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TREROE TRIPRm . BOR . ARIFENZ
FAGEY), B — PR AT B IR TS Y W) (persistent
organic pollutants, POPs), XZKLSWHA =M
Ko MEREARSERE A, REEIR R TP RS e A7 1
F5E XM, £ & — 7K 3 W 0§ (polychlorinated
dibenzofuran, PCDFs)gEREE KL THFSL & 4E
TEK S EE YR £ PCDFs 7% &
W THELH PCDFs (988 Hirp A F ki
DBF) & £ ¥ J7 #& (polycyclic
aromatic compounds, PACs)FIZ & K I IKIH%
fift it BRI Z —, WA DBF /&
— R WA TS gy, 2Rl BEARh L E 4R
JEE K 1 B2 AT o

W DBF KB A OGRS ke
b2 AR I R AR W il 5, rp A= W i
DEA ROV AR ARG BERR . A
PR RIS YL, I R BRIAEE T DBF 15 L)
() — R AR D7 vk o il T #2288 72 DBF 15 44 (19 36
B, HFEWCEY R 2 A sE A ] DBF
[T . H HTE N DBF 75 %4 Y 3 v i 12 31 22 1k Rk
1% DBF BT bR, RZHON AT, A5 HA
AE 9% [% fi# DBF W4 I £ % Pseudomonas
fluorescens TTC1¥! | Sphingomonas sp. RW1P!,

(dibenzofuran ,

Pseudomonas sp. strain HH69'™ | Sphingomonas sp.
HH69Y! | Terrabacter sp. DBF63'°! | Brevibacterium
sp. DPO13617 ., Pseudomonas putida strain B6-2*1 |
Pseudomonas aeruginosa strain FA-HZ1®T |

Rhodococcus sp. strain p52'", B4 K4 f# DBF
PR R . BRI A B R AR, BT
i, (HIFAFFE ARSI T RSO, TREG
TR AEAR RS T B HINAS S , I HRE % B A b ik iy

REE, DTS2 30T e 1) 5 2 R A,
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AT DBF MBEAR LULT 200 o FH R B
5% % B DBF J& LI AR R A i ) 4 1T a2 3 s
B AU TG R B, A A RO AR
MVE T EAR IR EREHLG A 2 AR50
TR W) R e — SR S A AR R, 7E R
H, BRI E , IRMET R AR 6
T B L5 0 A TR NS R s b, T
AR — AN B R, — AN R Y
(0 o N PR IR V)i 7/ I S N G = SR (51 DO el By
B AT SR R2 A . B ATHE % DBF i g 1%
R 2 38 A BR A Ak B 4 T A5 2]

AT 5T DAL VAT 1A 3195 Y 1) - 39 o i ik
H—/NRELL DBF ShME—R 5 E1 T A K IR A 1A
BE, FIFHAE D) Z AR 53 MR A TRRE 04 R A A
HEATASE, RGO B R 25 A A TR W
B HAR G AR R, WE9E T LR B8 324 Bkt
WML RS2, T] R P R v 0 B o i 4 A T
Br, PR kA s g e R v i A S kA T o A
13352 4" DBF [%f#i&4e, NIEEH DBF 54
Y L e 2 SR T R B R SN B U ST A

AR

L1 AR

.11 KA . DBF . NN- = HJE O R
DMF) . . % Jf g W
(dibenzothiophene, DBT). BKZK(diphenyl), MRk
(carbazole) . %j(fluorene). %PZK —. [ (catechol) .
J¢ AR R (gentistic acid) 17K # iR (salicylic acid)5§
B R A e, WA BT IR A R A w .
BRly o AR R A AR TAEY TR (R
et A R w] o B R A — S e S5 A AL )

(dimethylformamide ,
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B B ai e, ¥ A ZHE R RE A R A .
1.1.2  3EREE: TOLEE- S G SR (MSMN, /L) :
K,HPO,3H,0 12.6, KH,PO, 3.4, Na,SO, 1.0,
MgSO,7H,0 0.2, NH,CI 1.0, 48 #h % %
1 mL, ZZMWKERSF 1L, pH 8.0, 115 °C KH
30 min,

& JREVEM (/L) CaCly-2H,0 0.05, CuCly-2H,0
0.05, MnSO4-H,0 0.008, FeSO,-7H,0 0.04, ZnSO,
0.05, Na,MoO42H,0 0.1, Na,WO,2H,0 0.05,
CoCl,6H,0 0.038, MnCl,4H,0 0.02, H;BO;
0.0124, ZEIB/KEZRE 1 LMY,

DBF }i##3E: MSMN B354 A 1.0 g/L
DBF, DBF | DMF ¥ fif it B (&R JE 25%).

