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Match to: FLID_SALTY Score: 98 Expect: 1.9e-006

Fl agel | ar hook- associ ated protein 2 OS=Sal nonel |l a typhi nurium (strain LT2 / SGSCl1412 / ATCC 700720) GN\N=fli D PE=1 SV=2
Nomi nal mass (M): 49805; Cal cul ated pl value: 5.27

NCBI BLAST search of FLID 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
Nurber
Sequence Cover age:

of mass val ues searched: 50
of mass val ues matched: 13
36%

Mat ched peptides shown in Bold Red

1 MASI SSLGVG SNLPLDQLLT DLTKNEKGRL TPI TKQQSAN SAKLTAYGTL
51 KSALEKFQTA NTALNKADLF KSTVASSTTE DLKVSTTAGA AAGTYKI NVT
101 QLAAAQSLAT KTTFATTKEQ LGDTSVTSRT | KI EQPGRKE PLEI KLDKGD
151 TSMEAI RDAI NDADSG AAS | VKVKENEFQ LVLTANSGTID NTMKI TVEGD
201 TKLNDLLAYD STTNTGNMQE LVKAENAKLN VNG DI ERQS NTVTDAPQG
251 TLTLTKKVTD ATVTVTKDDT KAKEAI KSW/ DAYNSLVDTF SSLTKYTAVE
301 PGEEASDKNG ALLGDSVVRT | QTG RAQFA NSGSNSAFKT MAEI G TQDG
351 TSGKLKI DDD KLTKVLKDNT AAARELLVGD GKETG TTKI  ATEVKSYLAD
401 DG | DNAQDN VNATLKSLTK QYLSVSNSI D ETVARYKAQF TQLDTMVSKL
451 NNTSSYLTQQ FTAMNKS

Show predicted peptides also |

Sort Peptides By =~ © Residue Number © Increasing Mass © Decreasing Mass
Start - End Observed M (expt) M (cal c) ppm M ss Sequence
57 - 66 1107.5593 1106.5520 1106.5720 -18 0 K FQTANTALNK. A
97 - 111 1528. 8756 1527.8684 1527.8620 4 0 K I NVTQLAAAQSLATK. T
174 - 194 2339. 1859 2338.1786 2338. 1475 13 1 K VKENEFQLVLTANSGTDNTMK. |
174 - 194 2355.1866 2354.1793 2354.1424 16 1 K VKENEFQLVLTANSGTDNTMK. | Oxidation (M
229 - 238 1142. 6248 1141.6176 1141.6091 7 0 K LNVNG DI ER Q
258 - 271 1493. 7333 1492.7260 1492.7621 -24 1 K VTDATVTVTKDDTK. A
278 - 295 2032.9860 2031.9787 2031.9789 -0 0 K. SWDAYNSLVDTFSSLTK. Y
309 - 319 1100. 6029 1099. 5956 1099. 5986 -3 0 K NGALLGDSWR. T
320 - 326 788. 4559 787. 4487 787. 4552 -8 0 RTIQIGR A
327 - 339 1328.6267 1327.6194 1327.6157 3 0 R AQFANSGSNSAFK. T
396 - 416 2250. 1251 2249.1178 2249.0811 16 0 K SYLADDG | DNAQDNVNATLK. S
421 - 435 1681. 8403 1680.8330 1680.8319 1 0 K QYLSVSNSI DETVAR Y
436 - 449 1707.7696 1706.7623 1706.8008 -23 1 R YKAQFTQLDTMVBK. L Oxidation (M
No match to: 628.0453, 644.0066, 650.0311, 662.2878, 666.0072, 832.2875, 833.0613, 855.0439, 870.5380, 871.0200, 973.5341,
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ID FLID_SALTY Revi ewed; 467 AA.
AC  P16328;
DT  01- AUG 1990, integrated into Uni ProtKB/ Sw ss-Prot.
DT 23-JAN- 2007, sequence version 2.
DT 16- MAY-2012, entry version 81.
RecNane: Ful |l =Fl agel | ar hook- associ ated protein 2;
Shor t =HAP2;

Al t Nane: Ful | =Fi | anent cap protein;
Al t Nane: Ful | =Fl agel | ar cap protein;
Nanme=fliD; Synonyms=flaV, flbC, O deredLocusNanmes=STML960;

Bacteria; Proteobacteria; Gammaproteobacteri a;
Ent er obact eri aceae; Sal nonel | a;

Sal nonel | a enterica subsp. enterica serovar Typhi murium
NCBI _Tax| D=99287;

[1]

NUCLEOTI DE SEQUENCE [ GENOM C DNA] .

Homma M, Derosier D.J., Macnab R M;
and their
J. Mol. Biol.
[2]

NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA] .

STRAI N=LT2 / SGSC1412 / ATCC 700720;

MEDLI NE=21534948; PubMed=11677609; DO =10.1038/35101614;
MO elland M, Sanderson K E., Spieth J., difton SSW,
Courtney L., Porwollik S., Ali J., Dante M, Du F., Hou S.

relationship to other axial
213:819-832(1990) .

conponents of the fl

PEIBI2ARZRIFZLBBBFLRARR

Sal monel | a typhimurium (strain LT2 / SGSC1412 / ATCC 700720).
Ent er obacteri al es;

MEDLI NE=90294298; PubMed=2193164; DO =10. 1016/ S0022-2836( 05) 80266- 9;

"Fl agel | ar hook and hook-associ ated proteins of Sal nonella typhinmurium

agel lum™";

Latreille P.,

, Layman D.,
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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).

