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Tab.1 Similarity analysis of partial 16S rRNA sequences of Bacteroidetes representative isolates

& FREH IR A BL B Ak Fea) > HHAUE /%
Bizionia MP21 Bizionia hallyeonensis strain T-y7 NR 109525.1 100
Euzebyella MP226 Euzebyella saccharophila strain 7SM30 NR _117007.1 99.86
Aequorivita MP32 Aequorivita sp. strain 609 MK347067.1 98.43
Tenacibaculum MP102 Tenacibaculum litoreum strain KNUSC3025 KP342148.1 100
Winogradskyella MP18 Winogradskyella thalassocola isolate S4-6 AY771730.1 98.85
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Tab.2 Similarity analysis of partial 16S rRNA sequences of Actinobacteria representative isolates

J& (LS AL R F35 FALEE /%
Kocuria MP157 Kocuria sp. 13-3-7 KM886142.1 99.93
Micrococcus MP2 Micrococcus aloeverae strain SGP3 MK426769.1 99.93
Agromyces MP214 Agromyces sp. AK1 FN868445.1 99.57
Micromonospora MP206 Micromonospora sp. 2802GPT1-4 JQ836677.1 99.42
Rothia MP176 Rothia amarae strain R-36507 FR682692.1 99.54
Streptomyces MP210 Streptomyces chungwhensis strain AA-98 AY382292.2 99.79
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Fig. 4 Neighbor-joining phylogenetic trees of the selected references strains in Proteobacteria and their related strains isolated

from the gill of Meretrix petechialis
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Isolation, identification, and diversity analysis of endosymbi-
otic bacteria in gill tissue of Meretrix petechialis
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Abstract: To explore the community composition and structure of endosymbiotic bacteria in the gill tissues of the
clam Meretrix petechialis, a total of 215 strains of endosymbiotic bacteria were isolated and purified from the gills
using pure culture method and then identified based on 16S rRNA sequencing. These strains were classified into
four phyla: Proteobacteria, Firmicutes, Bacteroidetes, and Actinobacteria, among which Proteobacteria was the
group with the largest number of the isolated strains. Based on the 16S rRNA sequencing information, the phy-
logenetic relationship of Proteobacteria was further analyzed. The phylogenetic tree showed that the strains of dif-
ferent class groups were clustered in the corresponding branches. In addition, we discussed the potential antibacte-
rial activity or pathogenicity of the symbiotic bacteria. This study provides a reference for further studies of the

endosymbiotic microbial community in M. petechialis.
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