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FRIC B G AT HUR I 115 20 %~ 308 45 00 i 43 11
T b~ 24 25 B B8 11 05038 A4 1 2 K R RPE A
S A A 7 T R A L E e Y . A ok
(IR SR, M E SRS Yy B R B
1 P L2 B TRV 5 W0 1) 25 S5 B JH A Ak 00 A T e e
IR 5 A AL B, T ok 5 R b 2R A Th e R
B PR BT A B M P AR o PRk - B 2 R
T % BF 5% FL A T 2 7 S

2 6 40 B R BIE 90K 2 L A S T 3R S il 2
BT 95% —99% 4N kK fe i R T R it 4
K2 B A R R . IR ORBE S A Tk
W2 AR R R e AR A A A 2 i
MR B % REME BT S0 T MR K 2, g
I T A A S B 3R B R R BF S I PR R,
SE KB R BN I TR B R . 16S fDNA R
57 PRI A S M R R SR 4 2K R ST A
AR T A0 4y %58 . 168 tDNA 3¢
FiE 1 8 57 o HC R B 43 T RS LL AR R e R R A
PR BE R SR B IR R R LS R, B T
R Ay TR A 2 Th R BT T 4 2K R 5 o RS
WIRETR LR A R vk — B ks R
FH R 3 16S rDNA ST R (1) J7 35 6 & 380 10 A [R] 1 %%
B B AR PR 9 A RE R TN 2 RE MR HEAT 00T b
B WSO L AR AR DR PR R A R G it e
Y E

1 BB 7k

L1 HREBRELHERE

S LB R AR AL T AR s (112 °
33 “E,23 °10 "N) , [ii 1%y 1100 hm®, {1l Fr B2 b
S, -4 s o g CHL b i AR 1 L O K R AT
8) , pH SRR IE"Y o %ML X T T A 2 XU i
A, MRS S W, Y K RO 1927
mm,75% S A{ES B9 H,12 F2 AN 6% MY 4E
A 6 W FE A 80% , AR ¥ A R 21°C, Je A A (1
) s (7 1) 13500 4 2 12, 6°C Al
28.0°C "M,

IRAG TR SCR T 2011 456 H 12 He fEHRK
AR P23 R I 10 A FE SURAE TR RFEIR B 0 -
20 em, REANFERCREL 1 kg LFE ¥ 10 AFE A
TR E A 1 kg 2 NAREELS, —20°C {47 .

1.2 +# 2 DNA 892 BS54

HeW RN TENP buffer (50 mmol/L
Tris, 20 mmol /L EDTA, 100 mmol/L NaCl,0. 01 g/mL
PVP, pH 10) Fit &b B, 4% J5 JI] & 1 B K/SDS 74§22 i
A i 83 DNATY JFAE 0. 8% I B¢ AR B st e
F R KR I B X R K DNA b .
1.3 +H#40%E 16S rDNA B N E R HE

40 w38 5l % 27F (5" -AGAGTTTGATCCT
GGCTCAG-3") F1 1492R (5-TACCTTGTTACGACTT-
37) 444 3 Fp b FE S DNA P 4H B 16S rDNA Jv B
Y4 s N AR & 010 x Buffer 5 pL, #8x DNA 5 uL,
Taq B (5 U/pL) 1 pL, dNTP (%% 2.5 mmol/pL) 8
wl, 514 27F F15] %) 1492R (20 pmol/pL) % 1 pL,
7K % 50 wLe PCR #3945 1 :94°C i 4% ¥k 3 min;
94°C 40 5,53°C50 5,72°C2 min, 32 fF¥f ;72°C %E i 20
mino BEMEEME Y S GRS IR R
25 LUV B 5 U0 10 A 1) PR o 1% B M R R I
HLVKAS I PCR 7 4 F 2 & 45 5 1k % E. Z. N,
A.® Gel Extraction Kit 3¢ W B AW H ) A B o

I 2B 46 J5 1) 16S vDNA v Brill i TA g B 3%
¥ pMDI18-T vector ¥4 3| E. coli DHSa H, &%
T 7% % (100 pg/mL) 41 1 1 16 BH 1k 5a B > 4 AN SC
73 PR 150 A g B, B 51 M1347, RV-M 3EAT
V& PCR I AL vk K0, BH A 5 B (K] PCR 7™ W) )7 B
K/ANZ 1.6 kb (16S rDNA i B4y 1.5 kb, # 4k P
529 0.1 kb) o K 7 B 3 P
1.4 16S rDNA X EZHIES

