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Introduction

The tRNA Gene DataBase Curated by Experts "tRNADB-CE" was constructed by analyzing 4,287 complete and 47,370
draft genomes of Bacteria and Archaea, 876 complete virus genomes, 121 complete chloroplast genomes, 12 complete
eukaryote (Plant and Fungi) genomes and approximately 230 million DNA sequence entries that originated from
environmental metagenomic clones. This exhaustive search for tRNA genes from DDBJ/EMBL/GenBank was performed
by running tRNAscan-SE, a computer program widely used for tRNA gene searches, in combination with ARAGORN and
tRNAfinder, to enhance completeness and accuracy of the prediction. Discordance of assignment by these three
programs was found for approximately 4 % of the total of tRNA gene candidates. These discordant cases were manually
checked by experts in the tRNA experimental field. In addition, tRNA genes of Archaea obtained from SPLITSdb were
included.

The 2,980,064 tRNA genes in total (252,946, 2,558,137, 4601, 3534, 4137 and 156,709 genes from complete
prokaryote genomes, draft prokaryote genomes, virus genomes, eukaryote genomes, chloroplast genomes and
metagenomes, respectively) were registered in the present database; and sequence information, clover-leaf structure, and
results of similarity search among tRNA genes can be browsed. For each of the completely sequenced genome, the
number of anticodon and the codon usage frequency and the positioning of individual tRNA genes in each genome along
with those of neighboring tRNA genes can be browsed. In the database, users can conduct various sequence analyses
including sequence similarity search and oligonucleotide pattern search. This comprehensive database should contribute
to various studies of tRNA gene evolution and diversity and of tRNA molecular biology. In the future, we will add all
eukaryotic tRNA genes under the collaboration of experts of various eukaryotic tRNA research fields.
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6. Identical Sequence Groups found in an environmental sample
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6. Identical Sequence Groups found in an environmental sample (1)
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Search species :
ENV (123)
B Acid Mine Drainage microbial communities from Richmond mine (1)
) Compost metagenome contigd0001 (1)
() Coral metagenome DsB_003_D08 (1)
() Coral metagenome DsH_009_E09 (1)

Coral metagenome; microbial fraction from Porites astreoides tissues: contains sequences from fungi (presumably spores), bacteria, virusesy
and the coral mitochondria (1)

(=) Environmental sample from ENV division of INSDC (1)

() Fossil microbial community from Whale Fall (Santa Cruz Basin) (1)

() Fossil microbial community from Whale Fall {(the West Antarctic Peninsula Shelfy (1)
() Fossil microbiome from Mammuthus primigenius (1)

(£} Fossil microbiome from Neanderthal (1)

[ Freshwater sediment metagenome IwFormaldehyde C1 (1)

) Freshwater sediment metagenome IwFormate_C1 (1)

) Freshwater sediment metagenome IwMethane_C1 (1)

5 Freshwater sediment metagenome IwMethenol_C1 (1)

() Freshwater sediment metagenome IwMethylamine_C1 (1)
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6. Identical Sequence Groups found in an environmental sample (2)

I Identical Sequence Group (ENV vs Prokaryote genome) [ 100% (ldentical) )
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Acidobacteria 0
Actinobacteria 156
Alphaproteobacteria 900
Aquificae 0
Bactoroidetes 403
Betaproteobacteria 230
Chlamydiae 0

Sampling (GOS)
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Chlorobi 0
Chloroflexi 0
Crenarchaeota 0
Cyanobacteria
Deferribacteres
Deinococcus.Thermus
Deltaproteobacteria

Dictyoglomi
Elusimicrobia

Epsilonproteobacteria
Euryarchaeota
Fibrobacteres
Firmicutes
Fusobacteria
Gammaproteobacteria
Gemmatimonadetes
Lentisphaerae
Magnetococcus
Nanoarchaeota
Nitrospirae
Planctomycetes
Spirochactes
Synergistetes
Tenericutes
Thermobaculum
Thermotogae
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Unknown
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HIT: 156 sequence(s)
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View ClustalVV result

Select Sequence 1D Genome 1D
(or Accession No.)
O >WENV006077 AACY020167905
O >WENV006783 AACY020179635
O >WENV011012 AACY020299707
O >WENV022595 AACY020661208
O >WENV023210 AACY020707149
O >WENV024151 AACY020784175
O >WENV032271 AACY021431397
O >WENV033791 AACY021555085
O >WENV061465 AACY023432948
O >WENV061585 AACY023435044
O >WENV006014 AACY020166703
0O >WENV006176 AACY020169690
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