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BB A R AR g ) A A A K

Y N A= 40 B ( Endophytic bacteria ) 32 %€ BH 7F
T LN &R B R 51 S B 0 o 0 R 00 40 T
K, PR A VR WK AL b B n]
IR AR A0 W R i . Fiona 4% AR K 7E BTEX
(Benzene, Toluene, Ethylbenzene , Xylene ) 5 4t ¥ 4%
LN RO G o = TR e~ = O S I N i
121 BRINA= 4, FH 16S tDNA 341 % 72 , BOX-PCR
FLRZH DNA $5 20 H; ROk W 22 43 B2 B8 Bk 09 F 1k b
B, R Ay e bR SRR T 21 g, W& 74 s i
X HbRTG Y, Eem PR, w7
Mt Y A AT TR B A 8 A R A T T R
", Rodrigo 45 I H HE (9 4R B, 4 P 1 25 3 BURE
W3 /1 154 fknl 15 38 N 2E 40 1 48 2 16S 1DNA
Feo), a5 R R A o B w AR SR R T 4 DR I
HF (] 75 22 7% 1 J& ( Burkholderia) /i £ 3", Pious
Sl it 16S rDNA J¥ 31 %5 5 70 B T MK 2RI 77
PR B R AR S RN AN X RS TS5
ATTH 20 S AT JE N, Anastasia Venieraki s
A Ji A T[] b DX /N 22 AR B v o3 8 7 17 Bk AT R
TR A RIE T 3 AR, I B E s A K
T R B RE T L AE N G K o A R B Y
Jigang 25 1 B AT M B, AL 3 10 RN AR PN 2 Z0E Sl A
A2 AR T 182 Rk, X2 TET
22 MBI 56 A ARl 1 43 2K BT Y 16S rDNA JF
IR K S 2 B B Y Lei 25 AR L 4
AN X5 3 08 KRS 1 S RE o B T R] B SR N AR A
PR, 8 R 192 Bk TR BR ) 16S rDNA B, JF %0 0E T
52 AN RBITHY L B L AR R, L
A 20 T R A3 R R R A AR 1 B R R P AR
TR AR ) s I TR 2R AT A= W B IR R T B O A BE Y
MR . R B 2008 A 7E 25 Rl A B Th B AT
WEFEAHY N AR C 129 B, 4300 )8 T 54 A4
JE I e 3 0 0 B R AL AR AT

F AN 2007 45 A 5T B A AR PR BT
SRS REESEAT TR R KR
TU T A A RS B 7 7% T SRbR 3 R A7 At - HE 3R )
HEAT I A, 4r BT A, OF B E T OB AT R B S
PES L ERERST R T 2 SR S SR R A
2, HORTE R g b AT ORI Bk BRERS
B T AR S E B R K o ASWFSE S I T AR A B
T BRI B M E AT T B R 5 7

Tt TN A BB AT B A R il R 22 S 22 SRR, R
UL 3 AT (R 0 ] A 2 MR R O
B2 DI 7 N -2 T IR R A S
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B AT A7 P 1D A 9 A R R R A L PN A SRR R
o DL 2R 48 b E AT 43 5 RN R BAR A0 1 o 28 2 O vk
T WEFE I o

W0 9 A AR H 3 A , Ugan 307 5 24 4> ) 3 Yl
B AR Z 18] L2 2k 25 ) Tt K R A7 i o B 4
Foft ke 4 28 RH EL 22 ) B D] O o £ A% 1 N A T
AL 5 LT A I R] A S [E] b A R R s AT Y AR
BRFR o X Ugan 0] 5] 47 b 3 Ff Al HC Ji 46 2k 7 19 A
BRG] 5 N A QR AT R G 4
B MOE T A SRR IR AT R LB b, AT L
i 1 5 A T IR A A AN R YRR VR R o B PR R —
HEATT ZAH B0 R, ok i BE 2 0 58 A e
A A= 77 IS B TR i B 5 6 Ao B AR A e
PRI PR 1) it 4 o

