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Tab.1 The high-throughput sequencing results of bacterial community of K. mikimotoi (Km02)
C ) C ) C )
Km_1 72826 32179710 442 279 508
Km_ 3 45426 20096178 442 407 453
Km 2 35395 15667399 443 421 451
153647 67943287 — — —
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Tab.2 The biodiversity index of K. mikimotoi (Km02)
Shannon Simpson Ace Chao
(OTU)
Km_1 43 2.46 0.12 43.00 43.00 1.0000
Km 2 43 2.56 0.11 44.40 44.00 0.9999
Km 3 43 2.52 0.12 44.54 43.50 0.9999
43 2.51 0.12 43.98 43.50 1.0000
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Tab.3 The biodiversity index of K. mikimotoi (Km02)
OTU
OTU31 Bacteria, Bacteroidetes, Bacteroidetes_Incertae_Sedis, Order_III, Unknown_Family Order IlII, Balneola 24234
OTUS Bacteria, Bacteroidetes, Bacteroidetes_Incertae_Sedis, Order_III, Unknown_Family Order_III, Gracilimonas 63
OTU28 Bacteria, Bacteroidetes, Cytophagia, Cytophagales, Flammeovirgaceae, Marinoscillum 665
OTU33 Bacteria, Bacteroidetes, Cytophagia, Cytophagales, Flammeovirgaceae, Marinoscillum 372
OTU35 Bacteria, Bacteroidetes, Cytophagia, Cytophagales, Flammeovirgaceae, Reichenbachiella 6833
OTU2S Bacteria, Bacteroidetes, Cytophagia, Cytophagales, Flammeovirgaceae, Reichenbachiella 241
OTU37 Bacteria, Bacteroidetes, Flavobacteriia, Flavobacteriales, Cryomorphaceae, norank_Cryomorphaceae 43
OTU36 Bacteria, Bacteroidetes, Flavobacteriia, Flavobacteriales, Flavobacteriaceae, Mesoflavibacter 6465
OTU38 Bacteria, Fibrobacteres, Chitinivibrionia 1805
OTU43 Bacteria, Proteobacteria, AEGEAN-245 64
OTUl6 Bacteria, Proteobacteria, Alphaproteobacteria, Caulobacterales, Hyphomonadaceae, Henriciella 239
OTU12 Bacteria, Proteobacteria, Alphaproteobacteria, Kordiimonadales, Kordiimonadaceae, Kordiimonas 30
OTU22 Bacteria, Proteobacteria, Alphaproteobacteria, Rhizobiales, Phyllobacteriaceae, Mesorhizobium 109
OTU17 Bacteria, Proteobacteria, Alphaproteobacteria, Rhizobiales, Phyllobacteriaceae, Nitratireductor 60
OTU4 Bacteria, Proteobacteria, Alphaproteobacteria, Rhizobiales 115
OTU29 Bacteria, Proteobacteria, Alphaproteobacteria, Rhodobacterales, Rhodobacteraceae, Labrenzia 655
OTU1S Bacteria, Proteobacteria, Alphaproteobacteria, Rhodobacterales, Rhodobacteraceae, Roseovarius 217
Bacteria, Proteobacteria, Alphaproteobacteria, Rhodobacterales, Rhodobacteraceae,
OTU26 unclassified_Rhodobacteraceae 15247
Bacteria, Proteobacteria, Alphaproteobacteria, Rhodobacterales, Rhodobacteraceae

