nurx MASCOT Search Results

Protein View: ADT2_YEAST

ADP,ATP carrier protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) O0X=559292
GN=PET9 PE=1 SV=2

Database: SwissProt

Score: 84

Expect: 3.1e-05

Monoisotopic mass (M,): 34632

Calculated pI: 9.80

Taxonomy: Saccharomyces cerevisiae S288C

Sequence similarity is available as an NCBI BLAST search of ADT2_YEAST against nr.
Search parameters

Enzyme: Trypsin: cuts C-term side of KR unless next residue is P.
Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M),

Mass values searched: 45

Mass values matched: 13

Protein sequence coverage: 31%
Matched peptides shown in bold red.

1 MSSNAQVKTP LPPAPAPKKE SNFLIDFLMG GVSAAVAKTA ASPIERVKLL
51 IQNQDEMLKQ GTLDRKYAGI LDCFKRTATQ EGVISFWRGN TANVIRYFPT
101 QALNFAFKDK IKAMFGFKKE EGYAKWFAGN  LASGGAAGAL  SLLFVYSLDY
151 ARTRLAADSK  SSKKGGARQF NGLIDVYKKT LKSDGVAGLY RGFLPSVVGI
201 VVYRGLYFGM YDSLKPLLLT GSLEGSFLAS  FLLGWVVTTG ASTCSYPLDT
251 VRRRMMMTSG QAVKYDGAFD CLRKIVAAEG VGSLFKGCGA NILRGVAGAG
301 VISMYDQLQM ILFGKKFK

Unformatted sequence string: 318 residues (for pasting into other applications).

Sort by © residue number increasing mass decreasing mass
Show © matched peptides only = predicted peptides also

Start - End Observed Mr(expt) Mr(calc) ppm M Peptide
1-8 864.3020 863.2947 863.4171 -142 @ - .MSSNAQVK.T
1-8 880.2910 879.2837 879.4120 -146 @ -.MSSNAQVK.T
+ Oxidation (M)
19 - 38 2097.1120 2096.1047 2096.0976 3.40 1 K.KESNFLIDFLMGGVSAAVAK.T
19 - 38 2113.0970 2112.0897 2112.0925 -1.32 1 K.KESNFLIDFLMGGVSAAVAK.T
+ Oxidation (M)
67 - 75 1086.5620 1085.5547 1085.5216 30.6 @ K.YAGILDCFK.R
67 - 76 1242 .6890 1241.6817 1241.6227 47.6 1 K.YAGILDCFKR.T
77 — 88 1394.7730 1393.7657 1393.6990 47.9 @ R.TATQEGVISFWR.G
97 - 108 1446.7990 1445.7917 1445.7343 39.7 @ R_YFPTQALNFAFK.D
113 - 119 844.3150 843.3077 843.4313 -147 1 K.AMFGFKK.E

+ Oxidation (M)
183 - 204 2324.1760 2323.1687 2323.2689 -43.1 1 K.SDGVAGLYRGFLPSVVGIVVYR.G
192 - 204 1405.8930 1404 .8857 1404 .8129 51.8 @ R.GFLPSVVGIVVYR.G
265 - 273 1116.5590 1115.5517 1115.4706 72.7 @ K.YDGAFDCLR.K
265 - 274 1244 .5610 1243.5537 1243.5656 -9.51 1 K.YDGAFDCLRK.I

No match to: 802.3060, 804.3110, 805.3780, 806.3490, 821.3580, 823.3790, 826.3310, 833.1200, 836.3120, 842.3030,
848.3430, 849.3860, 855.0920, 871.0770, 975.3810, 1019.4100, 1060.0910, 1102.5150, 1378.7500, 1468.8000, 1480.8380,
1484.7770, 1497.8610, 1518.7970, 1727.8300, 1775.9570, 1777.9880, 1884.8850, 2109.1780, 2196.0930, 2864.3830,
3084.4840
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https://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50;ALIGNMENT_VIEW=Pairwise;AUTO_FORMAT=Semiauto;CDD_SEARCH=on;CLIENT=web;COMPOSITION_BASED_STATISTICS=on;DATABASE=nr;DESCRIPTIONS=100;ENTREZ_QUERY=%28none%29;EXPECT=10;FILTER=L;FORMAT_BLOCK_ON_RESPAGE=None;FORMAT_OBJECT=Alignment;FORMAT_TYPE=HTML;GAPCOSTS=11%201;I_THRESH=0.001;LAYOUT=TwoWindows;MATRIX_NAME=BLOSUM62;NCBI_GI=on;PAGE=Proteins;PROGRAM=blastp;QUERY=MSSNAQVKTPLPPAPAPKKESNFLIDFLMGGVSAAVAKTAASPIERVKLLIQNQDEMLKQGTLDRKYAGILDCFKRTATQEGVISFWRGNTANVIRYFPTQALNFAFKDKIKAMFGFKKEEGYAKWFAGNLASGGAAGALSLLFVYSLDYARTRLAADSKSSKKGGARQFNGLIDVYKKTLKSDGVAGLYRGFLPSVVGIVVYRGLYFGMYDSLKPLLLTGSLEGSFLASFLLGWVVTTGASTCSYPLDTVRRRMMMTSGQAVKYDGAFDCLRKIVAAEGVGSLFKGCGANILRGVAGAGVISMYDQLQMILFGKKFK;SERVICE=plain;SET_DEFAULTS.x=9;SET_DEFAULTS.y=5;SHOW_OVERVIEW=on;WORD_SIZE=3;END_OF_HTTPGET=Yes
https://www.matrixscience.com/cgi/client.pl?modification;file=..%2Fdata%2F20220201%2FFTtpOaswS.dat;mod_name=Carbamidomethyl%20%28C%29
https://www.matrixscience.com/cgi/client.pl?modification;file=..%2Fdata%2F20220201%2FFTtpOaswS.dat;mod_name=Oxidation%20%28M%29
https://www.matrixscience.com/cgi/getseq.pl?db=SwissProt;accession=ADT2_YEAST;type=seq

