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Match to: gi]156937847 Score: 863 Expect: 8.4e-080

3-hydroxyacyl-CoA dehydrogenase [lIgnicoccus hospitalis KIN4/1]

Nominal mass (M.): 74651; Calculated pl value: 5.88

NCBI BLAST search of gi]156937847 against nr

Unformatted sequence string for pasting into other applications

Taxonomy:
Links to retrieve other entries containing this sequence from NCBI Entrez:

Ignicoccus hospitalis KIN4/1

0i]156566831 from Ignicoccus hospitalis KIN4/I

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

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverage: 34%

Matched peptides shown in Bold Red

1
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401
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MGGALALYSL
MIDIKQEFLD
SSYAEAAKDV
TEI1AKATKRP
MGKVP I'VVNK
NFPMGAFELA
SGEGFYKYPA
PEEVDTATVL
LLENMVKEGK
RNALTPEMLL
TKAPETVARP
EDSLLGQPEI
WGLVNWAVPK
LEMEAEAFAR

LRLWTADQAL
RAMERIKESL
DFVIEAVPEK
DKVVGMHFFN
DVPGFIVNRI
DYVGLDVLVH
PGKFKKPVVK
GLNLPMGILK
CGVKCGKGFY
KMAEVAQKAC
FKKLALALEG
NVG IMPGGGG
RIADSEVRLL
ALATENAKEG

QEVRKVLVVG
EKLYAKGKLK
LELKRAVFSV
PPVILKLVEV
MARFLNEGCW
LMEAMKERGM
ASAAEGVDYI
LGDSLGLDNV
EYEVSEEDLG
EDEGVRAIVL
CPKPVIAYIT
TQRLPRLVGL
VKKLSSKPKE
I AAFLEKRKP

i Show predicted peptides also

. Sort Peptides By

| @ Residue Number

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130207/F004752.dat&hit=1

AGVMGHG1AQ
EPPEEVLKRI
LDKYAPPHAI
VRGKETSDET
LVERGVYTKE
NLT ICPLFKK
SIVDTAVNEG
LDS INEKKEK
E1KVRREGEA
YGGDVFSAGF
GYALGGGLEV
GRAMQLVLLG
ALALAKKAVR
NFK

Increasing Mass

VAAMSGLNVR
ETMVANPDDE
LASNTSSIPI
VKITVELAKK
QVDAALRYKL
LLEEGKLGVK
AWLVENGVAG
YGLEDYRPVQ
LWI TLNRPKQ
DLTVMKDVDP
AMMADLRLAT
DP 1DAVEAEK
VAQEVPLIDG

Decreasing Mass
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End
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1429.
2406.
1407.
1423.
2094.
1766.
1016.
1016.
1365.
1436.
1436.
1449.
1608.
1380.
2324.
2067.
2067.
2083.
2381.
2162.
1694.
1694.
1538.
1538.
1823.
2610.
2610.
2626.
2976.
2976.
2992.
2188.
2188.
2204.
1133.

7338
2781
7216
7711
1565
0228
5469
5469
6565
6926
6926
7549
8933
7754
1726
0410
0410
0828
2063
0142
9591
9591
8610
8610
0071
2861
2861
2810
5154
5154
5146
0740
0740
0703
6278

Mr(expt)

1428.7265
2405.2708
1406.7143
14227638
2093.1492
1765.0155
1015.5396
1015.5396
1364.6492
1435.6853
1435.6854
1448.7476
1607 .8860
1379.7681
2323.1653
2066.0337
2066.0337
2082.0755
2380.1990
2161.0069
1693.9518
1693.9518
1537.8537
1537.8537
1821.9998
2609.2788
2609.2789
2625.2737
2975.5081
2975.5081
2991.5073
2187.0667
2187.0667
2203.0630
1132.6205

Mr(calc)

1428.7361
2405.3036
1406.7228
1422 7177
2093.1608
1765.0251
1015.5451
1015.5451
1364.6547
1435.6918
1435.6918
1448.7623
1607.8163
1379.7305
2323.1882
2066.0506
2066.0506
2082.0455
2380.2096
2161.0215
1693.9627
1693.9627
1537.8616
1537.8616
1822.0213
2609.3119
2609.3119
2625.3068
2975.5498
2975.5498
2991.5448
2187.0881
2187.0881
2203.0831
1132.6240
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-4
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-12
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-3

HCDC)OPAFAH(DCDOFACDOFAF*HFACDO(DF*HPAP*OCDC)OCDFAHPJFAOCDW
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eqguence

_LWTADQALQEVR.K (No_match)
-VLVVGAGVMGHG IAQVAAMSGLNVR.M  (No_match)
_MIDIKQEFLDR.A (No match)
_MIDIKQEFLDR.A Oxidation (M) (No match)
-RPDKVVGMHFENPPVILK.L (No match)

-VPIVVNKDVPGFIVNR.1 (No match)
.DVPGFIVNR.I (lons score 59)
.DVPGFIVNR.1 (No match)

s S
R
K
R
R
K
K
K
K
R.FLNEGCWLVER.G (No_match)

R_FLNEGCWLVER.G Propionamide (C) (No match)

R.FLNEGCWLVER.G Propionamide (C) (lons score 30)
R.GVYTKEQVDAALR.Y (No _match)

K_ERGMNLTICPLFK.K Oxidation (M); Propionamide (C) (No match)
R_.GMNLTICPLFKK.L Oxidation (M) (No match)
K_.EKYGLEDYRPVQLLENMVK.E (No_ match)

K_.YGLEDYRPVQLLENMVK_.E (No match)

K.
K
K
K
R
R
R
R
R
R
R
R
R
R
R
R
R
R
K

YGLEDYRPVQLLENMVK.E (lons score 50)

