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uery: Shewanella halifaxensis HAW-EB4 (nhaC-4071980-4073564)

Conserved domains for the query: T KoM ntporet 1
¥ Neisseria meningitdis MC58 hypothetical protein NMBO531 |
—— Shewanella oneidensis MR-1 lysine transporter Lys\W |
Pholobacterium ilopiscarium hypothetical protein N
Photobacterium phosphoreum hypathetical protein |
Shewanela halifaxensis Your query: Na+/H+ antiporter
Shewanela pealeana hypothetical protein |

uery: Shewanella pealeana ATCC 700345 (nhaC-3996612-3998196)

©Besthits
Select: All None Selected:0
T+ Alignments O
Description sl\:j:(e ST:;fL Ss:: E value Ident  Accession
D hypothetical protein [Shewanella pealeanal 10256 1025 100% 0.0 97% WP 0121564741
D hypothetical protein [Photobacterium iliopiscarium 892 892 99% 0.0 85% WP 0450370341
D hypothetical protein [Photobacterium phosphoreun 891 891 99% 00 84% WP 0367942421
] 744 744 100% 0.0 T72% NP 7166351
466 466 98% 1e-157 48% NP 273576.1

relationships based on multiple sequence alignment and conserved protein domains

Conserved domains for the query:

¥ Neisseria meningilidis MC58 hypothetical protein NMB0531
——®Shewanela oneidensis MR-1 lysine transporter LysW
Phatobacterium phosphoreum hypothetical protein
Photobacterium kishitanii hypothetical protein
Shewanella pealeana Your query: hypothetical protein

Shewanella halifaxensis

Na+/H+ antiporter

A concise summary of the three best matches in the sequence database together with the two best matches from well-studied reference species, showing phylogenetic

Na_H_antiporter

D hypothetical protein NMB0531 [Neisseria meningitidis MC58 462

See full multiple alignment Legend
(=) Besthits
Select: All None Selected:0
i Alignments o
Max Total Q
Description it MR 5 E value Ident Accession
SCOMe SCOMe COVer
D Na+H+ antiporter [Shewanella halifaxensis 1025 1025 100% 00 97% WP 0122784011
D hypothetical protein [Photobacterium phosphoreum 895 895 99% 00 B85% WP 0367942421
D hypothetical protein [Photobacterium kishitanii 895 895 99% 0.0 85% WP 0450418501
D lysine transporter LysW [Shewanella oneidensis MR-1 T48 748 99% 0.0 72% MNP 7166351
462 98% 6e-156 48% NP 273576.1




uery: Photobacterium profundum SS9 (nhaC-3172989-3174573)

A concise summary of the three best matches in the sequence database together with the two best matches from well-studied reference species, showing phylogenetic
relationships based on multiple sequence alignment and conserved protein domains.

Conserved domains for the query: Ne_f_anti ’
@ MNeisseria meningitidis MCS8 hypothetical protein NMBO531 |
Shewanella oneidensis MR-1 lysine transporter LysW 1
Photobacterium sp. CECT 7614 hypothetical protein I
Photobacterium profundum Your query: Na+/H+ antiporter
. Photobacterium profundum hypothetical protein 1
Photobacterium profundum 3TCK putative Na+/H+ antiporter I
See full multiple alignment Legend

{5)Besthits

Select: All None Selected:0

11 Alignments o
Description sh;‘ls:(e ;031 ?s:g E value Ident Accession

D hyvpothetical protein [Photobacterium profundum] 1047 1047 100% 0.0 98% WP 0368040111

D putative Na+/H+ antiporter [Photobacterium profundum 3TCK] 966 966 92% 0.0 98% EAS42662.1

D hypothetical protein [Photobacterium aphoticum] 922 922 100% 00 87% WP 0478730421

D lysine transporter Lys\W [Shewanella oneidensis MR-1] 815 815 99% 00 77% NP 7166351

D hypothetical protein NMB0531 [Neisseria meningitidis MC58 454 454 98% 6e-153 47% NP 2735761

uery: Aeromonas salmonicida subsp. salmonicida A449

§= summary

A concise summary of the three best matches in the sequence database together with the two best matches from well-studied reference species, showing phylogenetic
relationships based on multiple sequence alignment and conserved protein domains