ADT2_YEAST Reviewed; 318 AA.
P18239; D6VPW9;
@1-NOV-1990, integrated into UniProtKB/Swiss-Prot.
01-0CT-1994, sequence version 2.
29-SEP-2021, entry version 192.
RecName: Full=ADP,ATP carrier protein 2;
AltName: Full=ADP/ATP translocase 2;
AltName: Full=Adenine nucleotide translocator 2;
Short=ANT 2;
AltName: Full=Petite colonies protein 9;
Name=PET9; Synonyms=AAC2; OrderedLocusNames=YBL@3@C; ORFNames=YBLQ421;
Saccharomyces cerevisiage (strain ATCC 204508 / S288c) (Baker's yeast).
Eukaryota; Fungi; Dikarya; Ascomycota; Saccharomycotina; Saccharomycetes;
Saccharomycetales; Saccharomycetaceae; Saccharomyces.
NCBI_TaxID=559292;
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Mewes H.-W., Kleine K.;
"Complete DNA sequence of yeast chromosome II.";
EMBO J. 13:5795-5809(1994).
[6]
GENOME REANNOTATION.
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"Structure-function studies of adenine nucleotide transport in
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Reinders J., Wagner K., Zahedi R.P., Stojanovski D., Eyrich B.,
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phosphorylation in assembly of the ATP synthase.";
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[12] {ECO:00077441PDB:4C9G, EC0:0007744|PDB:4C9H}

X-RAY CRYSTALLOGRAPHY (2.49 ANGSTROMS) IN COMPLEX WITH

CARBOXYATRACTYLOSIDE, FUNCTION, CATALYTIC ACTIVITY, ACTIVITY REGULATION,

TOPOLOGY, AND MUTAGENESIS OF ASP-109; LYS-112; ASP-212; LYS-215; ASP-306

AND GLN-309.

PubMed=24474793; D0I=10.1073/pnas.1320692111;

Ruprecht J.J., Hellawell A.M., Harding M., Crichton P.G., McCoy A.J.,

Kunji E.R.;

"Structures of yeast mitochondrial ADP/ATP carriers support a domain-based

alternating-access transport mechanism.";

Proc. Natl. Acad. Sci. U.S.A. 111:E426-E434(2014).

-1- FUNCTION: ADP:ATP antiporter that mediates import of ADP into the
mitochondrial matrix for ATP synthesis, and export of ATP out to fuel
the cell (PubMed:24474793). Cycles between the cytoplasmic-open state
(c-state) and the matrix-open state (m-state): operates by the
alternating access mechanism with a single substrate-binding site
intermittently exposed to either the cytosolic (c-state) or matrix (m-
state) side of the inner mitochondrial membrane (By similarity).
{EC0:00002501UniProtkB:G2QNHO, ECO:0000269 |PubMed:24474793}.

-1- CATALYTIC ACTIVITY:

Reaction=ADP(in) + ATP(out) = ADP(out) + ATP(in); Xref=Rhea:RHEA:34999,
ChEBI:CHEBI:30616, ChEBI:CHEBI:456216;
Evidence={EC0:0000269 | PubMed: 24474793},

PhysiologicalDirection=left-to-right; Xref=Rhea:RHEA:35000;
Evidence={EC0:0000269 | PubMed:24474793} ;

-1- ACTIVITY REGULATION: The matrix-open state (m-state) is inhibited by
the membrane-permeable bongkrekic acid (BKA) (PubMed:24474793). The
cytoplasmic-open state (c-state) is inhibited by the membrane-
impermeable toxic inhibitor carboxyatractyloside (CATR)
(PubMed:24474793). {EC0:0000269 |PubMed:24474793}.

-1- SUBUNIT: Monomer. {EC0:0000250|UniProtKB:G2QNHQ} .

-1- SUBCELLULAR LOCATION: Mitochondrion inner membrane
{ECO:0000269 | PubMed: 795470} ; Multi-pass membrane protein
{EC0:0000269 | PubMed : 24474793} .

-1- DOMAIN: The transmembrane helices are not perpendicular to the plane of
the membrane, but cross the membrane at an angle. At least 2 of the
odd-numbered transmembrane helices exhibit a sharp kink, due to the
presence of a conserved proline residue. {EC0:0000269|PubMed:24474793}.

-1- SIMILARITY: Belongs to the mitochondrial carrier (TC 2.A.29) family.
{EC0:0000305% .
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RefSeq; NP_009523.1; NM_001178270.1.

PDB; 4C9G; X-ray; 2.49 A; A=1-318.



PDB; 4C9H; X-ray; 3.20 A; A/B=1-318.
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318 AA; 34426 MW; A9805DC33D9E24AC CRCo64;
LPPAPAPKKE SNFLIDFLMG GVSAAVAKTA ASPIERVKLL IQNQDEMLKQ
LDCFKRTATQ EGVISFWRGN TANVIRYFPT QALNFAFKDK IKAMFGFKKE
LASGGAAGAL SLLFVYSLDY ARTRLAADSK SSKKGGARQF NGLIDVYKKT
RGFLPSVVGI VVYRGLYFGM YDSLKPLLLT GSLEGSFLAS FLLGWVVTTG
VRRRMMMTSG QAVKYDGAFD CLRKIVAAEG VGSLFKGCGA NILRGVAGAG
ILFGKKFK
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