LB MAAE 7 (g/L): HEWR 10.0, BELEK
5.0, SfkEN 10.0, ZIBAKERF 1 L, pH 7.0,
121 °C 5 22 V3K 20 min,

LB [EARE S5 : LB AR 3= 5L s N 2.0%
3R -

1.2 REEBNRENEE

FREL S g I TR0YH] 119 b Ay TS e iy - 8 T
DBF ¥ 53R, & T 150 r/min, 30 °C fHIEIRY
PERA S FE 5 d, BUS mL b1 % R 1 ) DBF
R B AR5, EAZI 8-10 K, 153
RETEHE

BB BIR AT T LB AR R34 L, Bk
BULETE, $ERhE] LB KigRdkrh, JRAS4lf) .

)P IR 2 4 B0 ) & 42 BOIR & T RE B
DNA, % 24 TAY TR B M RA A i
T Z AT 2 HT
1.3 HEEERKSG R R

KRB 2% M A 3] DBF Bigs bk
H IE T 25, 30, 37 °C KPR, B

BN 150 r/min, £ 24 h BUEE 1 mL, 10000xg
20 1 min, ZEWKEE, 4600 E
600 nm A 19 W% 56 FE A (ODeoo) » FAEGA 11 19 A4 K
o BRSO3 4P AT, BOEIME, 2l
ERNIES

B ERELL 2% 3 A it 4280 2R [R] pH (5.0,
6.0, 7.0, 8.0. 9.0, 10.0)/y DBF }igiktrh, &
F 150 r/min., 30 °C #IRH KSR, £ 24 h B
1 mL, Wi ODeoo MM IEZE I R K i £k B4
pH 2508 3 2HF47, BOPISME, bldRKih4k.

FETEHELL 2% 3 Fh & 2 Ah B AR [7] DBF ¥k FE
(0.1, 0.2, 0.5, 1.0 g/L)f" DBF ¥iFdkrp, BT
150 r/min, 30 °C ¥ERHEEFR, 1 24 h BRI E
AERAEOL, AR R ER 3, eflA K
2, PN E B 95 BLvh R 4 DBF 19 i F T H B A
1.4 BEEBENRYE

VTR BE 1% A0 6 43 oIl A0 B R R (4
WBE 0.6 g/L). FRIB(ZUREE 0.6 g/L). R IFFHEW;
(ZURTE 0.6 g/L). 5 (AHRIE 0.6 g/L), JpHER (&
WeRE 1.0 g/L) . KRR(ZRIE 1.0 g/L) . £BR
(ZHWE 1.0 g/L)F DMF (ZKE 0.6 g/L)HY
MSMN K39, 45 12 h BRI ODeoo WL UK
B, BRRYRE R 3 AT, BOEEE A
TRAER R ARG
1.5 FIMEFRYREXHES WS DBF KW

S BITE DBF 1557 3 S 0 A5 05 (0.1%
WIV) . BERERY(0.1%, WIV) | R F50.1%, WIV) .
+ T B LR ER 4 (SDS, 0.02%, W/V). Tween-80
(0.02%, V/V). Triton-X-100 (0.02%, V/V),
12 h BUREIIZE ODgoo MIWRIRAE, AN B
3, HECPIE TR A RO
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1.6 R 4AM R R

KRR 2] DBF Bigpikrp 53R 20 805
107, 8000xg £5.0> 10 min, IRAERA, B4k LR
AR 2 Y, ALK (pH 8.0)H 8 2 ODgoo M 6.0,
VE MR IE4RME, A DBF (&WE 1.0 g/L), 7¢
30 °C. 120 r/min N2, % 24 h BUHE, 10000xg
B0 1 min, BCEW, IASFARRR R ERR, M
R 40 PEIRORE {833 - 53 (ultra-high  performance
liquid chromatography, UPLC-MS/MS)XJ/t i+
6] ) B AT 0 b
17 IR B R 2 s A R R =

LM P A E DBF: ] 5 W bide
WA W PRI 42 19 DBF =K, fE 200-900 nm #E1 ¥
AP A, DBF B KA 280 nm, ODaso
FR W AL (A2 fE B DBF YR B 22 IE ARG, W T3k
fit DBF ¥ Y221k o

