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Accession E value Max ident Source

HQ585057.1 0.0 100% Bacterium enrichment culture clone K2
CP003466.1 0.0 77% Alcanivorax dieselolei B5
HQ585056.1 0.0 T7% Bacterium enrichment culture clone K1
CP003171.1 2e-163 75% Oceanimonas sp. GK1
AM167899.1 le-160 76% Halomonas elongata DSM 2581
CP002607.1 4e-95 72% Aeromonas veronii B565
CP000606.1 le-91 72% Shewanella loihica PV-4,
CP000644.1 4e-86 72% Aeromonas salmonicida subsp. salmonicida A449 ?Fg
AY962404.1 8e-63 71% Alkalimonas amylolytica y—
&
Distribution of 9 Blast Hits on the Query Sequence & Ja=s
|Muuse—wer to show defline and scores, click to show alignments | E'
Color key for alignment scores
<40 40-50 50-80 80-200 =>==200
Query
| | I | |
1 90 130 270 360 450

PL oy p3ET TR AE A F%] (UniProt) HBlast.
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PLNEPL SQL RHNRRYLFLWATAVLAALLFF SPAAL AATGELDLTETGVGFFATAIF VL AYMLVIAEER THMRE SKPVLVAAG ITWSL IGWWTVONGY

SADSEHAFRYILLEF TELMLFLLYAMT Y INANDEREVF DAL R SWMLREGFNYRELFWL TGGLAF YL SPTADNL TTALLMCAVVTEVAEGDERF I
HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-—— HEHHHHHHHH-——— HHHHHHHHEHHHHHHHHEHHEHHHHHHHEHEHHHHA-——————

NVAC INIVVAANAGGAF SPFCD LT TLNVWQAGNYEFQEFF ILFLPSLYRFLVPAVINGFF IRDARKPESVIEDVWLERGARRI IFLFLLTITTAYLLC.
HHHHHHHHHHH- ===~ HHEL - ===~ HHHHEHHHHHHHHEHHHEHHARRH - === HHHHHHHHHHIHE

HTLLHLPPYLGMMTGLG YLQFFG TYLRQSLPRSLERKRERY SRRGDHKKLEQLG SYVPFDVENRYARAEWD TLLFF Y6 YVMCVGGLGF MG TLAMLSET
= HH~ HHHEHHHHHHHHHHEHHHHHH == = = === == == m = e m e e m e e m e ~ HHHHHH~~=~HEHHHHHHEHHHEHEHAHHRHEHEREE

LY GWHATCANTTLGYISAL IDN I P YN AYL TNEP DN S H- QWL L ITL TAG TG SLL S IG S ARG WAV QARG AT TFANLLNADSFALF S
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Jpred(http://www.compbio.dundee.ac.uk/www-jpred/) Jj V2 Tl
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Full Name

SO_0935 Na*/H* antiporter 2.5e-145 Wi iENat/H* Shewanella oneidensis MR-
NhaD 1

nhaD Na*/H* antiporter 9.1e-132 WA iENat/HY Vibrio cholerae

Ve_A1015 Na*/H* antiporter 9.1e-132 i\ iz Nat/H* Vibrio cholerae O1 biovar

El Tor

nhaD Nat/H* antiporter 2.1e-123 Wi iz Nat/H* Colwellia psychrerythraea
NhaD 34H

CPS_3512 Nat/H* antiporter 2.1e-123 Wi ) ¥ 2 Nat/H Colwellia psychrerythraea
NhaD 34H

Accession, Term Ontology
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ProtComp Version 9.0. Identifying sub-cellular location (Plant)

Seq name: gi|331687455 |gblAEDATS505.1| NhaD [bacterium enrichment culture clone K2], Langth=43¢
Significant similarity by DBSCAN-D - NONE

Predicted by Neural Nets - Plasma membrane with score 2.6

*kiewdss Transmembrane seqments are found: .+21:420..04%9:08+.  477:88=-, =114:132+4..4153:171+. .4
“vdasdss portential GPI-anchor in position 459 1s found

Integral Prediction of protein location: Plasma membrane with score 0.6

Location weights: LocDB / PotLocDB / MNeural Nets / Pentamars / Integral
Nuclear g.0 / 0.0 / 0.01 / 0.03 / 0.06
Plasma mémbrane 0.0 / 0.0 / 2.56 / 3.62 / .63
Extracellular 0.0 / 0.0 / 0.00 / 0,30 / 0.00
Cytoplasmic 0.0 / 0.0 f 0.00 / 0.10 / 0.26
Mitochondrial 0.0 / 0.0 / 0071 ¢ 0.27 / 0.00
Endoplasm. retic. 8.0 / 0.0/ 0.00 / 0.47 / 0,00
Peroxisomal 0.0 f 0.0/ 0.05 / 0,00 / 0.03
Golgi 0.0 / 0.0 / 0.04 / 0.06 / 0.00
Chloroplast ¢.0 / 0.0 /f 0.00 f 0.32 / 0.00
Vacuolar g.0 ¢ 0.0 f 0.26 / 0.08 / 0.00

A ProtCompfEL TR, i} £h ki H K-nhaD23 47 WA EAr . HR Y
TN 25 R n] A e s AR E 2 TR B IR |, HAE SR 45907 Z FE R Ak
FAEREIALAL 5
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