Gene Annotation Lab Notebook

Alternate Open Reading Frame
The alternative ORFs page is available via the JGI gene homepage, can be accessed by clicking on “Gene details”. This function allows you to examine the codons around the proposed start codon, possibly locating a more appropriate or likely place for the gene to start.
Enter proposed DNA coordinates:


Reasoning:


Basic Information
DNA Coordinates:
34535..37150 (-)

DNA Sequence:
>2500587674 Methyl-accepting chemotaxis protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (-)strand

ATGAGCAAGTCGTCAGGGATTAGTAATCAGATCGAGCGGTTACTGCCGGA

CCAGATCAGGAAACGATACGTCCGGAAGTTTCTGCTGGTCGTCGCTGTCG

TGACAGTGTTCGTTCTGGTGGTCGGATTTCTCGCACAGTCCTCAGTCGGG

GCACAACTGACGGACATGCGAACCCAGCAGCTCGAATCGTCGGTCACCCA

GACTGCGGACTCGATGCAACAGTGGGATCAACGGCAGCGTGACACCGCGA

CGATGATCGCCAACCACTACATGACCTCGCAGTTCAACGCTGACGGGATC

AAAGACACCATCTCCGGCGAAGTGTTGGCGCGGGATCTGCTTACGACGAT

CCACTACGTCAACATCGAAAACGGGGAGATAATCAGATCAACGACGGACG

GTCTGCAGGGAGAACCCCTCGCCGCCCGGAACCTGTCGTGGGAACGGAAC

GGCATCACCCCGGCGAACGGCGATCACAGTACCGGGGCTCGGACGTTCTA

CACCGTCGATGGAGAGACGAGACTCGCCTACATCAGCCGGACGCCGGATG

CGACCACCGGGATGATCCTCGTCTACGATGTGCACGGCCGTGCGAGCGAC

CTCACGGCGTCGATCGAGAACGGATCGACGACTGTCGTCCACGAGGACGG

GACGATACTATTTGACGAAGACAAAAACGTGACGCTGACGGCGTACGGCG

GCGGGAACGGGACGGTCGAGATGATTCAGGAAGCCAGAAACGGAAGCGTC

GGCGTGACATCGCAAGGAGACGAGCTAGTGGGATACGCGCCAGTCAACGA

GACCGACTGGATTGCCCTCGAACACGCGCCGAAGTCGACGGCCTTCGCCC

TGCGGGACTCGGTCACCAACCAGTTGATAATCGTGATCGGAGTTACACTT

GCGGGACTGCTGGCGTTGACGTTGTTCGTCCGGCAGGACATCATCCCGTC

GATGAGATCCGTCAGCGAGGGGGCAAACGAGATCGCGGCCGGGAATCTCG

ACGTCGATATCAAAGACGACGGTCGGATCGACGAGATCGGCCAGGTACGG

GACGCGTTCAGAGAGACGCGATCGTACCTCGGCGTCGTCGCGGACAAATC

GGAGGCGCTGGCTCGCCAGGACTTCGATGATCCGGTCATGGACGAGGACG

TTCCGGGTGAGCTCGGCGAGTCGCTTGACTCGATGCGGGCAGACCTCCAG

GAGTCCATCGAGGAGATCGAAGCCGCCAGAAAGCAGGCCCAGGTGTCCGA

AGCTGAGGCCAAGGAGCTAGCCGAATCTCTCCAGACCAAGGCCAACGAGT

TCAGCACCGTCATGGCCAATGCGGCCGACGGTGATCTGACCCAGCGGCTC

GACGAAACCGCCGAGAACGAGGCGATGGCAGACATCGCGGTCGCGGCTAA

CGAGATGCTGGCGGAGCTCCAGGACGCGCTCACACAGGTCAGGACCTTCG

CCGCGGATGTCGACGACTCCGCCGAGGACATCGCTTCGAGTGCCCGCGAG

GTCAAACGGGTAAGCGAGGACGTGAGTTCCTCGGTCCAGGAGATCGCAAA

CGGATCCGACCGCCAGAACGAGAACGTCCAGGCCGCCGCCGACGAGTTGA

CCGACCTCTCGGCGACGATCGAGGAGGTGGCCTCCTCCGCGGACGAGGTC

GCCCAGAAGTCCCAGCAGGCCGCTGAACTCGGCGAGACCGGGCGGCAATA

CGGCTCGGACGCGGTCGAGGAGATGAACGCGGTCGAGAGCCAGGCCGAGG