= AW A 8 7% (high performance liquid
chromatography, HPLC)%A: DBF: %0 AH
ERECR LA FI 1100, GBI H LR
F] ) Welch Xtimate (4.6 mmx250 mm, 5 um) Cg
R ERE, IRk 30 °C, MR A A I
FURTIN 25, ISR 30% 1 FYREF 70% 14 4l 7K
(V1V), P A 1.0 mL/min,

T e 0 RO T (A e AR R ] = .
15 0 B VRAR BT 35 A O FE R KRB R E Y
Orbitrap Fusion Lumos, it 5 U3000 HPLC #AH &
4, ESI e, =S Rad. &5
BIFAS N 245 F1ER 55 43 ¥ (orbitrap) K 25 o 43 BT AE Ny
U HES /N W ) ZORBAX RRHD Eclipse Plus
(2.1 mmx100 mm, 1.8 pm)f@iEt:, PEAEIAF
1 ouL, JEBIAHN 30% 0 FFEEFT 70% HY i 26 K
(VIVy, iiE K 0.2 mL/min, & EEZN 10 min,
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A9 m/z 50-500 F B T ES T, FF X A6 I 5]
(8T A HCD $EFT i A5 28 71 — 2%
FaikE . BRI 250 °C.

HPLC F1 UPLC-MS/MS HIREA i %5 - IS AE
fb 1 mL, 10000xg &5.0> 10 min, B b 3% F H BE R
FE(1:10, V/V), 0.22 pm B E

2 ERFAH

2.1 REWERHRTS%E

b SRR AE U EERG-7 d 1 1), 15
BT — A A K R IR S AR AR E TR G R
DBFC. R4 HEFRENS7E DBF £ 35 b7k
Fige, 2 7 d g%, FiSRYH DBF K, 2
KAA HPLC BRI Jeh G- R, ik
W] DBF #iR& Wi o¢ &0 . W1 DBFC 14:Y)
Z R o A R B TR HH 28 25 JU A 18 (Paenibacillus
sp)i 84.06% . JC{OFT I (Achromobacter sp.) i
8.17% . R (Pseudomonas sp.) i 0.77%F1H:
K (unclassified) ly 4.87% (& 1-A). XFHEEUK)
FATETE AT 16S rRNA BRI, 155 4 BRalE,
o L1 A5, TR 7 6T 1 ) BT A 45 L FF TR (Ochrobactrum
sp.) « IR W T Y& X N Y bR O JC B T
(Achromobacter sp.) . B (0T V% X W A4 T8 1k by B 55
PR (Stenotrophomonas sp.). [0 7% XF N )
PR KK R A0 AT B8 (Microbacterium sp.) (K 1-B). WA
15 2 A= W) Z2 R O3 B vh =5 B B B 2R 2R AR
W BB e . JTCEFE . SRR E
HFF B 44 Fp 3] DBF 5577354, MI%E ODeoo,
SRR B YA REZE DBF Kigr ke
AR BTRIERIR 4 PRI SE LL IR 55 i 2
DBF #5523, ME ODgoo, IRA G B FF A
fAETE DBF SR AL PR
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A)

B Paenibacillus (84.06%)
8 Bordetella (0%)

0 Achromobacter (8.17%)
@ Thermus (0.01%)

m Unclassified (4.87%)

0 Eoetvoesia (0.01%)

@ Pseudomonas (0.77%)
W Azorhizophillus (0.01%)
@ Taibaiella (0.51%)

B Kerstersia (0.01%)

B Ochrobactrum (0.40%)
@ Brucella (0.01%)

B Brevundimonas (0.37%)
@ Serpens (0.01%)

B Gemmobacter (0.01%)
@ Mesorhizobium (0.23%)
3 Shinella (0.02%)

B Devosia (0.10%)

@ Others (0.03%)

B8 Stenotrophomonas (0.33%)

@ Sphingobacterium (0.09%)

(B)

1. HARYMEEGE 2D BEQ)FMEERSB)

Figure 1. Relative abundance of the most abundant in genus level (A) and colonial morphology (B).

