Mascot Search Results: Protein View

1z2

lscieners M ascot Search Results

Protein View

Match to: OWMPA_SALTY Score: 85 Expect: 4.3e-005

Quter nmenbrane protein A OS=Sal nonella typhinmurium (strain LT2 / SGSC1412 / ATCC 700720) GN=onpA PE=3 SV=2

Nomi nal mass (M): 37492; Cal cul ated pl value: 5.60
NCBI BLAST search of OWPA SALTY agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Sal nonella enterica subsp. enterica serovar Typhinuriumstr. LT2

Vari abl e nodifications: Carbam donethyl (C), Oxidation (M

Cl eavage by Trypsin: cuts Ctermside of KR unless next residue is P
Nunber of mass val ues searched: 38

Nurmber of mass val ues matched: 10

Sequence Coverage: 30%

Mat ched peptides shown in Bold Red

1 MKKTAI Al AV ALAGFATVAQ AAPKDNTWYA GAKLGWSQYH DTGFI HNDGP
51 THENQLGAGA FGGYQUNPYV GFEMGYDW.G RMPYKGDNI N GAYKAQGVQL
101 TAKLGYPI TD DLDVYTRLGG MVW\RADTKSN VPGGPSTKDH DTGVSPVFAG
151 G EYAI TPEI ATRLEYQATN NI GDANTI GT' RPDNGLLSVG VSYRFGQQEA
201 APWAPAPAP APEVQTKHFT LKSDVLFNFN KSTLKPEGQQ ALDQLYSQLS
251 NLDPKDGSWV VLGFTDRI GS DAYNQGLSEK RAQSVVDYLI SKA PSDKI S
301 ARGMGESNPV TGNTCDNVKP RAALI DCLAP DRRVEI EVKG VKDWTQPQA

Show predicted peptides also

Sort Peptides By ~ © Residue Number © IncreasingMass © Decreasing Mass

Start - End Observed M (expt) M (cal c) ppm M ss Sequence

25 - 33 1025.5163 1024.5091 1024.4614 47 0 K DNTWYAGAK. L
104 - 117 1640. 7939 1639.7866 1639.8094 -14 0 K LGYPI TDDLDVYTR. L
223 - 231 1083. 5850 1082.5778 1082.5397 35 0 K SDVLFENFNK. S
256 - 267 1264. 6474 1263.6401 1263.6460 -5 0 K. DGSVWLGFTDR. |
268 - 280 1381. 6572 1380.6499 1380.6521 -2 0 R | GSDAYNQGALSEK. R
268 - 281 1537.7272 1536.7200 1536.7532 -22 1 R | GSDAYNQGLSEKR. A
281 - 292 1378. 7417 1377.7344 1377.7616 -20 1 K RAQSVWVDYLI SK. G
303 - 321 2032.9803 2031.9731 2031.9102 31 0 R
322 - 332 1214. 6249 1213.6176 1213.6125 4 0 R
333 - 339 872.5051 871. 4978 871. 5127 -17 1 R RVEIEWK G

No match to: 644.1343, 662.

GVGESNPVTGNTCDNVKPR. A Car bam donet hyl
AALI DCLAPDR. R Car bani donet hyl

4507, 818.5446, 832.3867, 833.0637, 842.6634, 855.0318, 870.6121, 870.9993, 1059. 9536,

http://mascot-server/mascot/cgi/protein_view.pl ?file=../data/20150318...

1106. 6079,
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RMS error 23 ppm Mass (Da)
ID OWPA_SALTY Revi ewed; 350 AA
AC P02936;

DT 21-JUL-1986, integrated into Uni Prot KB/ Swi ss-Prot.

DT 23-JAN- 2002, sequence version 2.

DT 16- MAY- 2012, entry version 100.

RecNane: Ful |l =Quter nenbrane protein A

Al t Nane: Ful | =Qut er nenbrane naj or heat-nodifiable protein;

Al t Name: Ful | =Quter nenbrane protein 33K;

Fl ags: Precursor;

Nanme=onpA; Order edLocusNanmes=STMLO70;

Sal nonel | a typhinurium (strain LT2 / SGSC1412 / ATCC 700720).
Bacteria; Proteobacteria; Gammaproteobacteria; Enterobacteriales;
Ent er obact eri aceae; Sal nonel | a;

Sal monel | a enterica subsp. enterica serovar Typhimurium

NCBI _Tax| D=99287,

[1]

NUCLECTI DE SEQUENCE [ GENOM C DNA] .

MEDLI NE=83287368; PubMed=6349993;

DO =10. 1111/ .1432-1033. 1983.tb07594. x;

Freudl R, Cole S. T.;

"Cloning and nol ecul ar characterization of the onpA gene from

Sal nonel | a typhinurium?";

Eur. J. Biochem 134:497-502(1983).

[2]

NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA] .

STRAI N=LT2 / SGSC1412 / ATCC 700720;

MEDLI NE=21534948; PubMed=11677609; DO =10. 1038/ 35101614,

McC elland M, Sanderson K E., Spieth J., difton S W, Latreille P.,
Courtney L., Porwollik S., Ali J., Dante M, Du F., Hou S., Layman D.,
Leonard S., Nguyen C., Scott K, Holnmes A, Gewal N, Milvaney E.,
Ryan E., Sun H., Florea L., MIller W, Stoneking T., Nhan M,
Waterston R, Wlson RK;

" Conpl ete genone sequence of Sal npbnella enterica serovar Typhinurium
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ZZZMEY97 70N INT DI IIIT DS IIIIIBIIIITIBBEEE8EBB88888888# 3

LT2.";
Nat ure 413: 852- 856(2001) .