1 MopAn 7 %

1.1 ##

L1 RS RIE B 5 i AL B Kl 2% 2 74 e S I
T 122 4R 1Y Ugan Y] 15 2 09 PR A0 4% 7 R R A
HFs (N 41°00",E  85°04"), WLIE 1, HI4F %8 Bl 78
ML, E KO EBENTFR, 8T
4°C 25 BT 04l L 00 20 M 45 4 v AR DA A R
Mk SELSE 7SI, LA B A A% ARG BE

1.1.2  FEZ50 AL A% PHB-8 R 2£ 58 pH it ( L
T 25 AL A AL R A FR A 7)) s Tag DNA R4 il 1 H
FARY TR (RE)ARAA 510 Hh EigA TAY
TR AR 55 A PR w4 1 PCR 7™ 4 26 Ak a7 &
M T A TR R IR 55 A PR 2 B 24t ; PCR
1K ALD. 1244 R W [ BIO. RAD 2\ ) ; ¥ I A%
4% M1 AL ALPHAIMAGERTM 2200 J % & %k {4
AlphaEase 4. 1.0, J H Alphalnnotech 2\ 7 ; {8 & &
Do ¥ R ORI IR 85 32 46 W A T 98 48 4 3 i B 9T AL AR
I

L1.3 A ALE P R ER R R LB
(B E K 10 g BERk kY S ¢ SAALEN 10 g) , R
JR R S B B 45 AR AL TSA (AR A R 15 ¢ K &8 R
7.5 g AN 30 o) A4 AE R H RRT IR NA (4R
30 g MRS g FMLEN 5 g)3 Rl FREE,
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Sample site
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The disused ancient rivers around the
middle reachs of the Tarim river

B 1 i Ugan &ilE RE S TEE
Fig.1 Sample site in the Ugan river of the middle reaches of the Tarim River in southern Xinjiang, China. In this figure the Ugan

river (right) and Ugan river is the same river, the indicate the sample site.

1.2 EHHSEEFR

R RS B 2P S IR A O HE T
VKR LB, TSA Fl NA W iARE R LM R & 107" -
10 B 100 L 3 A3 51 13 B 3 b [ 44 5 97 3
S3AE 28°C =37TCHEFR 3 -7 d MRIGAM 5 E 7%
T A B RNy 500 BE IBOAS [] 28 20 1 40 087, O 7 1
I 3 FhaE R IE LRIk gl gl Ak f5 0 A 4 e
5 30% Hil iy LB #5355 T -T0CIRfEAH -
1.3 EXRERBERHY

Br SR B LS B R A A D = N/N,

Horfr N SRy 4% Bh s % 2 B 0 9 A 4H A Rl 2
BN g 40 8 3 P4 AR A0 T Y 2 TR R g
1.4 DNA {£EUE 16S rDNA gy¥ 1

DNA 42 Ht 2 W8 X1 W1 45 #1977 157 47, 168
fDNA ¥ 8% % 40 6 @ M 51 7Y 27F (50-
AGAGTTTGATCCTGGCTCAG- 3') F1 1492R (5 '-
GGTTACCTTGTTACGACTT-3") #f 17, PCR J Jif {4k
% (50 pL) :DNA #iHz 25 3.0 pL,10 x PCR 2% n ik
5.0 pL, 10 mmol/L f#§ P1 1 P2 £ 1 uL, dNTP
(10 mmol/L) 4 uL, Taq DNA X & [
(2.5 U/laL) 0.5 uL, Jin K B A 2% K & 50. 0 pL,
PCR JZ I 5 £:94°C 5 min;94%C 30 s,55°C 30 s,
72°C 1 min 30 5,30 MEFF;72°C 10 min, S W 45

J5 2 -3 ul PCR P94 1.0% Brls g I |- ity
VKA . PCR 7= 4 3% ) b A= ) T AR A BR 2 w) i
13 16S rDNA SEH KB
1.5 REXEHW

M e 45 H7E EZTAXON ( EzTaxon server 2. 1) Fl
BLAST( http :/ / www. nchi. nlm. nib. gov/ blast/
blast. cgi ) F 45434, FH CLUSTAL X #E47 £ 5%
B 2R 45 A0 A B R e Kimura 45 8 4 450
i MEGA4.0 ( Molecular
Analysis) B4 5% FH 4B 42 15 ( Neighbor. Joining ) 2 244
BT I H i R G

