Gene Annotation Lab Notebook

This gene potentially codes for a Phosphoserine phosphatase.

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:
33368..33955 (-)

DNA Sequence:
>2500587672 Phosphoserine phosphatase [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (-)strand
ATGCAACGCCGGATCCTCGATCAGTACGGGGCCTTCCTCGAAGGCCGTCG

ACGTGATCGGACCGAGCGGGCCTTCGAACAGGTCGCCAGCTCTCATCTCC

GGGTCGACCCGTCGATCCGGGAGACGCTTGCTGCTCTCACCGCCGCAGCC

GATATCGACGTCGTCCTCGTCACGGACGTACCGACGCACATCGCCCGGCC

GTACGCGGGGCTCGTCGGTGCGGACGTCAGTGCAGTCGGCACCGACTTCG

AGACGGTCGAGGGGCGGTTCACCGGCGACTATACGTTCATCAAGAAGGGG

GCGGAAGTCGAGCGAATGCGGGCCGAGCGCGGGTGGGACTACGTCCTGGC

GGCCGGCGATTCCGCGAACGACCTCCCGATGGCGGCCGCCGCAGACCTGT

TCGTGGCCGTCGCGGGGCGGGGGAACGTCGGCGACGACCTCCCGAGCGAC

TACCGGACGATCGAGGCGAGTGAGATCCGCCCCGGGAAGCTACCGAGTGG

AACCGACGCCATACGGGTCCCACAGGCGACGAGCCTCGCGGACGTCCTCG

AAACGACGTTTGGGGCGCTCGGGATCGAGACGAATTGA


Protein Sequence:
>2500587672 Phosphoserine phosphatase [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6]
MQRRILDQYGAFLEGRRRDRTERAFEQVASSHLRVDPSIRETLAALTAAA

DIDVVLVTDVPTHIARPYAGLVGADVSAVGTDFETVEGRFTGDYTFIKKG

AEVERMRAERGWDYVLAAGDSANDLPMAAAADLFVAVAGRGNVGDDLPSD

YRTIEASEIRPGKLPSGTDAIRVPQATSLADVLETTFGALGIETN

Isoelectric Point (pI): 4.4556

Sequence-based Similarity Data
BLAST
[image: image1.png]GENE ID: 4192651 HQ2044A | hypothetical protein
[Haloguadratum walsbyi DSM 16750) (10 or fower PubMed links)

Score = 79.0 bits (193), Expect = 2e-13, Method: Compositional matrix adjust.
Tdentities - 56/187 (29%), Positives - 94/187 (50%), Gaps - 7/187 (38)

Query 1 MORRILDOYGAPLEGRRRDRIERAFEQUASSHLRVDRSIRETLAAL-TAAADIDVVLVID 59
Mb 4L Y 4 4 A 48 4D+ L 4 Tees 4DLeTD
Shjot 122 MRISLLTTYAKAITTHHQSELRTAINDIISRCTLIDKTTATALEDISTSSSSLDIILITO 181

Query 60  VPTHIARPYAG-LUGADV-SAVGTDEETVEG-RETGDYTEIKKGAEVERMRAERGHDYVL 116
4PTIA GA A+ S VTEET 4 REIGH IK 4 + 4 WD 44
Shjot 182 MPTTIABTEASEAIEARIQTTVATREETDQTERFTCEFHSINKSEMLITLDEQHDWDRIV 241

Query 117  AAGDSANDLPMAAAADLEVAVAGRGNVGDDLPSDYRTIEASEIRPGKLPSGTDAIRVRQA 176
AAGDY DL M 4 AD FHAVIGHG + 4L YT S P 44+ D+ VR
Shjct 242 AAGDTIRDLRMRSIADREIAVSGQGQINEYLQKPYVIATGSN--PETINNSRD-VYVRSE 298

Query 177 Tszabvi 183
LV

Sbjet 299 VPLGWL 305
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GENE 10: 3870502 511 05525 | phosphoserine phosphatase
(Erythrobacter litoralis A1CC2594]

Score = 46.6 bits (109), Expect = 0.001, Method: Compositional matrix adjust.
Tdentities - 41/116 (33%), Positives = 5i/116 (463), Gaps - 16/116 (13%)

Query 32 86
VIV BAPA 3G+ VG B

shiet 144 KGCKTVLVIGGZHHEADRVAAQIGEE -RVVGNRLEVS 198

Query 87 T TKKGAEVERMRAERGHDYVLAAGDSANDLRMARRADLEVA 136

4 ke B Men LAAGD ANDSPM AADY VA
Shjct 199 DOKLTGOLDGRVUDSSVKQSVLEEEMOALGARATSLAAGDGANDIPMLDAADIGVA 254




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

COG Name:
COG0560, SerB, Phosphoserine phosphatase [Amino acid transport and metabolism]

Score:


E-value:
3e-05
TIGRfam
goto http://tigrblast.tigr.org/web-hmm/
Number of Significant TIGRfam hits:
2

Model and Description:
Model     Description                                   Score    E-value  N 

--------  -----------                                   -----    ------- ---

TIGR01488 HAD-SF-IB: HAD-superfamily hydrolase, subfa   -14.8     0.0018   1

TIGR01490 HAD-SF-IB-hyp1: HAD-superfamily subfamily I   -60.4       0.11   1


Cellular Localization Data:

TMHMM
goto http://www.cbs.dtu.dk/services/TMHMM-2.0/ 
Number of Predicted TMH’s: 0
Transmembrane Topology graph:
[image: image3.wmf]
Comment:


SignalP
goto http://www.cbs.dtu.dk/services/SignalP/ 
Signal Peptide Probability:
0.000

Signal Peptide Graph:
[image: image4.wmf][image: image5.wmf]
PSORT
goto http://psort.ims.u-tokyo.ac.jp/form.html 
bacterial inner membrane --- Certainty= 0.132(Affirmative) < succ>

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

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

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

Final Prediction for Protein Location (CytoplasmicMembrane, Periplasmic, OuterMembrane, or Extracellular): Inner-membrane 


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.
Predicted as non cytoplasmic

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

Number of Significant structure hits: none


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


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:
n/a

Comment:


Chromosome View GC Heat Map

Characteristic GC% of genome:63&


Average GC% of gene:68%


Pathways:

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

Map Image:


EcoCyc
goto http://ecocyc.org/ 

EC Number: 3.1.3.3      Phosphoserine phosphatase.


