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:


I do not think that this is a coding gene.
Basic Information
DNA Coordinates:
240845..240997 (-)

DNA Sequence:
>2500587856 hypothetical protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (-)strand

GTGGCCGGCATCTGGATCTGCTCGATCTCGGCGAGTCAATGTGGCCAGAC

AATGCGGATTCCGGCAATGACAATGATTATCACGCGGACGGCCACCCTAT

TGGCCAAGATGGATCGCGCCGGTGACGGAGTCATAAAGGCAATCGTGCTG

TAA

Protein Sequence:
>2500587856 hypothetical protein [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6]

VAGIWICSISASQCGQTMRIPAMTMIITRTATLLAKMDRAGDGVIKAIVL

Isoelectric Point (pI):
9.7549

Sequence-based Similarity Data
BLAST
None


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:
0

Chromosome View GC Heat Map

Characteristic GC% of genome:
63%

Average GC% of gene:
56%

