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LR (CTAB), RH Barcode HI4ER 5 .
Phusion® High—Fidelity PCR Master Mix with GC
Buffer Flff#E1T PCR ¥4,

ITS1 X 51 % (ITS5-1F-F il ITS1-1F-R):
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1.3.1 OTU REMYFERE  Effective Tag %
J52k 1 Uparse 344 25 5 DL 97% W 5 51 23R 26 B
& OTUs(Operational taxonomic units) ,f# 4 Qiime
BAF Y blast Jr LR Unit S04 PSR A T 9 Fh v
B, ITARERIFIZH MRS kAERRMEH
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Rarefaction curve and Rank Abundance curve of different blueberry varieties
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Fig.2 OTU petals of different blueberry varieties

1 MHERER
Table 1 Species annotation situation
A B R E/%
EAE B K 70.51
EBE KR 42.03
TEHE B KT 39.66
EBE B K 38.64
24 5 FHA R 37.29
E A E] KT 34.92
E A F| A KR 23.39

I, 44 222 4~ OTUs, B2 /R 454 70 4~ OTUs, B
JEIRFEA TS i 40 OTU Bl e £, 4K
W, ErPiED, XULHRJER RS AR ER
PR RERP S, dURE W4 SETCPE 3 A5 Rl 5 s
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Fig.3 Column chart of relative abundance of different

blueberry varieties at the genus level
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Fig.5 Comparative analysis of multiple samples of different blueberry varieties

SV Z RE RN RR B 3 AR 1 L L Simpson $8 803 #2010, FR¥E Simpson 48 5UE R A Y BE VS F
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Table 2 a-Diversity of different blueberry varieties

A o M AR Shannon 45 # Simpson F& £ Chaol #5 % ACE 383 Coverage 7§ %
A 82.67 1.86 0.66 95.84 97.11 1.00
B 89.33 2.54 0.78 98.56 93.67 1.00
C 61.33 1.48 0.52 65.34 68.69 1.00
D 84.00 2.32 0.69 87.05 87.14 1.00

TEJR K I, 38 o 41H] 2% 550 A ] %) 45 ) 7R, 3 Wilcoxon 6 FIRG 5 | % BRI A5 (1 ) o B
PRIF AN Ti] o o 1 0 7 SR 512 22 ) ) A 2 0 e i 1) A D) TEHE S -3 vh LRG3 v 8 S ve i - B2 IR
P, MRYEFEA TR B2 AT M A, niE 6 21 [ A7 I 25 2% 5 (P<0.05) , Ho i 21 P {E M 0.0029,
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Fig.6 Analysis of the complexity of different blueberry varieties
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Abstract

respective  dominant bacterial groups,

In order to understand the diversity of fungal flora in different varieties of blueberries and clarify their

this paper used high —throughput sequencing technology to analyze the gene

sequences of ITS1 region in Hokuriku, Lanjin, Lexie, ONeill blueberries, and compared the differences in microbial

community structure and diversity from the surface of different blueberries. The results showed that the main dominant

genus of blueberry were Cladosporium and Alternaria; and the dominant species were Cladosporium_chasmanthicola,
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Alternaria_alternata, Cladosporium_cladosporioides. The Simpson index showed that the abundance and diversity of the
microbial community from high to low were Lexie, Hokuriku, O’Neill, and Blue Gold. There was a certain clustering
relationship between the microbial community structure and varieties on the surface of different blueberries: Hokuriku and
Lexie community structures were relatively similar, while the microbial communities of the other samples were quite
different, and the relative abundance of the main colonies was significantly different, Cladosporium, Alternaria, and
Cladosporium were the main different species. This study preliminarily defined the diversity of fungal flora in different
varieties of blueberries, and provided certain theoretical support for ensuring the quality and safety of blueberries during
storage.
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