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Create alert Advanced

COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: hitps://www.coronavirus.gov .

Get the latest research from NIH: https://www.nih.gov/coronavirus.
Find NCBI SARS-CoV-2 fiterature, sequence, and clinical content: httos //www.ncbi.nim nih.gov/sars-cov-2/.
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energy-dependent translational throttle protein EttA

Bacteria

ABC transporter ATP-binding protein similar to EttA, which is a translational factor that controls the entry
of 70S ribosomal complex into the translational elongation cycle through an ATP/ADP dependent
mechanism

WP_000046749.1

Protein family =~ RefSeq protein  Identical protein groups ~ PubMed (22)
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Desulfoluna spongiiphila isolate Desulfoluna spongiiphila strain DBB genome assembly, contig:
DBBSCAFFOLD_1_C2, whole genome shotgun sequence

6,296,034 bp linear DNA
Accession: CABVLC010000002.1
BioProject BioSample Protein

GenBank FASTA Graphics

Gl: 1743652303
Taxonomy

Burkholderia cepacia strain BC16 chromosome 1, complete sequence
3,688,624 bp circular DNA
Accession: CP045235.1 GI- 1770636962

Assembly BioProject BioSample Protein Taxonomy
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Results by taxon
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More...
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& - C & ncbinim.nih.gov/protein/WP_000046749.1
ACCESSION  WP_020046749
VERSION 1P_22e046749.1
KEYWORDS RefSeq.
SOURCE Proteobacteria
ORGANISM Proteobacteria
Bacteria.
REFERENCE 1 (residues 1 to 555)
AUTHORS Liu,Z., Jacobs,M., Schaff,D.A., McCullen,C.A. and Binns,A.N.
TITLE ChvD, a chromosomally encoded ATP-binding cassette
transporter-homologous protein involved in regulation of virulence
gene expression in Agrobacterium tumefaciens
JOURNAL J. Bacteriol. 183 (11), 3310-3317 (2001)
PUBMED 11344138
COMMENT REFSEQ: This record represents a single, non-redundant, protein
sequence which may be annotated on many different RefSeq genomes
from the same, or different, species.
##Evidence-For-Name-Assignment-START##
Evidence Category :: HMM
Evidence Accession :: NF@@8775.9
Evidence Source : NCBI Protein Cluster (PRK)
Source Identifier :: PRK11819
##Evidence-For-Name-Assignment-END##
COMPLETENESS: full length.
FEATURES Location/Qualifiers
source 1..555
/organism="Proteobacteria"
/db_xref="taxon:1224"
gene 1..555
/gene="ettA"
Protein 1..555

ORIGIN

1/

=

61
121
181
241
301
361
421
481
541

/product="energy-dependent translational throttle protein
EttA"

/calculated_mol_wt=62312

1..555

/region_name="PRK11819"

/note="putative ABC transporter ATP-binding protein;
Reviewed"

/db_xref="CDD:236392"

magfvytmhr vgkvvppkrh ilknislsff pgakigvlgl ngagkstllr imagidkdie
gearpqpdik igylpgepql npehtvresi eeavsevvna lkrldevyal yadpdadfdk
laaeqgrlee iiqahdghnl nvgleraada lrlpdwdaki anlsggerrr valcrlllek
pdmllldept nhldaesvaw lerflhdfeg tvvaithdry fldnvagwil eldrgegipw
egnysswleq kdqrlaqeas geaarrksie kelewvrqgt kgrgskgkar larfeelnst
eygkrnetne 1fippgprlg dkvlevsnlr ksygdrllid dlsfsipkga ivgiigpnga
gkstlfrmis gqeqpdsgti tlgetvklas vdgfrdsmdn sktvweevsg gldimkignt
empsrayvgr fnfkgvdqgk rvgelsgger grlhlakllg vggnmlllde ptndldietl
ralenallef pgcamvishd rufldriath ildyqdegkv effegnftey eeykkrtlga
dalepkriky kriak

-
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Protein clusters for WP_000046749.1 cos

