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= NCBI| Gene

NC_010717.1 (355498356622, complement)

NC_010717.1
[ 353225 b [ 557377 Ir

Fro_n ey PHO_DZE77 4 Frd_n3avs
d=aA% PHO_mGE e
PrO_n5404

= SMART

Length 374 aa

Source database LUniProt

Identifiers B25IDa_<ANOF, BZ5ID3


http://www.ncbi.nlm.nih.gov/Tools/
http://smart.embl-heidelberg.de/

'o 100 '200 300

Confidently predicted domains, repeats, motifs and

features:
Mame Start a End E-value
transmembrane
. 115 MIA
region

EAL 117 361 2.18e-91


http://smart.embl-heidelberg.de/

Transmembrane region

This is a transmembrane helix region, as detected
by the TMHMM v2.0 program. The region starts at

position 96 and ends at position 115.

Transmembrane region (20 aa):

Submit to BLAST

Copy to clipboard

LVEVEIAVALLLVEAVLNVS
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EAL domain

Thisis a SMART EAL domain (full annotation).

Position: 117 o 361
E-value: 5.18390357802076e-91 (HMMERZ)

SMARTACC: SMOD0DS2
Definition: Putative diguanylate phosphodiesterase
Description: Putative diguanylate phosphodiesterase, present in a variety of bacteria.

This domain is found in diverse bacterial signalling proteins. It is called EAL after its
Interpro abstract

) conserved residues. The EAL domain is a good candidate for a diguanylate
(IPRO01633): _ .
phosphodiesterase function [(full abstract)

EAL domain sequence (245 aa):
Submit to BLAST Align with the SMART alignment “Copy to clipboard

BRLSPLARPET AV RGEFIVHYQPI TAL DS EACVGAEATVERQFDGVLVEFDAFT PLAE

ESGLILFITDLVVAEVIRELGPTLARADPALHVATINVSAEDTKSSEVSVLEHATLRETGVD

SELWVEATERSIMDIDAAR T T IMRLEGAGHTVSIDDFGT Y S5 LY LGLFLDALKTIDE

SEVDTIGTHIATSAVSAATTEMAKTLELRT TAEGVERQEQLDY LRAAGVDLADSWLE SEA
LEATG
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http://weblogo.berkeley.edu/

Swiss Model

37
click on model bars

Models: [1] [2] Print/Save this pac
Model Summary @

Model information: Quaternary structure information: [details]x

Modelled residue range: 117 to 372 Template (3n3t): DIMER

Based on template:  ((3n3tB)) (2.35 A) Model buitt: SINGLE CHAIN

Sequence Identity [%]: 36.

Evalue: 0.00e-1 Ligand information: [details]x

Ligands in the template: C2E: 1, MG: 2.
Quality information: [details]w Ligands in the model: MG: 2
QMEAN Z-Score: -1.96 |

ogs: [Templates]x [Alignment]» [Modelling]
lisplay model: as [pdb]» - as [DeepView project]» - in [AstexViewer]s
lownload model: as [pdb]# - as [Deepview project]s - as [text]&


http://swissmodel.expasy.org/

PDB 3n3t B4k /74|
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Site Record L] o—
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PO 456 90 So0 S10 520 S24

fp— _ﬁ_ _ _ F F F ro r r F F F P r o o n n
- - - - - - - - - - - - -

Site Record— 000 o o Lo ] o
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FOECHg =30 sS40 =) =) S70 SsS0 GSs4

" " o o o o o o o o o o
Ds5P - —_— _— —
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Site Record (=]
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FDECgs Sg0 00 10 620 630 630 63T
| ™ ™ P e Y . N o W o e W oW oW ol

Site Record —O00 L} Lo o]
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OB gac 50 660 [T &S0 690 TOO TO4g

- - - - - - - - - -
Site Record OO oD Lo}
FDE | ET;‘-\.QQ‘I"&F LREDRGCEFGQGHNLMS TPQ&&D&F&S L LDRQK&S GCORPVHCGCHETAP
FOE Fos Ti0 720 TI0 FE
Site Record Legend
o BIMDIMNG SITE FORE EESIDUE MG B 802 (SOFT WARE)
o EIMFDIMNG SITE FOR RESIDUE C2ZE B S01 (SOFT WARE)

DSSP Legend
E: beta strand

g, T turn
ermpty. No secondary structure assigned
o 2/10-helix
=; B: beta briclge
5 bend

™ ™ H: alpha helix
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SEQUENCE

PXO_0Z28TTEAL

SEQUENCE

PXO_0Z28TTEAL

SEQUENCE

PXO_0Z28TTEAL

SEQUENCE

PXO_0Z28TTEAL

SEQUENCE

PXO_0Z28TTEAL

SEQUENCE

PXO_0Z28TTEAL

Jemboss NEEDLE
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20

101

TH

150
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200
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250

224
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