HMIHT Mallard B8 2 Br 43 1 51 BEAT 1k 7 A4 Ao
W I LB A AR 510 Mothur ™ 6F i 453 1 41 4T
I3 AT, L 97% H AL TR O bR v IO B 1E 2R 28 T
(operational taxonomic unit, OTU) , Fi] Chao sl IR 5 3256t
PP E AT A 5, 5115 Shannon $8 % F1 Simpson
B FEFE H. K H Parsimony Fl Unifrac unweighted &
B6 TR S HE A [0) 440 VTR 9 5 K 22 S P HEAT LA

2 iR

2.1 $3EE DNA BYI2EL

AN S SR B B M v 4 X 1 48 5 DNA, R
AR, BE6E LU B A T M e i RIS 2
FEVE . AESEHC T3 DNA 22 i % - 48 3547 1 A B, 151
A PR INN T PVP (3 2 e b ) » 45
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FT 25 B b g b 0 g0 R R TR 2K o, (R B I ON 1
EDTA 4% i 2% 5 <6 J&8 B9 AT A 2%l 4100 ) 4% 12
LAt N2 Ul (T =0 ol = o L7 S e
DNA b4l DNA Jr B K/ ok 23 kb (18] 1) 5 3&
B AT G B RV .

1 +1 2 DNA B k&

Fig. 1 Electrophoresis of total DNA extracted from soil

samples. M: ADNA/HindIll ; 1 -6 soil samples.

2.2 FIEJAE 16S rDNA gy ¥ 18

BEAP L+ HE S DNA FE A S A 16S 1DNA
PCR 4" 48, R 9 38 7= W) &5 9 53 Ja 1% Bl w e
VKA AR BRI RIZ 1.6 kb {4 (B 2), 5
TR AN — 5

M 1 2 3 4 5
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2 16S rDNA PCR #1825 5 68 5k 44 )

Fig. 2 PCR amplification of 16S rDNA. M: Marker; 1

-5: PCR products.
2.3 TIEYHE 16S rDNA X EMMZEFF TS 7

MWk TA vk H i v Bod # pMDI8-T Jf i %
E. coli DH5a 4 % 16S rDNA L. 43 Wl #k ik 150
AN TOBE XN BEHEAT W, KBk AR G
B IrE bR S VR AT BRORT i e AR ) A3 3 1225118 A1 120
% B 5, K R 5 b A% GenBank, 3k ¢ 51 5
JQ973233-JQ973592. i i Mothur 43 #7, LA 97% A/
AVEAE bR dER] 7 OTU. &5 Ransk 1 frox, & ot
PR TR AZ PR i i K 43 ) 45 3] 70,64 A1 72 4> OTUs,
Coverage C 43 7 24 63. 3% 67. 3% Fll 60. 7% , ¥ 'k
2k (K1 3) %o OTU % H B v b 7 2008 2 1 59 n
P 384 1 32 W AR /)N 5 it e 900 O 46 1 % 3 I P e
B 200 2 A R 8 S WA o ST I I A A TR 2R T 1 £

75

60 /
3 : ——PF
= 45
. —e—MF
s
s 30 —— MEBF
=z

15
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B3 ZHE 16S rDNA k{4 i 2 (52 5% 9 BUAE MU
=97%)
Fig. 3  Rarefaction curves generated for 16S rDNA libraries at

a level of sequence similarity =97% .

%1 ET16S rDNA FHH=ZEHEMLIE
MEETZHMIEY
The ecological indexes of bacterial communities

