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Enter an Entrez query to limt ssarch &

Prograrm Selection

Algorithm &= blastp (protein-protein BLAST)
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Sequences producing significant alignments:
Select All None Selected:0

Alignments )
Descripion S’:zfe ;”;f; ?sﬁg V;UE Ident Accession
Chain &, Crystal Structure Of Tolb Protein From Versinia Pestis Cog2 1T 175 BE% Ted0 31% 4pmz s
Chain &, Crystal Structure Of Tolbipal Complex From Yersinia Pestis 174174 BS% Be-dd 3% gm0 s
Chaina, Tolb, An Essertisl The Tol- Dependent Transiocation System And b The 160 16 BO% Opd7 20% 1c8K A
Chain &, The Crystal Structure Of The Tok Box Of Caliin & In Complex VWih Tok Revesis Imaortart Difterences In 1 The Common Tolh UsedByGrow s 169 169 89% 1e-db 29% dax A
Chain &, Crystal Structure Of The Tob(p201c)-colicined The 167 1BT  B5% 3e4B 30% M A
Chain &, Crystal Structure Of Processes Tob In Complex Vith sl 167 16T B5% de-db 30% 2w o
ChainB, Crystal Structure 1 Pracessed Tok In Complex With Pal 167 18T 85% 6e46 30% 4B B
Chain £, Crystal Siructure Of TolbPAL COMPLEX 166 166 B5% Ge-db 30% 2H0S A
Chain &, Crystal Structure Of The E, Coli Tolh Pratein 160 180 78% Be-44 30% 1CRZ A
Chana, 1 Puttive Tl From Tunefaciens 643 643 36% 311 20% 20H A
e Lyase In Complex 338 339 /% 03 2% wEr A
Chain A, Crystal Structure Of Puromycin Hydrolase 327 317 3% 086 23% 3470 4
Chain &, Crystal Structure Of Puromycin Hydrolase 55112 Mutant 320 320 3% 12 23% 4z A
Chain &, Tricorn Protesse In Complex ith Tetrapestide Choromethy! B 316 3% 18 0% 1D A
Ghain &, Grystal Strugture Of The Trizom Profease HE A6 3% 18 2% wampa
hain A, Structursl And Wechanistic Analysis 01 Two Proi Fole Of Inter.Domain Dynanice n Catalvsis 300 300 8% 49 30% 28K A
Ghain &, Grystal Struture Of L yase (¥pa0088) From Northezst Gonsortium Tartet Yor1 33 233 283 5% 82 30% acoMa
blastp >,5
.
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Select All None Selected:10 —
T Alignments E¥Download ~ GenFenl Graphics Distance lies of tesulis IMumEIE ah?nmsnt I o
