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:
38567..39157 (-)

DNA Sequence:
>2500587677 LSU ribosomal protein L15E (IMGterm) [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (-)strand

ATGGCACGAAGCTTCTACTCACACATCCGAGACGCCTGGAAGAACCCGGA

CGAAGGAAAGGTCGCCGAACTCCAGTGGCAGCGCATGCAGCGCTGGCGCG

AGCAAGGGGCGATCGAACGCGTCGAGCGACCGACGCGACTCGACCGCGCC

CGGTCGCTCGGCTACAAGGCAAAGCAGGGTATCGTCGTCGCTCGCGTGAG

CGTCCGCAAGGGCAGCGCTCGCAAGGAGCGACACATTGCCGGTCGACGCT

CGAAACGCCAGGGCGTCACCCGGATCACGCGCCGGAAGAACCTCCAGCGC

GTCGCCGAGGAACGCGCCTCCCGGAAGTACCGCAACCTTCGCGTGCTCAA

CTCATACTGGGTCGGCGAAGACGGCAGCCAGAAGTGGTTCGAGACGATCC

TAGTCGATCCGAACCACCCCGCGATCGAGAACGACGACGACCTCAACTGG

ATCTGTGACGACGAGCACGAAAGTCGCGCGATGCGCGGGCTGACCAGTGC

CGGACAGCGCAACCGTGGCCTCAACGGTCGCGGCAAGGGGACCGAACACA

CCCGGCCGAGCAACAGCGGCGACAGCGGCCGCGCGAAGTAA
Protein Sequence:
>2500587677 LSU ribosomal protein L15E (IMGterm) [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6]

MARSFYSHIRDAWKNPDEGKVAELQWQRMQRWREQGAIERVERPTRLDRA

RSLGYKAKQGIVVARVSVRKGSARKERHIAGRRSKRQGVTRITRRKNLQR

VAEERASRKYRNLRVLNSYWVGEDGSQKWFETILVDPNHPAIENDDDLNW

ICDDEHESRAMRGLTSAGQRNRGLNGRGKGTEHTRPSNSGDSGRAK

Isoelectric Point (pI):
11.5234

Sequence-based Similarity Data
BLAST
Gene product name:


Organism (top hit):
>ref|YP_325786.1| Gene info 50S ribosomal protein L15e [Natronomonas pharaonis DSM 2160]

 sp|Q3IUG6.1|RL15E_NATPD Gene info 50S ribosomal protein L15e

 emb|CAI48214.1| Gene info ribosomal protein L15.eR [Natronomonas pharaonis DSM 2160]

Length=196

 Score =  315 bits (807),  Expect = 1e-84, Method: Compositional matrix adjust.

 Identities = 153/196 (78%), Positives = 169/196 (86%), Gaps = 0/196 (0%)

Query  1    MARSFYSHIRDAWKNPDEGKVAELQWQRMQRWREQGAIERVERPTRLDRARSLGYKAKQG  60

            MARSFYSHIR+AWK P EGK+AELQWQR Q WR+QGAIER+ERPTRLD+ARSLGYKAKQG

Sbjct  1    MARSFYSHIREAWKTPKEGKLAELQWQRQQEWRDQGAIERIERPTRLDKARSLGYKAKQG  60

Query  61   IVVARVSVRKGSARKERHIAGRRSKRQGVTRITRRKNLQRVAEERASRKYRNLRVLNSYW  120

            +VVARVSVRKG+ARK+R  AGRRSKRQGV +ITRRKNLQR+AEER+ RK+RNLRVLNSYW

Sbjct  61   VVVARVSVRKGTARKQRFKAGRRSKRQGVNKITRRKNLQRIAEERSGRKFRNLRVLNSYW  120

Query  121  VGEDGSQKWFETILVDPNHPAIENDDDLNWICDDEHESRAMRGLTSAGQRNRGLNGRGKG  180

            VGEDGSQKWFE IL+DP H AI+NDDDL+WICDD    RA RG TSAGQR RG   RGKG

Sbjct  121  VGEDGSQKWFEVILLDPEHGAIQNDDDLSWICDDSQRGRAYRGRTSAGQRGRGQQKRGKG  180

Query  181  TEHTRPSNSGDSGRAK  196

            TEHTRPS   +  R K

Sbjct  181  TEHTRPSIRANDKRGK  196

CDD
goto http://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml
Number of Significant COG hits:
3

COG Name:
50s Ribosomal L15

Score:
264

E-value:
9e-72

Description:
Translation, ribosomal structure and biogenesis

TIGRfam
goto http://tigrblast.tigr.org/web-hmm/
Number of Significant TIGRfam hits:
1

Model     Description                                   Score    E-value   N 

PF00827   Ribosomal_L15e: ribosomal L15                 320.4    4.4e-93   1

Cellular Localization Data:

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

Number of Predicted TMH’s:
0

Transmembrane Topology graph:
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Comment:


SignalP
goto http://www.cbs.dtu.dk/services/SignalP/ 
Signal Peptide Probability:
0.00

Signal Peptide Graph:


PSORT
goto http://psort.ims.u-tokyo.ac.jp/form.html 
nucleus --- Certainty= 0.965(Affirmative) < succ>

mitochondrial matrix space --- Certainty= 0.100(Affirmative) < succ>

lysosome (lumen) --- Certainty= 0.100(Affirmative) < succ>

endoplasmic reticulum (membrane) --- 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?
cytoplasm

Duplication and Degradation:

Paralog:
Number of significant paralog hits:
0

Top hit Length, Score, E-value, Identity, Positives, and Gaps:


Alignment:


Structure-Based Evidence of Function:
Pfam-A
goto http://pfam.sanger.ac.uk/search
Number of significant Pfam-A matches:
1

Pfam name:
Interpro entry IPR000439
Ribosomal L15
Pairwise Alignment:


HMM logo:


Key Functional Residues:
#HMM       *->GaYkYvrElwkkkqsdvireLlrvRlweyRqlpavvRleRPTRpDkARrLGYKAKqGfvVyRvRVRRGGrkrpvpkggtYGKPktlgvNklkpkkslqaiAEERagRklpnlrVLNSYWvgeDgtYKyfEVILVDpsHpAIrrDPqinWickpvhkhRelRGLTSaGkKsRGLRgKGkgasktRpssrRanwk<-*

#MATCH        + Y  +r +wk + ++ + eL+++R++ +R + a+ R+eRPTR+D+AR LGYKAKqG+vV Rv VR G  ++++   g+  ++k++gv+++++ k+lq++AEERa Rk+ nlrVLNSYWvgeDg+ K+fE ILVDp HpAI +D ++nWic   h  R++RGLTSaG ++RGL g Gkg + tRps     ++   

#SEQ          SFYSHIRDAWKNPDEGKVAELQWQRMQRWREQGAIERVERPTRLDRARSLGYKAKQGIVVARVSVRKGSARKERHIAGR--RSKRQGVTRITRRKNLQRVAEERASRKYRNLRVLNSYWVGEDGSQKWFETILVDPNHPAIENDDDLNWICDDEHESRAMRGLTSAGQRNRGLNGRGKGTEHTRPSNSGDSGR

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

Number of Significant structure hits:
65

Top hit- Length, Score, E-value, Identity, Positives, Gaps:
196, 241, 2.27e-64, 145/196, 170/196, 0/196

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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Small suburit (Therimos aquaticus)
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