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Abstract: To explore the composition of microbial flora attached to the surface of mussel (Mytilus edulis) under different conditions. The
fresh mussel, the frozen mussel, the stored mussel, the homemade mussel, and the commercial mussel were used as objects by microbial
extraction and high-throughput sequencing analysis of the surface of mussel (Mytilus edulis). The composition and changes of microorganism in
different samples of mussel were obtained. The experimental results showed that the effective sequence range of each sample was from 30066 to
40563, and the operational taxonomic unit (OTU) range was from 28 to 128. The OTU number of commercially available mussels was the
lowest, while the OTU number of frozen purple mussels was relatively higher compared with the other samples. Based on the analysis of
microorganisms, it was found that the Pseudomonas and Acinetobacter were mainly found in fresh mussels and homemade mussels, and the
Psychrobacter was detected in frozen mussels as the dominant microorganisms. In addition, the Pseudomonas and Acinetobacter were confirmed
as the major microorganisms in the stored mussels, while the dominant flora in the commercial mussels were found as Staphylococcus and
Enterococcu, respectively. The results indicated that there were significant differences in the microbes, microbial structure, abundance and
mutual proportion of the mussel samples when they were under different states. It is necessary to design different controlling techniques for
different types of mussel products. The composition of the mussels under different conditions had remarkable difference, which indicated that
the state of the mussels, the processing process and the storage and sales environment all had a great influence on the composition of the mussels.
The results of the study can provide a reference for ensuring the quality and safety of mussel products.
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Table 1 Observed valid sequence and OTU numbers in different mussels

448 PACH ZT- 5] PRIEIFE K E/op OTU %%
FrEE N N 32790 14728441 449.17 81
HBAEE N 34571 15480436 447.79 128
B #4508 N+ 39762 17891609 449.97 116
T 74 6 M -F 30066 13461065 447.72 47
AR SENE N T 40563 18251413 449.95 28
<2 BEMENSHEER T
Table 2 Diversity of bacterial community in different group
! Ace Chao Coverage Shannon Simpson
FELHENE N 97 92 0.99 1.99 0.21
HBAEE N 133 134 0.99 2.53 0.18
B )5 N 74 59 0.99 2.02 0.21
e 5 s T 121 123 0.99 1.98 0.24
TN T 30 28 0.99 1.52 0.31
50 BRI 22 BB SRERIAH
100 P e G 01T FERTAEY ZFENE, Wi FRrE AR Z AR 2 A
80| . — (Alpha ZFEIE) SIRGIAPIIETE I F B A
60k ,,M‘“”'MWNM B E e )L FAEFE B REFERE (Community richness) 24 Ace
40l { A Chao $844, RAEFEHEZ M (Community diversity)
2ol & F %4 Shannon 1 Simpson 181", 4P, Coverage
ok I, , , , , , , RESHEA R SR, A, AT F5
0 5000 10000 15000 20000 25000 30000 R AR ASBR , TTCA R HE ARSI, B
25k RN I LI P 4 B AR A PR E M i B s v
S0l ELESEYISE & 2 GiRATAL, SEEANFE RS (Coverage)
L T LT 7E 0.99 LA L, BN HRE A ch 2 B4 28 A 1R
T e MIFIRIGE S WIS AR B
1.0F R
TSI DA T H e RS, H Aces Chao
0or A1 Shannon FEXL{E (€, 1T Simpson fEAUR G, 0]
0.0} ! HEBFFRERZ RS, vTRe B TR ERIET

1 1 1 1 1 1
0 5000 10000 15000 20000 25000 30000
B 1 #BFeak () FAShannon—Wiener BiZk () OtF

Fig.1 Results of the Rarefaction curves (left) and

Shannon-Wiener curves (right)
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