CCACCATCGAGGAGGTCGAGAGCCTCGAATCGGCGATGACCGAGATCGAG

GAGATCGTCGAACTCATCGACGAGATCGCCGATCAGACGAACATGCTCGC

GTTGAACGCTTCGATCGAGGCCGCGCGCGCGGGCGAAGCGGGTGAAGGCT

TCGCCGTCGTCGCCGACGAGATCAAGAGCCTCGCCGCCGAGACGAGCGAC

GCGACCCAGGACATCGAACGGCGCATCGAGGACGTCCAGTCGGCGACCGA

CCACGTCGCCGACGACATGCACGATATGGGCGAGAGCGTCACCGACGGTA

TCGAGACCGTCGAAGACACCGTCCAGCTCTTAGAGGAACTCGTCGGGCAG

GTCGAGGAAGCCAACACCGGCATCCAGTCGATCAACGACGCGACCGACGA

CCAGGCCGCAAGCACCGAGGAGGTCGTCGCGATGATGGACGAGGTCGGTT

CGATCAGCGAGGAGACCGCGAGCCAGGCCGAGAACGTCTCGGCCGCCGCC

GAGGAACAGACGGCGTCGATCACGCAAGTCAGCAGTCGGATCCAGTCACT

GGCGGAGCAATCCACCGAACTCAGGGACGTCATCGATCGCTTCGAGGTCG

AAGGCGACAGTGACACGGCCACCGAACGGAACGAAGACGACACCGGATTC

GAGTTCGGCACCGATTCGGCGATAGACGAGACCGAAGCGGCGGACGGCGA

AGCCGACTGGAGCGTCGACAGTGGAGAGGAAAGCGACAACGGCGTCGACC

TGGTCGACGGACAGGAACCGGACGAAGCAGACGACGATATCGGACTTGGT

GGTGAGGATGGGGCCGCGATGGACGACTCCGAGGCGGCACCCGACGGCGG

TGACACCGATCGCTGA


Protein Sequence:
>2500587674 Methyl-accepting chemotaxis protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6]

MSKSSGISNQIERLLPDQIRKRYVRKFLLVVAVVTVFVLVVGFLAQSSVG

AQLTDMRTQQLESSVTQTADSMQQWDQRQRDTATMIANHYMTSQFNADGI

KDTISGEVLARDLLTTIHYVNIENGEIIRSTTDGLQGEPLAARNLSWERN

GITPANGDHSTGARTFYTVDGETRLAYISRTPDATTGMILVYDVHGRASD

LTASIENGSTTVVHEDGTILFDEDKNVTLTAYGGGNGTVEMIQEARNGSV

GVTSQGDELVGYAPVNETDWIALEHAPKSTAFALRDSVTNQLIIVIGVTL

AGLLALTLFVRQDIIPSMRSVSEGANEIAAGNLDVDIKDDGRIDEIGQVR

DAFRETRSYLGVVADKSEALARQDFDDPVMDEDVPGELGESLDSMRADLQ

ESIEEIEAARKQAQVSEAEAKELAESLQTKANEFSTVMANAADGDLTQRL

DETAENEAMADIAVAANEMLAELQDALTQVRTFAADVDDSAEDIASSARE

VKRVSEDVSSSVQEIANGSDRQNENVQAAADELTDLSATIEEVASSADEV

AQKSQQAAELGETGRQYGSDAVEEMNAVESQAEATIEEVESLESAMTEIE

EIVELIDEIADQTNMLALNASIEAARAGEAGEGFAVVADEIKSLAAETSD

ATQDIERRIEDVQSATDHVADDMHDMGESVTDGIETVEDTVQLLEELVGQ

VEEANTGIQSINDATDDQAASTEEVVAMMDEVGSISEETASQAENVSAAA

EEQTASITQVSSRIQSLAEQSTELRDVIDRFEVEGDSDTATERNEDDTGF

EFGTDSAIDETEAADGEADWSVDSGEESDNGVDLVDGQEPDEADDDIGLG

GEDGAAMDDSEAAPDGGDTDR

Isoelectric Point (pI):
3.6910

Sequence-based Similarity Data
BLAST
Gene product name:


Organism (top hit):
>ref|YP_136942.1| Gene info MCP domain-containing signal transducer [Haloarcula marismortui 

ATCC 43049]

 gb|AAV47236.1| Gene info MCP domain signal transducer [Haloarcula marismortui ATCC 43049]

Length=795

 Score =  605 bits (1560),  Expect = 5e-171, Method: Compositional matrix adjust.