| Description ST;XE ;”;1 ?::Ey ‘;ue Itent | Accessio
@ |chain &, Crystal Structure Of Toln Protein From Yersinia Pestis Cod2 175 175 86% Te-d9 3% WAL 4
@ |chein &, Crostal Structure O Toliel Complex From Yersinia Pestis 174 174 55% Ze-49 3% 440 A
# |chein &, The Structure Of Tob, An Essential Component Of The Tal- Dependert A s Interactions With The 189 169 B9% 9e-d7 29% 1csk 4
) |Chin &, The Crystal Siructure Of The Tolh Box Of Coliein & In Complex ¥ith Tolb Revesls lmportant Ditferences in itment Of The Common Tolb Fortel Used By Group s 168 169 89% 1e-46 20% 34X A
) |Chain &, Crystal Structure Of The Tob(p201 c)-colicined The: ! 167 167 85% 3e-dB 30% 4L A4
@ |chain &, Crystal Structurs OF Prosessed Tolb In Comalex Witk Pl 187 187 85% de-dB 30% 2ER &
@ |chein B, Crystal Structure Of Processed Tolb In Complex Vyith Pal 167 167 55% Ge-di 30% 2wsB B
@ |Chein &, Crystal Structure Of TolbPAL COMPLEX 186 166 85% Ge-dB 30% 2HOS A
) |Chain &, Crystal Structure Of The E. Coli Tolb Protein 160 160 78% FGe-d4 30% 1CAZ A
2! |Chain &, The Structure &f Putalive: Tl From Tumefaciens 643 643 35% 3e-11 29% 2004
Chain &, Lyase In Compex With Mananese 339 39 WH 031 2% PEA
Chain &, Crystel Structure Of Puremyein Hdralase 327 327 A% 086 23% 3470 A
Chaiin A, Crystal Structure Of Puromycin Hydrolass 55113 Mutart 320 320 M%B 13 23% AT 4
Chain &, Tricorn Protease In Complex With Tetrapepfice Derivative M6 3B 3% 18 22% INED A
Chain &, Crystal Structurs O The Tricom Protease B 3B IN%® 18 2% @A
Chain &, Siructursl And Mechanistic Analysis O1 Tvvo Prolyl Feole Of Inter-Domain Dynanics In Catalvsis And Seciiici 00 WO 9% 49 30% KL A
Chain &, Crystal Structurs of Lysse (¥palosa) From Virio horthesst Consortium Tarset \pr133 1893 283 5% 83 38% o a
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1 [ 3]EVRIEITQGVDSARP IGVVPFEWXGEGTPPEEIGA IVGADLRNSGKF NP IDAAREP QOPSTAAEVTRAANTALGID
1 [ 3]1-VRIEITQGVDSARP IGVVPFEWXGPGTPPEEIGATVGADLRNSGKF NP IDAAREF QOPSTAAEVTRAANTALGID
1 [22]EVRIVIDSGVDSGRP IGVVEFQWAGPGARPED IGGIVAADL RNSGKF NPLDRARL PQOPGSAQEVQPARWSALGID
1 [21]EVRIVIDSGVDSGRP IGVVPFQWAGPGARPED IGGIVAADL RNSGKF NPLDRARL PQOPGSAQEVQPARWSALGID
