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Analysis of quality and colony diversity of products of crayfish

under different storage temperatures
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Abstract; In this study. the quality and dominant spoilage flora in
products of crayfish during 4 and 25 °C storage were studied. The
shelf life was determined by measure its physical and chemical in-
dicators. Microbial genomic DNA was extracted from the

collected samples, and the changing trend of microbial
community was analyzed by high-throughput sequencing technol-
ogy. Results showed that, with the extension of storage time,
species diversity decreased gradually. The dominant flora at 4 “C
were Oceanobacillus (81.522%) and Shewanella (3.625%). The
dominant flora at 25 ‘C were Hathewaya (78.700%), Bacillus
(12.380%) and Clostridium sensu stricto (8.707%). This study
provided a theoretical basis for extend the shelf life of conduct of
crayfish and targeted research on preservation and preservation
technology.
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Figure 1  The change of total numbers of colony and vol-
atile basic nitrogen on conditioning crayfish
during 25 °C storage
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Figure 2 The change of total numbers of colony and vol-

atile basic nitrogen on conditioning crayfish

during 4 °Cstorage
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Table 2 Observed valid sequence and OTU numbers in different crab pastes
Feah ARHEEIRFE] MRS AZUFIIEE ERREFIRE e B E S RERT [ i R OTU % &t
C3 59 107 6 114 15 231 52 747 1.00 2170
C6 61 024 27 0 108 60 889 1.00 256
B15 31 218 240 109 211 30 658 0.99 1162
B35 57 192 117 127 465 56 483 1.00 820
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Table 3 Alpha diversity of bacterial flora for different
storage time of the crayfish

FE Ace Chaol Shannon  Simpson

C3 2240.66 2199.28 5.33 0.05

C6 287.66 271.50 0.85 0.64

B15 1234.33 1218.96 4.39 0.05

B35 869.70 858.47 1.56 0.60
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Figure 4 Shannon rarefaction plot of each sample
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Table 4 Relative abundance of genera of bacterial flora under different storage

temperatures and periods %
25 C 4°C
i E

i A Skt A
W VEFF 3 )@ (Oceanobacillus) 0.004 0.001 0.180 81.522
W 445 B R (Hathewaya) 0.081 78.700 0.000 0.000
K5 FH Cunclassi fied) 70.761 0.182 45.751 9.197
SR B8 (Bacillus) 0.129 12.380 0.000 0.000
e AR W & (Clostridiumsensu stricto) 0.333 8.707 3.074 0.036
RO K A & (Anaerorhabdus) 3.595 0.000 18.239 0.356
T K B A T8 (Dysgonomonas) 2.862 0.000 8.129 0.009
WU & (Bacteroides) 3.146 0.000 5.964 0.721
75 B G i 8 (Shewanella) 0.000 0.000 1.202 3.625
4 W 8 (Chryseobacterium) 3.307 0.000 4.255 0.217
HAF B B (Flavobacterium) 2.471 0.000 3.049 0.202
W& 1(Lacihabitans) 3.333 0.000 0.000 0.000
KN 5 ) (Acinetobacter) 2.093 0.005 1.989 0.738
& 0N & (Azoarcus) 0.000 0.000 5.336 0.023
F JEFF 1 8 (Methylobacterium) 0.000 0.000 2.165 1.091
18 A MR T R (Mesorhizobium) 0.000 0.000 0.197 1.333
K& 2(Cobetia) 0.000 0.000 0.469 0.929
AL B2 E 8 (Nitrospira) 2.765 0.000 0.000 0.000
)& 3(Brevundimonas) 2.729 0.013 0.000 0.000
1B A M0 5 )@ ( Pseudomonas) 2.396 0.013 0.000 0.000
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