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TrueBac™ ID

Detailed result of TrueBac™ ID - Genome
Sample name: GCA_000152645.1
Identified as: Sulfitobacter pontiacus

Decision:

Hits per page 20 %

Rank Hit taxon ANI (%) 16S Similarity (%)
1 Sulfitobacter pontiacus 97.37 100.00
2 Sulfitobacter litoralis 88.35 98.63
3 Sulfitobacter delicatus 84.87 96.89
4 Sulfitobacter dubius 84.16 97.32
5 DS999215_s (G) 83.79 98.34
6 Sulfitobacter marinus 83.77 98.84

F— 5 K— 2 THEDEVEDHF!

ANI Coverage (%) Hit taxonomy

85.08 Bacteria;Proteobacteria;Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Sulfitobacter
71.11 Bacteria;Proteobacteria;Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Sulfitobacter
12.66 Bacteria;Proteobacteria;Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Sulfitobacter
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