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Tab.4 Abundance of phylum level dominant species

(%)
B F

(Proteobacteria) 54.66 50.18

(Bacteroidetes) 19.70 20.20
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(Actinobacteria) 3.78 6.14

(Acidobacteria) 2.77 1.82

(Planctomycetes) 1.56 2.36

(Parcubateria) 1.20 2.19

Saccharibacteria 1.17 1.18

(Tenericutes) 0.67 2.14

SBR1093 1.50 1.13

3.94 3.85
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Tab.5 Abundance of dominant species at genus level

(%)

B F
norank_c__Cyanobacteria 7.73 7.13
unclassified f Rhodobacteraceae 4.72 5.36
Aquimarina 3.99 4.69
norank_f JTB255 marine_benthic_group 3.93 3.48
unclassified c¢__Gammaproteobacteria 3.51 3.79
unclassified f Flavobacteriaceae 3.20 3.72
norank_fOCS116_clade 1.82 3.29
norank_f_Sva0996_marine_group 1.83 3.15
Candidatus _Tenderia 2.79 1.68
Granulosicoccus 2.26 2.09
norank_o__Acidimicrobiales 1.07 2.40
norank_f _Saprospiraceae 1.43 1.76
norank_p__ Parcubacteria 1.07 1.91
norank_p _Saccharibacteria 1.17 1.79
unclassified f Mycoplasmataceae 0.67 2.14
Roseovarius 1.64 1.00

norank_p SBR1093 1.50 1.13

norank_c__OM190 0.91 1.63
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MICROBIAL DIVERSITY ON SURFACE OF BLACK-SHELL CRASSOSTREA GIGAS

LI Ling-Ling, XIE Chao-Yi, SONG Hong-Ce, CHEN Xi, LIU Wen-Juan, HUANG Bao-Yu,
ZHANG Mei-Wei, LIU Ya-Qiong, WEILei, WANG Xiao-Tong
(School of Agriculture, Ludong University, Yantai 264025, China)

Abstract To explore the effects of natural water and indoor environment on the shell color and bacterial community
diversity of molluscs, the melanin-rich Crassostrea gigas was cultured in the natural water and indoor environment for 30
days. The diversity of bacterial community structure and the function of different bacteria on the shell color and shell
surface of the C. gigas was analyzed. Results show that the black-shelled C. gigas cultured indoor showed obvious shell
fading phenomenon and the melanin content was significantly decreased, which was much lower than the black-shelled C.
gigas cultured in natural water. 16S rRNA gene sequencing showed that Proteobacteria, Bacteroidetes, and Cyanobacteria
were the main dominant bacteria on the surface of C. gigas shells and the abundance of Proteobacteria exceeded 50%. At
the phylum level, Actinobacteria, Parcubateria, and Bacterial rice cluster 1 (BRC1) were significantly different between the
two groups (P < 0.05). Among them, the Actinobacteria and Parcubateria bacteria with degrading effect was relatively high
in the surface abundance of the black-shelled C. gigas grown indoor. At the genus level, there were 67 species of bacteria
with significant differences between the two groups. This study revealed the species composition and differences of the
microbial community on surface of oyster shell under different habitat conditions, and provided a new analytical
perspective for the oyster shell color manipulation.

Key words Crassostrea gigas; bacterial community; high-throughput sequencing; melanin; shell color



