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US6869607 1-30 Nivel Inventivo X
Evaluation of the Safety and
Immunogenicity of Two Antigen
Concentrations of the
EUROPEA |18/06/2013 |Mtb72F/AS02A Candidate 1-30 Nivel Inventivo X
Tuberculosis Vaccine in Purified
Protein Derivative-Negative
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Protein Derivative-Negative
Adults
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US 7691993 B2

WO 01/24820

BUSQUEDA DE SECUENCIAS
Ndmero de depdsito / patente y N° de secuencia
% de identidad

SEQID NO

(de la solicitud) NCBI The Lens EMBL-EBI DDJB Genome Quest
US 7691993 B2/SEQ ID
SEQID NO: 1 NO: 17
99% de identidad




US 7691993 B2/SEQ D
SEQID NO: 3 NO: 15

99% de identidad

Query SEQ ID NO: 17 de D1
Shjct SEQ ID NO: 1 de la solicitud

Range 1: 2 to 723 Graphics

Scora Expect Method Identities Positives Gaps
1406 bits(3640) 0.0 Compositional matrix adjust. 721/722(99%) 722/722(100%) 0/722{0%)

Query 8 TAASDNFQLSGaQGFAIPIG)AMATAGQIRSGEGSPTVHIGPTAF LGLGVVDNNGNGAR &7
TAASDNFQLSQGEQGFAIPTGOAMATAGQIRSGAEGSPTVHIGPTAF LOLGVVDRNNGNGAR
Sbjct 2 TAASDNFQLSGOQGFAIPIG)AMATAGQIRSGEGSPTVHIGPTAF LGLGVVDHNGNGAR 61

Query 68  VORVWGSAPAASLGISTGDVITAVDGAPINSATAMADALMGHHPGDVISVTUWOTESGGTR 127
VORVVGESAPAASLGISTGIVITAVDGAP INSATAMADALNGHHPGDVI SV TWOTKSGGTR
Sbjct 62 VORVVGSAPAASLGISTGDVITAVDGAPINSATAMADALMGHHPGDVISVTHQTKSGGTR 121

Query 1283 TGNVTLAEGPPAEFMVDFGALPPEINSARMYAGPGSASLVAAAOMWDSVASDLFSAASAF 187
TGNVTLAEGPPAEFMYDFOALPPEINSARMY AGPGSASLVYAAAOMWDSVASDLFSAASAF
Sbjct 122 TGNVTLAEGPPAEFMYDFGALPPEINSARMYAGPGSASLVAALOMWDSVASDLFSAASAF 181

Query 188 QSVVWGLTVGESWIGSSAGLMYAAASPYVAMSVTAGDAEL TAAOVRVAAAAYETAYGLTY 247
QSVWHGLTVESWIGS SAGLMVAAAS PYVAKMSVTAGQAEL TAADVRVARAAYETAYGLTY
Sbjct 182 QSVVWGLTWGSWIGSSAGLMVAAASPYVAMMSVTAGDAELTALQVRVALAAYETAYGLTY 241

Query 248 PPPVIAENRAELMILIATMLLGONTPATAVNEAEYGEMWAQDAAAMFOYARATATATATL 387
PPPVIAENRAELMILIATMNLLGONT PATAVHNEAEYGEMWAQDAAAMFOYARATATATATL
Sbjct 242 PPPVIAENRAELMILIATMLLGONTPAIAVHNEAEYGEMWAQDAAAMFEYARATATATATL 3801

Query 383 LPFEEAPEMTSAGGLLEQAAAVEEASDTAAANQLMNNVPQALQOLAQPTQGTTPSSKELGG 367
LPFEEAPEMTSAGGLLEQAAAVEEASDTAAANQLMNNVPOQALQOLAQPTQGTTPSSKLGE
Sbjct 382 LPFEEAPEMTSAGGLLEQASAVEEASDTAAANQLMNNVPOALQOLAQPTOGTTPSSKLGE 361

Query 368 LWETVSPHRSPISNMVSMANMHMSMTHNSGVSMTNTLSSMLEGFAPASAAQANVOTAAQNGY 427
LWETVSPHRSP ISHMYSMANNHMSMTHSGVSMTNT LSSMLKGF APAAAAQAVOTAAQNGY
Sbjct 362 LWKTVSPHRSPISHMYSMANMHMSMTNSGVSMTNTLSSMLKGFAPAAAAQAVOTAAQNGY 421

Query 428 RAMSSLGSSLGS5GLGGEVAANLGRAASVGSLSVPOAKAAANDAVTPAARALPLTSLTSA 487
RAMS5LG55LG55GLGGEVAANLGRAASVESLSVPOANSAANDAVT PASRALPLTSLTSA
Sbjct 422 RAMSSLGSSLGSSGLEGEVAANLGRAASVGSLSVPOAWAAANGAVTPAARALPLTSLTSA 481

Query 483 AERGPGOMLGGLPVEOMEARAGGGLSGVLRVPPRPYVMPHSPAAGDIAPPALSQDRFADF 547
AERGPGOMLGGLPYOOMGARAGGGLSGVLRVPPRPYYMPHSPARGDIAPPALSQDRFADF
Sbjct 482 AERGPGOMLGGLPYVGOMGARAGGGLSGVLRVPPRPYYMPHSPAAGDIAPPALSQDRFADF 541