2 HERMAHHN

2.1 HmEFE

EA RS A TR R TR A €6 1) 38 W RIS , RV B 3 iy
fRBs M, PH H 8.65
2.2 EHHSEHE

JH 3 AR TR K 57 55 (LB, TSA ,NA) #1712 5
i 1 , T8 A DA & R AR RN I A BT A O, A A 25
FENFEW T o B AR 3] 62 BRI , SRR T 32 N Fh
MR 35 52 56 o B AOCR Sk & W 3% NaCl i TSA
TSI 1% NaCl 1) LB 35 35 3 73 B 2 (W W & i £,
HRIES®EE, M 0. 5% NaCl By NA 1 37 5
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2.3 HPNERENHEENESEN

XF ik 62 A~ Bk 1Y 16S tDNA J¥ 51 i# 47 PCR
P 1K 1400 bp-1500 bp () DNA A Bt 5 i il 22
DL P51 AR T BT A B AR Y 16S xDNA J7 51 {5 &,
X SE G AR BRI 45 0 S R IR DL 1. IFSE 4
REIR,62 DM E RS TA D 4 SR RS
KH M, JEBE T [ ( Firmicutes ) | J 2 W ]
(Actinobacteria) | a-ZF LW 4 (Alphaproteobacteria )
- IE B A ( GammaProteobacteria) (18 4~ )& Bl 2F 41
& (Bacillus ) A5 5 M B & ( Pseudomonas) | JE 38
[ )& ( Kocuria ) | i %] ¥R W J& ( Staphylococcus ) |
Oceanobacillus IR J& ( Micrococcus ) | 8 M4 13 1 )&
( Planomicrobium) .ol V£ 3R & J& ( Planococcus) | %5 T
i J& ( Brevibacterium ) 32 & J& ( Pantoea ) . B % 3R B4
(Macrococcus) 3% 8% W )& ( Providencia ) 5 PA. L
& & ( Halomonas) KI8T J& ( Rhizobium) K& SGCH @
J& ( Photobacterium) V& #1 14 J& ( Psychrobacter ) A #if
NI )& ( Brenneria) A sh #F & J& ( Acinetobacter )
Forp 2R f AT s (25 #R) 20 Hm 5 40.32% |, Hk
Je MR BT (10 #k) 2 16.13%

AT B JE (Bacillus ) 1) 53 85 38 5, A BRI
Wb E oy B R 25 BRIZJE R, s T LT 6 A
' Bacillus safensis,

Bacillus  tequilensis, Bacillus

pumilus, Bacillus subtilis, Bacillus atrophaeus ,Bacillus
sonorensis Fl 1 A~ Ff & 09 W 76 ¥ f KLH-1, H
Bacillus safensis B AR R A8 2 A 11 £ (KTH-49
KTH-17 . KTH-3 [ KLH-40 . KLH-37 (KLH-33 KLH14
KLH-15 . KNA-29 KNA-9 KNA-6) , B XK %, E
fi1 168 rDNA J3 51| {4 25 55 A5 {4 0 - 0. 768% , 16
# KLH-1 7€ GenBank F 5 & #H 1l B # Bacillus
anthracis ( AB190217 ) #J 16S rDNA #H )l & H
96.797% , SEVEAE (R Fh 27 o A8 ZF A P9 2 4
B R B B ST R o5 80T WA P A
SrEERM S -2

B 5 BT J8 ( Pseudomonas ) J& 73 B 3R I Z 1Y 4
WL AFTE TR, B 5 207 R A ¢, IR E
B HH M R s 31 10 BRIZJR Y bk,
KEBTLLTF 1 F Pseudomonas xanthomarina 1 3