2.2 BEWHEFNBIEE KA R ERRER

TR 2%4% i, WIhh DBF WEEh 0.5 /L,
TEAR R (25 °C. 30 °C, 37 °C) MSMN 1 55
IR W HE DBFC, £l DBFC 7EAN R4 F T Y
H KB, 7E 25 °C FHEF: 1 DBFC A K #5002
TESS 9 Kik B F R A it 78 30 °C %A% F DBFC
MR R B, AR R R BEE L A —
HFE(3T °C), WAERT A AR R AR, (2

(A)

Cell density/(ODgy,)

R EY A NE 2-A). HIL, ARUF5REEE
30 °C YEh e ik i 5 72 IR B
PR 2% 4P 5, W)4G DBF WEEN 0.5 g/L,

30 °C iR 4F T, #:1 DBFC 7EA W] pH 514 T
FAERAE O . DBFC 7EAL5E /Y pH (7.0-10.0)7E [l
IR AT LAAE K, 7€ pH Ry 8.0 1 9.0 Z514F T bk A=
Ky, HkE pH 10.0 il pH 7.0, X%+ pH
8.0 MY KE F% A5 M itk AT JE 2l 3w (&1 2-B).

(B)

Cell density/(ODy,,)

2. AEIEE(A)F pH (B)& T DBFC BY4E K%k
Figure 2. Growth of DBFC at different temperature (A) and pH (B).
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1E pH 8.0 Ji 3R IR F 30 °C 444 F , ¥ DBFC
AP 3] MSMN B 5k rh , pF5E IS e 2 X DBFC
ARKAE B R  , BEE ISR FE RSN, TR
ODgoo WML ELHE N, FBH DBFC ML 38 n .
DBF ¥ J&} 1.0 g/L W], B ODgoo HY W USAEL R 35
) 0.7 (K] 3-A)o KAk 52 b 5 IS W vk B (0 s i
AW, (H IR 2 B B AR BCR AR W] LLTS 1 100%,
/R T DBFC %t DBF 745 %58 B it 52 A R it g

J1(K 3-B). #E#% DBF ¥R 1.0 g/L B3GR 444
(A)
07+ =0.1¢gL
| =02¢/L
2 061 o5 g/L
0.5F —1.0g/L
@ g
\3‘ 04 r
% 0.3 . —
=02 — '
L 1
© 0.1 '
0 2 4 6 8 10

HEAT R 225
2.3 BEWENIEYE

DBFC RELA DBF JyME—Bil A7 1<, A RE
FIFHIBCOR | wRme . —2RJFBEWY | 25 . DMF /E AR
Wit AR, TERIRBR KGR P AT LUER, 1
PR B Re T E KGR 1), VLW
DBFC W] LA F e IR FaK A R, 4100 % IR AR
KIHBR W] RE T RE DBFC F%f# DBF AT A ]
Y.

(B)

100 |

§ 80t

<

% 60

g 40l ~0.1g/L

5 02 g/L

A 20l 0.5 g/L
. —1.0gL

0 2 4 6 8 10

3. DBFC ZE7F[E DBF &k E MSMN 155 £ rf i 4 4 i 2% (A) F0 P& R # 2 (B)

Figure 3.

*1. RBEHE DBFCEREIKY T ODg WITE(GE
FrRtE 4 d)

Table 1. The absorption of ODgyp by DBFC in
different substrates after cultivation for 4 days

Substrates Concentration/(g/L) ODgp
Diphenyl 0.6 0.042+0.011
Carbazole 0.6 —0.031+£0.016
Dibenzothiophene 0.6 0.031+0.001
Fluorene 0.6 0.037+0.012
Catechol 1.0 0.106+0.018
Gentistic acid 1.0 0.832+0.001
Salicylic acid 1.0 0.927+0.005
Dimethylformamid 1.0 —0.021+0.013

actamicro@im.ac.cn

Growth (A) and degradation rate (B) by DBFC at different concentrations of DBF.

2.4 TWINSMNEE YRR A W #FFEE DBF
A0

1E pH {4 8.0 i 30 °C .DBF ¥ J¥ 1.0 g/L
ARG SR 26 T WIETE 8 IR W o (R A B L I Bk AR
F ) A1 TG 14 77 Tween-80 X DBFC A= K A%
FXF DBF FEAR SR IS0 (B 4)0 A %0 |
FEEERY FIEE (15, DBFC AR EE I, (A
MY, BN 3 REEMABCRRR T 1.38,
1.14 F1 1.24 f5( 4-A). AT RE R H T8 =9 av i
N A B CR N T4 = 7% DBF Y R
AE 1. WSINFEHEIEER] Tween-80 Ji7, PafiHi R [
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(A) 1.4} =Glucose
| = Yeast

- 121+ Casein tryptone
Qg 1.0 F = Tween-80
S —No surfactant
> 0.8 :
2 0.6
Q
o
= 04
o}

0.2

B) - Glucose

1.0 -= Yeast

-+ Casein tryptone
- Tween-80
—+No surfactant

o
)

<
~
T

e
o

DBF concentration/(g/L)
S
N

4. FELFMEZT DBFC 4 4€(A)FIBEFEZII R (B) B & M

Figure 4.