Table 1

of three forest soils based on 16S rDNA sequences
Sample OTU Coverage (% ) Chao

Shannon (H) Simpson index

PF 70 63.3 218.3 3.84 0.0276
MF 64 67.3 299.2 3.70 0.0371
MEBF 72 60. 7 414.2  3.90 0. 0249

% 5% NCBL B 0 7 43 21 1) Fe 41 2E 47 Blast 43 41,
R oh g R AT G b (R 2) . BRATH ]
(Acidobacteria) 7F 3 2 1 3 40 B 7 35 & 46 65 4 34, 46
VR AT v o S AL A o W AT 80 AN v B T
67. 8% » {F Bt It AR it AR e i S 8 vp 43 5l A7 65 Al
T2 B A3 53.3% F60% ;B I AT B
T AR e I SRR A 29. 5% ,20. 3% Fi132. 5% ]
sl 7R T A2 TE AT B 1] (Proteobacteria) , it o B
MW, 0 22.1%, 13.6% F1 24.2% . [
Acidobacteria 1 Proteobacteria 4}, 41 Ak« Y& A8 #R Fi1
W W bR T A S 3 S A JELBE 1R 1) (Firmicutes) , JiT
b L A ) K 6.6% , 4.2% , 2.5% ; VT U B 1)
(Planctomycetes) Bt &5 Lt 5] 43 5l 5:0.8% , 3. 4% ,
0.8% ; Jt 1 #i 1] (Verrucomicrobia) : 1.6% , 2.5% ,
0.8% o & WAk A1 fig kAR SC P o ik A7 S R T
(Actinobacteria) » JIT 5 G451 43 530 K 4. 1% F1 1. 7% o 1E:
B bR o R B 2. 5% %% 75 1 7] (Chloroflexi) Al
1.6% #4%% 17 (Thermomicrobia) o
2.4 HIEYHE 16S rDNA X EF I Z HF1ES

K Mothur f 32 FE 7 51 22 #% £ HEAT 4 B (3%
1) » Fi Chao [ 75 5 XF 3CPE (19 4) Bl 3= & BE 2R AT A5 55
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fid] I PR L 3 40 1R SC A Chao $REN 414.2, & T4t
M (218.3) FIVRAS# (299.2) ;i it i} 2% Shannon &
$ K Simpson It 34 5 Bk 2 B 40 1 1 2 FE P, T

AR 1 8 40 7 Shannon 35 %k (3. 90) & & » H. Simpson
P35 §5 % (0. 0249) A%, & 95 B AR L e an i 2
FEE: 5% i o

#2 ET16SrDNA FIM=LHH L IBMERFLLEMN

Table 2 The community structure of bacteria from three forest soils based on 16S rDNA sequence analysis

No. (%) of sequences ; No. (%) of OTUs

Bacterial division

PF MF MEBF
Acidobacteria 65 (53.3)); 31 (44.3) 80 (67.8) ;34 (53.1) 72 (60) ; 35 (48.6)
Holophaga sp. 50 (35.4) ;19 (27.1) 50 (42.4) ;15 (23.4) 28 (23.3); 10 (13.9)
Acidobacteriaceae 17 (13.9) ; 8 (11.4) 21 (17.8) ; 13 (20.3) 31 (25.8); 13 (18.1)

Unknown 54.1);4(.7)
Proteobacteria 36 (29.5) ;22 (31.4)
Alphaproteobacteria 27 (22.1); 14 (20)
Rhizobiales 10 (8.2) ;5 (7.1)

Hyphomicrobiace 8 (6.6) ;3 (4.3)

Methylocystaceae

1(0.8);1 (1.4)

9 (7.6) ;6 (9.4)
24 (20.3) ;20 (31.2)

13 (10.8) ; 12 (16.7)
39 (32.5); 28 (38.9)

Bradyohizobiaceae 1(0.8);1 (1.4)
Rhodospirillales 17 (13.4) ;9 (12.9)
Rhodospirillaceae 15 (12.3); 7 (10)
Acetobacteraeae 2 (1.6) ;2 (2.9)
Caulobacterales 0;0
Unknown 0;0
Betaproteobacteria 2 (1.6) ;2 (2.9)
Gammaproteobacteria 6 (4.9) ;5 (7.1)
Xanthomonadales 3 (2.5):2(2.9)
Legiol nellales 3 (2.5);3 (4.3)
Deltaproteobacteria 1(0.8);1 (1.4)
Firmicutes 8 (6.6);5 (7.1)
Actinobacteria 54.1);5 (7.1)
Planctomycetes 1(0.8);1 (1.4)
Verrucomicrobia 2 (1.6);2 (2.9)
Chloroflexi 3 (2.5);3 (4.3)
Thermomicrobia 2 (1.6) ;1 (1.4)
Unknown 0;0
Total 122 (100) ; 70 (100)

16 (13.6) ; 12 (18.8) 29 (24.2); 21 (29.2)
6 (5.1); 4 (6.25) 13 (10.8) ; 7 (9.7)
3(2.5);1 (1.6) 7 (5.8);3 (4.2)
3(2.5):3 (4.7) 6 (5):4 (5.6)
0;0 0;0

8 (6.8);6 (9.4) 11 (9.2) ;9 (12.5)
8 (6.8);6 (9.4) 8 (6.7) ;6 (8.3)
0;0 3(2.5):3 (4.2)
0;:0 3 (2.5):3(4.2)