Energy-dependent translational throttle protein
EttA - ChvD; in Agrobacterium tumefaciens,
mutations in both Walker boxes were found to
Total proteins: 379

Total genera: 0

Conserved in: Bacteria

Related information
BioProject

Nucleotide

PubMed

Taxonomy

BioSystems

CDD Search Results
Conserved Domains (Concise)
Conserved Domains (Full)

Full textin PMC

Genome

Genomic records

Protein (UniProtkKB)

Protein Clusters

PubMed (RefSeq)

PubMed (Weighted)
Referencing proteins

Related Structures (Summary)

Species level organisms

LinkOut to external resources A

Transcript/Protein Information
[PANTHER Classification System]

Protein Ontology Consortium
[Protein Ontology Consortium]
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Advanced Help

COVID-18 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: https-//www.coronavirus.gov .

Get the latest research from NIH: httos:/www nih.gov/coronavirus.
'Find NCBI SARS-CoV-2 literature, sequence, and clinical content: hitps:/www ncbi.nim.nih.gov/sars-cov-2/.

Gene sources Tabular » Sort by Relevance » Send to: = Hide sidebar >>
RO Filters: Manage Filters
Categories Links from Protein
Annotated genes Results by taxon -
Protein-coding Items: 2 :
) : . Top Organisms [Tree]

Sequence content Showing Current items. Escherichia fergusonii (1)
RefSeq Shigella boydii (1)

Name/Gene ID = Description Location | Aliases
Status clear

v Current O ettA energy-dependent translational throttle protein EttA [Shigella BUKGE7_RS04745

1D: 58383867 boydil] Find related data =
Clear all O ettA energy-dependent translational throttle protein EttA HVX34_RS16805, Database: | Select ¥

ID: 53349935 [Escherichia fergusonil] HVX34_16800
Show additional fiiters

Recent activity oz
Tum Off Clear
Q Gene Links for Protein (Select 4459638894) (2)
Gene
B MULTISPECIES: energy-dependent
translational throttle protein EttA Protein
Q_ energy-dependent translational throttle protein
EttA (54932) Nucleotide
B Escherichia coli BL21 chromosome, complete
genome Nucleotide
Q, (energy-dependent translational throttle protein
EttA) AND "Esche... (7612) Nucleotide
See more...
You are here: NCBI > Genes & Expression > Gene Support Center
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& C & ncbinlm.nih.gov/nuccore/NZ_CP055696.17report=genbank&from=34487978&to=3450464&strand =true B & @n ®@ & 6 :
cos 1..1668 -
/gene="ettA"

