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:
45627..47150 (+)

DNA Sequence:
>2500587681 hypothetical protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (+)strand

ATGACACGTGATGATACGGACGAACCGACGGGAGAATCGACTACCAGTGC

CACGACCACCGATTCCGGGGGGCGATCACGCGATCGTCCGTCCGTCTCGG

CCCAAACCCGTCGGCGGTTCCTCCTGACGGGGGCCGGCGTAGGGTTGGGT

GCGCTCGCACTCAACGCGAGCGGGCCGGCCTCGGCGGCGACGGTCGAGGA

GGTCTGTAACTCCGACGACTACGGGTCGATCGACGTCGCCGACGGGTTCA

CCCTGGTGGACAACCAGTGGGGGAACTCAAACGCCGATCAGTGTGTCTGG

CTCAACGACGACGGCAGTTACGGCTATGACTTCGACGCCGCGGGTGGCAG

TGGGATCAACTATCCCGAGGTGATCTGTGGGACGAAACCCTGGGGGACTG

ACACCGGGGTGGCGGAGTTCCCGATTCGGCGTCGGGACGTTGACGAACTC

GTTATCGACGTCGAGGCCGAGTACTCCGAGTCCGGCGGCGAGTGGGACTG

GGCCGAGGAGTGGTGGCTGATGGACCAGCCACCGAGCCAGGAGACCGGGA

CCCACCAGTACGAGATCATGCTTCTCCTGGACTGGAACGACCAGCACGAC

CACGGCGCGGTCGAGGCCGAGAACGTCTGGACCGACCGATTCGGCAACAC

CGTCGATCATTGGACGACCTACAACTCCGGCGGAACGAATGCGACGTTCT

ACATCTTCCGAATCCAGGGCGGTCACGACGGCGGCCGGATCGACCTGACC

GAGATCGTCGACTATCTGACCGCGGAACACGGCGTCGACGAGAGTCTCTG

GCTCTCGGGTGTCGAACTCGGCAACGAGTACTGGGAGGGCAGTTCCGGCG

AGACTACCTACAACACCTTCGACGTCACGATCAACGGGTCGACCTACGAA

AGCGGGAGCGGGACCGACACGCCGACCCCGACTGAGACGCCGACTCCGAC

TGAGACGCCGACCCCGACCGAGACGCCGACGGACACTGAAACCGAGACGC

CGACGGACACTGAAACCGAGACGCCGACAGACACTGAAACCGAGACGCCG

ACAGACACTGAAACCGAGACGGAGACGCCGTCGGGTGACGCGCTCGTCGT

CAACGATTACGACGGCGATCCGGCGTGGTCGAGCAATCGCAACGATCTCG

GGCAGTGGTGCGGGGCCGGCTCCTTCGAGAACGGGAGCGGCGACGTGCAG

GACGGCGCACTCGTTCTGGAGTACGACAACGCCGGCTGGTTCCAGGAGCA

AATCAATCAAGACCTTTCGGGGTATTCGGACCTCGTCTTCGTCCTCAGCG

GCGCCGATGGCGGCGAAGAAGACGACTTCCTGCTTGACGTCGGTGGCGCT

CGCGGGCTTCTCTCGGCGTTCAGCGACGATGCCATCGGGACGTCGGCTTC

GACGGTCACCGTCGACATGGAGTCGGCCGGCATCGATCCGTCAGCCGGGG

GACTGTCGGTCCGATTGAACTTCTGGCAGGGCGGCAGTGGCACGCTCGAA

ATCGACGAGATCCGATTCGAATAG
Protein Sequence:
>2500587681 hypothetical protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6]

MTRDDTDEPTGESTTSATTTDSGGRSRDRPSVSAQTRRRFLLTGAGVGLG

ALALNASGPASAATVEEVCNSDDYGSIDVADGFTLVDNQWGNSNADQCVW

LNDDGSYGYDFDAAGGSGINYPEVICGTKPWGTDTGVAEFPIRRRDVDEL

VIDVEAEYSESGGEWDWAEEWWLMDQPPSQETGTHQYEIMLLLDWNDQHD

HGAVEAENVWTDRFGNTVDHWTTYNSGGTNATFYIFRIQGGHDGGRIDLT

EIVDYLTAEHGVDESLWLSGVELGNEYWEGSSGETTYNTFDVTINGSTYE

SGSGTDTPTPTETPTPTETPTPTETPTDTETETPTDTETETPTDTETETP

TDTETETETPSGDALVVNDYDGDPAWSSNRNDLGQWCGAGSFENGSGDVQ

DGALVLEYDNAGWFQEQINQDLSGYSDLVFVLSGADGGEEDDFLLDVGGA

RGLLSAFSDDAIGTSASTVTVDMESAGIDPSAGGLSVRLNFWQGGSGTLE

IDEIRFE

Isoelectric Point (pI):
3.4920


Sequence-based Similarity Data
BLAST
Gene product name:
>ref|ZP_02845284.1|  Fibronectin type III domain protein [Paenibacillus sp. JDR-2]

 gb|EDS54884.1|  Fibronectin type III domain protein [Paenibacillus sp. JDR-2]

Length=977

 Score =  124 bits (312),  Expect = 1e-26, Method: Compositional matrix adjust.

