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Match to: gi]156937135 Score: 569 Expect: 2.1e-050
phosphoenolpyruvate carboxylase [lIgnicoccus hospitalis KIN4/1]

Nominal mass (M,): 55898; Calculated pl value: 5.78

NCBI BLAST search of gi]156937135 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: lIgnicoccus hospitalis KIN4/I
Links to retrieve other entries containing this sequence from NCBI Entrez:

gi ] 156566119 from Ignicoccus hospitalis KIN4/1

Variable modifications: Oxidation (M),Propionamide
Cleavage by Trypsin: cuts C-term side of KR unless
Sequence Coverage: 45%

Matched peptides shown in Bold Red
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980.4657

Mr(expt)

979.4584

VLPLDQGGRG
RVPNPKLEDK
AEVQRRILKV
AFIKE IGMFE
FKVYP 1 1GMG
YVHTITWTK
FMAKFVTRTR
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KKDVDVVKEY
AEMRGFLG

Increasing Mass

Mr(calc)

979.4545

©

next residue

CDEKMVDYEG
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Decreasing Mass

Miss Sequence
0 K.ATPYNQMR.D (No match)
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K.ATPYNQMRDIIEEVR.K (No_match)

R.DIIEEVR.K (No match)
R.DIIEEVR.K (lons score 27)

R.KYDVVPGEDFLITPR.V (No_match)

R.KYDVVPGEDFLITPR.V (lons score 100)

K.YDVVPGEDFLITPR.V (No_match)

K.YIILPMSTSTLELAEVQR.R (lons score 70)
K.YIILPMSTSTLELAEVQR.R (No_match)
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K.YITILPMSTSTLELAEVQR.R Oxidation (M) (No match)

R.LVSEEFSLR.1
R.LVSEEFSLR.1

(No_match)

(lons score 36)

R.LVSEEFSLRIEEWIK.L (No_match)

R.TAFIKEIGMFENEFR. 1
R.TAFIKEIGMFENEFR. 1
K.EIGMFENEFR. 1

(No_match)

Oxidation (M) (No match)

(lons score 28)

K.EIGMFENEFR. 1
K.EIGMFENEFR. 1

(No_match)

Oxidation (M) (No match)
K.SDSGIHSGHIASSIGVR.M (No match)

K.LWNWQKDTMFK.V Oxidation (M) (No match)

K.DTMFKVYPIIGMGKPPLR.G 2 Oxidation (M) (No match)
R.GYYTATVQSALR.F (No match)
K.QPPLELLGYAK.E (No_match)

K.EMVNVAWR.A (lons score 49)

K.EMVNVAWR.A (No_match)

K.EMVNVAWR.A Oxidation (M) (No match)

K.TGKEMPR.A (No _match)

K.DFAFDYAFTDLEVFKR.Y (No_match)

R.YVDEKTFEIIK.K (No_match)
K.SPPEGYFEKLR.E (No match)
R.ELRGALDEAEVSR.A (No match)
R.GALDEAEVSR.A (No match)
R.GALDEAEVSRAK.A (No match)
R.AKAIVMELAEMR.G (No match)
K.AIVMELAEMR.G (lons score 64)

K.AIVMELAEMR.G (No_match)

K.AIVMELAEMR.G Oxidation (M) (No match)

(No_match)
Oxidation (M) (No_match)

K.AIVMELAEMRGFLG. -
K.AIVMELAEMRGFLG. -

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130207/F004750.dat&hit=1

2/8/2013



Mascot Search Results: Protein View Page 3 0of 4

: 95 e
g
5 0 .""":',""'_'."',",'-'","'i.""'."."‘;"'"'.":,'
Fa
i _50 ..............................................

_100 | 1 T T T T T T T T T T T -1

800 1000 1200 1400 1600 1800 2000

RMS error 21 ppn Mass (Da)
LOCUS YP_001434931 488 aa linear BCT 22-DEC-2012

DEFINITION phosphoenolpyruvate carboxylase [lIgnicoccus hospitalis KIN4/I1].
ACCESSION  YP_001434931
VERSION YP_001434931.1 GI1:156937135
DBLINK Project: 58365
BioProject: PRJINA58365
DBSOURCE REFSEQ: accession NC_009776.1
KEYWORDS .
SOURCE Ignicoccus hospitalis KIN4/1
ORGANISM Ignicoccus hospitalis KIN4/I
Archaea; Crenarchaeota; Thermoprotei; Desulfurococcales;
Desulfurococcaceae; lIgnicoccus.
REFERENCE 1 (residues 1 to 488)
AUTHORS Podar,M., Anderson,l., Makarova,K.S., Elkins,J.G., lvanova,N._,
wall ,M_A., Lykidis,A., Mavromatis,K., Sun,H., Hudson,M.E., Chen,W.,
Deciu,C., Hutchison,D., Eads,J.R., Anderson,A., Fernandes,F.,
Szeto,E., Lapidus,A., Kyrpides,N.C., Saier,M_H. Jr.,
Richardson,P_M., Rachel,R., Huber,H., Eisen,J.A., Koonin,E.V._,
Keller,M. and Stetter,K.O.
TITLE A genomic analysis of the archaeal system lgnicoccus
hospitalis-Nanoarchaeum equitans
JOURNAL  Genome Biol. 9 (11), R158 (2008)
PUBMED 19000309
REFERENCE 2 (residues 1 to 488)
CONSRTM NCBI Genome Project
TITLE Direct Submission
JOURNAL Submitted (06-SEP-2007) National Center for Biotechnology
Information, NIH, Bethesda, MD 20894, USA
REFERENCE 3 (residues 1 to 488)
AUTHORS  Copeland,A., Lucas,S., Lapidus,A., Barry,K., Glavina del Rio,T.,
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CONSRTM
TITLE
JOURNAL

COMMENT

FEATURES

source

Protein

Region

Region

CDS

Dalin,E., Tice,H., Pitluck,S., Martinez,M., Zharchuk,lI.,
Schmutz,J., Larimer,F., Land,M., Hauser,L., Kyrpides,N.,

Anderson,l. and Richardson,P.
US DOE Joint Genome Institute
Direct Submission

Submitted (27-AUG-2007) US DOE Joint Genome Institute, 2800

Mitchell Drive B100, Walnut Creek, CA 94598-1698, USA

PROVISIONAL REFSEQ: This record has not yet been subject to final
NCBI review. The reference sequence was derived from ABU81524.

Method: conceptual translation.

Location/Qualifiers

1..488

/organism=""Ignicoccus hospitalis KIN4/1"
/strain="KIN4/1"

/db_xref=""taxon:453591"

1..488

/product=""phosphoenolpyruvate carboxylase"
/calculated_mol_ wt=55803

1..488

/region_name="PRK13655"

/note=""phosphoenolpyruvate carboxylase; Provisional"
/db_xref="CDD:184212"

3..488

/region_name="PEPCase_arch"
/note=""phosphoenolpyruvate carboxylase, archaeal type;
TIGRO2751"

/db_xref="CDD:131798"

1..488

/locus_tag=""Igni_0341"
/coded_by=""complement(NC_009776.1:298680..300146)"
/note=""catalyzes the formation of oxaloacetate from
phosphoenolpyruvate"

/transl_table=11

/db_xref="InterPro: IPRO07566"
/db_xref="GenelD:5562970"
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