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Abstract; BIOLOG YT and FF microplates were used in this study to investigate the metabolic activities and similarity of 4
fungal communities in environmental samples. Subsequently, the BIOLOG metabolic similarity expressed by these two
microplates was linked to structural similarity expressed by Polymerase Chain Reaction-Denaturing Gradient Gel
Electrophoresis (PCR-DGGE). In addition, the effect of cryopreservation on BIOLOG analytic results, including metabolic
activities, richness index and diversity index, was also discussed. The following conclusions have been drawn: (1)
BIOLOG FF microplate expressed a metabolic similarity relation among 4 fungal communities absolutely different from that
by BIOLOG YT microplate. (2) The BIOLOG FF metabolic similarity of 4 fungal communities nearly corresponded to the
PCR-DGGE structural similarity. (3) The cryopreservation had no significant influence on BIOLOG richness index,
BIOLOG FF metabolic activities and BIOOG YT diversity index (P > 0.05).

Key Words: BIOLOG; fungal community; CLPPs; PCR-DGGE; cryopreservation

BIOLOG A4 #4307 R 46 B A 1991 4EE )12 o Fl 5 BN A RV A0 i, B R R .0 3

B TR B SRR A RV A o TR W B TS K P B IR % ( CLPPs ) 437 i 3 % SR ) ON =
ECO #2° % , BN TE i AL A ok S okl (MTT) 568 )5 03k & Wi e o ARigHE Y . i FiF 2 B mAihs
TR RERE P S gt B ) I ELB BEYE CLPPs N REFE BIOLOG GN = ECO #7 18 34 U= B , T 75 B ik
i BIOLOG FF 8 YT k"', 5 Wi 4 3 TR A 22 R EL B 4 AL e Rk R _ B AFE AR R, B
i FF A PR SR L D S e 5 ok (INT) o6 0 R i A Rl it S0 (0 S e B, TG YT AR U3 2 7 = ik

EETH : FEKEAERBT R RALR (973) ¥ B H (2006CB403306 )
7% H #7:2008-01-29 ; &1T H #:2008-06-10
* JIANEH Comesponding author. E-mail ; zshaokui@ yahoo. com. cn

http ://www. ecologica. cn



58 HE IS4 YRR ERE B BIOLOG 47 ik 2369
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Fig.1 Change in AWCD with duration of incubation in 2 BIOLOG plates
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Fig.2 Cluster analysis of 4 fungal communities from 2 BIOLOG plates Fig.3 PCR-DGGE result for 4 fungal communities
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Table 1 Different results of BIOLOG analysis from the influence of cryopreservation

Bt TR . RS , LR H ,
Sample AWCD richness index S diversity index H

YT 0.434 +0.031 0.023 88.000 +1.000 0.815 4.308 +0.017 0.132
YT-D 0.523 +0.030 88.333 +2.082 4.335+0.018

FF 0.646 +0.027 0.621 69.333 +2.309 0.539 4.239 +0.023 0.041
FF-D 0.662 +0.045 70.333 +1.155 4.294 +0.004

YT FF B RE S i AE A0 4, YT-D FF-D R G R A AE 8540 YT.FF: BIOLOG analysis of fresh samples, YT-D FF-D; BIOLOG analysis

of samples after cryopreservation
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AWF5E &I, BIOLOG FF 1 YT 5 FLARBIREAE X 43 4 AN [F] LB B 9% , (B AWCD (B8 fb s 5 AE4E—
SEZESF I H 4 BB TEBIAMILRR L T AR R AOAC IS (oL A SR 2 07 3R, ik e 435 SR B ply T B R XX
AN LAR B A R VR 4H & B AR 5 SOR AL B FP A FLARGR I T BSR A R ) B s B ARSI R 2 7
Ko Widmer 2"/ | f§ RFLP \PLFA \BIOLOG 3 Fi 734347 3 f) + 3 AE S U MRV o R BUZEXT 3 Mk
YIREVE FEATAR PR AT A, 3 Fh 7 B4R T AR B R, F DB I A L R 28 M I 5 8, A M %
RUFHH IR ZE WA U B — B0t AR 7E LAY _EF|F§ PCR-DEEG %5 #4 8 {0 14 28 28 & %oF B W
BIOLOG AR AHITE R /s R , R 4 DN E BB SR RS FF A8 AR S L E
BAFR—B, WS YT R RE B UERE T R EH B B YT FF WIS R4 %t
EEH B R (8 i BRI 2 SRR TR 263k RO ], SBOLR AT B E WAE i E B
CLPPs (RE  EA B X B, Mo, BFFEE RN YT MIALBIH A RERE L X 2 4 S ELB RV CLPPs Kk
B OHERUBERER) « 4 EFNR, TRIAN S YT ML, FF B0 GBS SR HA A E R RS CLPPs,
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FH KRB STIE B VR AP AL B8 O RV R B st 2 ma B AR M AR 1, 3 2 3 UL S AP 2R B E W R T & 2R 30
PR TR FH A3 A0 B3 550 0 TE B8 A i 25 SR T DAFE — e PR BE B oBl/IN A K 0% m i 2R B AR R
FFEEAE S —Fh B A 2 B A P AT 7 SNE D 2 AP ORI 5T 3 B 52, AR T, BRI TC ST IR A S 56
IR R A7 X BIOLOG ft A= 25 70 A 45 5 1 B2 Wi, AT AN RE A A 2 75 T KR A8 A 3R R 77 35 1 Oy o B 80 SR AR B
BIOLOG A4 &5/ At i K AR AT F- Bt e ABFITR M, BARIR R B £ 20 YT AR AWCD {H X FF fR 2
PESERUE R I AE , X5 PP FLAR B B A 45 SR T0 1.3 2 Wi, 3k U AT fRRIR R Ak T LA A RS I A W e
fh LR REY% BIOLOG fUA S A B —FH I AT ORE SR R T i o BUAh, R T HEAMEA T P AR S &
R ARG AERBARIRVRAERT IS AWCD B A FT LB AR D v 77 b 39 ok 250 747 40 o SOt /K i 4 , BVt
TER I35 S AR AR B 58 R B IR /0N, BT o 3ok 2 A TR FRO BT AR fy AR AR i HLSE PR T VR BE 3 AN AW
(7], BIVAR JG R i SE PR IR B K T8 A i , R ATE IR T K ) AWCD fHL
4 #Hit

BIOLOG YT .FF BiFpilfLARLERS 4 A ECBHE & 70 Mt , FF ARCE REVE 28 19 X 20 A Rl 1 Ak ve ELSR LAY
PSR K& 5 PCR-DGGE T4 R —2, B & & T B m % i g oL @RIR R 4L BXS BIOLOG
HEHEREAN AN FEE RIS LB EER .
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