 Identities = 65/151 (43%), Positives = 91/151 (60%), Gaps = 2/151 (1%)

Query  357  TETPSGDALVVNDYDGDPAWSSNRNDLGQWCGAGSFENGSGDVQDGALVLEYDNAGWFQE  416

            T   S   L+V+++D  P+W  + NDLG+W GA SF N +G +  GAL LEY+N GW   

Sbjct  829  TNAGSSGILLVDNFDNSPSWPGS-NDLGKWAGANSFANNAGVIDSGALKLEYNNNGWLGT  887

Query  417  QINQDLSGYSDLVFVLSGADGGEEDDFLLDVGGARGLLSAFSDDAIGTSASTVTVDMESA  476

             I QD+  Y+ LV  + GA GGE++   L +GG    L  FS D I TS   + +++ S 

Sbjct  888  DITQDVGSYTKLVIRIKGASGGEQNHMQLTIGGVTKTLGDFSGDTIATSYKDLAINLASN  947

Query  477  GIDPSAGGLSVRLNFWQGGSGTLEIDEIRFE  507

            G+D S+ G  + + FW GG+ T+ IDEIRFE

Sbjct  948  GVDRSSPG-QLTMTFWHGGNSTVWIDEIRFE  977
CDD
goto http://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml
Number of Significant COG hits:
1
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Giycosyl hydrolase family 12. The bestscoring hit o this query Sequence is by member pfamo1670:

local 146
bfam01670 4

local 226
pfam01670 81

CD Length: 148 Bit Score: 45.26 E-value: 36-05
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SGGTNAL Y IFRIQGGHDGGRIDLTE VDY LTARHCVDRSLN LSVELGNE TREGSSCeTTYNTE DVELN 295
NCDYLA--YSFVAPSPIGSWSFOVKDFVDYATQARGF TADEWYLTSVEFGTEPFTGCAG- LIVNNESADVY 148





TIGRfam
goto http://tigrblast.tigr.org/web-hmm/
Number of Significant TIGRfam hits:
3

Model     Description                                   Score    E-value   N 

PF01670   Glyco_hydro_12: Glycosyl hydrolase family 1   -31.6    0.00046   1

TIGR01409 TAT_signal_seq: Tat (twin-arginine transloc    10.6       0.34   1

PF01456   Mucin: Mucin-like glycoprotein                -20.9       0.42   1

Cellular Localization Data:

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

Number of Predicted TMH’s:
0

PSORT
goto http://psort.ims.u-tokyo.ac.jp/form.html 

bacterial membrane --- Certainty= 0.111(Affirmative) < succ>

bacterial outside --- Certainty= 0.000(Not Clear) < succ>

bacterial cytoplasm --- Certainty= 0.000(Not Clear) < 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?
TAT signaling.  Membrane.

Duplication and Degradation:

Paralog:
[image: image3.png]Alignment
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Structure-Based Evidence of Function:
Pfam-A
goto http://pfam.sanger.ac.uk/search
Number of significant Pfam-A matches:
0

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

Number of Significant structure hits:
5
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View Structure Summary

Authors
Alignment stats

Alignment

COMPARISON OF FAMILY 12 GLYCOSIDE HYDROLASES AND RECRUITED SUBSTITUTIONS IMPORTANT FOR
THERMAL STABILITY
A

1363

Release Date: 27-Mar-2003 Exp. Method: X Ray Diffraction
Resolution: 1.50 &

Hydrolase

Polymer: 1 Molecule: ENDO-BETA-1,4-GLUCANASE  Fragment: CATALYTIC DOMAIN,RESIDUES 32-253 Chains: A
ECno:3.2.1.4 &
Sandgren, M., Gualfetti, P.J., Shaw, A., Gross, LS., Saldajeno, M., Day, A.G., Jones, T.A., Mitchinson, C.

Length: 235 Score: 41.2022bits (95) E-value: 0.00134026  Identities: 55/235 (23%) Positives: 04/235 (40%) Gaps: 18/235 (8%)
(Blast results help)
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Chromosome View GC Heat Map

Characteristic GC% of genome:
63%

Average GC% of gene:
64%

Pathways:

KEGG
goto http://www.genome.jp/kegg/pathway.html 
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EC Number:
3.2.1.4

