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Abstract
We used high-throughput sequencing to study the Licheng soil fungal diversity and reveal its
SERER

WEFIH: 2%, D5, 5kIE, LT, A0, B, TR HET mrd il e e i e a3 FUE 2 AR AT ).
AV Bl 2022, 12(7): 618-626. DOI: 10.12677/hjas.2022.127087


http://www.hanspub.org/journal/hjas
https://doi.org/10.12677/hjas.2022.127087
https://doi.org/10.12677/hjas.2022.127087
http://www.hanspub.org

community structure and composition. The basic data of soil fungi were obtained, 468,423 effec-
tive sequences, the total OTU number is 1359, among which the highest proportion of ascomycota
is the first dominant Phylum, followed by basidiomycota; sordariomycetes is the first dominant
Class. The detected beneficial fungi can be further exploited and utilized. This study provides
technical support for the healthy development of strawberry industry in Licheng.
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(https://baike.so.com/doc/6066802-6279866.html).

2.2. HEmEE

2021 4E 7 H, FEEIXMZEN . B 0I5\ R EREFE S, REATIEE 2 AN REE A
AR LR SR AT, E 6 AN HIBFES, IKUUAMRS: T1. T2, T3. T4. TS5 Fl T6. SEIM KL
BACAL TR AR A FR 22 7] (Tsingke Biotechnology Co., Ltd. )47 i@ &= 7
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FEMURE AR B DNA J&, AR$EORSF X 20519, 7251 WK Bl 74k, #E4T PCR 3784 3% 3
PEHEAT AL . E BRI — AT R SO, A SR e AT SO LR, SR S RS K SCPE AT Tllumina
Novaseq 6000 FEATIF . i FH XA b5l 7 (Paired-End) I /512, 8N BOCERATIF . 1@IL X Reads
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FEFWT 3 AP 1) FUELIE: EEXF1S 2K Raw Reads #4718 SRJFHEAT 510 41 (1)
PUNE LB, BREAEESIYTHIN Clean Reads; 2) X741 HHE: #Id overlap X &F/MFE S Clean
Reads HEATHFE, SRJGARIE AN [F) DX 380 00K BE V0 BN P2 5 Bl AT K BE 08 3) PRl Gk et 2:
BRIk G T, 19305 24A JCdE (Effective Reads).

2.5. OTU X9 B i 3 4

1 H Usearch #1FX Reads 7E 97.0% HIAHALRE K- #2417 2 28 . 3815 OUT (Operational Taxonomic Units)
BN R TT, B OTU XRLF—MRE T4 7). it Alpha 2 AEPE 7 Hii 70 SRR S 2
FEME, St 7 & FEM ) Ace. Chaol. Shannon TREL, 22 Hh R B Hh 45
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PL UNITE 22 504 A AN 2R DL 323 SR8 REAE 7 ST 20 S5 R, I 15 B AR B 14
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RAFE AN E > 2K B R, BRI R 1ES T RS H] e &0 285K FIBEE 45/ 1 .
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3.1. MFFICER RS

2t Hi Seq M7, L1582 6 NEESFHIEHE, &R UG reads £ 479,956, )i & reads 31 477,839, HRL
FEHVECR 468,423, RFANFE S P EARNE S | Fros, o] WL A s R T A bR

Sample ID NFE i #F5; Raw Reads Al 715 2 1 R 45 reads 30;  Clean Reads 546 751 i 4% f5 15 2
)75 7 B reads %; Effective Reads ¥ Clean Reads iBid HHHEE(0R) i K B A &4 5 OB 505 51 3
AvgLen (bp) NEERTHIFFIKEE; GC (%) NFESh GC & &, BRI G Al C AL & B AIE 1 A 43 L
Q20 (%) NP EE K T5ET 20 (TS 5 2B EE 0 H 0 s Q30 (%) AFTEE R T55T 30 BB &7 L5,
FEHK) 40 b Effective (%) N Effective Reads 5 Raw Reads ) 43 kb

fif F Usearch £ Xt Reads 7E 97.0% FIAHALEE /K P N E47 283845 OUT (B 432454 51 7€ Operational
Taxonomic Units). & 1 SR 7B RIAGBIZHEM OTU BN HE 1 L 80 RS R f i OTU
BH. T1ZE T6 KK AN 854, 938, 767 629. 580 1582, ki OTU MU 1359,
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Table 1. Statistics of data processing results of sample sequencing