IKT 1.29 £i5 (Kl 4-B), 1 RE 2ty 2 v 4 77 0 4
B EENE, 5 Tween-80 # AL SCAE Mk A HH .
2.5 HEAET YRS E

R 5 o B R X HE A B E DBFC F#fi
DBF A 1k 4t i S o H 09 A6 W it 47 438, 43 5
FEIE 8 TR M8 TR T 0 m/z h
50-500 Y8 U SRR B TR, SRIEH
Compound Discovery (CD){EXTIEERIMLEY)
#EFT504T, 155 DBF R G B 15 BB 5),
HpEER BT e 3] 2,2,3- =38 LK
(2,2',3-trihydroxybiphenyl, m/z Sk 203.06781), 1
TR T 58] 2,4-E 4 R (2,4-hexadienoic
acid, m/z 24 233.04449) . K% (m/z F3 137.02437)
HENERR (m/z M 153.01985), i, 53R S HRE
DBFC [éfi# DBF R4 (]l 6): DBF fEXUINAA
FVER N kB, S5 TF R AR 2,2',3- = F2 Sk
PR, AR 2,4-C R, dE—2 A4 ok
FOEIRER, SRIGHEA = RIRIEIA I TE 25k

3

EiiER DBF (&R £ M —EiE, R
—ERA LIRS R BE DBFC 1Y fe K A 1 R 5

Growth of DBFC (A) and DBF degradation by DBFC (B) at different organic and inorganic sources.

o 7£ DBF ¥ 1.0 g/L 5 F , IR & Hi#f DBFC
X} DBF 15 KA %4 0.031 mmol/(L-h).
¥k Ralstonia sp. SBUG290 X DBF [ % K [ fift
%K 0.0029 mmol/(L-h)!"; Fikk Pseudomonas
sp. strain C3211 Xf DBF MR K& HE KN
0.006 mmol/(L-h)""*; Bk P. putida B2-6 %t DBF
¥ 55 KR %33 %8 0.0083 mmol/(L-h)™; Tk
P. areuginosa FA-HZ1 %} DBF [ K [ fff 18 5y
0.025 mmol/(L'h)*!, R4 H#E DBFC [#f# DBF
AR A3 1 T B — TR AR Y IR AR RS, 4R AT BB
TR A Z A AE R E T . R —BR
R O R 1) 2 3k R B PR AN R AT RE 23 R ) A
AR B 8%, AT A P 0 B AR
A REE G R A . Wittich ZEUTIRESY R B
Sphingomonas sp. RW16 Fl Pseudomonas sp.
RW 10 ZH B AR 5 T 1 BE R & S|l 283 kg