2 (1.7);2 (3.1) 2 (1.7) ;2 (2.8)
1(0.9);1 (1.6) 2 (1.7) ;2 (2.8)

4 (3.3);4 (6.3) 6 (5);3 (4.2)

3 (2.5);3 (4.7) 6 (5);3 (4.2)
1(0.9);1 (1.6) 0;0

3(2.5):3 (4.7) 2 (1.7) ;2 (2.8)
5(4.2);3 (4.7) 3(2.5);3 (4.2)
0;0 2 (1.7); 2 (2.8)
4 (3.4);2 (3.1) 1(0.8);1 (1.4)
3(2.5):3 (4.7) 1 (0.8);1 (1.4)
0;0 0;0

0;0 0;0

2 (1.7);2 (3. 1) 2 (1.7) ;2 (2.8)

118 (100) ; 64 (100) 120 (100) ; 72 (100)

2.5 =MIRHERBEFESEWLER

K Mothur oF 55 3 Ff + 3% 40 7 HF % W) 1)
Jaccard M1 L 1t R %, B A Parsimony FI Unifrac
unweighted PJ i e VR 36 7575 20 A 3 Fb s A0 v
FEG 45 M ) 1) 22 ¢ W 25 M (3R 3) o 4l 1T i v 1)
Jaccard AHBIPE R H A 0. 308 — 0. 460, 2 Hr 45 A AH B
KA FL e B I BR L R AT AR L 38 A R R Vs AT ABLRE B

fi% (0. 308) , 5t WY ML IH b fia) VR A2 b s o A b
S8 20 BRI ¥ A R AR A B K T VR AT PR L T AR A
BEVE £ S A AL (0.460) . Shared OTUs A1 Jaccard
similarity 2 W) 3 Ff + 32 401 & B % BT — 2 10 AH A
P, fH Parsimony & % (P < 0.05) # Unifrac
unweighted (P <0.001) F W 3 Fi g bk 1 338 40 B 7%
G EREFE.

RI ZEFMNLIRARFEEHEMEELR

Table 3 Comparison on similarities among three bacterial community structures from soils
Sample Shared OTUs Jaccard similarity Parsimony (P) Ucifrac. unweighted (P)
PF-MF 13 0. 308 0. 002 < 0.001
PF-MEBF 16 0.433 0. 009 < 0.001
MF-MEBF 15 0. 460 0.034 < 0.001




AR AR S - RO LS TRDEORR I B AR bR e A B 2 R /U 2 AR (2012) 52 (12) 1493

3 e

H AT S Ll B AR LR X S A A T 4l R R
SRR B 5 T O A LR AN B AT, B
Hem W) 2 R PR D7 TE R WARGE o ASHF R A 2
414 16S rDNA i i SC 122 A1k 1 v e 1 482 W T 14 )
5 0 S5 I 1L A T AN TRV B B R AR R P AR A e
PR VER AT AR B B b () 8 AN A BE VR S5 A HEAT T 4y
WO 5 o AT 5 43 ) A Ak it - 38 40 5§ 16S rDNA 3¢
JE B AL Bk 150 AN 5 B 1 AT W0 4 s 19 20
Coverage C 4} 5 63. 3% ,67. 3% F160. 7% , # it
ith e AT I 81 & 1, 2 T A SR I R B 2 Bk
1% v B BE AT W 1 7 v T K SR I DGGE
RFLP &5 7 15 9 16 22 5 A% 1 1R )7 90 v] Re HEBR T —
658 2% O AR LU AR 1 50 B 5 3 i /b =16 OTU 4B g
FI) 35 B B th 28 7 & WA Coverage C MR % . 1
Fie Pk ik v [ WU Y e 06 3 o o Sk R AR AT T A 1 35 U
HBE Nk % 1) 7 B e i A0 4 R v b o O S A
) DR S 2, P 3R AT 1) 40 18 2 FF PR AR R AR R B0k
W HH A I - 398 4 B A T 5 R TR JE AR B o