= 1. BN RIRL IR R G

Raw Clean Effective Avglen o o o Effective
Sample ID Reads Reads Reads (bp) GC (%) Q20 (%) Q30 (%) (%)
Tl 80,071 79,748 78,400 249 50.48 99.85 99.13 97.91
T2 80,031 79,609 77,858 247 50.09 99.86 99.15 97.28
T3 79,998 79,714 78,621 245 49.63 99.88 99.21 98.28
T4 79,869 79,528 78,360 249 5291 99.88 99.15 98.11
T5 80,132 79,746 76,707 252 48.96 99.84 99.03 95.73
T6 79,855 79,494 78,477 250 50.46 99.85 99.08 98.27
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Figure 1. Distribution diagram of the characteristic number (OTU number) of each sample
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Figure 2. Dilution curves of the samples
B 2. HmriniRihs
Table 2. Analysis of community richness and diversity in soil fungal
F2 HRERRSEFEEMSHMSN
Sample ID Feature (OTU) ACE Chaol Shannon
Tl 854 1014.1277 1057.7333 6.0706
T2 938 1044.0487 1039.5909 6.6764
T3 767 791.8031 811.3864 6.4906
T4 629 649.1653 663.8947 4.8896
T5 580 603.7464 622.8571 7.5693
T6 582 607.7028 624.2727 6.7671

w3, 6 MEMIEE R OTU M 200 4, FANFEFFA T OTU MUK KN 55+ 824 27, 34, 55
50 Ao AT WLIXESRE SRR BEE DM E], (HAE R ERA % B R F RFIE(OTU). {6l /2E Venn &
B —FRITE, W RIR S FE i AR B R AE A AR A T 25K S b R AL
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Figure 3. Feature flower diagram
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Figure 4. Distribution histogram of species at the phylum level
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Relative abundance (%)

3.3.2. BREABRNKESH

TREEEAN K G LCHEERT T 9 2 2572 B 2N(Sordariomycetes) R B 24(Eurotiomycetes) JAA &
B 49X (Dothideomycetes) 4 1 1 4¥(Leotiomycetes) < 1 24 (Agaricomycetes) #7125 44(Mortierellomycetes)+
L AN (Pezizomycetes)s R H-2N(Tremellomycetes)&s, ZHK TIREFHE M AERHN, ETHNNIH
FE R 58— LA AN
3.3.3. HIRERERKESHT

THEREEKTSCHEERTT M EER: HEE (Aspergillus). ¥R # J& (Talaromyces) . #tJ) 1% J&
(Fusarium) 9 ¥} B J& (Erysiphe) « #% f % J& (Mortierella) « %5 i i 781 J& (Trichocladium) . & 7¢ i J&
(Chaetomium). Sk## %5 J& (Cephaliophora). J8#ZE % b4 J& (Plectosphaerella). % ffdJ& (Botryotrichum) %5 .
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FUNGuild (Fungi Functional Guild) /& —Ff ] FH T 70 28 S bt B 1 T = 32 l0s 72 7 OB B 0 v =
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Figure 5. FUNguild distribution histogram of the species at the class level
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T HLTA -
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AR B34 1 A 2 1R A+ TIR B J (Talaromyces) "B 5% 1 J& (Chaetomium) [ 10]+ 22 ffdJ#% £E(Trichosporon).
{75 %% J& (Paecilomyces) K %% & (Trichoderma)&s . KB4 AWK B A& 40 A 7E L IRAAE P Y, RER R
FEPUR R . B BIA4E R A RIRE (RS, RAEVIPNANA E&% . Brw 5% 5w E
AR EREREYUER, W HRE S YL H S A AR Sy s, G SRE I PURRE 1. K
B B A T RCR A LU R 3 1 A BT A
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