-YGLEDYRPVQLLENMVK.E Oxidation (M) (No match)

. YGLEDYRPVQLLENMVKEGK.C (No_match)
-GFYEYEVSEEDLGEIKVR_.R (No match)

-REGEALWIILNRPK.Q (No _match)

-.REGEALWIILNRPK.Q (lons score 58)

-EGEALWIILNRPK.Q (lons score 89)

-EGEALWIILNRPK.Q (No match)

-EGEALWITLNRPKQR.N (No _match)
-LATEDSLLGQPEINVGIMPGGGGTQR.L (No _match)
-LATEDSLLGQPEINVGIMPGGGGTQR-L (lons score 184)
-LATEDSLLGQPEINVGIMPGGGGTQR.L Oxidation (M) (No match)
-LATEDSLLGQPEINVGIMPGGGGTQRLPR.L (lons score 132)
-LATEDSLLGQPEINVGIMPGGGGTQRLPR.L (No match)
-LATEDSLLGQPEINVGIMPGGGGTQRLPR.L Oxidation (M) (No match)
-VAQEVPLIDGLEMEAEAFAR.A (lons score 130)
.VAQEVPLIDGLEMEAEAFAR.A (No_match)
.VAQEVPLIDGLEMEAEAFAR.A Oxidation (M) (No match)
-EGIAAFLEKR.K (No match)
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LOCUS YP_001435643 683 aa linear  BCT 22-DEC-2012

DEFINITION 3-hydroxyacyl-CoA dehydrogenase [lIgnicoccus hospitalis KIN4/1].
ACCESSION  YP_001435643
VERSION YP_001435643.1 GI1:156937847
DBLINK Project: 58365
BioProject: PRJINA58365
DBSOURCE REFSEQ: accession NC_009776.1
KEYWORDS -
SOURCE Ignicoccus hospitalis KIN4/1
ORGANISM Ignicoccus hospitalis KIN4/1
Archaea; Crenarchaeota; Thermoprotei; Desulfurococcales;
Desulfurococcaceae; lIgnicoccus.
REFERENCE 1 (residues 1 to 683)
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 Ignicoccus
hospitalis-Nanoarchaeum equitans
JOURNAL  Genome Biol. 9 (11), R158 (2008)
PUBMED 19000309
REFERENCE 2 (residues 1 to 683)
CONSRTM NCB1 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 683)
AUTHORS Copeland,A., Lucas,S., Lapidus,A., Barry,K., Glavina del Rio,T.,
Dalin,E., Tice,H., Pitluck,S., Martinez,M., Zharchuk,l .,
Schmutz,J., Larimer,F., Land,M., Hauser,L., Kyrpides,N.,

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130207/F004752.dat&hit=1 2/8/2013
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CONSRTM
TITLE
JOURNAL

COMMENT

FEATURES
source

Protein

Region

Region

Region

Region

Region

Region

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 ABU82236.
Method: conceptual translation.

Location/Qualifiers

1..683

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

/db_xref="taxon:453591"

1..683

/product=""3-hydroxyacyl-CoA dehydrogenase"
/calculated_mol_wt=74568

22_..312

/region_name=""FadB"

/note=""3-hydroxyacyl-CoA dehydrogenase [Lipid metabolism];
C0G1250"

/db_xref="CDD:31442"

25..209

/region_name=""3HCDH_N""

/note=""3-hydroxyacyl-CoA dehydrogenase, NAD binding
domain; pfam02737"

/db_xref=""CDD:202367""

214..308

/region_name=""3HCDH"

/note=""3-hydroxyacyl-CoA dehydrogenase, C-terminal domain;
pFfam00725™

/db_xref="CDD:201415"

337..422

/region_name=""3HCDH""

/note=""3-hydroxyacyl-CoA dehydrogenase, C-terminal domain;
pfam00725"

/db_xref="CDD:201415"

431..683

/region_name="PRK06688"

/note="enoyl-CoA hydratase; Provisional”
/db_xref="CDD:180658""

432..621

/region_name=""crotonase-like"
/note=""Crotonase/Enoyl-Coenzyme A (CoA) hydratase
superfamily. This superfamily contains a diverse set of

http://pcvkl00050/mascot/cgi/protein_view.pl?file=../data/20130207/F004752.dat&hit=1
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enzymes including enoyl-CoA hydratase, napthoate synthase,
methylImalonyl-CoA decarboxylase, 3-hydoxybutyryl-CoA
dehydratase, and dienoyl-CoA isomerase; cd06558"
/db_xref="CDD:119339""

Site order(451,453,484,488..492,532,534..536,558. .559,562)
/site_type="other"
/note="'substrate binding site [chemical binding]"
/db_xref=""CDD:119339"

Site order(490,536)
/site_type="other"
/note="oxyanion hole (OAH) forming residues"
/db_xref="CDD:119339""

Site order(516,524,545. .548,560. .563,569,571..573,575..576,
581..582,584..585,587..588,591,602,605,620)
/site_type=""other"

/note=""trimer interface [polypeptide binding]"”
/db_xref="CDD:119339""

CDS 1..683
/locus_tag=""Igni_1058"
/coded_by=""complement(NC_009776.1:941964. .944015)""
/note="PFAM: Enoyl-CoA hydratase/isomerase;
3-hydroxyacyl-CoA dehydrogenase domain protein;
3-hydroxyacyl-CoA dehydrogenase, NAD-binding"
/transl_table=11
/db_xref="InterPro: IPRO01753"

/db_xref="InterPro: IPR006108"
/db_xref="InterPro: IPR0O06176"
/db_xref="GenelD:5563039"
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