[3]

NUCLEOTI DE SEQUENCE [ GENOM C DNA] OF 441-467.

STRAI N=SJWL.103;

MEDLI NE=92407478; PubMed=1527488;

Kawagi shi |., Mieller V., Wlliams AW, Irikura V.M, Macnab R M;

" Subdi vision of flagellar region Il of the Escherichia coli and

Sal monel | a typhi murium chronmosonmes and identification of two

addi tional flagellar genes.";

J. Gen. Mcrobiol. 138:1051-1065(1992).

[4]

SUBUNI T.

MEDLI NE=99096876; PubMed=9878359; DO =10. 1006/ j nbi . 1998. 2274;

Vondervi szt F., Imada K, Furukawa Y., Uedaira H., Taniguchi H,

Nanmba K. ;

"Mechani sm of sel f-association and filanent capping by flagellar

HAP2. ";

J. Mol. Biol. 284:1399-1416(1998).

[5]

SUBUNI T.

MEDLI NE=20568409; PubMed=11118149; DO =10. 1126/ sci ence. 290. 5499. 2148;

Yonekura K., Maki S., Mdrgan D.G, DeRosier D.J., Vonderviszt F.,

I mada K., Nanba K ;

"The bacterial flagellar cap as the rotary pronoter of flagellin self-

assenbly.";

Sci ence 290: 2148-2152(2000) .

-!1- FUNCTION: Required for the norphogenesis and for the el ongation of
the flagellar filanment by facilitating polynerization of the
flagellin nonomers at the tip of growing filament. Forns a capping
structure, which prevents flagellin subunits (transported through
the central channel of the flagellum fromleaking out w thout
pol ynmeri zation at the distal end.

-1- SUBUNI T: Honopent aner .

-1- SUBCELLULAR LOCATI ON: Secreted. Bacterial flagellum

-1- SIMLARITY: Belongs to the fliD famly.

Copyrighted by the UniProt Consortium see http://ww.uniprot.org/terns
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EMBL; X51740; CAA36030.1; -; Genomi c_DNA
EMBL; AE006468; AAL20872.1; -; Genomi c_DNA
EMBL; MB5241; AAA27076.1; -; Genomi c_DNA

PI R, S10364; S10364.

Ref Seq; NP_460913.1; NC 003197. 1.

Pr ot ei nMbdel Portal ; P16328; -.

PRI DE; P16328; -.

Genel D; 1253481; -.

GenoneRevi ews; AE006468_GR, STML960.

KEGG, st m STML960; -.

PATRI C; 32382481; VBI Sal Ent 20916_2076.

eggNOG, COGL1345; -.

HOGENOM HOGD00254632; -.

KO, K02407; -.

OVA; FRTQ SA; -.

Prot Cl ust DB; PRK08032; -.

Bi oCyc; STYP99287: STML960- MONOMER; - .

GO, GO 0009288; C:bacterial-type flagellum [|EA: UniProtKB-SubCell.
GO, GO 0005576; C:extracellular region; |EA: UniProtKB-SubCell.
GO GO 0007155; P:cell adhesion; IEA InterPro.

GO, GO 0006928; P:cellular component novenent; |EA: InterPro.
GO, GO 0009296; P:flagellum assenbly; |EA InterPro.

InterPro; 1PR010810; Flagellin_hook_I N notif.

InterPro; 1PR010809; FliD C

I nterPro; |1PR003481; FliD N

Pfam PF07196; Flagellin_IN 1.

Pfam PF07195; FIiD C 1.

Pfam PF02465; FIiD N, 1.

1: Evidence at protein |level;

Bacterial flagellum Coiled coil; Conplete proteone;

Ref erence proteone; Secreted.

I NI T_MET 1 1 Renoved.

CHAI N 2 467 Fl agel | ar hook- associ ated protein 2.
/ FTI d=PRO_0000177024.

CO LED 411 439 Potenti al .

SEQUENCE 467 AA; 49835 MV 5C1BD69A1F233BEA CRC64,

MASI SSLGVG SNLPLDQLLT DLTKNEKGRL TPI TKQQSAN SAKLTAYGTL KSALEKFQTA
NTALNKADLF KSTVASSTTE DLKVSTTAGA AAGTYKI NVT QLAAAQSLAT KTTFATTKEQ
LGDTSVTSRT | KI EQPGRKE PLEI KLDKGD TSMEAI RDAI NDADSG AAS | VKVKENEFQ
LVLTANSGID NTMKI TVEGD TKLNDLLAYD STTNTGNMQE LVKAENAKLN VNG DI ERQS
NTVTDAPQG TLTLTKKVTD ATVTVTKDDT KAKEAI KSW DAYNSLVDTF SSLTKYTAVE
PGEEASDKNG ALLGDSVVRT | QTG RAQFA NSGSNSAFKT MAEI Gl TQDG TSGKLKI DDD
KLTKVLKDNT AAARELLVGD GKETG TTKI ATEVKSYLAD DG | DNAQDN VNATLKSLTK
QYLSVSNSI D ETVARYKAQF TQLDTMVBKL NNTSSYLTQQ FTAMNKS

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