/locus_tag="HVX34_RS16805"
/old_locus_tag="HVX34_16800"
/inference="COORDINATES: similar to AA
sequence:RefSeq:WP_017145039.1"
/note="Derived by automated computational analysis using
gene prediction method: Protein Homology."
/codon_start=1
/transl_table=11
/product="energy-dependent translational throttle protein
EttA"
/protein_id="WP_000046749.1"
/db_xref="GeneID:58349935"
/translation="MAQFVYTMHRVGKVVPPKRHILKNISLSFFPGAKIGVLGLNGAG
KSTLLRIMAGIDKDIEGEARPQPDIKIGYLPQEPQLNPEHTVRESIEEAVSEVVNALK
RLDEVYALYADPDADFDKLAAEQGRLEEIIQAHDGHNLNVQLERAADALRLPDWDAKI
ANLSGGERRRVALCRLLLEKPDMLLLDEPTNHLDAESVALLERFLHDFEGTVVAITHD
RYFLDNVAGWILELDRGEGIPWEGNYSSWLEQKDQRLAQEASQEAARRKSIEKELEWY
RQGTKGRQSKGKARLARFEELNSTEYQKRNETNELFIPPGPRLGDKVLEVSNLRKSYG
DRLLIDDLSFSIPKGAIVGIIGPNGAGKSTLFRMISGQEQPDSGTITLGETVKLASVD
QFRDSMDNSKTVWEEVSGGLDIMKIGNTEMPSRAYVGRFNFKGVDQGKRVGELSGGER
GRLHLAKLLQVGGNMLLLDEPTNDLDIETLRALENALLEFPGCAMVISHDRIFLDRIA
THILDYQDEGKVEFFEGNFTEYEEYKKRTLGADALEPKRIKYKRIAK"
ORIGIN
1 gtggctcaat tcgtttatac catgcatcgt gtcggeaaag ttgttccgec gaaacgtcat
61 attttgaaas acatctctct gagtttcttc cctggggcas aaattggtgt cctgggtctg
121 aacggcgegg gtaagtctac cctgetgege attatggegg geattgstaa agacatcgaa
181 ggtgaagcge gtccgeagee agacatcaag attggttacc tgccacagga acctcagetg
241 aacccggaac acaccgtgeg tgagtccatt gaagaagecgg tttctgaagt ggttaacget
301 ctgaaacgtc tggatgaagt ctatgcgctg tacgccgatc cagatgccga ttttgacaag
361 ctggccgetg aacaaggecg tctggaagag atcattcagg ctcacgacgg tcacaacctg
421 aacgttcagc tggagcgtge ggcggatgeg ctgegtctge cggatiggga cgcgaaaatc
481 gctaacctct ccggtggtga gegtcgtege gtggegtigt gocgectget getggaaaaa
541 ccagacatgc tgctgctcga cgaaccgacc aaccacctgg atgecgaatc cgtagcatgg
601 ctggaacgct tcctgcacga cttcgaggge accgtggtgg cgattaccca cgaccgttac
661 ttcctcgata acgttgcagg ctggatcctc gaacttgacc gcggtgaagg tattccgtgg
721 gasggtaact actcctcctg gctggageag asagatcage gtctggegea ggaagettica
781 caagaagcag cgcgtcgtaa gtcgatcgag aaagagctgg agtgggtacg tcagggaact
841 aaaggccgtc agtcgaaagg taaagcacgt ctggcgeget ttgaagagect gaacagcacc
901 gaatatcaga aacgtaacga aaccaacgaa ctgtttattc cacctggacc gecgtctggge
961 gataaagtgt tggasgtcag caacctgcgt aaatcttacg gcgatcgtct getgattgat
1021 gatctgagct tctcgatccc taasaggggeg atcgtcgggs tcatcggtcc gaacggegeg
1081 ggtaaatcaa ccctgttccg tatgatctct ggtcaggaac agccagacag cggcaccatc
1141 actttaggtg aaacggtgaa actggcatct gtcgatcagt tccgtgactc aatggataac
1201 agcasaaccg tttgggaaga agtttccgge gggctggats tcatgaagat cggtaacacc
1261 gagatgccaa gccgegecta cgttggecge tttaacttts aaggggttga tcagggtaaa
1321 cgcgttggeg aactctccgg tggtgagegt ggtegtctge atctggegaa getgetgeag
1381 gttggcggea atatgctget gectcgatgaa ccgaccaacg acctggatat cgaaaccctg
1441 cgcgcactgg aaaacgccct getggagttc ccgggetgeg cgatggttat ctcgeacgac
1501 cgttggttcc tcgaccgtat cgccacgcac atcctggact accaggatga aggtaaagtt
1561 gaattcttcg aaggtaactt tactgagtac gaagagtaca agaaacgcac gctgggegea
1621 gacgcgctgg agccgaageg tatcaagtac aagcgtattg cgaagtaa

1/
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Specialized searches

Find conserved domains in
across their entire span your sequence

Compare two sequences

Design primers specific to
your PCR template

Find proteins highly similar
to your query

(Needleman-Wunsch)

Search immunoglobulins Search sequences for vector Find sequences with similar Align sequences using
and T cell receptor contamination conserved domain domain and protein
architecture constraints

sequences

Establish taxonomy for
uncultured or
environmental sequences

BLAST is a registered trademark of the National Library of Medicine Support center  Mailing list
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Primer-BLAST A tool for finding specific primers

Finding primers specific to your PCR template (using Primer3 and BLAST).

