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Protein View: VDAC1_YEAST

Mitochondrial outer membrane protein porin 1 OS=Saccharomyces cerevisiae (strain
ATCC 204508 / S288c) 0X=559292 GN=POR1 PE=1 SV=4

Database: SwissProt
Score: 74
Expect: 0.00033
Monoisotopic mass (M;): 30524
Calculated pI: 7.70

Taxonomy: Saccharomyces cerevisiae S288C

Sequence similarity is available as an NCBI BLAST search of VDAC1_YEAST against nr.

Search parameters

Enzyme:

Fixed modifications:
Variable modifications: Oxidation (M)
Mass values searched: 38

Mass values matched: 8

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

Protein sequence coverage: 44%

Matched peptides shown in bold red.

1 MSPPVYSDIS RNINDLLNKD FYHATPAAFD VQTTTANGIK FSLKAKQPVK
51 DGPLSTNVEA  KLNDKQTGLG LTQGWSNTNN LQTKLEFANL TPGLKNELIT
101 SLTPGVAKSA VLNTTFTQPF FTARGAFDLC LKSPTFVGDL TMAHEGIVGG
151 AEFGYDISAG SISRYAMALS YFAKDYSLGA TLNNEQITTV  DFFQNVNAFL
201 QVGAKATMNC KLPNSNVNIE FATRYLPDAS SQVKAKVSDS  GIVTLAYKQL
251 LRPGVTLGVG SSFDALKLSE PVHKLGWSLS  FDA

Unformatted sequence string: 283 residues (for pasting into other applications).

Sort by © residue number
Show © matched peptides only

increasing mass
predicted peptides also

decreasing mass

Start - End Observed Mr(expt) Mr(calc) ppm M Peptide

66 — 84 2061.0050 2059 .9977 2060.0287 -15.0 0 K.QTGLGLTQGWSNTNNLQTK.L

85 - 95 1202.6590 1201.6517 1201.6707 -15.8 @ K.LEFANLTPGLK.N
109 - 124 1800.9090 1799.9017 1799.9207 -10.5 @ K.SAVLNTTFTQPFFTAR.G
133 - 164 3241.4820 3240.4747 3240.5398 -20.1 0 K.SPTFVGDLTMAHEGIVGGAEFGYDISAGSISR.Y
165 - 174 1164.5840 1163.5767 1163.5685 7.08 @ R.YAMALSYFAK.D
206 — 224 2196.0480 2195.0407 2195.0463 -2.54 1 K.ATMNCKLPNSNVNIEFATR.Y

+ Oxidation (M)

212 - 224 1474 .7940 1473.7867 1473.7576 19.8 @ K.LPNSNVNIEFATR.Y
249 - 267 1958.1090 1957.1017 1957.0997 1.05 0 K.QLLRPGVTLGVGSSFDALK.L

No match to: 804.3070, 806.3130, 826.2770, 833.0800, 842.2670, 855.0700, 871.0370, 877.0420,
893.0620, 1093.5430, 1109.5110, 1224.7160, 1240.6910, 1378.7250, 1727.7770, 1764.7510, 1822.9080,
1838.8760, 1884.8380, 1941.0750, 2043.9810, 2083.0020, 2098.9870, 2267.0400, 2269.0510, 2291.0440,
2307.0180, 2324.1260, 2864.3240, 3084.4220
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VDAC1_YEAST Reviewed; 283 AA.

P04840; D6W1C3;

13-AUG-1987, integrated into UniProtKB/Swiss-Prot.

23-JAN-2007, sequence version 4.

29-SEP-2021, entry version 196.

RecName: Full=Mitochondrial outer membrane protein porin 1;

AltName: Full=Voltage-dependent anion-selective channel protein 1;
Short=VDAC-1;

Name=POR1; Synonyms=0MPZ2, VDAC1l; OrderedLocusNames=YNL@55C;

ORFNames=N2441, YNL2441C;

Saccharomyces cerevisiae (strain ATCC 204508 / S288c) (Baker's yeast).

Eukaryota; Fungi; Dikarya; Ascomycota; Saccharomycotina; Saccharomycetes;

Saccharomycetales; Saccharomycetaceae; Saccharomyces.
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-1- FUNCTION: Forms a channel through the cell membrane that allows
diffusion of small hydrophilic molecules. The channel adopts an open
conformation at low or zero membrane potential and a closed
conformation at potentials above 30-40 mV. The open state has a weak
anion selectivity whereas the closed state is cation-selective. Is the
major permeability factor of the mitochondrial outer membrane.
{ECO:0000269 | PubMed:9435273} .

-1- SUBUNIT: Interacts with AIM5, FCJ1 and MOS1.
{ECO:0000269 | PubMed: 21987634} .

-1- SUBCELLULAR LOCATION: Mitochondrion outer membrane.

-1- DOMAIN: Consists mainly of membrane-spanning sided beta-sheets. 19
strands distributed along the entire VDAC protein, have the potential
to adopt transmembrane beta pleated sheet structures, which rolled
together may form a 'beta-barrel' type structure, possessing pore
dimensions.

-!1- SIMILARITY: Belongs to the eukaryotic mitochondrial porin family.
{EC0:0000305}% .
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:positive regulation of protein serine/threonine klnase activity; IGI:SGD.



Gene3D; 2.40.160.10; -; 1.
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Transmembrane; Transmembrane beta strand; Transport.
INIT_MET 1
/note="Removed"
/evidence="EC0:0000269 |Ref.7"
CHAIN 2..283
/note="Mitochondrial outer membrane protein porin 1"
/1d="PR0_0000050524"
MOD_RES 109
/note="Phosphoserine"
/evidence="EC0:0007744|PubMed:17761666,
EC0:0007744|PubMed:19779198"
MOD_RES 117
/note="Phosphothreonine"
/evidence="EC0:0007744 | PubMed:18407956"
MUTAGEN 19
/note="K->E: 2.5-fold reduction in steepness of voltage
dependence."
/evidence="EC0:0000269 |Ref.9"
MUTAGEN 51
/note="D->K: 2-fold increase in steepness of voltage
dependence."
/evidence="EC0:0000269 |Ref.9"
MUTAGEN 61
/note="K->E: Alters the selectivity of VDAC."
/evidence="EC0:0000269 | PubMed:2478533"
CONFLICT 118
/note="Q -> E (in Ref. 1; CAA26184 and 2; AAA35208)"
/evidence="EC0:0000305"
CONFLICT 203..207
/note="GAKAT -> AKATM (in Ref. 2; AAA35208)"
/evidence="EC0:0000305"
SEQUENCE 283 AA; 30428 MW; (99D@3711AF9B54D CRC64;
MSPPVYSDIS RNINDLLNKD FYHATPAAFD VQTTTANGIK FSLKAKQPVK DGPLSTNVEA
KLNDKQTGLG LTQGWSNTNN LQTKLEFANL TPGLKNELIT SLTPGVAKSA VLNTTFTQPF
FTARGAFDLC LKSPTFVGDL TMAHEGIVGG AEFGYDISAG SISRYAMALS YFAKDYSLGA
TLNNEQITTV DFFQNVNAFL QVGAKATMNC KLPNSNVNIE FATRYLPDAS SQVKAKVSDS
GIVTLAYKQL LRPGVTLGVG SSFDALKLSE PVHKLGWSLS FDA
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