AR 3 Frobkh - 40 B Acidobacteria 3
Y XA A, AR AR A A de A W Sy 67.8% 5 &
TRk (53.3% ) il mdk (60%) « %45 R 58
2 BT 5 R AR )5 Tair 25 U 75 % 26 F 5 5% % %
VR W8 9 A B I S TR R B, T2% [V A R T
Proteobacteria, 7} /& 3 Acidobacteria; Axelrood 2% a7
RO B A b AR AR A P 46%
Proteobacteria, H £ %] 9% 4 Acidobacteria. Fierer
i U 30 5o 6 AN R 4 F I b - SRR ) 2 R
HEAT )M BB » B 3 pHL I AN 55 7K 8 25 M R
MR Z A A B UL AT, A
AFF 0 6 705 (1 550 900 1L R bR 59 R AT AT e A
IR RES Sl - A st (pH {4 3 -
4.5) 45 5" Wk IR B R F R AT A K
T AT B 2 40 A T Il b s IV DO R M R R TR
R E T T A R A R 2R A
P A R o R AN AT B SR o ARSI W A 2 1 1R
FF 18 7 41 Blast 2 7% AH AL 88 i (9 17 91 K 2 30
TR AR R TR M H AT T R AT B AT TR OE

B AH LA TR 56 4 33 40 b o e DK e A HE
TR AT B AR B T W A 25 B0 & 2 A R AR A FR 5
THEEYEENEMN. R T8GR T RATH,
HANH) - e e 40 B 2R R 1 AR G JE Al e 2 AR TR
WA ™Y o 15 U ARSI L ™ ACBE TR B 0 4
PR HEARN B b, JE L — S8 A 338 b % 3 A7 7E 1
KB, Ws 2k 4 (Actinobacteria) , HU7E & AR A i it
UNGIEEROS VoS

AW G B R AT 81K P8 0 i 4 WK T R A R
( Holophaga sp.), 1L K & B T EBEoan w
(Acidobacteriaceae) « Holophaga sp. 1F B A8 #& ¥ fir
i b B (42.4% ), i Acidobacteriaceae {1 i I
PR g (25.8% ) o DNEFR BRI BF 2R A K 1
1 Acidobacteria M\ 53.3% 34 K- %] 67. 8% , T Fi ik
WLAE Holophaga sp. )\ 35.4. % K 3] 42.4% ;{8
VR AE A 1) ] ik bR 35 R i AR o, Holophaga sp. JIT i
Lt % 48 23. 3% , 38 i Acidobacteria T (& LE 5] [
B 60% ; A L FE P, Acidobacteriaceae 4l & &
Wi 0, I 13.9% CEEIEAR) 2 17. 8% GRATH) ,
F)25.8% ([# W #k) « Holophaga sp. H T #% % & F
ST 453K 19 WU AT Holophage foetida ™, J& — 35 ™ %
DRAE 5 22 B I 4 v » B 0% T 0 410 22 P AT L TR
i 1R #h B JB R IR A5 M 5 ok 3R X B & i K
Acidobacteriaceae #f 4, B 12 » H. - fig B H &6 7 5 25,
AT A WL 6 R IR 45 0 1 A e Y e
L R A R A S A M A LR AR MR, AT AR
Holophaga sp. [FHUE » {2 1 H A K Kt Holophaga
sp. % % T Acidobacteriaceae. [ % #x M ) ¥ B, %2
358 PR P o K G M R B S R, R R A
Wo KA

N -3 T WA PR Y -/ N = A L
Proteobacteria, H: 7£ [# M A&k & B & L ) B K, A
32.5% » £E BF W MK A0 R A2 R 2 i) 29. 5% A
20.3% o H.p o JE A 1% (Alphaproteobacteria)
Z, fF B AR S R 24.2%, 80T IR AT M
(13.6%) 1P 5, FEEFIE AR 7 22, 1% « RBESUR
L ] Alphaproteobacteria ¥ & & A ¥ H
(Rhizobiales) 147 #2 % H (Rhodospirillales) , 9§ 4> H
FEFE AR T B g3 i O 10.8% A 9.2%
Rhizobiales 1 Rhodospirillales 2K 38 43 41 14 #5 fig
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B s B PR AEE IR BLRTHIE SUAE W T A
[F) 36 B BOAR AR TP i e AR A LR N & &
KT AR R S R B ) B AT
BRI AT O, JE R A AR i T SECAE T A A
Wik it 2 1E SR Hok [ AR s K I A
2. 5% (I K H 4 % (Caulobacterales) o [§ a8
WA E R R 2 MR v W
(Gammaproteobacteria) , 73 Jjl 7F £ It Ak « B 28 R A
AR 4.9% ,3. 3% F1 5% , 5 1 S R H
20 1% (Xanthomonadales) , H. 75 i M-k )y 5% , & &
By o B MO B H P AE LR R B0 R B R LI
Fe B BT e 5 1 P B R R R A R T e S
iy F 38 23 A AR AR B