 Identities = 364/776 (46%), Positives = 521/776 (67%), Gaps = 6/776 (0%)

Query  10   QIERLLPDQIRKRYVRKFLLVVAVVTVFVLVVGFLAQSSVGAQLTDMRTQQLESSVTQTA  69

            ++E+ LPD +R+ Y+RK  L++  + + V  V   A+ +V  +LT+ R  +L++   QTA

Sbjct  2    KLEQRLPDVVRQTYLRKLALIILCIALLVAGVSVTAERTVADELTEQRENELQTGAVQTA  61

Query  70   DSMQQWDQRQRDTATMIANHYMTSQFNADGIKDTISGEVLAR-DLLTTIHYVNIENGEII  128

             +   W + QR+ A  ++        +   I+  +  +   + + +  IHYVN E  EI 

Sbjct  62   TTTADWVRSQRNAARTLSTLSDVQDGSPTMIRGALQRQAFYQPESVYAIHYVNEETLEIK  121

Query  129  RSTTDGLQGEPLAARNLSWERNGITPANGDHSTGARTFYTVDGETRLAYISRTPDATTGM  188

             S+    +   L   +  WE  G+    G +S    T YT DG   +A+ S    +   +

Sbjct  122  ESSLSDRRQTSLRTDDFEWE-GGVLSVTGSNSVDMSTVYTYDGGKYIAFASPVARSDKLV  180

Query  189  ILVYDVHGRASDLTASIENGSTTVVHEDGTILFDEDKNVTLTAYGGGNGTVEMIQEARNG  248

            ++V++V  R +    SI+ G T +V +DGT+ F ED +   T Y         +     G

Sbjct  181  VVVHNVTARTAQFRNSIDGGETRIVRQDGTVQFAEDASTIGTQYNVSAN----LSALTTG  236

Query  249  SVGVTSQGDELVGYAPVNETDWIALEHAPKSTAFALRDSVTNQLIIVIGVTLAGLLALTL  308

              GV   G  LV    V++T WI ++ APKSTAFALRDS+    I +IGV+LAG   + +

Sbjct  237  DSGVARSGPYLVAAESVDDTPWIVVKQAPKSTAFALRDSIIGSFIAIIGVSLAGFAVIGV  296

Query  309  FVRQDIIPSMRSVSEGANEIAAGNLDVDIKDDGRIDEIGQVRDAFRETRSYLGVVADKSE  368

             V + I+ S+R +S  A  +A GN D DIK   R+DE+G V++AF E ++YL  VA +++

Sbjct  297  VVGRGIMQSLRRLSTQAEALAVGNFDTDIKQSDRLDEVGDVQNAFYEMKTYLDTVAAQAD  356

Query  369  ALARQDFDDPVMDEDVPGELGESLDSMRADLQESIEEIEAARKQAQVSEAEAKELAESLQ  428

            AL+RQ FDDP +D+DVPG+LG SL SM  +L+  I ++E A+++A+ S+AEA+E+A +L+

Sbjct  357  ALSRQAFDDPALDKDVPGQLGASLSSMHGNLESFISDLEQAQQEAEESKAEAEEIAGTLE  416

Query  429  TKANEFSTVMANAADGDLTQRLDETAENEAMADIAVAANEMLAELQDALTQVRTFAADVD  488

             +A EFS VM  AADGDLTQRLD   +N+AMADIA A N+MLA+L   + ++R FA DVD

Sbjct  417  QQAEEFSAVMRQAADGDLTQRLDTDTDNDAMADIAAAFNDMLAQLGQTVMRIREFADDVD  476

Query  489  DSAEDIASSAREVKRVSEDVSSSVQEIANGSDRQNENVQAAADELTDLSATIEEVASSAD  548

             SA+ I +SA EV+  SE+VS SVQEIA+G++ Q EN++   DE++ LSAT+EEVA+ AD

Sbjct  477  GSADQITASATEVRGASEEVSESVQEIADGAETQYENIEETVDEMSGLSATVEEVAAQAD  536

Query  549  EVAQKSQQAAELGETGRQYGSDAVEEMNAVESQAEATIEEVESLESAMTEIEEIVELIDE  608

            EVA  S +AAE+GETG +  S+A+E MN +E++A+ TI+ VESL+  M +I +IV+LID+

Sbjct  537  EVATTSNEAAEIGETGSERASEAIEVMNDIETRADETIDRVESLDDEMEQIGDIVDLIDD  596

Query  609  IADQTNMLALNASIEAARAGEAGEGFAVVADEIKSLAAETSDATQDIERRIEDVQSATDH  668

            IA+QTNMLALNASIEAARAGEAGEGFAVVADEIK LA ET++AT+++   IEDVQ  T  

Sbjct  597  IAEQTNMLALNASIEAARAGEAGEGFAVVADEIKGLAQETTEATEEVSTVIEDVQDTTGD  656

Query  669  VADDMHDMGESVTDGIETVEDTVQLLEELVGQVEEANTGIQSINDATDDQAASTEEVVAM  728

