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Establishment of a novel characterization system for identification of talented
bacteria from marine sponge
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Marine sponges are rich resources for countless natural compounds applicable

for drug development. In recent years, these compounds are known to be produced by bacterial
symbionts residing within these sponges. However, current technologies are insufficient to fully
identify the true producers of these natural products, thus the necessity for new approaches to
efficiently identify the true producers is required. In this work, with the aid of bioinformatics,
we established a novel approach to elucidate the characteristics of bacteria, hence allowing us to
identify the true natural compound producers within a bacterial population. Coupling this approach
with a recent techniques for bacterial isolation established by the principal investigator, we
believe that we can promote the exploitation of talented bacteria not only from marine sponges but
also from the environment.
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Cereibacter sphaeroides

Synechocystis sp. PCC6803

TABLE 1 Distribution of bacteria from nanopore sequencing results.
Number of reads
1 ; DEP- FDAA-
Name Centrifuged ;
of Genus : captured stained
bacteria : :
bacteria bacteria
sample
sample sample
Acidibacter 0 0 204
Aeromonas 3,802 216 0
H.okadai .
Bradyrhizobium 0 0 606
1 6 S Brevundimonas 297 0 2,391
Buttiauxella 1,308 277 1,270
rRNA
Chryseobacterium 652 0 0
Clostridium 6,800 0 58,438
Exiguobacterium 0 253 0
Gelidibacter 278 0 0
Paenibacillus 0 0 280
- Pseudomonas 32,037 70,366 1,926
H.okadai
Psychrobacter 71,933 42,934 5438
Saccharospirillum 0 0 7,409
1 Serratia 0 257 0
Shewanella 245 405 0
Stenotrophomonas 4,870 0 1,549
Thalassolituus 259 0 0
Final read count 122,481 114,708 79,511
Number of
detected 11 7 10
bacterial genera
*Results showing distributions below 0.1% were considered contaminants and removed from
subsequent analysis.
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Kangiella sp. TOML190
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