AHEFER ) Mothur #1414 X} 5 41 BE 47 2 #F E 4)
AT % A R Vi G5 R 22 e R B, A R B (R 1), 4
BRI T = S W BR > TR AZ AR > B AR 41 B 2 R
R o 7 N 2 Ry o7 Nl 7 NP vy 7 N w4 S RO E )
PR w2 R . LM EE S
T B2 25 2R 40 1A R T AR Ak X RT RE AT A TR TR
S PR 38 B K A A IR B . TR AT AR Simpson It #5
54 (0. 0371) #¢ f» 3X 55 Acidobacteria 75 J& 42 Ak o
b B g5 ey OB 5 0 B d DA WD SR AR RS Y

3 f L FE O AH B ORE VR 1) Jaccard AH LD R £
4 0.308 ~0.460, 4 25 ALK o Shared OTUs
Fl Jaccard similarity &0 3 P H3E QM & BER B3 —
E [P AH L1 H. Shannon #5 34 #H 1%, {2 Shannon i 4§
JIT I W ) A2 B8 G2 1) 22 FF > AN B T 42 I W T 9 4 B
125 55 55 4b, Parsimony 5 % F1 Unifrac unweighted
K ) P /N T 0.05,F 52 7 3 ek 3 HAg
ANTR] R 40 T RE VR SR o A3 R RS AEL I OTU
M8 H R B AR e s 2 (16 A4N) 5 43 5l
P& OTU 2B 22.9% F1 22.2% , = JS #x bk 1 4
AH ] B 40 T b 28 AN 25% 5 6 W) 8% AR bR+ 1 40
HEVEAE RIS EAFE BRI 22 o R E YA
RGP SRR EMET TR B
A= CARE ) 5 v ) SRR 2R 20 e ) D 5 R R
2 FF PR FIRE T 45 460 1 5028 06 K 5 | kS 1 338 A7 B 5T 20
F) 7 1k 0 1T 59 98 28 2 0 8 VR 45 4 1 e s B
AHIFIT G AR 5 S AN ()3 o B AR bR L g 4
AR 9 6 4 22 e Wl 35, AT BB ol T AR A W AR

PR R ot o 2 2 A AR T 3 i T
Tl A 2 TR A At 2 S A T T b B R A, S i R
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Bacterial diversity of different successional stage forest

soils in Dinghushan
Chunlin Liu, Weiying Zuo, Zengyang Zhao, Lihong Qiu’

State Key Laboratory of Biocontrol, School of Life Sciences, Sun Yat-sen University, Guangzhou 510275, China

Abstract: [Objective] The aim of the present study was to investigate the soil bacterial diversity of pine forest (PF),
pine-broadleaf mixed forest (MF) and monsoon evergreen broadleaf forest (MEBF) , the typical forest types that represent
early, middle and late successional stage forests in Dinghushan, respectively. The results obtained will also provide
information for further examination of the relationship between the soil bacterial diversity and ecological function of the
forests. [Method] Three total DNA samples were extracted directly from soil samples collected from PF, MF and
MEBF, and then the 16S rDNA sequences were PCR amplified and the libraries were constructed, respectively. For each
of the three libraries constructed, 150 positive clones were picked randomly and the inserted 16S rDNA were sequenced.
The soil bacterial diversity of the forests was analyzed by Mothur based on the sequences obtained. [Result] A total of
122, 118 and 120 valid 16S rDNA sequences were obtained from PF, MF and MEBF, which represented 70, 64 and 72
operational taxonomic units (OTUs, definition at a level of 97% similarity) , respectively. Bacteria belonging to 8 phyla
were identified. Among them, Acidobacteria accounted for 53.3% , 67.8% and 60% , while Proteobacteria took up
29.5% , 20.3% and 32.5% in PF, MF and MEBF, respectively. The other bacterial phyla identified each accounted for
less than 10% . The bacterial community structure differed significantly at species level among three soil samples (P <
0.05) with the percentages of the shared OTUs between any two soil samples lower than 25% . MEBF had the highest
Chao index (414.2), Shannon index (3.90) and the lowest Simpson dominance index (0.0249). [Conclusion] The
soil bacterial community structure differed significantly at species level among PF, MF and MEBF in Dinghushan, while
they have a similar structure at phyla or class levels with Acidobacteria predominated followed by Proteobacteria.

Keywords: bacterial diversity, 16S rDNA, Dinghushan, different successional stage forest
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