDA) iR, BCHERZEHEARK N 3o £, BHEBICHKEEH. £
B2 AT Smm AL E KT 4R, B 1000l IMAER, S8R TEAEK
3 EHSEr AAT R, 28CHEIE 8 ~T2h f, WMEHEEZAKSHHEELR,

1.2.4 HHBESMERAFENR: BEitkSSO2 BS¥MENETAELLRS KX
(2] #7,

1.2.5 PCRYH. il &Rl B E R HE A DNA N8R, LI27F (5 -
AGAGTTTGATCATGGCTCAG 3°) FI i540R (5° - AAGGAGGTGATCCAACCGCA3’)
KL, FUSIH 5 14 & E 4k 16S (DNA, PCR SRk % . Ex Taq B 0.3uL. dNTP
4pL. DNA Btk 1L, E#ESIH (17pmol/L) L 3ul, FT#H 5[4 (22pmol/L) 1L,
10 x Buffer SpL, AZ&7K 33. 4pl, KW %&F: 95C S5min; 94C 1min, 55C 1min, 72°C
4min, EF 30 K; 72C 15min, FKEYCEERIEEW A B, B EHESSH TEAG
MR, WIFESIEA 27F . 518F (57 - CAGCAGCCGCGGTAATACGG -37) HI1540R,
1.2.6 16S rDNA F5141#87: F Blastn 3k 165 tDNA 5 GenBank 8 & FHFE7,
WEH S5 HE Bk 16S DNA [ FIF S EWFEE TR, A Clustalw T B EFHNTH, B
814 Phylip $i Neighbor-Joining BeHj Bt RS % & .
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2 #R

2.1 REENSE
B EMAETR T BE5 107 BkNAEE, 2BERVYEH—HE (%5
S0 5502) SREUME AR LM HAEREK,
2.2 HEHONE
45 SS02 p R REH, FIRTERPELRIEEHE, WE SS02 XHEEHREER (£ 1),
1 SS02 HWEHKNWHMSER

BMAE i e AR wH
ok F3 07 ] ++ iE AR T + 4+
ENMRBRE ++ IENERE ++
EREOHEE + 4+ £ LRAERE ++ 4
WA ERE + BEMRE ++
B RERE ‘4 MERBHRE +
hEEMRE + BEAE + 4+
HARIERE +

H: ++ + RAEEER, + + RRAER, + RAFEHE

2.3 EARESHREREUNIE
BHE SS02 WL SR ESAERELREERNE 2, REH (4] WLHE SS02
AHFHHER (Bacillus sp. ) MM,
2.4 DNA {2E# PCR §i8
MEKEBNERENER THEN S DNA, ASI4 27F #1 1540R #47 PCR ¥~
H, BP—RAKLSkbH, ERREIL,
%2 WHESTAERELSE

5502
[:]317 KR
T R

£: 4.5um ~5pm
®: 0.5um ~0.75um
¥ #H
HERipE +

Rl 2] -
uE:Rik 4. £
FEAERIRXE
EBXAMLR
B A R
BT FER
FRATR
EHKRTE
MEMEE - REANLS -
HERERIE RERR
V.PER + B 1 PCR #.5 DNA 2B IR SR s ik
B +FREE, - RREHE 1.2 Bifk SSO2PCR FIEIHAT, 3. 4 Hitk SS02
B DNA &%, 5 Markes (A - DNA/EcoTl4)

[-:4: N
1,489

1,882

2,690
3,472

4,254
6,223

7,743

+ o+ 4+ o+ o+ o+
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2.5 16S rDNA R 5 B S

ZIC LAY R TEA RMA SS02 fE84> 165 (DNA |- 539bp. F iif 644bp
(GenBank #2505 AY842144) , Blastn HB % Bl SS02 /1y 168 rDNA . F ¥RE#] 405
HERFRIFHEK 16S (DNA #IfKl, A4 55 165 1DNA |, FRSFFIMLEETY
SEHIEHERY 16S tDNA 51, H Clustalw #9172 RSN, Rk Phylip #% Neighbor-
Joining KB ARG R TR, HRRNE2, dF2 1% SS02 #5165 1DNA |, T4
H5 AF391124 ( Paenibacillus daejeonensis ) A FEI—4 3%, HB ClustalW H X8 SS02
MRS 165 (DNA (1183bp) 5 AF391124 R #, G5 % 97.7%, 0] SS02 &5
Paenibacillus daejeonensis [GFh, 4% K Paenibacillus daejeonensis $502

0.02261 0.00872
—————— AF391123 (Paemibacillus kribbensisy [ ~1271157 (Pacnibacillus jamilae)
0.00265
$502 down-stream
0.00067 FIE‘OOE'“
[~ S502 up stream AF391124 (Paenibaciilus daejeonensis)
—  0.01809

AF353683 (Paenibacillus naphthalenovorans)

0.00920
! AF391124 (Paemibacilius daejeonensis) 0.02111
AF537343 (Paenibacillus mendeiensis)
0.0077
r——— AI345020 (Paenibacillus agarexedens)
0.00700

AT2TV157 (Paenibacillus jamilae) 001113
- AYD60748 (Paemibacillus allcalilerrae)

0.00203
—1 000057 AJ320494 (Paenibacillus peoriae)
AJ320494 (Paenibacillus peoriae)

0.00000
AFS15611 (Paenibacillus polymyxa)

0.00000
0.01657 — . .
D78318 (Paenibacillus duras) AF391123 (Paenibacillus kribbensis)
0.01 0.01

2 SS02 1Y 165 DNA BB FH
B YERLHFGRAIH IR AN ER LA R TS a2 mRE T RE
Bk, BER., RREETB PR TG T4, 50808,

S5 XK
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