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Abstract: In order to investigate the changing patterns of the phyllosphere microbial community
of tobacco infected with tobacco target spot after difenoconazole treatment, this paper analyzed
the community structure and diversity of phyllosphere microbial communities in diseased and
healthy tobacco leaves at different periods after difenoconazole treatment by using high-through-
put sequencing technology. The results showed that the number of dominant genera of fungi and
bacterium increased in the diseased and healthy tobacco leaves compared to those before treat-
ment. The dominant genera of fungi were distributed in Basidiomycota and Ascomycota, and
the dominant genera of bacterium were distributed in Proteobacteria. The relative abundance of
dominant genera of fungi and bacterium in the diseased and healthy tobacco leaves differed at
different time points from 1 to 18 days after difenoconazole (90 g/hm?®) treatment, but the
overall trend was consistent. In the fungal community, the relative abundance was in a decrea-
sing-increasing-decreasing trend for Thanatephorus, an increasing-decreasing trend for Plecto-
sphaerella, Sampaiozyma, Symmetrospora, Pleurotus and Alternaria, and a decreasing trend
for Cercospora. In the bacterial community, the relative abundance was in an increasing-decrea-
sing-increasing-decreasing trend for Pseudomonas, Sphingomonas and Curtobacterium, and an
increasing-decreasing trend for Pantoea and Methylobacterium. The diversity and richness of the
phyllosphere fungal and bacterial communities of diseased and healthy tobacco leaves changed
synchronously, with an overall increasing-decreasing trend, and the differences in the diversity
and richness of the phyllosphere fungal communities of diseased and healthy tobacco gradually
decreased. In summary, the overall changes in the structure and diversity of the phyllosphere
fungal and bacterial communities in diseased and healthy tobacco were similar after difenocon-
azole treatment, and the differences in the phyllosphere fungal and bacterial communities be-
tween diseased and healthy tobacco decreased with the extension of time.
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53 1 O (QBSL) 5l FE (QISL) 2 ZHACHE, AL 3 3 N4 (3R 1D, AR R & 5 AR {2
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1001, http: //www.drive5.com/uparse/) L 97 %6 1 — S 77 51 R 2 8 OTUs(Operational
Taxonomic Units)", i il Qiime %4 (Version 1.9. D43 54 AL G P 2L, 405 5 Unit(v7.2)
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A B L A A0 R KRR S A A0 2R 2 Fn , FE R EEF SRR AR FEHT 0 d. B S 1 R
A I I B O A T A R A G R S — 3, 25 R R BRI R O R L B g R A e i B
ELE ¥ F B ] (Basidiomycota, 88.81% 1 57.09%) il F % 1 [] ( Ascomycota, 1.00% Fll
12.31%) 5 34 2 N 28 L B 1] (Proteobacteria, 26.77 % 1 7.92 %) FIJEBE T ] (Firmicutes.,
1.8200F00.75 %) . LEAL RS 1~18 d, 8% 15 fa B S i it B 0 4 B B A SR8, (HAR R 3= 88 % AE
Ak, T 5 B A i B A A B TR AT R B 1] (48.23 %6 1 20,12 %60) AT BE TR T (11.04 %6 I
6.37 26 5 JEA 5 5 A it B pIE A A TR 2 SR X o R R A AR A R M i B O B A R
AT T(10.53 %)« W H T T (Actinobacteria, 2.26 %) FIEBER 7 (1.28 %) , £t BEJH i i B4
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HH HFHI] 88.814-14.86a 57.09439.97a 48.23+33.43a 20.1247.39a

T ] 1.0041.08a 12.31+18.47a 11.04+16.41a 6.37+3.18a
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T FAEAR R NG FREAN R R 22 538 Gt 24 3 X (p<<0.05).
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T oA PR AT T i (4.55 90) R 2 B B L B (1,14 %0 FEAb BT 0~18 d B 5 filt e M o i B
G 3 L T R A T 1 e S 34 . R AR B e B R A L TR S TR R (40.95%0) . NN B ER R
(Plectosphaerella s1.77%) « Sampaiozyma (1.40%) . M H-J& (Pleurotus s1.15%) . Symmetros-
pora (2.95%0) MGk AR (1.4300) 5 L340 o i B I B (26.1500) « AT R (21.55 040D
1Z W JE (3.23%0) , FH AT SN R (3.05 Y0) MU/ IR (1.13 %) 4 e MR it i B £ 34 0 1 o 12
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S A - R T R R N T B L T A
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M ETE R TH PRI FRET], A AE EE 06 TRIBET. EERAE D, &
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FEfilm 0.0040.00a 6.34410.67a 0.0040.00a 0.374:0.59a
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i i B 1 TR ) 14.95+14.51a 0.514-0.35a 26.15+28.45a 2.5941.17a
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T« SRS /NS T B AR R 3R 22 5 e 2 1 L (p<<0.05).
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