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Abstract: In order to explore the effects of growth environment on the bacterial community diversity of Procambarus
clarkia, we used Illumina miseq sequencing technology to sequence the tail meat of Procambarus clarkii, the culture water
and the soil around the culture environment, and analyzed the correlation between the meat and the growth environment of
Procambarus clarkii. The results showed that the diversity of Proteobacteria, Bacteria and Proteobacteria were higher than
that of Proteobacteria and Bacteria in water. The average relative abundance of Deta Proteobacteria and Delta

Proteobacteria were higher in crayfish tail meat, soil and water, but there was no common dominant flora at the family and
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genus level. The results of PICRUSt2 metabolic function prediction showed that the metabolic pathway abundance of three

groups of samples was the highest in aerobic respiration (I), fatty acid synthesis (fat acid synthesis), amino acid biosynthesis

(amino acid synthesis) and nucleoside sugar metabolism pathway (nucleotide sugar metabolism). The results of the study

further explained the correlation and difference between the growth environment and the microbial community structure of

Procambarus clarkia.
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7 5T [Q R BR MR ( Procambarus clarkii) (1R 8~
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EDURFHGE TR B ; 18 2018 AR TRIUK
BHGEFRFE SEHD; ZKEE 2018 4FRAE TR BHE IR0
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Table 1 Sequencing results and quality analysis
(RS AIFEEch: OTU% it
Cl 77858 2619
C2 94552 2548
C3 95353 2635
S1 74143 3497
S2 52230 3734
S3 47921 3737
S4 56102 3278
S5 71336 3274
Wl 61734 2596
w2 87664 1789
W3 90037 1871
W4 86817 2648
W5 76027 1813

e Co /NEHFR; S: 38 W KA 20,

Observed species $#5%{ . Chao ¥8%UF1 ACE 8%k ).
BB fET B TS T R R, AN B RS T A
) Fh A4 =E B O s Shannon F8 %X ) & Simpson 5
B MRS I ZREME (Species diversity ), SZ2RESHHER
) Bl 2= & ( Species richness) Fll 4 Ff ¥ 5 &
(Species evenness) UFENA . AH [0 3= 5 B AU 1E
T, BER b AR B MO S S 5, WA S A
R ZAEM: . Chao 43HTFRHH, /NBIF 4 PR HE
7% “F B B B 2952~3109 4, H4E RN 3813~
4608 >, K12k 2596~3922 (5% 2) ., FJH Shannon
B A A A PR T SRR AR /N IR IR TR R 5.565~
5.760, 7& T e H 2 6.008~6.767, TE /K H Sk 4.364~
5.206(3 2). FHHAKMHY Shannon F540K% Simpson
FEEE/INTF /IR By 358, U BH 4R/ R IR P 5L
HEWIRERE Z R EROKIR T 6
23 AEGAKE LRIFERR R S
2.3.1 FEFIIIOKRE L FRER T 3k
1951~ OTU XA 32505 8., X/ N IR A K IR
JEFBI KA . HIEFNERPIAEA T OTU JPAitf 14335
R, MZTT, 2W. H L, BHFE 5 DK TETA
BESh  IEAR I AR 61 T35, 4325 = S3 40
85 H. 83 BILAI 74 J& .

F 2 BUIRES Alpha ZEEESG T4

Table 2  Alpha diversity statistical results for each group

FEMATR Sobs Chao ACE Shannon Simpson
Cl 2619 3046.880 3036.437 5.565 0.024
C2 2548 2952.909 2892.741 5.760 0.017
C3 2635 3109.000 3029.552 5.580 0.017
S1 3497 4435.584 4532.497 6.008 0.011
S2 3734 4600.083 4746.686 6.721 0.004
S3 3737 4608.254 4732.640 6.767 0.003
S4 3278 3813.233 3918.379 6.580 0.005
S5 3274 4124.446 4136.989 6.016 0.011
Wi 2596 3552.264 3625.095 5.206 0.022
w2 1789 2596.072 3126.695 4.364 0.043
w3 1871 2739.095 3352.675 4.748 0.022
W4 2648 3922.967 4820.739 4.712 0.039
W5 1813 2666.415 2788.272 4.601 0.026
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Fig.2 Microbial composition analysis histogram based on class level
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Fig.4 Microbial composition analysis histogram based on family level
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Fig.5 Microbial composition analysis histogram based on genus level
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