R — PR RAS LA e 01, WORRTR 2 U R 1
SEIN MM . Prashant 25USLGAC K A% R R MiE— Bk
VR 31 AT F A% DBF i 11 IR A A RE X IR G
PR AL 6 MRANTA , P IF R R W R
Serratia marcescens F.A %% DBF e )1, HA
IR S H 43 B8 0 A 2 00 = AT SR IR AR )
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(A) F: FTMS+pESI Full ms [50.0000-500.0000]
100 n 15092966 203.06781
90 | OH
S L
g 70¢ HO OH
S 60 CaH,0,
2 50¢ mlz value, 203.06781
2 L
5 40f
2 [ 181.08247
= 30 [ [184.07597 190.48633 21131679
© 20}
~ I
10}
oL . . . . . . . . '
180 185 190 195 200 205 210 215 220 225 230
mlz
(B) 100 F: FTMS+pESI Full ms [50.0000-500.0000] 23304449
90 | oH
o r — OH
= 80 r < § < \—<
§ 70| ) COOH
S 60 r C,H,0;
é 50 : m/z value, 233.04449
= 30r 224,12823
< L
E 20 i 185.07863 19172 20518778 222.11238 237.07959 23502643
10 Co 19411766, 1> 18044| 200.15402 219.17-1'50‘ 241.06857 o 2297385
Y i O O PO R P | e I Vs i v
80 190 200 210 220 230 240 250 260 270 280
mlz
F: FTMS+pESI Full ms [50.0000-500.0000
(C) 100 [ P ullms | |37.nz-u]u
ool COOH
. X
s 80¢ OH
g 70}
< r C,H,O,
= 601 miz value, 137.02444
é 501
o 40t
2 L
g 30 [ 11298561 146.96596
g 20 I 110.97573 174.95615 90.92
10 o873 5 132.86783 [138.86032 T st
[ ||':"‘-"4-‘(’4 I:?T”T:zx<)4(>3|412k.p<ﬁ|_§| |' | /144.99194] 150.98074 16084198 17Q.94156] 17897784 187.86095 1«)5.«1(1722;51)%
100 110 120 130 140 150 160 170 180 190 200
mlz
(D) 100 F: FTMS+pESI Full ms [50.0000-500.0000] 153.01958
r 146.96619
90 : HO COOH
S 80t [ j
) r OH
g 70 : C,HO.
< AR
< 60r
o F miz value, 153.01958
2 s0f
= L
[} 40 [
0 L
'*g 30 [ 132.86803
o) L
M ?g :121 02962 130.99254 | 134.86520 B 145.93098 3 15402286
L BT | [ et oot ] e 4% s o
120 125 130 135 140 145 150 155 160 165 170
mlz
5. FREBES#ERIEGEN DBF B a5 =4
Figure 5. Identification of intermediates of DBF degradation by UPLC-MS/MS. A: 2,2’,3-trihydroxybipheny];

B: 2,4-hexadienoic acid; C: gentisic acid; D: salicylic acid.
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(0]

g

OHO

Dibenzofuran

)
&

OH

s

HO OH

2,2'3-trihydroxybiphenyl

OH
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Abstract: [Objective] Dibenzofuran (DBF) is a highly toxic compounds and widely spread in environment, used as
a model compound in studying the microbial degradation of polycyclic aromatic compounds. [Methods] A bacterial
consortium DBFC was isolated from petroleum contaminated soil in Liao River China. The total DNA was
extracted to analyze the biodiversity of DBFC, and the strain was isolated and purified by plate dilution coating
method. The optimum growth conditions of mixed bacteria were studied through measuring the absorption value of
ODgp. The effects of substrate concentration, substrate, adding nutrient and surface-active substance on the
degradation efficiency were studied under the optimum growth conditions. The intermediate metabolites of DBF
degradation were detected by ultra-high resolution mass spectrometry, and the metabolic pathway was speculated.
[Results] Microbial diversity analysis showed 84.06% of the strains identified in DBFC were Paenibacillus sp.,
8.17% were Achromobacter sp., 0.77% were Pseudmononas sp., other strains contain only 2.13%. Four strains,
belong to Ochrobactrum sp., Achromobacter sp., Stenotrophomonas sp. and Microbacterium sp., were isolated.
Through cultivated in mineral-NH,4ClI salt medium adding DBF as the carbon source, the four stains could not grow.
The optimal growth temperature and pH value was 30 °C and 8.0, respectively. Under optimal conditions, DBFC
could completely degrade up to 1000 g/l of DBF in 8 days. The maximum degradation rate of DBFC was
0.031 mmol/(L-h) under 1.0 g/L of DBF. Adding glucose, yeast and peptone, the degradation rate of DBF were
increased by 1.38, 1.14, and 1.24 fold, respectively. Adding sodium dodecyl sulfonate and Triton-X-100, the
degradation rate were inhibited; while adding Tween-80, the degradation rate was decreased. Metabolites
2,2'.3-trihydroxybiphenyl, 2,4-hexadienoic acid, gentisic acid and salicylic acid were identified by ultra-high
performance liquid chromatography (UPLC). The bacterial consortium DBFC could also use gentisic acid and
salicylic acid as sole carbon and energy source, which were respondence with the previous results. [Conclusion]
The bacterial consortium DBFC had high efficient in degrading of DBF under pH 8.0 condition, which could be
further exploited in situ remediation of polycyclic aromatic compounds contaminated sites. Through UPLC-MS/MS
analysis, the metabolites were identified, which provides methods and directions for the study of metabolic process
of the polycyclic aromatic compounds.

Keywords: dibenzofuran, microbial degradation, bacteria consortium, degradation characteristics, degradation
pathway
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