_] Primers for target on one template | Primers common for a group of sequences |

i

Resetpage Save search parameters Retrieve recent results Publication  Tips for finding specific primers
PCR Template
Enter accession, gi, or FASTA sequence (A refseq record is preferred) &) Clear Range &  Clear
GTTGATCAGEETARACGCGTTGETGAACTCTCCGGTEETGAGCGCGGTCGTCTGCATCTGGCGAAGCTGCTGCAGGTTGGCGECAAC ~ From To BBECTU NOCNefoBaTeNnbHOCTL HYKNeoTA0B
ATGCTGCTGCTCGACGAACCAACCAACGACCTGGATATCEARACCCTGCGCGCECTGGAAAACGCCCTECTGEAGTTCCCGGRLTGT 3 Word
GCGATGGTTATCTCGCACGACCGTTGGT TCCTCACCATATCGCCACGCACATTCTGGATTACCAGRATGAAGGTARAGTTGAGTTC _ | Forward primer | | | | 13 A0KyMeHTa VVor
TTCGAAGETAACTTTACCGAGTACGAAGAGT ACAAGAAACGCACGC TGGECECAGACGCGCTGGAGC CEAAGCGTATCAAGTACAAG 5
CGTATTGCGAAGtaa @ | Reverse primer | | | |
Or, upload FASTA file BeibepuTe haiin | Oaiin He seibpaH
\/Primer Parameters

Use my own forward primer ) Clear
(5°->3' on plus strand) | | @ =
Use my own reverse primer | |@  clear YCTaHOBWUTL NapamMeTpbl NpanmMepos,
(5'->3' on minus strand) = anwdy MNUP-npoaykTa

Min Max
PCR product size [600 | [1500
# of primers to return

Min Opt Max Max Tm difference
Primer melting temperatures  [50.0 | [55.0 | [63.0 | [5 7]
(Tm)

Exonfin selection A refseq mRNA sequence as PCR template input is required for options in the section &

Exon junction span [No preference v]|@
Exon junction match Min 5'match  Min 3' match  Max 3' match

7 | [4 | [s |

Minimal and maximal number of bases that must anneal to exons at the 5' or 3' side of the junction &
Intron inclusion () Primer pair must be separated by at least one intron on the corresponding genomic DNA &)
Intron length range Min Max

[1000 |  [1000000 | &

Note: Parameter values that differ from the default are highlighted in yellow

\/Primer Pair Specificity Checking Parameters
Specificity check Enable search for primer pairs specific to the intended PCR template &) BbIpaBHWUBaHIe npaivMepos

Search mode W

Database | Refseq representative genomes v]@ ¥
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! (® Nucleotide Sequence for EG123« X & Primer designing tool

&« > C & ncbi.nim.nih.gov/tools/primer-blast/index.cgi?LINK_LOC=BlastHome & & Vb © » e :
EXON juncuon span | No preterence v ~
Exon junction match Min 5" match  Min 3' match  Max 3" match

7 | [4 | [s

Minimal and maximal number of bases that must anneal to exons at the 5' or 3' side of the junction &
Intron inclusion () Primer pair must be separated by at least one intron on the corresponding genomic DNA &)
Intron length range Min Max

[1000 |  [1000000 | &

Note: Parameter values that differ from the default are highlighted in yellow
Primer Pair Specificity Checking Parameters

Specificity check Enable search for primer pairs specific to the intended PCR template &

Search mode Automatic vie °

Database \I [ Refseq representative genomes V| L

Exclusion [C] Exclude predicted Refseq transcripts (accession with XM, XR prefix) | Exclude unc dienvir le sequences &
Organism \f [Escherichia coli str. K-12 substr. MG1656 (taxid:511145) |

Enter an organism name (or organism group name such as enterobacteriaceae, rodents), taxonomy id or select from the suggestion list as you type. @

Add more organisms
Entrez query (optional) [ |

@

Primer specificity stringency  primer must have at least total mismatches to unintended targets, including
at least mismatches within the last| 5 v | bps atthe 3'end. &