1 MVRIVIDSGVDSGRE IGVVPFOWAGPGAAPED IGG IVAADLRNSGKFNPLDPARLPQOPGIAQEVOPAAWSALGID
1 EVRIVIDEGVDEGRP IGVVEFQWAGPGAAPED IGG IVAADLRNSGKFNPLDRPARLE QOPEEA0EVOPARWIATGID
1 EVRIVIDZGVDEGRP IGVVEPFOWAGPGAAPED IGG IVAADL RIS GKFNPLDPARLP QOPGEA0EVOPARAWIATGID
1 MVRIVIDSGVDSGRE IGVVEFOWAGPGAAPEDIGGIVAADLRNSGKFNPLDPARLPQOPGSAQEVOPARWSATGID
L e D3GVDSGRE IGVVEEQWAGEGAAPED IGGIVAADLRNSGKENFLDRARLFOOP GSAQEVOP AAWSATGID
80 AVVVGOVOPSADGS TVVSTOLVD TSGSAGS ILAQNQ YKV TECUWLRY SAHTVSDEVFEKL - TG IKGAFRTRI-AYVVETNG
732 AVVVGOVOPSADGS TVVSTOLVD TIGIAGS ILAQNQ YKV TRUWLRYSAHTVSDEVFEKL - TG IKGAFRTRI-AVVVETHG
a3 AVVVGIVTPNPDGS YNVATOL VD TGGAPGTVLAQNS YKV NEOWLR Y AGHTASDEVFEKL - TG IKGAFRTRI-AVVVOQTHG
a8 AVVVGIVIPNPDGSENVATOLVD TGGAR GTVLAQNS FKVNEOWLR Y AGHTASDEVFEKL— TG IKGAFRTR I-AYVVQTHG
K AVVVGOWTPNP DG ENVAYQLVD TEGAP G TV LA S FKVNEQWLR Y AGHTASDEVFEFKL- T IKGAFRTRI-AVVVOTN G
7 AV GOVTPHNP DG ENVAYQLVD TEGAP G TV LAON S FEVNEOWLR Y AGHTASDEVFEKL- TG IKGAFRTRI-AVVVOTN G
K AVVVGOVTPNPDGSINVAYOL VD TEGAP G TV LAQN S FEVNE WL R YAGHTASDEVFEFL- TG IKGAFRTRI-AVVVOTNG
7 AVVVGOVTPNPDGSINVATOLVD TEGAR GTVLAQN S TKVNEOWLR TAGHTASDEVFEFL - TG IKGAFRTRI-ATVVOTNG
ik AVVVGEOVTPNPDGSINVATOL VD TEGAR G TV LAQNS TKVHEWLR TAGHTASDEVF EKL - TG IKGAFRTRI-AYVVOTNG
1 HXROSTLHTRLE TGP GESERSS Ie IFNIRTRE
158 GEKFPHELRVSDYDGYNQFVVHRSPEPLESPANSPDGSKIATVT FESGESALVIQTLANGATROVASFPRHNGAPAF
157 GEFPHELRVSDYDGYNQFVVHRSPEPLESPANSPDGSKIATVT FESGESALVIQTLANGATROVASFPRHNGAPAF
177 GQFPYELRVSDYDGENQFVVHRSPQPLMSPAWSPDGIELATVT FESGRIALVIQTLANGAVROVASFPRHNGAPAF
176 GQFPYELRVIDYDGYNQFVVHRSPOPLMIPAWSPDGIELATVT FEZGREALVIQTLANGAVRQVASFPRHNGAPAT
155 GQFPYELRVIDYDGYNQFVVHRSPOCLMIPAWIPDGIELATVT FEZGREALVIOTLANGAVROVASFPRHNGAPAF
155 GQFPYELRVIDYDGYNQFVVERSPOPLMSPAWSPDGSELATVT FESGREALVIOTLANGAVROVASFPRHNGAPAT
155 GQFFYELRVSDYDGYNQFVVHRSFOPLMSPAWSFDGSELATVT FESGRIALVIOTLANGAVROVASFFRHNGAFAT
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¥ 2ugE 2
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231
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223
137

