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Match to: gi]156936927 Score: 698 Expect: 5.5e-065
alcohol dehydrogenase [lgnicoccus hospitalis KIN4/1]

Nominal mass (M,): 45011; Calculated pl value: 6.13
NCBI BLAST search of gi]156936927 against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Ignicoccus hospitalis KIN4/I
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 156565911 from Ignicoccus hospitalis KIN4/1

Variable modifications: Oxidation (M),Propionamide (C)

Semi-specific cleavage, (peptide can be non-specific at one terminus only)
Cleavage by semiTrypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 78%

Matched peptides shown in Bold Red

1 MYNPFGDYVW EFRSPRSKFG PGALNELKVD LERLRVEKPF LITTKGWVKR
51 GIVDRLREIL GKDVPYWDGV EPEPSAESVE EAAKALAESG ADSVIAIGGG
101 SALDTAKIAN LLATYGGRVR DYVAPPYGEG KPVPGPVKPM VAVPTTAGTG
151 SEVTSVAVVT LKDVGVKVGI SSDFLRPSLA LLDPELTMTV PPKVTADTGM
201 DALTHAVESY I1AKPYWARER PEDPAKRPVY VGSFTVTDAL AERAIELIGK
251 YLRRAVYQGR TDLEARSGML BIASYLAGLAF GNAGVGLAHA ASYPLGGRYK
301 VTHGEAVGIL LPAVLEFNAP ANYEKAKRVG ELLTGEKCPE RDPAKCAEWA
351 ANAIRELQRD IKFTPGLEAV GVKEEDLMEM AKETLNQKRL LATNPRPVTE
401 EDVYWVYKRS MRNY

Sort Peptides By | @ Residue Number O Increasing Mass O Decreasing Mass

Start - End Observed Mr(expt) Mr(calc) ppm Miss Sequence
19 - 33 1657.8643 1656.8570 1656.8835 -16 1 K.FGPGALNELKVDLER.L (lons score 132)
19 - 33 1657.8643 1656.8570 1656.8835 -16 1 K.FGPGALNELKVDLER.L (No match)
34 - 45 1444 8713 1443.8640 1443.8813 -12 1 R.LRVEKPFLITTK.G (No match)
34 - 45 14448713 1443.8641 1443.8813 -12 1 R.LRVEKPFLITTK.G (lons score 42)

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130917/F007772.dat&hit=1
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R_EILGKDVPYWDGVEPEPSAESVEEAAK.A (No match)
K_.DVPYWDGVEPEPSAESVEEAAK.A (No match)
D.VPYWDGVEPEPSAESVEEAAK.A (No match)
A_.AKALAESGADSVIAIGGGSALDTAK.1 (No match)
K.ALAESGADSVIAIGGGSALDTAK.1 (No match)

K. ITANLLATYGGR.V (lons score 100)

K. TANLLATYGGR.V (No match)
R_.DYVAPPYGEGKPVPGPVKPM.V Oxidation (M) (No match)
R.DYVAPPYGEGKPVPGPVKPMVAVP.T (No match)
V.KPMVAVPTTAGTGSEVTSVAVVTLKDVGVK.V  (No match)
K_.VGISSDFLRPSLALLDPELTMTVPPK.V (No match)
K_.VGISSDFLRPSLALLDPELTMTVPPK.V Oxidation (M) (No match)
T.MTVPPKVTADTGMDALTHAVESYIAKPYWAR.E (No match)
T.MTVPPKVTADTGMDALTHAVESYIAKPYWAR.E (No match)
K.VTADTGMDALTHAVESYIAK.P (No match)
K.VTADTGMDALTHAVESYIAKPY.W (No match)
K_.VTADTGMDALTHAVESYIAKPY.W Oxidation (M) (No match)
K.VTADTGMDALTHAVESYIAKPYWAR.E (lons score 162)
K_.VTADTGMDALTHAVESYIAKPYWAR.E (No match)
K_.VTADTGMDALTHAVESYIAKPYWAR_.E Oxidation (M) (No match)
T.ADTGMDALTHAVESY IAKPYWAR.E (No match)
H.AVESYIAKPYWAR.E (No match)

