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:
32151..32543 (-)

DNA Sequence:
>2500587670 hypothetical protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (-)strand

ATGACAGATCTGCCGTCGTTCGCGATCCCGGCCCGCCCCCGCCGACAGTA

CGACCGGGCGGGACGCCTCTCGTATAAGGGATCCGTGCTCTTTCGGCTCG

AACCGACGGACCCGGAGGGGATCGATCTCCAGGTGCTCTTGGAGACCATC

CTCCAGTCAGGGCCGTATCGACACGGCGACTTTCACGACCTCCCGATGGT

CGTCTATCTGGTCCGCGACGAGGAAACGAGCGACGTGTTCCGGGTGTCGA

TTCGGGATGGCGCACTCCAGTTGCACGTGCTCCCGGCGACCGAATCCGAC

GGACTCCAGCAGTTCTACGAGCGGCTCTGTGAGGGTACTGAGACCGAGTG

GGCAGTCGAACGTCGCGTCGAGGCTGTCCCCGAGTCGGAGTGA
Protein Sequence:
>2500587670 hypothetical protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6]

MTDLPSFAIPARPRRQYDRAGRLSYKGSVLFRLEPTDPEGIDLQVLLETI

LQSGPYRHGDFHDLPMVVYLVRDEETSDVFRVSIRDGALQLHVLPATESD

GLQQFYERLCEGTETEWAVERRVEAVPESE

Isoelectric Point (pI):
4.4163

Sequence-based Similarity Data
BLAST
>ref|YP_134911.1|  hypothetical protein rrnAC0133 [Haloarcula marismortui ATCC 43049]

 gb|AAV45205.1|  unknown [Haloarcula marismortui ATCC 43049]

Length=128

 GENE ID: 3130042 rrnAC0133 | hypothetical protein

[Haloarcula marismortui ATCC 43049] (10 or fewer PubMed links)
 Score =  142 bits (358),  Expect = 7e-33, Method: Compositional matrix adjust.

 Identities = 71/127 (55%), Positives = 92/127 (72%), Gaps = 2/127 (1%)

Query  1    MTDLPSFAIPARPRRQYDRAGRLSYKGSVLFRLEPTDPEGI-DLQVLLETILQSGPYRHG  59

            MT  PSF+IPA P+R++     + Y+G   FRL P   +   DL   +  IL +GPYR+G

Sbjct  1    MTTDPSFSIPAHPQRRFPHGSGVEYEGGTEFRLIPEQEQATPDLAETVVDILAAGPYRYG  60

Query  60   DFHDLPMVVYLVRDEETSDVFRVSIRDGALQLHVLPATESDGLQQFYERLCE-GTETEWA  118

            DFHDLPM ++LVRDEET+DVFRV++RDG ++LHVLP TESDGLQ+F+ERLCE G    WA

Sbjct  61   DFHDLPMPLWLVRDEETTDVFRVAVRDGTVRLHVLPTTESDGLQRFFERLCETGEGGSWA  120

Query  119  VERRVEA  125

            V+R V+ 

Sbjct  121  VQRHVDG  127

CDD
goto http://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml
Number of Significant COG hits:
0

TIGRfam
goto http://tigrblast.tigr.org/web-hmm/
Number of Significant TIGRfam hits:
0

Cellular Localization Data:

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

Number of Predicted TMH’s:
0

Duplication and Degradation:

Paralog:
Number of significant paralog hits:
0

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:
12
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Alignment stats

Alignment

Crystal Structure of Mouse Nicotinamide
Phosphoribosyltransferase/Visfatin/Pre-B Cell Colony Enhancing Factor 1
oo

Release Date: 202005 Exp. Methos X Ray ifactan

Resolution: 1.95 A&

Transforase

Polymer: 1 Molecule: Nicotinamide phosphoribosyltransferase  Muation: L13M, L177M,
L318M, and L432M Chains: AB ECno:2.4.2.12 &9

Wang, T., Zhang, X., Bheda, P., Revollo, J.R., Imaj, S.I, Wolberger, C.
Length: 36 Score: 28.4906bits (62) E-value: 118292  Identities: 16/36 (44%) Positives: 21/3%
(58%) Gaps: 0/36 (0%) _(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 

Map Image:
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EC Number:
2.4.2.12


Not a very good match for this protein.