314
313
333
33z
311
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217

386
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407
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385
383
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379

SPDGSELAFALSKTGSLEL TWMDLASGQIRGVTDGRSNNTEP TWFPDSQNLAF TSDOAGRPQVYKVHINGGAPQRITWEG 332

SPDGSFLAFALSKTGSLEL YVMDLASGQIRIVTDGRSNNTEP TWFPDSQNLAF TSDOAGRPOVYEVNINGGAPQRITWEG 331
SPDGSFELAFALSKTGSLEL TWMDLASGQIROVTDGRSNNTEP TWFPDSQNLAF TSDOAGRPOVYKVHNINGGAPQRITWEG 310
SPDGSKLAFALSKTGSLEL YWMDLASGQIRIVTDGRSNNTERP TWFPDSQNLAF TSDQAGRPOVYKVNINGGAPQRITWEG 310
SPDGSFLAFALSKTGSLEL YWMDLASGQIROVTDGRSNNTER TWFPDSQNLAF TSDOAGRPOVYKVNINGGAPQRITWEG 310
SPDGSKLAFALSKTGSLEL YWMDLASGQIROVTDGRSNNTEP TWFPDSQNLAF TSDOAGRPQVYKVNINGGAPQRITWEG 310
SPDGSKLAFALSKTGSLEL YV EDLASGQIROVTDGRSNNTEP TWFPDSQNLAF TSDOAGRPOVYKVNINGGAPQRITWES 304
SPDGKSFTYCGIRDOVFD ITSED IDSGVETRL THGEGRNDGPD¥SPDGRUWIYFNSSRTGOXQIWRVRVDGSSVERITDSA 216
SONONADVSPDGEFLVLVSSNGGA QHIAKQDLETGAVOVLTDTL LDETPSIAPNGTIVITSSTOQCLGSVLOLYS 387
SONONADVSPDGEFLVLVSSNGGA QHIAKQDLETGAVOVLTDTL LDETPSIAPNGTXVITSSTOCLGSVLOLYS 386
SONODADVISDGEFMVIMVS S NGGQ QHIAKQDLATGGEVOVLISTE LDETPSLAPNGTMVITSSSQGMGSVINLYS 406
SONODADVISDGEFMVIMVS S NGGQ QHIAKQDLATGGEVOVLISTE LDETPSLAPNGTMVITSSSQGMGSVLNLYS 405
SOHODADVISDGKFIVIIVS S NGGQ QHIARQDLATGGVOVLISTE LDETPSLAPNGTMVITSSSQGMGSVLNLYS 304
AONODADVISDGKFIVIVS S NGEGQ QHIARKQDLATGEVOVLISTE LDETPSLAPNGTMVLYSSSOGMGSVLNLYS 384
SONODADVSSDGKFIVIVS S NGGQ QHIARQDLATGEVOVLISTE LDETPSLAPNGTMVITSSSOGMGSVLNLYS 384
SONQDADVSSDGKFMVMVSSNGGO QHIAKQDLATGGVOVLSSTE LDETPSLAPNGTMVITSSSQGMGSVILNLYS 384
SONQDADVSSDGKFXVIVSSNGGO QHIAKQDLATGGVIVLISTE LDETPSLAPNGTXVIYSSSQGEGSVLNLYS 378
YGDWFPHPSPSGDEVVFVSYDADY [ B ] VEVOLXDXDGGNVETLEDLF [4] TENSPNNSFDGDEFATVRYFPVEGSS————— 297

TDGRFEARLPATDGOVEFPANSEYL 412
TDGRFEARLPATDGOVEFPAWSEEL 411

TDGRFEARLPATDGOVEFPAWSPYL[S] 4328

TDGRFEARLPATDGOVEFPAWSPYL[8] 417 B . I e él &2 S
° Q ) . .

TDGRFEARLPATDGOVEFPANSPYL 409

TDGRFEARLPATDGOVEFPANSE YL 409 - . ‘
TDERFFARLEATIGOVKFEAWSEIL[6] 415 (_SLé‘-bg-‘-‘jj-' Ao )Q 45 o

58 o525 s}

TDGRFFEARLFATDGOVEFFAWSETL 403

uﬂUA*?<5Ll5‘L§?9J5.
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Chain A, Crystal Structure Of Tolb Protein From Yersinia Pestis Co92

PDB: 4PWZ_A
Identical Proteins  FASTA  Graphics

Customize view -

alyze this sequence

Goto: (¥ RUNAST
LOCUS 4PWE_A 412 aa linear  BCT 04-APR-2014 Ientify Sggserved Domains
DEFINITION Chain A, Crystal Structure Of Tolb Protein From Yersinia Pestis Highiignt SeINCe Features
cosz.
accEssTon  aFwz A Find in this Sequ
VERSTON 4PWZ_A  T:605604560
DBSOURCE  pdb: molecule 4PWZ, chain 65, release Apr 4, 2014;
deposition: Mar 21, 2014; Protein 3D Structure -
class: Protein Transport;
Crystal Structure Of Tola
sourse: Mudb_id: 118922, Pdb_id 1: 4PWa; p:\étem From Yersinia Pestis
Exp. method: ¥-Ray Diffraction. s
XETWORDS . =
PDB: 4
SOURGE Yersinia pestis c092 ng,pe’j\(v,;/ﬁwa ostis
ORGANISM Yersinim pestis ¢OO2 509‘5 AL ARR
Bacteria; Proteobacteria; Gammaprotecbacteria; Entercbacteriales; Wethod 3Ray Diffraction
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