Ignore targets that have | 6 v | or more mismatches to the primer. &

Max target size |4000 )

Allow splice variants [CJ Allow primer to amplify mRNA splice variants (requires refseq mRNA sequence as PCR template input) (%]

‘ D Show results in a new window &8 Use new graphic view &)/

P Advanced parameters Note: Parameter values that differ from the default are highlighted in yellow

v

iling list Jou
Supportcenter  Mailing list
BLAST is a registered trademark of the National Library of Medicine PP €

NCBI > v w
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Primer-BLAST A tool for finding specific primers

Finding primers specific to your PCR template (using Primer3 and BLAST)

Input PCR template Icl|Query_1
Range 1-1668

Your PCR template is highly similar to the following sequence(s) from the search database. To increase the chance of finding specific primers, please review the list below and
select all sequences (within the given sequence ranges) that are intended or allowed targets.

Select: All None Selected:0

Accession Title Identity Alignment length Seq. start Seq. stop Gene
(ONC_000913.3 Escherichia coli str. K-12 substr. MG1655, complete genome 100% 1668 4628855 4630522 ettA

( Submit | () Show results in a new window

BLAST is a registered trademark of the National Library of Medicine Support center  Mailing list

NCBI ”* / et

) ) ) NATIONAL q\ Uh.\.gov
National Center for Biotechnology Information, U.S. National Library of Medicine |\|‘»;y~:}ze\|:\t '\ et i
8600 Rockville Pike, Bethesda MD, 20894 USA ;

Policies and Guidelines | Contact
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!l (@ Nucleotide Sequence for EG123- X &3 Primer-Blast results

< c

8 ncbi.nim.nih.gov/tools/primer-blast/primertool.cgi?ctg_time=1602150459&job_key=5uw5jhurFgMxOYY8ilyiDvFHszzcVKgh3Q

B v NationalLibrary of Medicine NCBI National Center for Biotechnology Information

Sign in to NCBI

Primer-BLAST » 1o Ip:5uwsjhurFgMxOYY8ilyiDvFHszzcVKgh3Q

Primer-BLAST Results &
Input PCR template Icl|Query_1
Range 1-1668
Specificity of primers

Primers may not be specific to the input PCR template as targets were found in selected database:RefSeq Representative Genome Database (Organism limited
to Escherichia coli str. K-12 substr, MG1655)...help on specific primers
Other reports & Search Summary

©Graphical view of primer pairs

) S Query_i~ | Find: vl @ i = R Tools~ | LeTracks~ & 2

(U) Primer pairs for job SuwSihurFgMxOYYSilyiDvFHszzcVKgh3Q

s ol ow
Primer l$ %
Primer 2 % é
Primer 3 $ %
Primer 4 % é
Primer § % é
Primer & % é
Primer 7 % $
Primer 8 % é
Primer 9 % é
Primer 18 % é
1 108 200 |300 |400 5o 508 [7o0 |28 |508 1K [t.100 1,200 1,308 1,400 1508 | 1esg
Query_1: 1..1.7K (1,668 nt)

" ¥ Tracks shown: 2/4

©Detailed primer reports

Primer pair 1

Sequence (5'->3') Template strand Length Start Stop Tm  GC% Self complementarity Self 3' complementarity
Forward primer ~ ATGGGTACGTCAAGGTACTA Plus 20 822 841 5498 4500 6.00 3.00
Reverse primer  TACTTCGCAATACGCTTGTA Minus 20 1667 1648 54.95 40.00 4.00 2.00
Product length 846

Products on potentially unintended templates
>NC_000913.3 Escherichia coli str. K-12 substr. MG1655, complete genome

product length = 846
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BbibpaTb ogHy-ABe napbl NpanMepoB U3 NpeanoXeHHbIX,
nocrnenoBaTenbHOCTb NpanMepoB CKOMMPOBATL B YXKe CO34aHHbIN BaMu
nokymeHT Word