               D+  MG+SVTDGI+TV+D ++ LE +V +VEE N GIQSI+DATD+QAA+TEEVVAM

Sbjct  657  AVTDIRQMGDSVTDGIDTVDDAIESLEAIVDRVEEVNDGIQSISDATDEQAATTEEVVAM  716

Query  729  MDEVGSISEETASQAENVSAAAEEQTASITQVSSRIQSLAEQSTELRDVIDRFEVE  784

             DEVG+ISEETAS AENV+AAAEEQTA+I +V+S I+SL++Q+ +L +++  F+V+

Sbjct  717  TDEVGTISEETASSAENVAAAAEEQTATINEVTSGIESLSDQAGDLSELLQTFDVD  772


CDD
goto http://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml
Number of Significant COG hits:
1

COG Name:
Methyl-accepting chemotaxis protein

Score:
162

E-value:
1.0e-40

Description:
Signal transduction, Cell motility
Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer). Thought to undergo reversible methylation in response to attractants or repellants during bacterial chemotaxis.

TIGRfam
goto http://tigrblast.tigr.org/web-hmm/
Model      Description                              Score    E-value   N 

PF00015   MCPsignal: Methyl-accepting chemotaxis p  193.6    6.3e-55   1

PF00672    HAMP: HAMP domain                         37.0    8.6e-08   1

Cellular Localization Data:

TMHMM
goto http://www.cbs.dtu.dk/services/TMHMM-2.0/ 

Number of Predicted TMH’s:
1

Transmembrane Topology graph:
[image: image1.png]TMHMM posterior probabilities for 2500587674
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Comment:


SignalP
goto http://www.cbs.dtu.dk/services/SignalP/ 
Signal Peptide Probability:
0.001
Signal Peptide Graph:
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PSORT
goto http://psort.ims.u-tokyo.ac.jp/form.html 

plasma membrane --- Certainty= 0.600(Affirmative) < succ>
Golgi body --- Certainty= 0.400(Affirmative) < succ>
endoplasmic reticulum (membrane) --- Certainty= 0.300(Affirmative) < succ>
mitochondrial inner membrane --- Certainty= 0.100(Affirmative) < succ>

Phobius
goto http://phobius.sbc.su.se/
Note: If the report states that the protein is non cytoplasmic or cytoplasmic, it simply predicts that no transmembrane helices are likely. It should not be used as a predictor of location.
Enter Graph:
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Final Hypothesis: Where do you expect to find this protein?
Transmembrane

Duplication and Degradation:

Paralog:
Number of significant paralog hits:
21

Top hit Length, Score, E-value, Identity, Positives, and Gaps:
760aa, 395, 3.03-108, 33.04%

Alignment:
CLUSTAL W (1.82) multiple sequence alignment

2500588775.HutaDRAFT_11400      ------MPEKRTGVLPSFVRERYTARLGVALAFAVVIMIAFGGVISAQTS

2500587674.HutaDRAFT_00390      MSKSSGISNQIERLLPDQIRKRYVRKFLLVVAVVTVFVLVVGFLAQSSVG

                                      :.::   :**. :*:**. :: :.:*...*:::..* : .:...

