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https://filgen.jp/Product/BioScience21-software/BioBam/index.htm
https://youtu.be/4l97w4lkmSU?si=574wc2GWKkrY8kJE
https://filgen.jp/Product/BioScience21-software/BioBam/OmicsBox_catalog.pdf
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https://filgen.jp/Product/BioScience21-software/goldenhelix/index.html
https://www.youtube.com/watch?v=oL_Mcmp3fyk
https://filgen.jp/Product/BioScience21-software/goldenhelix/Golden_Helix_flyer.pdf
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https://filgen.jp/Product/BioScience21-software/goldenhelix/Golden_Helix_flyer.pdf
https://filgen.jp/Product/BioScience21-software/goldenhelix/index2.html
https://www.youtube.com/watch?v=5t-n7l9JoQk
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https://filgen.jp/Product/BioScience21-software/goldenhelix/Golden_Helix_flyer.pdf
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https://filgen.jp/Product/BioScience21-software/Ridom/index.html
https://www.youtube.com/watch?v=7RfX3xk09Z0
https://filgen.jp/Product/BioScience21-software/Ridom/Ridom_flyer.pdf
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https://filgen.jp/Product/BioScience21-software/Chunlab/index.html
https://youtu.be/hZMxWrmUwWo?si=b_dAsZ2ekIWiw97c
https://filgen.jp/Product/BioScience21-software/Chunlab/EzbioCloud_MTP_catalog.pdf
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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

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
12.98 Bacteria;Proteobacteria;Alphaproteobacteria;Rhodobacterales;Rhodobacteraceae;Sulfitobacter
25.85 Bacteria;Proteobacteria;Alphaproteobacteria;Rhodobacterales;Rhodobacte

22.35 Bacteria;Proteobacteria;Alphaproteobacteria;Rhodobacterales;Rhodobactt
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