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Lirnits Freview/ndex History

Display | GenBank Y Bhow 5 v Sendto v Hide: [| sequence [ | all but gene, CDS and mRNA featy

Range: from  begin to 2nd (] Reverse complemented strand  Features:

C11: AF164138. Reports Takifugu rubripes.. [gu27656756]
Features SEQUENCE

LoCT3 AF164135 39757 bn DN A linear VRT 12-JAN-2003

DEFINITICN Takifugu rubripes cosmid 124422 MdrZ, Mdr3, carnitine
octahovltrahsferase, REase P38, and N-myristovltransferase Z genes,
comwplete cds.

ACCEIRSTON AF164135

VERZTCH AF164135.1 GI:27656756

EEYWORDS

SOURCE Takifugu rubripes (Fugu rubripes)
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Click on a feature for details. Click or drag in the base position track to zoom in  Click
gray/blue bars on left for track options and descriptions.

move end

’ defaulttracks ” hide all ” add custom tracks ” configure ” reverse H refresh ]
Chromosome Name | Ensembl Gene ID Gene Start (bp) | Gene End (bp) | Ensembl Transcript ID | Transcript Start (bp) | Transcript End (bp) | Associated Gene Name
scaffold_48 EMSTRUGO0000005770 | 103925 124831 ENSTRUT00000014104 | 103925 114129 Q80476_FUGRU
scaffold_48 EMSTRUG00000005770 | 103925 124831 ENSTRUT00000014106 | 115010 124831 Q80476_FUGRU
scaffold_48 EMSTRUG00000006780 | 124127 132705 ENSTRUT00000016731 | 125609 132705 Q80475 _FUGRU
scaffold_48 ENMSTRUG00000007197 | 133649 135269 ENSTRUT00000017781 | 133655 134504 Q80474 _FUGRU
scaffold_48 EMSTRUG00000007236 | 136977 140852 ENSTRUT00000017307 | 136977 140852 Q80473 _FUGRU
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Conserved domains on [ic124552]

Local query sequence

SHOW CONCISE DISPLAY |

Graphical summary :how options »
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Hon-specific ~ ACBP Carn_acyltransf
hits | ACE
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Superfanilies }?CBP superfami Carn_acyltransf superfamily
4 [
Search for similar domain architectures |
List of domain hits ?
H-| Description Pssmld Multidom E-value
[H cd00435, ACBP, Acyl CoA binding protein (ACBP) binds thiol esters of long fatty acids and coenzyme A 295585 no 1e-20
[+ pfam00755, Carn_acyltransf, Choline/Carnitine o-acyltransferase 1097498 no 4e-175
[+ COG4281, ACB, Acyl-Coa-binding protein [Lipid metabolism] 34003 nao 2e-16
[H pfam00887, ACBP, Acyl CoA binding protein 109925 no 2e-12

Blast search parameters
Options: Database: CDD Low complexity filter: yez E-wvalue threshold: 0.010 Max. hits: 100
Data Source: Live blast search RID = VWTYGAGBRO16

System: Search creator: newblast Software: blastp 2.2.20+ Service: rpsblast




TrEMBL Results

& Unreviewed, UniProtKB/TrEMBL Q80425 (Q804Z5_FUGRU)
Last modified October 14, 2008. Version 25. [ History...

& = Clusters with 100%, 90%, 50% identity | [ | Third-party data | 2 Customize display

MNames and origin - Protein attributes - General annotation (Comments) - Ontologies - Sequences - References - Cross-references - Entry infi

Names and origin

Protein names Submitted name:
Carnitine octanoyltransferage | =//5L 22220502

Organism Fugu rubripes (Japanese pufferfish) (Takifugu rubripes) | EMEL 22020502
Taxonomic identifier JM033 [NCBI
Taxonomic lineage Eukaryota » Metazoa » Chordata » Craniata » Vertebrata » Euteleostomi » Acting

Tetraodontiformes » Tetradontoidea » Tetraodontidae » Takifugu

Protein attributes

Sequence length 647 AA.

Sequence status Complete.

Sequence processing The displayed sequence is not processed.
Protein existence Predicted.

General annotation (Comments)

Sequence similarities Contains 1 ACB (acyl-CoA-binding) domain.




TEAEGR

A TN e B e 471

o i

4

Softberry - Comprehensive gene identification server (Commercial)
HMMgene - Prediction of vertebrate and C. elegans genes (CBS, Denmark)
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2+ 1 CDsf 2099 - 21209 4.91 2099 - 2127 39
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2+ 3 CDhei 2602 - 2788 3.74 26032 - 2787 15
2+ 4 CDsi 2845 - 2878 4.23 2847 - 28786 30
2+ E CDsi 245l - 3911 23.78 2462 - 2911 4t0
2+ & CDSi 4120 - 4244 9.21 4120 - 4242 123
2+ 7 CDEsi 4354 - 4535 23.62 4388 - 4535 171
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# Program: needle
# Rundate: Tue Mar 11 20:41:48 2008
# Report file: mdrl2.needle
R R R

Aligned sequences: 2
1l: AFl1l64138

2: AFl64138

Matrix: EDNAFULL
Gap penalty: 10.0
Extend penalty: 0.5

Length: 15560

Identity: 6975/15560 (44.8%)
Similarity: 6975/15560 (44.8%)
Gaps: 7120/15560 (45.8%)
Score: 19738.0
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: . : . # Report file: cdsl2-.needle
3500 g R RHEEEERREREEHEEEEEEERRRRE
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Aligned sequences:
1: af164138 cds 1
2: afl64138 cds 2
Matrix: EDNAFULL
Gap_penalty: 10.0
Extend penalty: 0.5