ASFFE W9V AE B B KTH-14 (KTH-8 \.KNA-4, H
KTH-14 7 GenBank I 5 & #H L & £ Pseudomonas
pelagia (EUS88911)16S rDNA A {5l % 96. 559% ;
KTH-8 £ GenBank I 5 &% #H {tl B ¥k Pseudomonas
argentinensis ( AY691188 ) 16S rDNA #H fl 1 N
97.473% ; KNA-4 KNA-37 , KNA-36 , KNA-26 , KNA-
2 KTH-43 _KTH-62 7E GenBank I 5 & #H ] B ¥k
Pseudomonas xinjiangensis ( EU286805) 16S rDNA #H
L3N 97.116% -97.730% Z [A], X 7 A~ B Bk A H.
[E] A AHBL 3 R 99. 8% — 100% |, 2 ) — 4> 15 7 (1 8T
Tt (R AN [5) A2 Ao

BT LA b AR A v ) O AR TR DL AL i
SR E T HE 16 AR AT , TR I TE AR
AR Z B2 RE 5T 70 b S W5 4 P A 20 T 2 A A
FIVHE 7% 25 1 00 R AIE , H 300 08 7 8 ol 0 0 38 8 s o
H LR 6 MR & LB 1 ARIETERY B A : KTH-63 5
T IR & Bt Macrococcus brunensis ( AY119686 ) [
16S rDNA AHBIRAL A 92. 491 % , 52 ) %4 BR | BHW 1
A TETE TR BT Rl ) Acinetobacter & (4 #k,2 T
51, Hort KNA-3 5 Acinetobacter lwoffii (X81665) ]
16S rDNA #H{LIER K 97. 769 % ; Kocuria J& (4 ¥ ,2 F
%)), Hotp KLH-25 5 Kocuria rosea ( X87756) 16S
rDNA L2 K 97. 740% ; Halomonas J& (1 £f,1 Fp
) ,KTH-20 5 Halomonas sulfidaeris ( AF212204)
i) 16S rDNA AH L & Sl 97.459% ; Rhizobium J& (1
B, 1 FFE %)) ,KLH-21 5 Rhizobium rubi (D14503)
i) 16S rDNA #H L E K 96. 089% ; Oceanobacillus &
(2 #,1 Fh %) ,KLH-18 5 Oceanobacillus iheyensis
(BA000028) 1) 16S rDNA ALK N 97.758% ; ik
THr B3 10 BRBT RS 70 2R BT Y TR A, WA BT N A
i AR e T Ul D3 SN = RN N = iR i)
16.13% . M 10 4> & B 73 B 1 Bk 5 2 A0 0 1R ik
B 16S rDNA AH L& N 98.21% — 100% , 43 5 fj 47
W . Staphylococcus B (3 Bk, 3 B F 51
Brevibacterium J& (2 £ ,1 #/F%]) , Pantoea J& (1 ¥k,
1 # J¥ %), Photobacterium J& (1 #k, 1 #5351 ),
Psychrobacter Jg (1 &k ,1 F JF %) , Brenneria salicis J&
(1B, 1 R0 91) , Providencia J8 (1 4.1 Fi o) |
Micrococcus J& (2 ¥k ,2 B ¥ 3 ) , Planomicrobium J&
(1B, 1 FF90) , Planococeus & (1 B, 1 #791) .
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% 1 Ugan & B84 T 55 55 A 4 40 51 00 8% % 4549 70 16SrDNA F7 51 | IR 1%

Table 1  Endophytic bacterial community of Populus euphratica at disused ancient Ugan river and 16S rDNA homology