R.ERPEDPAKRPVYVGSF.T (No match)
R.ERPEDPAKRPVYVGSFTVTDALAER.A (No match)
E.RPEDPAKRPVYVGSFTVTDALAER.A (No match)
K.RPVYVGSFTVTDALAER.A (lons score 117)
R_.TDLEARSGMLIASYLAGL.A (No match)
R.SGMLIASYLAGLAFGNAGVGLAHAASYPLGGR.Y (No match)
M_LIASYLAGLAFGNAGVGLAHAASYPLGGR.Y (No match)
R.YKVTHGEAVGILLPAVLEFNAPANYEK.A (No match)
K.VTHGEAVGILLPAVLEFNAPANYEK.A (No match)
K.FTPGLEAVGVKEEDLMEMAK.E (No match)
K.FTPGLEAVGVKEEDLMEMAK.E Oxidation (M) (No match)
G.LEAVGVKEEDLMEMAK.E (No match)
E.EDLMEMAKETLNQK.R Oxidation (M) (No match)
K_.RLLATNPRPVTEEDVY.W (No match)
R_LLATNPRPVTEEDVYWVY.K (lons score 22)
R_LLATNPRPVTEEDVYWVY.K (No match)
R.LLATNPRPVTEEDVYWVYK.R (No match)
R.LLATNPRPVTEEDVYWVYK.R (lons score 56)
R.LLATNPRPVTEEDVYWVYKR.S (lons score 69)
R.LLATNPRPVTEEDVYWVYKR.S (No match)
L.LATNPRPVTEEDVYWVYKR.S (No match)

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130917/F007772.dat&hit=1 9/17/2013
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397 - 409 1683.8119 1682.8046 1682.8304 -15 1 R.PVTEEDVYWVYKR.S (No match)
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LOCUS YP_001434723 414 aa linear CON 10-JUN-2013

DEFINITION alcohol dehydrogenase [lIgnicoccus hospitalis KIN4/1].
ACCESSION  YP_001434723
VERSION YP_001434723.1 GI1:156936927
DBLINK Project: 58365
BioProject: PRJINA58365
DBSOURCE REFSEQ: accession NC_009776.1
KEYWORDS RefSeq.
SOURCE Ignicoccus hospitalis KIN4/1
ORGANISM Ignicoccus hospitalis KIN4/I
Archaea; Crenarchaeota; Thermoprotei; Desulfurococcales;
Desulfurococcaceae; lIgnicoccus.
REFERENCE 1 (residues 1 to 414)
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 414)
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 414)

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130917/F007772.dat&hit=1
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AUTHORS

CONSRTM

TITLE

JOURNAL
COMMENT

FEATURES
source

Protein

Region

Region

Site

CDS

Copeland,A., Lucas,S., Lapidus,A., Barry,K., Glavina del Rio,T.,
Dalin,E., Tice,H., Pitluck,S., Martinez,M., Zharchuk,lI.,
Schmutz,J., Larimer,F., Land,M., Hauser,L., Kyrpides,N.,
Anderson, 1. 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 ABU81316.
Method: conceptual translation.
Location/Qualifiers
1..414
/organism=""Ignicoccus hospitalis KIN4/1"
/strain="KIN4/1"
/db_xref=""taxon:453591"
1..414
/product="alcohol dehydrogenase"
/calculated_mol_wt=44909
10..411
/region_name="EutG"
/note=""Alcohol dehydrogenase, class IV [Energy production
and conversion]; C0G1454"
/db_xref="CDD:224371"
15..411
/region_name=""DHQ_Fe-ADH"
/note=""Dehydroquinate synthase-like (DHQ-like) and
iron-containing alcohol dehydrogenases (Fe-ADH); cl02872"
/db_xref=""CDD:243222"
order(44,99..101,104,107,145..146,148,167..168,186,194,
201,205,289,293,303)
/site_type="active"
/db_xref="CDD:173927"
order(44,99..101,145..146,148,186,303)
/site_type="'other"
/note=""NAD binding site [chemical binding]"
/db_xref="CDD:173927"
order(201,289,303)
/site_type="metal-binding"
/note=""metal binding site [ion binding]"
/db_xref="CDD:173927"
1..414
/locus_tag=""Igni_0132"

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130917/F007772.dat&hit=1
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/coded_by=""complement(NC_009776.1:119157..120401)"
/note=""PFAM: iron-containing alcohol dehydrogenase"
/transl_table=11
/db_xref="InterPro: IPR001670"
/db_xref="GenelD:5562575"

CONTIG Join(WP_011998168.1:1..414)

Mascot: http://www.matrixscience.com/
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