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Fig.1 Sensory pictures of 7d of different treatments of daylily
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Fig.6 Histogram of relative abundance of daylily fungi and bacteria in different treatments at the genus level
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Table 1 Statistical table of alpha indices for different treatments of daylily fungi
o % A # R Shannon 45 # Simpson & £ chaol 454 ACE 84 Coverage 7§ %
A 292 3.36 0.829 312.49 318.76 0.99
B 404 4.01 0.856 426.95 433.90 1.00
C 323 3.60 0.828 337.85 349.82 0.99
2 ARELEHELEME Alpha Indices Fitk
Table 2 Statistical table of alpha indices for different treatments of daylily bacteria
e 4 At & B Shannon #§ 4% Simpson 5 & chaol ¥ 4% ACE ¥ % Coverage & 4
A 344 2.470 0.753 389.35 390.32 0.99
B 120 1.246 0.486 134.98 141.96 1.00
C 128 1.079 0.433 141.14 144.86 0.99
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Fig.8 Comparative analysis of multiple samples of daylily bacteria in different treatments
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The Effect of Phase Temperature Storage on the Surface Microorganisms of Daylily
Based on Illumina High-throughput Sequencing Technology
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Abstract The research on the influence of phase temperature storage technology on the microbial population structure on
the surface of daylily provides a reference for the preservation of daylily. The daylily collected from Qingyang, Gansu
was packaged in groups and stored in the refrigerator (4 Cx1 °C), cold storage (0 °C+0.5°C) and phase temperature en-
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vironment (—0.5 °C+0.1 C). The browning was measured at 7 days, and extracting surface microbial samples, using spe-
cific primers to perform PCR amplification on the V3-V4 region of the bacterial metagenomic 16S rRNA and the fungal
metagenomic ITSI-1F region, analyzing the microbial relative abundance and diversity of daylily based on Illumina high-
throughput sequencing technology. At the genus level, Dothideomycetes, Microbotryomycetes, Tremellomycetes, FEuro-
tiomycetes , and Sordariomycetes are the dominant flora of daylily fungal communities, and Cyanobacteriia, Gammapro-
teobacteria, Alphaproteobacteria, Bacilli and Closiridia are the dominant flora of the daylily bacterial community. From
the perspective of the number of OTUs in the dilution curve, the diversity of fungi and bacteria on the surface of daylily
stored at phase temperature is the lowest, which proves that storage at phase temperature can effectively inhibit the di-
verse growth of surface microorganisms.

Keywords daylily; flora structure; high—throughput sequencing