Numbers of

isolates Genus Closest species Origin Homology/ %
KLH-14 Bacillus Bacillus safensis  ( AF234854) Spacecraft 99. 65 =
KLH-40 Bacillus safensis  ( AF234854) Spacecraft 99. 65
KNA-29 Bacillus safensis  ( AF234854) Spacecraft 99. 65
KTH-3 Bacillus safensis  ( AF234854) Spacecraft 99. 85 *
KTH-17 Bacillus safensis  ( AF234854) Spacecraft 99.85
KLH-15 Bacillus safensis ( AF234854) Spacecraft 99. 37
KLH-33 Bacillus safensis ( AF234854) Spacecraft 99.79
KLH-37 Bacillus safensis  ( AF234854) Spacecraft 99.51
KTH-49 Bacillus safensis  ( AF234854) Spacecraft 99.23
KNA-6 Bacillus safensis  ( AF234854) Spacecraft 100. 00
KNA-9 Bacillus safensis  ( AF234854) Spacecraft 99. 44
KNA-38 Bacillus pumilus  ( ABRX01000007 ) Soil 99.72
KNA-20 Bacillus pumilus  ( ABRX01000007 ) Soil 99. 38
KNA-21 Bacillus pumilus  ( ABRX01000007 ) Soil 99.93
KLH-31 Bacillus pumilus  ( ABRX01000007 ) Soil 99. 85
KTH-48 Bacillus tequilensis (EU138487) Shaft-tomb 99. 83
KTH-26 Bacillus tequilensis  (EU138487) Shaft-tomb 99.75
KTH-27 Bacillus tequilensis (EU138487) Shaft-tomb 99.74
KTH-1 Bacillus tequilensis (EU138487) Shaft-tomb 100. 00
KNA-8 Bacillus tequilensis  (EU138487) Shaft-tomb 99.91
KNA-7 Bacillus atrophaeus ( AB021181) Soil 99.93
KTH24-2 Bacillus subtilis subsp. Inaquosorum  (EU138467) Soil 99. 83
KTH-61 Bacillus subtilis subsp. Inaquosorum  (EU138467) Soil 100. 00
KLH-26 Bacillus sonorensis  ( AF302118) Soil 98. 64
KLH-1 Bacillus anthracis  ( AB190217) Soil 96.79
KLH-3 Staphylococcus Staphylococcus pasteuri  ( AF041361) Animal food 99. 36
KTH6-1 Staphylococcus xylosus  (D83374) Human skin 99. 58
KTH6-2 Staphylococcus saprophyticus subsp. Bovis  ( AB233327) Cow nostril 99.03
KLH-18 Oceanobacillus Oceanobacillus iheyensis  ( BA000028 ) Deep-sea 97.76
KTT-14 Oceanobacillus iheyensis  ( BA000028) Deep-sea 98.75
KTH-39 Planococcus Planococcus rifietoensis ( AJ493659) Algal mat 99. 04
KTH-63 Macrococcus Macrococcus brunensis ( AY119686) The skin of llamas 92.49
KTH-47 Planomicrobium Planomicrobium okeanokoites (D55729) sea food 98. 54
KNA-26 Pseudomonas Pseudomonas xinjiangensis  ( EU286805) Desert sand 97.23
KNA-4 Pseudomonas xinjiangensis  ( EU286805 ) Desert sand 97.25
KNA-2 Pseudomonas xinjiangensis ( EU286805 ) Desert sand 97.19
KNA-36 Pseudomonas xinjiangensis  (EU286805) Desert sand 97.26
KNA-37 Pseudomonas xinjiangensis  (EU286805) Desert sand 97.73
KTH-62 Pseudomonas xinjiangensis ( EU286805) Desert sand 97.12
KTH-43 Pseudomonas xinjiangensis  ( EU286805 ) Desert sand 97.26
KLH-8 Pseudomonas Xanthomarina ( AB176954 ) Marine ascidian 99. 03
KTH-14 Pseudomonas pelagia  (EU888911) Green alga 96. 56
KTH-8 Pseudomonas argentinensis ( AY691188) Rhizospheric soil 97. 47
KNA-3 Acinetobacter Acinetobacter lwoffii  ( X81665) Root 97.77 =
KLH-24 Acinetobacter lwoffii ( X81665) Root 97.77
KLH-38 Acinetobacter lwoffii  ( X81665) Root 98. 89
KLH-34 Acinetobacter johnsonii  ( X81663) Soil 99.01
KLT-27 Photobacterium Photobacterium halotolerans ( AY551089) Lake 99. 30
KTH-20 Halomonas Halomonas sulfidaeris  ( AF212204) Deep-sea 97.45