2500588775.HutaDRAFT_11400      GELRTDVEDDLTTQSNAQADQLETWLSAVEGDVRTTTKLPIFGSGTVDQI

2500587674.HutaDRAFT_00390      AQLTDMRTQQLESSVTQTADSMQQWDQRQRDTATMIANHYMTSQFNADGI

                                .:*     ::* :. .  **.:: * .  .. .   ::  : .. ..* *

2500588775.HutaDRAFT_11400      DRELEAMIANGDVPANVVAVHYLDTAEMEFLVSSSDTMEGVDPAEQGAAF

2500587674.HutaDRAFT_00390      KDTISGEVLARDLLT---TIHYVNIENGEIIRSTTDGLQGEPLAARNLSW

                                .  :.. :   *: :   ::**::  : *:: *::* ::*   * :. ::

2500588775.HutaDRAFT_11400      ATDPPTFTSPDEVYISQPFSVPIVDHPIVAAISPIEGAEDRALVYMIDLE

2500587674.HutaDRAFT_00390      ERNGITPANGDHSTGARTFYT--VDGETRLAYISRTPDATTGMILVYDVH

                                  :  * :. *.   ::.* .  **     *  .       .:: : *:.

2500588775.HutaDRAFT_11400      SRAAALSTSG-ATSTIVVDENGQYVAHPNTSKILEPYDG-----PAIETA

2500587674.HutaDRAFT_00390      GRASDLTASIENGSTTVVHEDGTILFDEDKNVTLTAYGGGNGTVEMIQEA

                                .**: *::*    ** **.*:*  : . :..  * .*.*       *: *

2500588775.HutaDRAFT_11400      NATNGSFLRQGDTVMGMTTMGTRGWTVLTQQPAEAAYALSAQINSDLLGL

2500587674.HutaDRAFT_00390      RNGSVGVTSQGDELVGYAPVNETDWIALEHAPKSTAFALRDSVTNQLIIV

                                .  . ..  *** ::* :.:.  .* .* : * .:*:**  .:..:*: :