Momumo gokymeriTa Word, Takoke 0TNpaBLTe CKRUHWIOT CTP3kHdkibinGaloA06paHHbIMM

A
I-I pa M M e pa—M M Cc @ ncbi.nim.nih.gov/tools/primer-blast/primertool.cgi?ctg_time=1602150459&job_key=5uw5jhurFgMxOYY8ilyiDvFHszzcVKgh3Q B & @a ®@ » e

©Detailed primer reports

Primer pair 1

Sequence (5"->3') Template strand Length Start Stop Tm GC% Self complementarity Self 3' complementarity
Forward primer ~ ATGGGTACGTCAAGGTACTA Plus 20 822 841 5498 4500 6.00 3.00
Reverse primer TACTTCGCAATACGCTTGTA Minus 20 1667 1648 5495 40.00 4.00 2.00

Product length 846

P : ded 1

Products on pc y P
>NC_000913.3 Escherichia coli str. K-12 substr. MG1655, complete genome

product length = 846
Forward primer 1 ATGGGTACGTCAAGGTACTA 28
Template 4629701 ...eveseeiinvenaanee 4629682

Reverse primer 1 TACTTCGCAATACGCTTGTA 20
Template 4628856 cacisiisensviaaiensi 4628875

Primer pair 2

Sequence (5'->3') Template strand Length Start Stop Tm GC% Self complementarity Self 3' complementarity
Forward primer ~ GGAAGGTAACTACTCCTCCT Plus 20 720 739 5495 50.00 6.00 2.00
Reverse primer CTTGTACTCTTCGTACTCGG Minus 20 1602 1583 55.09 50.00 4.00 1.00

Product length 883

11 : s I

Products on p¢ ially p
>NC_000913.3 Escherichia coli str. K-12 substr. MG1655, complete genome

product length = 883
Forward primer 1 GGAAGGTAACTACTCCTCCT 28
Template 4629803 .e.ecersiiseviansree 4629784

Reverse primer 1 CTTGTACTCTTCGTACTCGG 2@
Template 4628921 ..eeesesevsensaaneee 4528942

Primer pair 3

Sequence (5'->3) Template strand Length Start Stop Tm GC% Self complementarity Self 3' complementarity
Forward primer ~ CTCTCTGAGTTTCTTCCCTG Plus 20 75 94 5481 50.00 5.00 1.00
Reverse primer TAGTACCTTGACGTACCCAT Minus 20 841 822 5498 4500 6.00 2.00

Product length 767

T : Aok 1

Products on pc y P
>NC_000913.3 Escherichia coli str. K-12 substr. MG1655, complete genome
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l @ Nucleotide Sequence for EG123- X & Primer-Blast results X QF NEB Tm Calculator

-

& > C @ tmcalculator.neb.com/#!/main % 90 % O :

&;‘\;}EW ENGLAND ) he I
Tm Calculator BioLabs,.

version 1.13.0 () FEEDBACK  ? HELP
Product Group
Use the NEB Tm Calculator to estimate [ Tag DNA Polymerase vl Anneal at
an appropriate annealing temperature
when using NEB PCR products. Polymerase/Kit 63 OC
Instructions | Taq DNA Polymerase with Standard Taq Buffer V|
= Select the product group of the Primer Concentration (nM)
polymerase or kit you plan to o ~ .
o 40 | > Reset concentration
= Select the polymerase or kit from Primer 1
the list of products. Primer 1 22 nt
= If needed, modify the | GCCGCCTGCTGCTGGAAAAACC 64% GC
recommended primer Tm: 68°C
concentration. Prifiér2
= Enter primer sequences (with up IGGCGCGGCT‘TGGCATCTCGl ]
to 3 ambiguous bases). Spaces
allowed.
Primer 2
Note that an anealing temperature will Switch to batch mode Clear 19 nt
only be displayed if both primer Use example input 74% GC
sequences are entered. Tm: 70°C

1| ) ABOUT THIS TOOL @ HISTORY LLTOOLS ( ;7 TECH SUPPCORT

© Copyright 2020 New England Biolabs. All Rights Reserved.
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