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Abstract: Lignocellulose is the most abundant renewable carbon source in the world. In the future, it is one of the
important problems to be solved to develop clean energy with wood fiber as raw material. In order to investigate the
effect of eukaryotes on the degradation of lignocellulose, by constructing the traditional PCR cloning library, cloning
and sequencing combined with RDP fungi classification and identification, the composition of eukaryotic community
structure and core population and diversity characteristics in wheat straw, corn stalks and wood decay samples were
analyzed in the paper. The results showed that Opisthokonta (55%) and SAR (36.1%) were the most dominant spe-
cies with the highest diversity, followed by Archaeplastida (0.3%) and undefined eukaryotes. The comparative analy-
sis of three samples in the same period showed that the abundance and diversity of eukaryotes in wheat straw were
significantly higher than that of corn stalks and wood decay samples, and the compositions and species diversity of
eukaryotes during wheat straw decomposition were even higher. Different microorganisms carry different functions
during the degradation of lignocellulose, and the study of these microorganisms will greatly enhance our utilization
in lignocellulose degradation.
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(Silicofilosea) 5 36.7% , He B AR K 241 T & 5 &
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ta) 5 RZH0, N 24.4%, 5 W W. ] (Mucoromycoti-
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51| i3t 988 T ( Proleptomonas) 5 3.3% , & % F (Incer-
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K, BAENE SN DB A R IRAE S 2, A
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YRR S A O FI R R 2R R, D
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YL AR RS A W AE S R R AR R
HACHTERE H HFE 0 A, 83X 2l K 59
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AYIR B, SO 23 3 IR B 1% 75 e o] 731

454 F Miseq =1 3 2 ) 7 2 BF 5% 26 ) 22 FF
PERY BT Be . B e a2 D B AR W BT B
(1) % J& , Lk ] LA Mothur 1 QIIME Jy == (4 43 #1 °F 3
14 56 36 G , K DR B R i () I AT DR R 1)
ATy, A R R 1 O, DA X A ] il R K AR
RSB 2T 2 3R I i 3o R b A% AR W T VR A A e 2
PE Y DA TR T 4 T AT R AR AR SO AR S 1 R
A 18S rDNA B B S Pk ok v B e Y ik Atk |, )
I QUME 2E ¥y {5 B 27 73 i 65, DL 280 1 IE 1Y
RDP 18S rDNA %4k FE, Xf /N 22§ FF L £ KR #F
JARE J REHE R ST £F 4 25 B i o R h LA AR )
(9 THE 7% 45 10 2H B0 %O B RE LA S 2 4 M AT
Bro HRAEXT 99 4% OTUs A 3R 1% 13 51 ) 1 RE 45 2
XL IX 28 17 51 £E RDP ACHE 2 A1 NCBI U 2 blast
ST N a1 NE cb =3¢ ST 18 i

AHIF 5 S 38 2ok i 3 DU A A = RO [R) SR AR
RSB 2T 24 3R I i o R ) R o L TR T R 45 A S ) e
ZHEE, BT R AR RIR K BT 21 48 R A SR & fifk
AR A = E A ORI 400 H A (Fun-
gi) 22 J& 1125 (Cercozoa ) FJ5 4 8% ( Metazoa(Ani-
malia)) o =M [R] KK R BT 21 4E 2 FE i AF i vp 5
TR 1 20 RN 2 PR W 22 S, HOrh LT (Fungi)
21 B 22 S AN B R Y 2 A4 T 22 TR T ] (Ascomy-
cota) , B B W ') Mucoromycotina , 8 ¥ 5 '] ( Basid-
iomycota ) , K %€ B Tncertae Sedis &5 . 22 & H 2K
(Cercozoa ) 21 1Y, 22 5+ AR XT BH &, 32 % 40§ Silico-
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filosea , Gymnophrys, Proleptomonas, Heteromita, Fo-
cercomonas , Cercomonas % 751 @& o WFFR R, Uk
Yy LRETR OB XA e T AR b R IRLR SRR
Jot £F 4k 2% [ fifp ok AR rP A WU RE VR S 2RO
ANARTRD AT A5 BH 30 ) ol 2E 0 2% v A 22 8] B9 1L
1B, B AN (] 118 AR AR S5t 21 24 2R R A7 o5 R IR b
fiE R o FATHIBEFE R W, 7E /N TG AT 45 4k % %
figp ik A TP EL R AL RN ) B 2 RS S . AN TR Y
TR W A T AE A [6) K J5T 21 24 3R e fie oo A v 0 67 2
AN TR B AR 25 T RE X ik 28 AR Wy B W 5T, K
IR 5 FRAT X I B A S5 £ A 3R e AR A ) 45
75 AR B o dd e ik — 20 T g R S R
21 4 KA 22 ) B DD AR, S v R ) i R
Jit £F 4 2% 08 gt — 25 5 R, AT B 92
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