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Effects of Morchella white mold disease on soil fungal
community structure
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Abstract: [Objective] To understand the effect of the Morchella white mold on soil fungal
community structure. [Methods] Illumina MiSeq high throughput sequencing technology was used
to analyze the fungal community structure of control soil, rhizosphere soil of diseased and healthy
Morchella. [Results] The results showed that a total of 393 347 valid sequences were obtained from
9 samples collected. The fungal abundance and diversity of control soil were the highest among all
the samples, followed by that of diseased Morchella, which were significantly higher than that of
healthy Morchella. The community composition and dominant taxa of different samples varied
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significantly. [Conclusion] The diversity of soil fungi decreased in the field of cultivated Morchella.
While, the occurrence of white mold disease lead the abundance of rhizosphere fungi increased, the
community structure changed, and the dominant fungi groups varied.

Keywords: Morchella, White mold, MiSeq high-throughput sequencing, Fungal community
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Table 1 Alpha-diversity values of samples
Items CK-1 Soil-1 Soil-2

OTUs 160.33+36.20a 86.00+13.23b  98.67+13.65b

Chaol 112.00+43.15a  47.6748.82b  57.00+13.65b

ACE 161.91427.01a  67.90£12.05b  71.00+11.39b

Simpson  0.797+0.031a  0.094+0.045b  0.189+0.134b

Shannon  3.860+0.362a 0.437+0.179b  0.752+0.462b
(P<0.05).

Note: Different letters in the same row indicate significant
difference (P<0.05).
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Note: The clustering results for each sample were in the horizontal direction and the clustering results for the taxonomic units were in the
vertical direction. Red represents the genus with higher abundance in the corresponding sample, and green represents the genus with
lower abundance.
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