-1- FUNCTION: Required for the action of colicins Kand L and for the

stabilization of mating aggregates in conjugation. Serves as a

receptor for a nunber of T-even |ike phages. Also acts as a porin

with low perneability that allows slow penetration of snall
solutes (By simlarity).

-!1- SUBUNIT: Monorer (Probable).

-!1- SUBCELLULAR LOCATION: Cel| outer nmenbrane; Milti-pass nenbrane
protein.

-1- SIMLARITY: Belongs to the OnpA famly.

-1- SIMLARITY: Contains 1 OmpA-like donain.

Copyrighted by the Uni Prot Consortium see http://ww. uniprot.org/terns

Di stributed under the Creative Commons Attribution-NoDerivs License

EMBL; X02006; CAA26037.1; -; Genoni c_DNA.
EMBL; AE006468; AAL20003.1; -; Genoni c_DNA.
PI R, A03436; MVEBAT.

Ref Seq; NP_460044.1; NC 003197. 1.

Prot ei nMbdel Portal ; P02936; -.

SMR; P02936; 22-196.

PRI DE; P02936; -.

Cenel D; 1252588; -.

CenoneRevi ews; AE006468_GR;, STML070.
KEGG, stm STMLO70; -.

PATRI C; 32380577; VBI Sal Ent 20916_1135.
eggNOG, COG2885; - .

OVA; DDNEAQK; -.
Prot Cl ust DB; PRK10808; -.
Bi oCyc; STYP99287: STMLO70- MONOVER; - .

GO, GO 0009279; C:.cell outer nmenbrane; | EA: Uni Prot KB- SubCel | .
GO, GO 0005886; C:plasma nmenbrane; | EA: Uni Prot KB- KW

GO, GO 0046930; C:pore conplex; |EA: Uni Prot KB- KW

GO, GO 0015288; F:porin activity; |EA: Uni ProtKB- KW

GO, GO 0005198; F:structural molecule activity; |EA InterPro.
GO, GO 0000746; P:conjugation; | EA: Uni Prot KB- KW

GO, GO 0006811; P:ion transport; |EA: Uni Prot KB- KW

CGene3D; G3DSA: 2. 40. 160. 20; OWP_b-brl; 1.

CGene3D; G3DSA: 3. 30.1330. 60; OmpA/ MotB_C; 1.

InterPro; |1PR011250; OWP_b-brl.

I nterPro; |PRO06664; OWP_bac.

InterPro; |1PR002368; OnpA.

I nterPro; |1 PRO06690; OWPA-Ii ke_CS.

InterPro; |1PR0O00498; OnpA-like_TM dom

InterPro; |1PRO06665; OnpA/ MotB_C.

Pfam PF00691; OnpA; 1.

Pfam PF01389; OpA _nenbrane; 1.

PRI NTS; PR01021; OVPADOVAI N.

PRI NTS; PR01022; OUTRMVBRANEA.

SUPFAM SSF103088; OmpA/ Mot B_C; 1.

PROSI TE; PS01068; OWPA_ 1; 1.

PROSI TE; PS51123; OWPA_2; 1.

3: Inferred from honol ogy;

Cel | menbrane; Cell outer nenbrane; Conplete proteone; Conjugation;
Di sul fide bond; lon transport; Menbrane; Porin; Reference proteone;

Repeat; Signal; Transmenbrane; Transnenbrane beta strand; Transport.

S| GNAL 1 21 By simlarity.
CHAI N 22 350 Quter nenbrane protein A

/ FTI d=PRO_0000020099.
TRANSMVEM 27 40 Beta stranded; (Potential).
TRANSMVEM 55 67 Beta stranded; (Potential).
TRANSMVEM 70 85 Beta stranded; (Potential).
TRANSMVEM 97 107 Beta stranded; (Potential).
TRANSMVEM 111 126 Beta stranded; (Potential).
TRANSMVEM 146 157 Beta stranded; (Potential).
TRANSMVEM 163 179 Beta stranded; (Potential).
TRANSMVEM 185 196 Beta stranded; (Potential).
REPEAT 205 206 1.
REPEAT 207 208 2.
REPEAT 209 210 3.
REPEAT 211 212 4.
DOVAI N 214 342 OmA-1i ke.
REG ON 205 212 4 X 2 AA tandemrepeats of A-P.
DI SULFI D 315 327 By simlarity.
CONFLI CT 114 114 V -> F (in Ref. 1; CAA26037).
CONFLI CT 247 247 S -> 1 (in Ref. 1; CAA26037).

SEQUENCE 350 AA; 37515 MN  B4AC52C8C5DF54FE CRC64,

MKKTAI Al AV ALAGFATVAQ AAPKDNTWYA GAKLGWSQYH DTGFI HNDGP THENQLGAGA
FGGYQUNPYV GFEMGYDW.G RVMPYKGDNI N GAYKAQGVQL TAKLGYPI TD DLDVYTRLGG
MMRADTKSN VPGGPSTKDH DTGVSPVFAG G EYAI TPEI ATRLEYQATN NI GDANTI GT
RPDNGLLSVG VSYRFGQQEA APVWAPAPAP APEVQTKHFT LKSDVLFNFN KSTLKPEGQQ
ALDQLYSQLS NLDPKDGSWV VLGFTDRI GS DAYNQGLSEK RAQSVVDYLI SKGA PSDKI S
ARGMGESNPV TGNTCDNVKP RAALI DCLAP DRRVEI EVKG VKDWWTQPQA

http://mascot-server/mascot/cgi/protein_view.pl ?file=../data/20150318...

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