KLH-28 Psychrobacter Psychrobacter pulmonis  ( AJ437696) Lungs of lambs 99.63
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k1
Numbers of . .
. Genus Closest species Origin Homology %
isolates
KLH-19 Brenneria Brenneria salicis  (796097) Plant 99. 28
KTH-7 Providencia Providencia rettgeri ( AM040492) Swab samples 99. 64
KTH-64 Pantoea Pantoea septica (EU216734) Maize stalk 98.20
KLH-21 Rhizobium Rhizobium rubi  (D14503) Root 96. 08
KNA-24 Brevibacterium Brevibacterium halotolerans ( AJ620368) Saline soil 100. 00
KTH-57 Brevibacterium halotolerans ( AJ620368) Saline soil 99.93
KLH-25 Kocuria Kocuria rosea (X87756) Saline soil 97.74
KLHI12 Kocuria rosea  ( X87756) Saline soil 99. 85
KTH52 Kocuria rosea  ( X87756) Saline soil 99. 23
KNA-32 Kocuria rhizophila  (Y16264) rhizoplane 99. 85
KTH-35 Micrococcus Micrococcus yunnanensis  (FJ214355) rools 99. 36
KLH-29 Micrococcus antarcticus  ( AJ005932) Antarctica 98. 53

# Isolate KLH-14 ,KLH-40 and KNA-29 have the same sequence similarities with Bacillus safensis ( AF234854) in GenBank,but their mutual similarities
were 99. 0 —99. 2% . KTH-3 and KTH-17 have the same sequence similarities with Bacillus safensis ( AF234854) in GenBank,but their mutual similarities
were 99. 6% . KNA-3 and KLH-24 have the same sequence similarities with Acinetobacter lwoffii ( X81665) in GenBank ,but their mutual similarities were

97.8% .

2.4 BEFENAEANEAETSSHREGE

AN [F) 15 7 56 05 6 43 25 1) 200 B 22 AR A B i 1 22
S G AR IR 2, TSA Bi Rk iy i 159 2 4 i 2 e
B, NA R 3Lr B AT B AN A 1) ZREPE (R, TSA B
FRBLIr B4 B 24 BRAN T, ] 20 )8 T 2 AT iR
( Bacillus ) & B M & J& ( Pseudomonas) | JF 7 [K )@
(Kocuria) %5 % ¥R & J& ( Staphylococcus ) , Oceanobacillus
J&. W Bk W JE ( Micrococeus ) . B YE W W OJR
( Planomicrobium ) 43K % J& ( Planococcus ) 5T 7@
( Brevibacterium ) . 7 W J& ( Pantoea ) . H. B Bk W
(Macrococcus ) 3% % 55 % )& ( Providencia ) &L A i 5
J& (Halomonas) 13 )& ; LB K5 95 Hk 4 B 45 3] 21 #R4H
WL BN 20 8 T 28 A T 8 (Bacillus ) (AR 5 1% &
( Pseudomonas ) | Ji 75 K J& ( Kocuria ) | %5 % 3K & )@
( Staphylococcus ) . Oceanobacillus, 1 ¥ B )&
(Micrococcus) A sh ¥ & J& (Acinetobacter ) ¥R 58 & )@
(Rhizobium) | & Y6 ¥F W J& ( Photobacterium) 5 #F 7 @
( Psychrobacter) i 4] [ i J& ( Brenneria )11 ~J& ;NA
RISy B B 17 MR TA, 4 8 T 2 AT 1H 8
(Bacillus ) R 20 )0 5 J& ( Pseudomonas ) | JIE 75 [G )&
(Kocuria ) |\ 58 ¥ % J& ( Brevibacterium ) . A~ 3l ¥ 7 @
(Acinetobacter)5 > J& o K5 3¢ B0 H BE $5 B0+ R
(W3R 2) ,TSA FrFR BRI LR R $iuR = oy 0. 531, Hik
JE LB ¥5 37 FE 0 0.500, Fe fIR /Y 02 NA 85 58 35, (U
0. 281,

&2 TSA,LB,NA3MEFENSBEHRNSHESNEEREY

Table 2 The diversity and dominant index of endophytic bateria
on 3 types of different cultural medium( LB, TSA and NA)

Medium PH Salt Genus Species Strain pnmlnant
content index
TSA 7.5-8 3% 13 17 24 0.531
LB 7.5-8 1% 11 16 21 0. 500
NA 7.5-8 0.5% 5 9 17 0.281