2500588775.HutaDRAFT_11400      VLLAIINLGLIGVTIGSNTALSLRRLANRASEMGGGDLDVDLTTQ-RSDE

2500587674.HutaDRAFT_00390      IGVTLAGLLALTLFVRQDIIPSMRSVSEGANEIAAGNLDVDIKDDGRIDE

                                : ::: .*  : : : .:   *:* ::: *.*:..*:****:. : * **

2500588775.HutaDRAFT_11400      IGTLYRSFAEMR--------------------------------DSLRRK

2500587674.HutaDRAFT_00390      IGQVRDAFRETRSYLGVVADKSEALARQDFDDPVMDEDVPGELGESLDSM

                                ** :  :* * *                                :**   

2500588775.HutaDRAFT_11400      IDEAETAQDEAETARQEAEAERAEMEALSSHLEAKAEAYSDVLDRVADGD

2500587674.HutaDRAFT_00390      RADLQESIEEIEAARKQAQVSEAEAKELAESLQTKANEFSTVMANAADGD

                                  : : : :* *:**::*:...** : *:. *::**: :* *: ..****

2500588775.HutaDRAFT_11400      LTQRVDPDSDNDAMRTVGEELNIALEALETTVADVEAFAEDVSRSSDSVR

2500587674.HutaDRAFT_00390      LTQRLDETAENEAMADIAVAANEMLAELQDALTQVRTFAADVDDSAEDIA

                                ****:*  ::*:**  :.   *  *  *: ::::*.:** **. *::.: 

2500588775.HutaDRAFT_11400      RNADRVGEASRQVSQSIDEIFDGASEQSERLQDIAAEMETLSASAEEVAS

2500587674.HutaDRAFT_00390      SSAREVKRVSEDVSSSVQEIANGSDRQNENVQAAADELTDLSATIEEVAS

                                 .* .* ..*.:**.*::** :*:..*.*.:*  * *:  ***: *****

2500588775.HutaDRAFT_11400      SAQEVAQTSQQAAEVGETGRRAAEDAIEEMHAIEEETERTRQAINDLDSD

2500587674.HutaDRAFT_00390      SADEVAQKSQQAAELGETGRQYGSDAVEEMNAVESQAEATIEEVESLESA

                                **:****.******:*****: ..**:***:*:*.::* * : ::.*:* 

2500588775.HutaDRAFT_11400      LDEIGEIVDVITEIVEQTNMLAINASIEAAHS-NGGEGFAVVADEVKNLA

2500587674.HutaDRAFT_00390      MTEIEEIVELIDEIADQTNMLALNASIEAARAGEAGEGFAVVADEIKSLA

                                : ** ***::* **.:******:*******:: :.**********:*.**

2500588775.HutaDRAFT_11400      EETKDAAGDIEARIEQIQDQAGETVETMEATSERMAAGVETVTETVDSLE

2500587674.HutaDRAFT_00390      AETSDATQDIERRIEDVQSATDHVADDMHDMGESVTDGIETVEDTVQLLE

                                 **.**: *** ***::*. :....: *.  .* :: *:*** :**: **

2500588775.HutaDRAFT_11400      TIVERAETADQGIQEIDAATEDQAETAQQVMAMVDDLTAISQQTVTEADT

2500587674.HutaDRAFT_00390      ELVGQVEEANTGIQSINDATDDQAASTEEVVAMMDEVGSISEETASQAEN

                                 :* :.* *: ***.*: **:*** ::::*:**:*:: :**::*.::*:.

2500588775.HutaDRAFT_11400      VATAADEQTDSIAEVTTSAGDLLDRADELQSLLDRFTVEQTATDGG----

2500587674.HutaDRAFT_00390      VSAAAEEQTASITQVSSRIQSLAEQSTELRDVIDRFEVEGDSDTATERNE

                                *::**:*** **::*::   .* ::: **:.::*** **  :  .     

2500588775.HutaDRAFT_11400      --TGRISGGDAA--------------------------------------

2500587674.HutaDRAFT_00390      DDTGFEFGTDSAIDETEAADGEADWSVDSGEESDNGVDLVDGQEPDEADD

                                  **   * *:*                                      

2500588775.HutaDRAFT_11400      --------------------------

2500587674.HutaDRAFT_00390      DIGLGGEDGAAMDDSEAAPDGGDTDR

Structure-Based Evidence of Function:
Pfam-A
goto http://pfam.sanger.ac.uk/search
Number of significant Pfam-A matches:
2

Pfam name:
MCPsignal

Pairwise Alignment:
#HMM       *->eeqAsaieQvANGaedQierIEtaeasleqltATvreiAsNAEDVaqAsdlAkqAseeAdeGgKevanvvdemsqigqevddavqvveeLatssknIsdIisVIdeIAfQTNLLALNAAIEAARAGGNEqGRGFAVVAdEVRkLAerSAqaAkEIeqLIeeivkesndavesmektrtevevGveivekTgealkeIveaiaeiadevqeIAaaseEQSagieqinDsFAqaveridqvTqqnsAHirdiAAlaEEQaalveEasaAsesLseqAeeLtalvaqFklk<-*

#MATCH        e   s+++++ANG + Q+e++  a+  l  l+AT+ e+As A      + +++qA e  + G     + v em++++ + +   + ve+L+    +I++I++ IdeIA+QTN+LALNA+IEAARAG  E+G GFAVVAdE + LA+++ +a+  Ie  Ie++++ +  ++  m      v  G e+ve+T + l e v++++e+++ +q I  a++ Q+a+ e++     +   ++ +++++++    ++ A aEEQ+a+  + s+ + sL eq+ eL++ +++F+++   

#SEQ          EDVSSSVQEIANGSDRQNENVQAAADELTDLSATIEEVASSA---DEVAQKSQQAAELGETGRQYGSDAVEEMNAVESQAEATIEEVESLESAMTEIEEIVELIDEIADQTNMLALNASIEAARAG--EAGEGFAVVADEIKSLAAETSDATQDIERRIEDVQSATDHVADDMHDMGESVTDGIETVEDTVQLLEELVGQVEEANTGIQSINDATDDQAASTEEVV----AMMDEVGSISEETASQAENVSAAAEEQTASITQVSSRIQSLAEQSTELRDVIDRFEVE    784

HMM logo:


Key Functional Residues:


PDB
goto http://www.rcsb.org/pdb/search/searchSequence.do  

Number of Significant structure hits:
3

Top hit- Length, Score, E-value, Identity, Positives, Gaps:
304, 84.73, 2.15e-16, 68/304, 142/304. 7/304

Alignment:


Horizontal Gene Transfer Evidence:
goto http://www.ebi.ac.uk/tcoffee/ 

Tree

Phylogenetic tree diagram:


Gene Context

Ortholog Neighborhood Region and examples of similarities or differences:


Comment:


Chromosome View GC Heat Map

Characteristic GC% of genome:


Average GC% of gene:


Pathways:

KEGG
goto http://www.genome.jp/kegg/pathway.html 

Map Image:
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EcoCyc
goto http://ecocyc.org/ 

EC Number:
2.1.1.80
or
3.1.1.61