OTU32 unclassified Rhodobacteraceae 468
OTU19 Bacteria, Proteobacteria, Alphaproteobacteria, Rhodospirillales, Rhodospirillaceae, Magnetospira 19
OTU23 Bacteria, Proteobacteria, Alphaproteobacteria, Rhodospirillales, Rhodospirillaceae, Nisaea 2519
OTU6 Bacteria, Proteobacteria, Alphaproteobacteria, Rhodospirillales, Rhodospirillaceae 11
OTU1 Bacteria, Proteobacteria, Alphaproteobacteria, Rhodospirillales, Rhodospirillaceae 6
OTU27 Bacteria, Proteobacteria, Alphaproteobacteria, Rhodospirillales, Rhodospirillaceae, Thalassospira 7454
OTU18 Bacteria, Proteobacteria, Alphaproteobacteria, Sphingomonadales, Erythrobacteraceae, Erythrobacter 240
OTU20 Bacteria, Proteobacteria, Alphaproteobacteria 96
OTU14 Bacteria, Proteobacteria, Betaproteobacteria, Burkholderiales, Burkholderiaceae, Limnobacter 896
OTU13 Bacteria, Proteobacteria, Deltaproteobacteria, Myxococcales, Sandaracinaceae, Sandaracinus 436
OTU41 Bacteria, Proteobacteria, Gammaproteobacteria, Alteromonadales, Alteromonadaceae, Alteromonas 10613
OTU10 Bacteria, Proteobacteria, Gammaproteobacteria, Alteromonadales, Alteromonadaceae, Marinobacter 2331
OTU3 Bacteria, Proteobacteria, Gammaproteobacteria, Alteromonadales, Alteromonadaceae, Marinobacter 20674
OTU40 Bacteria, Proteobacteria, Gammaproteobacteria, Cellvibrionales, Porticoccaceae, Porticoccus 652
OTU39 Bacteria, Proteobacteria, Gammaproteobacteria, Cellvibrionales, Porticoccaceae, SAR92_clade 74
OTU42 Bacteria, Proteobacteria, Gammaproteobacteria, Cellvibrionales, Spongiibacteraceae, Spongiibacter 412
OTU9 Bacteria, Proteobacteria, Gammaproteobacteria, Oceanospirillales, Alcanivoracaceae, Alcanivorax 2726
OTU7 Bacteria, Proteobacteria, Gammaproteobacteria, Oceanospirillales, Oceanospirillaceae, Bermanella 4
OTU11 Bacteria, Proteobacteria, Gammaproteobacteria, Oceanospirillales, Oceanospirillaceae, Pseudohongiella 362
OTU34 Bacteria, Proteobacteria, Gammaproteobacteria, PYR10d3, norank PYR10d3, norank PYR10d3 412
OTU8 Bacteria, Proteobacteria, Gammaproteobacteria, Thiotrichales, Piscirickettsiaceae, Methylophaga 9761
OTU2 Bacteria, Proteobacteria, Gammaproteobacteria, Thiotrichales, Thiotrichaceae, Thiothrix 17
OTU24 Bacteria, Proteobacteria, Proteobacteria Incertae Sedis 1508
OTU21 Bacteria 249
OTU30 Bacteria 113
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Fig.2 Co-cultured bacterial community distribution of K. mikimotoi (Km02) at the genus level
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CO-CULTURED BACTERIAL COMMUNITY OF KARENIA MIKIMOTOI (KM02)

WANG Peng-Bin, DAI Xin-Feng, LU Dou-Ding

(Key Laboratory of Marine Ecosystem and Biogeochemistry, Second Institute of Oceanography, Ministry of Natural Resources,
Hangzhou 310012, China)

Abstract Karenia mikimotoi is a typical toxic harmful algal along the coast of China, and its bloom becomes more
frequent, bigger in scale, and lasts longer, and has caused heavy economic losses and threats to the health of the residents
in recent years. Many studies have shown that bacteria in the phycosphere may play a key biological role that affects a
harmful algal bloom and toxin production. To reveal the species diversity and composition of co-cultured bacterial
community of K. mikimotoi, we analyzed bacterial species, relative abundance, diversity and phylogenetic information of
co-culture bacterial communities of K. mikimotoi (Km02) via high-throughput sequencing. The OTU (operational
taxonomic units) taxonomy analysis showed that 40 species co-cultured bacterial community associated with K. mikimotoi
(Km02) could match the established database, including 4 phyla, 11 classes, 21 orders, 26 families, and 37 genera. The top
eight species (>5%) included Balneola (20.28%), Marinobacter (19.25%), unknown species in Rhodobacteraceae (13.15%),
Alteromonas (8.88%), Methylophaga (8.17%), Thalassospira (6.24%), Reichenbachiella (5.92%), and Mesoflavibacter
(5.41%). This study is the first one reporting the biodiversity of co-cultured bacterial community associated with K.
mikimotoi (Km02), providing a potential of discovering new marine microbial species from this strain, and a theoretical
basis for understanding the mechanism of the bacterial community to the initiation and termination of the harmful algal
bloom of K. mikimotoi, as well as the toxin production.

Key words harmful algae; Karenia mikimotoi; co-cultured bacterial community