Length: 4159

Identity: 3098/4159 (74.5%)
Similarity: 3098/4159 (74.5%)
Gaps: 623/4159 (15.0%)
Score: 13047.5
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Aligned sequences:
1: afl64138 pro 1
2: afl164138 pro 2
Matrix: EBLOSUM62
Gap penalty: 10.0
Extend penalty: 0.5

Length: 1372
Identity: 976/1372 (71.1%)
Similarity: 1077/1372 (78.5%)
Gaps: 181/1372 (13.2%)
Score: 4867.5
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# Program: needle # Program: water

# Rundate: Tue Mar 11 21:59:10 2008 # Rundate: Tue Mar 11 22:02:08 2008

# Report file: prol.l.2.needle # Report file: prol.l.2.water
R R

Rligned sequences:
1: afl164138 pro 1
2: afl164138 pro 1
Matrix: EBLOSUM62
Gap penalty: 10.0
Extend penalty: 0.5

Aligned sequences:
1: afl164138 pro 1
2: afl164138 pro 1
Matrix: EBLOSUM62
Gap penalty: 10.0
Extend penalty: 0.5

Length: 663

Identity: 229/663 (34.5%)
Similarity: 331/663 (49.9%)
Gaps: 154/663 (23.2%)
Score: 1013.5

Length: 638

Identity: 229/638 (35.9%)
Similarity: 331/638 (51.9%)
Gaps: 132/638 (20.7%)
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sequences (nr). % f%: BLOSUM 62 . Gap Costs: Existence 11,
Extension 1.
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ABC_membrane ABC_MTAEBCZ_MDL1_MDLZ2
CydD

Descriptions
1] |

il Title Pssmbd Multi-Dom E-value
[+Hcd03249, ABC_MTABC3_MDL1_MDL2, MTABC3 (also known as ABCBE) is & mitochondrial ATP-bin.. 73008 Yes 4e-112
Hpfam00664, ABC_membrane, ABC transporter transmembrane region. This family represents .. d4936 Mo 1e-33

HC034988, CydD, ABC-type transport systerm involved in cytochrome bd hiosynthesis, ATPas... 345493 |¥es Te-60
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1. EBRERAERFHI(EBFHIA). WEBXFFICDSIMCDS2 (Rig

HHB) LEEARFIPROLFMPRO2 (REHHIC) HIFEFIAELIE

A B C
Indentity |44.8% 74. 5% 71. 1%
Similarity |44.8% 74. 5% 78. 5%
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TrEMBL Results

“ Unreviewed, UniProtKB/TrEMBL Q80426 (Q804Z6_FUGRU)

Last modified February 10, 2009. Version 43. History...
% % Clusters with 100%, 90%, 50% identity | || Third-party data | [} Customize display

Mames and origin - Protein attributes - General annotation (Comments) - Ontologies - Sequences - References - Cross-references - Entry information

Names and origin

Protein names Submitted name:
Mdr3
Organism Fugu rubripes (Japanese pufferfish) (Takifugu rubripes}
Taxonomic identifier 31033 [NCBI]
Taxonomic lineage Eukaryota » Metazoa » Chordata » Craniata » Vertebrata » Euteleostomi » Actinopterygii » N

Tetraodontiformes » Tetradontoidea » Tetraodontidae » Takifugu

Protein attributes

Sequence length 1292 AA.

Sequence status Complete.

Sequence processing The displayed sequence is not processed.
Protein existence Inferred from homology.

General annotation (Comments)

Sequence similarities Belongs to the ABC transporter family.




TrEMBL Results

Sequence databases

EMEBEL -

3D structure databases

HSSP
ModBase

Phylogenomic databases

HOVERGEN

Family and domain databases

InterPro

Pfam

ProDom

SMART

PROSITE

ProtoNet

AF164138 Genomic DNA. Translation: AAO20901.1.

HSSP built from PDB template 1MT0 based on UniProtkKB PO8716.

Search...

280476.

IPR0O01140. ABC_TM transpt.
IPRO03439. ABC_transporter-like.
IPRO17871. ABC_fransporter_CS.
IPR0O17940. ABC _transporter_type1.
IPRO03593. ATPase AAA+ core.
[Graphical view]

PF00664. ABC_membrane. 2 hits.
PF00005. ABC _fran. 2 hits.
[Graphical view]

PDO0O0006. ABC_transporter. 2 hits.
[Graphical view] [Entries sharing at least one domain]

SM00382. AAA. 2 hits.
[Graphical view]

P550929. ABC TM1F. 2 hits.

PS00211. ABC_TRANSPORTER 1. 2 hits.
P550893. ABC TRANSPORTER 2. 2 hits.
[Graphical view]
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Descriptions

+ Title Pssmid Multi-Dom E-value
Hled03z249, ABC_MTABCI_MOL1_MDLZ, MTABCS (also known as ABCBE) is a mitochondrial ATP-hin... 72008 Yes ge-114
l+1—-_-
HCcoGa2E5, ATMT, ABC-type transport systern involved in Fe-5 cluster assembly, permease a.. EEZ Yes Se-68
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e [1] ATP-binding cassette transporter, From

Wikipedia, the free encyclopedia, 2008-3-11,
http://en.wikipedia.org/wiki/ATP-

binding_cassette_transporter
 NCBI

e GO
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