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Abstract: To reveal the diversity characteristic of starter and-non-starter microorganism from natural cheeses, the Illumina-HiSeq
high-throughput sequencing technology-was used to carry out sequencing of V4 regions of 16S rDNA gene in the microorganism from the rinds
and cores of the five groups of natural cheeses. The number of valid sequences obtained from each sample was over 50,000, and these sequences
were confirmed as 118 to 646 operational. taxonomic units (OTUs) in each sample. Chao 1 index, Shannon's index, and Simpson's index were
used to evaluate the diversity of the samples, the results'showed the rinds of natural cheese have higher bacterial diversity than the cores.
Principal co-ordinates analysis showed there was a great difference in the bacterial community structure between the rind and the core of the
natural cheese. The starter microorganism groups were of the genus Lactococcus, Lactobacillus and Streptococcus, with a total relative
abundance “between 51% and 97%. The non-starter microorganism groups were of the phylum Firmicutes, Proteobacteria, Bacteroidetes,
Actinobacteria, Deinococcus-Thermus and Tenericutes, with a total relative abundance between 2% and 16%. Furthermore, the genus Thermus,
which can screen thermostable lactase, was firstly reported and was a predominant non-starter microbial group in all the samples. This study
contributed to the clarification of the effect of microorganisms on flavor in natural cheeses, as well as the exploration of microbial resources in
natural cheeses.
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Fig.1 Rarefaction curve of bacterial high=throughput

sequencing library
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Table 1 Summary of the bacterial high-throughput sequencing library of all cheese samples

o R¥EFIIE ARFIH OTUHE S EBEZME  Chaol#g4k  Simpson 454k - Shannonh #8544
MCr 71257 56035 454 0.998 430.722 0.577 2.033
MC 71889 54238 361 0.999 311.012 0.223 1.076
MBr 94659 92754 118 0.999 218.5 0.318 0.949
MB 78712 75503 451 0.997 583.221 0.213 1129
BPr 79718 75040 646 0.998 614.919 0.638 2.312
BP 80076 72864 612 0.997 613.939 0.464 2.335
BBr 88258 83185 472 0.997 552.182 0.386 1.37
BB 81586 74383 462 0.998 412.059 0.465 1.449
PCr 73473 69692 561 0.998 540.392 0.317 1.433
PC 73117 69204 403 0.998 398.943 0.235 1.103
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Fig.2 Venn figure of bacterial OTU from the rind (a) and core

(b) of all cheese samples
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Fig.4 Relative abundance of bacterial genus at TOP10 level
from all cheese samples
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fii f2 s Atopostipes J& 7] LA™ AF 2 it 2 2 i 1 i
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K2 8T B AR 2 R A28,
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ER . i LS AN B AR L, bl R4 R
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W B, XLET NI AA T 3 KA. H
QUIGLEY™ %5 \ 7 % /K > 5 T 43 1 oh 7 0 31 o
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PEFLRERECY, R T RS — T LURE T
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