2.5 AEFAFRNRFEHLSNT

YEE 62 NIRRT 32 MR, AR AT L
YIFRA 2 AR 2 AN DL B AS ) B 28 A8 Ak (E Al AT #E
GenBank [ 47 4 [A] % 455 2C 7 #k , 91 201 : KNA-26 \KAN-
2 KNA-4 KNA-36, KNA-37 . KTH-43 . KTH-62 iX 7
A W Mk £ GenBank It A AH [ 19 BL 2 B B
( Pseudomonas xinjiangensis ( EU286805) ), A Itt., F
32 AW b i) TR AR AR T TR R R A R G AR
X 32 SR P S B E GenBank W IF, B AT
GenBank | 1% {£ # 5 & HM854230-HM854259 |
HM371419 \HQ009853 , WL &l 2, Fr A nl % 3= W R 3L
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2 HBAEFAEMAER 16S rDNA B REH AL T
Fig.2  Phylogenetic relationships among bacterial isolates from populus euphratica stands based on the 16S rDNA sequences. Phylogenies were inferred
using the neighbor-joining analysis; The numbers above each branch indicate bootstrap values of distance, the bootstrap values were obtained after a
bootstrap test with 1,000 replications ; The numbers in parentheses are accession numbers of sequences;Scale bar indicates 2% sequence divergence;S and
GS in the parentheses was the species, genus and species newly added to the plant endophytic bacterial categoria by this work ,respectively.
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endophyti cbacteria for biological control of wilt pathogen.

Phylogenetic diversity of culturable endophytic bacteria
Isolated from the Populus euphratica at the disused ancient
Ugan River

Khayir Yusuf' , Shirenay Pulat’, Maripat Turdahun', Maryam Hamdun', Ghenijan

Osman' ,Zumrat Abdurehim', Erkin Rahman'”

" College of Life Science and Technology , Xinjiang University, Urumgqi 830046 , China
®College of Life Science,Xinjiang Normal University , Urumqi 830054 , China

Abstract ; [ Objective] The aim of this study was to identify the culturable endophytic bacteria recovered from the Populus
euphratica at the disused (122 years ago) ancient Ugan river of middle reachs of Tarim river, and to understand their
Phylogenetic diversity and community structure. [ Methods ] Bacteria were isolated from the storage liquid in the stem of 2
Populus euphratica stands by using 3 types of different cultural medium ( Luria -Bertani, Trypticase Soy Agar and Nutrient
Agar) , followed carry out 16S rDNA identifications and analysis of their biodiversity. [ Results ] A total of 62
phenotypically different isolates were sequenced and according to their 16S rDNA sequence similarities to type strains of
described organisms, they have been placed into four phylogenetic groups (1, Firmicutes; 2, Actinobacteria; 3, Alpha
Proteobacteria and 4 , Gamma Proteobacteria) ,18 genera and 32 species. Among them, Bacillus and pseudomonas were the
most widely distributed and predominant, occupied the majority of isolates 40.32% and 16. 13% , respectively. Isolate
KTH-63 ( HM371419 ) formed a distinct clade with Macrococcus brunensis in phylogenetic tree based on 16S rDNA
sequence among the family Staphylococcaceae ,so it was demonstrated that the KTH-63 represents a potential novel genus
and novel species within the family Staphylococcaceae with 92. 491% sequence similarity with the described species
Macrococcus brunensis of this family. Isolates KLH-1, KLH-21, KLH-18, KLH-25, KNA-3, KTH-8, KTH-14, KTH-20 and
KNA-26 with 96.089% —-97.769% sequence similarities to their closely related members were presumed to be potential
novel species,and the discovery rate of potential novel species in the endophytic bacterial community of Populus euphratica
was reach up to 16. 13% . Furthermore, 10 genera and 18 species have been added to the plant endophytic bacterial
categoria by the data obtained in this work. [ Conclusion ] The result showed that the cultivable endophytic bacterial
diversity in Populus euphratica at Ugan river was very abundant and have high percentage of potential novel species,and it
have greatly refreshed the plant endophytic bacterial records. The community structure obtained in this study also may be
presumed as a miniature of the endophytic bacterial flora in the Populus euphratica during the recent ages before the affect
of modern civilization prossessing to Tarim river valley,which deserve further study and exploitation.
Keywords: Ugan river, Populus euphratica, endophytic bacteria,16S rDNA , diversity
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