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Mat ch to: PGTE_SALTY

Score: 147 Expect: 2.5e-01
Quter nmenbrane protease E OS=Sal nonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN\=pgt E PE=3 SV=2

1

Nomi nal mass (M): 35033; Cal culated pl value: 5.28

NCBI

BLAST search of PGTE SALTY agai nst nr

http://mascot-server/mascot/cgi/protein_view.pl ?file=../data/20150319...

Unformatted sequence string for pasting into other applications

Taxonony: Sal nonella enterica subsp.

Vari abl e nodifications:

enterica serovar Typhinmuriumstr. LT2

Cl eavage by Trypsin:

Nunber
Nurber
Sequence Cover age:

Car bam donet hyl

Mat ched peptides shown in Bold Red

1 MKKHAI AVMM | AVFSESVYA ESALFI PDVS PDSVTTSLSV GVLNGKSREL

(O, Xidation (M
cuts C-termside of KR unless next
of mass val ues searched: 69
of mass val ues matched: 19
59%

residue is P

51 VYDTDTGRKL SQLDVKI KNV ATLQGDLSWE PYSFMILDAR GATSLASGSG

101 HWDHDWVBS EQPGWIDRSI

HPDTSVNYAN EYDLNVKGAL LQGDNYKAGVY

151 TAGYQETRFS WIARGGSY!I Y DNGRYI GNFP HGVRG GYSQ RFEMPYI GLA
201 GDYRI NDFEC NVLFKYSDW/ NAHDNDEHYM RKLTFREKTE NSRYYGASI D

251 AGYYI TSNAK | FAEFAYSKY EECGKGGTQ |

301 NYTVTAGLQY RF

Show predicted peptides also ‘

DKTSGDTAYF GGDAAG ANN

Sort Peptides By \ ©® Residue Number © IncreasingMass © Decreasing Mass

Start - End bserved
49 - 58 1168. 5525 1167.
49 - 59 1296. 6580 1295.
69 - 90 2514.2189 2513.
69 - 90 2530. 1897 2529.
138 - 147 1193. 6054 1192.
148 - 158 1152. 5659 1151.
159 - 164 767.3754 766.
165 - 174 1101. 4869 1100.
175 - 184 1159. 5862 1158.
185 - 191 780. 3949 779
192 - 204 1531. 7217 1530
192 - 204 1547. 7058 1546
205 - 215 1398. 6746 1397
216 - 231 2051.8129 2050
216 - 231 2067.8035 2066
232 - 236 664. 4184 663.
244 - 260 1856. 8642 1855.
261 - 269 1075. 5406 1074.
283 - 311 2968. 3641 2967.
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0112, 662.2948,

M (expt) M (cal c

1167. 5408
1295. 6357
2513. 1897
2529. 1846
1192. 5877
1151. 5571
766. 3762
1100. 4887
1158. 5934
779.3926
1530. 7177
1546. 7126
1397. 6649
2050. 8228
2066. 8177

663. 4068
1855. 8628
1074. 5386
2967. 3635
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RMS error 7 ppm Mass (Da)
1D PGTE_SALTY Revi ewed; 312 AA
AC P06185; QKI 72;
DT 01- JAN- 1988, integrated into Uni Prot KB/ Swi ss-Prot.
DT 23-JAN- 2002, sequence version 2.
DT 16- MAY- 2012, entry version 100.
DE RecNane: Full=CQuter nenbrane protease E;
DE Short =E protein;
DE EC=3.4.23.-;
DE Flags: Precursor;
GN  Nanme=pgtE; Synonynms=prtA; O deredLocusNames=STM2395;
OS Salnonella typhimurium (strain LT2 / SGSCl1412 / ATCC 700720).
oC Bacteria; Proteobacteria; Ganmaproteobacteria; Enterobacteriales;
oC Ent er obact eri aceae; Sal nonel | a;
OC Salnpnella enterica subsp. enterica serovar Typhi murium
OoX NCBI _Tax| D=99287,
RN [1]
RP  NUCLECTI DE SEQUENCE [ GENOM C DNA] .
RX  MEDLI NE=87055265; PubMed=3023201; DO =10. 1016/ 0378-1119(86) 90131-9;
RA Yu G-Q, Hong J.-S.;
RT  "ldentification and nucl eoti de sequence of the activator gene of the
RT  externally induced phosphoglycerate transport system of Sal nonella
RT  typhimurium?";
RL  Gene 45:51-57(1986).
RN [2]
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NUCLECTI DE SEQUENCE [ GENOM C DNA] .

MEDLI NE=20327590; PubMed=10869088;

DO =10. 1128/ JB. 182. 14. 4077- 4086. 2000;

CQuina T., Yi E.C., Wang H., Hackett M, Mller S.I.;

"A PhoP-regul ated outer nmenbrane protease of Sal nonella enterica

serovar typhimurium pronotes resistance to al pha-helical antim crobial

peptides.";

J. Bacteriol. 182:4077-4086(2000).

[3]

NUCLECTI 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 et e genonme sequence of Sal nonella enterica serovar Typhinmurium

LT2.";

Nat ure 413: 852-856(2001).