" Na_H_anti
Conserved domains for the query: r 2. antporter 1
- Neisseria meningitidis MC58 hypothetical protein NMB0531 |
Shewanella oneidensis MR-1 lysine transporter Lys\W |
Aeromanas sanarelli hypothetical protein |
Aeromonas allosaccharophila hypothetical protein |
; Aeromanas salmanicida Your query: hypothetical protein
}_ Agromonas salmonicida Na+/H+ antiporter |

See full multiple alignment

(5) Besthits

Select: All None Selected:0
it Alignments [}

Max Total Query

Description S N Evalue Ident  Accession
D Ma+H+ anfiporter [Aeromonas salmonicidal 1053 1053 100% 0.0 99% WP 0583940881
D hypothetical protein [Aeromonas allosaccharophilal 1015 1015 100% 0.0 95% WP 042057294.1
D hypothetical protein [Aeromonas sanarellii 991 991 100% 0.0 93% WP 0420765081
D lysine fransporter LysW [Shewanella oneidensis MR-1 939 939 100% 0.0 90% NP 7166351

D hypothetical protein NMB0531 [Neisseria meningitidis MC58] 468 468 98% 1e-158 50% NP 273576.1




uery: Aeromonas veronii B565

A concise summary of the three best matches in the sequence database together with the two best matches from well-studied reference species, showing phylogenetic
relationships based on multiple sequence alignment and conserved protein domains

Conserved domains for the query: r o A antporer 1
¥ Neisseria meningiidis MCS8 hypothetical protein NMB0531 |

Shewanella oneidansis MR-1 lysine transporter LysW |

Aeromanas albsaccharophii Nat/H+ antiparter [

Aeromonas veronil Your query: Na+/H+ antiporter

- Aeromonas veronii Na+/H# antiporter |

Aeromonas sp. 159 Na+/H+ antiporter |

See full multiple alignment Legend

(5) Besthits

Select: All None Selected:0

it Alignments <)
Description sh:j:(e $:}1 SS::; Evalue Ident  Accession
D Na+H+ antiporter [Aeromonas veronii 1049 1049 100% 0.0 99% WP 005359896.1
D Na+H+ antiporter [Aeromonas sp. 159] 1048 1048 100% 0.0 99% WP 0194446931
D Ma+H+ antiporter [Aeromonas allosaccharophila 1045 1045 100% 0.0 99% WP 058051766.1
D lysine transporter LysW [Shewanella oneidensis MR-11 946 946 100% 0.0 91% NP 716635.1
D hypothetical protein NMB0531 [Neisseria meningitidis MC58 450 450 98% 2e-151 48% NP 273576.1

uery: Oceanimonas sp. GK1

A concise summary of the three best matches in the sequence database together with the two best matches from well-studied reference species, showing phylogenetic

relationships based on multiple sequence alignment and conserved protein domains.
Na_H_anfiporter

Conserved domains for the query:

——®Neisseria meningitidis MC58 hypothetical protein NMB0531 -_________________________________|
—® Shewanela frigidimarina NCIMB 400 Na+/H+ antiporter NhaC - |
L& Shewanella oneidensis MR-1 lysine transporter LysW ==

Oceanimonas smirnovii Na+/H+ antiporter = |

- Oceanimonas sp. GK1 Your query: Na+/H+ antiporter

Oceanimonas sp. GK1 - |

hypothetical protein

See full multiple alignment Legend

(=) Best hits

Select: All None Selected0

1 Alignments o
Description i pata [Qusny) E value Ident Accession

SCOre SCore cover

D hypothetical protein [Oceanimonas sp. GK1 985 985 100% 0.0 99% WP 0415431841

D Na+/H+ antiparter [Oceanimonas smirnovii 875 875 100% 0.0 B88% WP 0199348241

D Na+/H+ antiporter NhaC [Shewanella frigidimarina NCIMB 400] 543 543 99% 0.0 56% ABI72586.1

D lysine transporter LysW [Shewanella oneidensis MR-1] 542 542 98% 0.0 58% NP 7166351

D hypothetical protein NMB0531 [Neisseria meningitidis MC58 452 452 99% 1e-152 48% NP 273576.1




Query sequence B Best matches | Reference species

Not aligned to query = Gap