[4]

SIM LARI TY TO OWT, AND FUNCTI ON.

MEDLI NE=89213991; PubMed=2651422;

G odberg J., Dunn J.J.;

"Conparison of Escherichia coli K-12 outer menbrane protease OmnpT and

Sal monel | a typhimuriumE protein."”;

J. Bacteriol. 171:2903-2905(1989).

-1- FUNCTION: Protease that can cleave T7 RNA pol ynerase. Specific for
pai red basic residues.

-1- SUBCELLULAR LOCATION: Cell outer menbrane; Milti-pass nmenbrane
protein (By simlarity).

-1- SIMLARITY: Belongs to the peptidase A26 famly.

-1- SEQUENCE CAUTI ON:

Sequence=AAA27185. 1; Type=Franeshift; Positions=7, 278, 288, 295;
Copyrighted by the Uni Prot Consortium see http://ww.uniprot.org/terns
Distributed under the Creative Commons Attribution-NoDerivs License
EMBL; ML3923; AAA27185.1; ALT_FRAME, Genoni c_DNA.

EMBL; AF239770; AAF85951.1; -; Genoni c_DNA.

EMBL; AE006468; AAL21295.1; -; Genoni c_DNA.

PI R, B28255; B28255.

Ref Seq; NP_461336.1; NC_003197.1.

Prot ei nMbdel Portal ; P06185; -.

MEROPS; A26.004; -.

PRI DE; P06185; -.

Cenel D; 1253917; -.

GenoneRevi ews; AE006468_GR; STM2395.

KEGG, stm STM2395; -.

PATRI C; 32383409; VBI Sal Ent 20916_2533.

eggNOG, COA571; -.

HOGENOM HOGD00117799; -.

KO K08477; -.

OWVA;, SQLDWRI; -.

Prot Cl ust DB; PRK10993; -.

Bi oCyc; STYP99287: STM2395- MONOVER; - .

GO, GO 0009279; C:.cell outer nmenbrane; | EA: Uni Prot KB- SubCel | .
GO, GO 0016021; Ciintegral to nmenbrane; |EA: Uni Prot KB- KW
GO, GO 0005886; C:plasma nmenbrane; | EA: Uni Prot KB- KW

GO, GO 0004190; F:aspartic-type endopeptidase activity; |EA Uni ProtKB-KW
GO, GO 0006508; P:proteolysis; |EA UniProtKB- KW

Cene3D; G3DSA: 2. 40.128.90; Pepti dase_A26; 1.

I nterPro; |1PR020080; OM adhesi n/ peptidase_onptin.
InterPro; |1PR023619; Peptidase_A26.

I nterPro; |1PR020079; Peptidase_A26_CS.

I nterPro; |1PR0O00036; Peptidase_A26_onptin.

Pfam PF01278; Omptin; 1.

PI RSF; PI RSF001522; Peptidase_A26; 1.

PRINTS; PR00482; OWPTIN.

SUPFAM SSF69917; OM adhesi n/ protease_onptin; 1.

PRCSI TE; PS00834; OWPTIN_1; 1.

PRCSI TE; PS00835; OWPTIN_2; 1.

3: Inferred from honol ogy;

Aspartyl protease; Cell nenbrane; Cell outer nenbrane;
Conpl ete proteone; Hydrol ase; Menbrane; Protease; Reference proteone;
Si gnal ; Transmenbrane; Transnmenbrane beta strand.

SI GNAL 1 37 Potenti al .

CHAIN 38 312 Qut er nenbrane protease E.
/ FTI d=PRO_0000025818.

ACT_SITE 104 104 By simlarity.

ACT_SITE 106 106 By simlarity.

ACT_SITE 226 226 By simlarity.

ACT_SITE 228 228 By simlarity.

CONFLI CT 296 296 G->S (in Ref. 1).

SEQUENCE 312 AA; 35055 MW 5A6841732AF2E8C4 CRCG64;

MKKHAI AVMM | AVFSESVYA ESALFI PDVS PDSVTTSLSV GVLNGKSREL VYDTDTGRKL
SQLDWKI KNV ATLQGDLSWE PYSFMILDAR GAMSLASGSG HWDHDWVES EQPGATDRSI
HPDTSVNYAN EYDLNVKGAL LQGDNYKAGY TAGYQETRFS WIARGGSY! Y DNGRYI GNFP
HGVRG GYSQ RFEMPYlI GLA GDYRI NDFEC NVLFKYSDW NAHDNDEHYM RKLTFREKTE
NSRYYGASI D AGYYI TSNAK | FAEFAYSKY EEGKGGTQ | DKTSGDTAYF GGDAAG ANN
NYTVTAGLQY RF

http://mascot-server/mascot/cgi/protein_view.pl ?file=../data/20150319...
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