Query 543 PALPLDPSAMVACNVGPOVVNINTKLGYMNAVGAGTGIVIDPNGWVWLTHNNHVIAGATDINA 87
PALPLOPSAMVAQNVGPOVVHINTKLGYNNAVGAGTGIVIDPMNGWYL TNNHVIAGATDINA
Sbjct 542 PALPLDPSAMVAQVGPOWWNINTKLGYMNAVGAGTGIVIDPNGWVVLTHNHVIAGATDINA 601

Query 683 FSVESEOTYOVDVVEYDRTODVAVLOLRGAGOLPSAATGGEVAVGEPYVAMGNSGGRGET 667
FSVasE0TYaVINVYGYDRTQDVAVLQLRGAGOLPSAAT GEEVAVGE PVVAMGNSGEGET
Sbjct 682 FSVESEOTYGWDVVEYDRTQDVAVLQLRGAGGLPSAATGGEVAVGEPVVAMGNSGERGAET 661

Query 663 PRAVPGRVVALGOTVOASDSLTGAEETLNGLIQFDAATQPGDSGEPVVHGLGOVVGMNTA 727
PRAVPGRVVALGOTVRASDS LTGAEETLNGLIQFDAATQPGD+GGEPVVNG LGONVVEMNTA
Sbjct 662 PRAVPGRVVALGQTVQASDSLTGAEETLNGLIQFDAATQPGDAGGPVWNGLGOWVWGMNTA 721

Query 728 AS 729
AS
Sbjct 722 ASs 723



Query SEQ ID NO: 15 de D1
Shjct SEQ ID NO: 3 de la solicitud

Range 1: 2 to 725 Graphics ¥ Next Match
Score Expect Method Identities Positives Gaps

1413 bits(3657) 0.0 Compositional matrix adjust. 723/724(99%) 724/724(100%) 0/724({0%)

Query & HHTAASDHFOLSOGGRGFATPIGAMATAGOIRSGGESPTVHIGPTAFLGLGVWDNNGNG &5
HHTAASDHFQLSOGGQGFATPIGQAMATAGOIRSGGESPTVHIGP TAF LG LGVWDNNGNG
Sbijct 2 HHTAASDHFOLSOGGRGFATPIGAMATAGOIRSGGESPTVHIGPTAFLGLGVWDNNGNG 51

Query &6  ARVORVWVGSAPAASLGISTGOVITAVDGAPIMNSATAMADALMGHHPGOVISWTWOTESGG 125
ARVORVVGSAPAASLGISTEOVI TAVDGAP INSATAMADALNGHHPGDVI SV THOTKSGG
Skjct &2 ARVQRVVGSAPAASLGISTGDVITAVDGAPINSATAMADALMGHHPGDVISVTWOTKSGE 121

Query 126 TRTGMVTLAEGPPAEFMVDFGALPPEINSARMYAGPGSASLVAAAQMWDSVASDLFSARS 185
TRTGMNVTLAEGPPAEFIMVDFGALPPEINSARMY AGPGSASLVAAADMWDS VASDLFSAAS
Sbjct 122 TRTGNVTLAEGPPAEFMVDFGALPPEINSARMYAGPGSASLVAAAQMWDSVASDLFSAAS 181

Query 185 AFQSVWHGLTVESWIGSSAGLMVAAASPYVARMSVTAGQAELTAAQVRVARAAYETAYGL 245
AFQSVVIGLTVESWIGSSAGLMYAALSPYVARMSVTAGQAEL TAAOVRVARAAYETAYGL
Sbjct 182 AFQSVVIGLTWGSWIGSSAGLMVAAASPYVANMSVTAGQAELTAAQVRVAAAAYETAYGL 241

Query 245 TVPPPVIAENRAELMILIATMLLGOMNTPAIAVNEAEYGEMWAQDAAAMFGYARATATATA 385
TVPPPVIAENRAELMILIATHLLGONTPATAVNEAEY GEMWAQDAAAMFGYARATATATA
Sbjct 242 TVYPPPVIAEMRAELMILIATMLLGOMTPAIAVNEAEYGEMWAQDAAAMFGYALATATATA 301

Query 386 TLLPFEEAPEMTSAGGLLEQAAAVEEASDTARANQLMNMVPOALQOLAQPTQGTTRSSKL 365
TLLPFEEAPEMTSAGGLLEQAAAVEEASDTAAANGLMNNYPQALQOLAQPTOGTTPSSKL
Sbjct 382 TLLPFEEAPEMTSAGGLLEQASAVEEASDTAAANQLMNNVPQALQOLAQPTOGTTPSSKL 361

Query 366 GOLWETVSPHRSPISHMYSMANNHMSMTHSGWVSMTNTLSSMLKGFAPAAAAQAVOTAAQN 425
GALMWKTVSPHRSP ISNMYSMANNHMSMTHNSGYSMTNTLSSMLKGF APAAAAQAVOTAAQN
Sbjct 362 GGELWKTWSPHRSPISNMYSMANMHMSMTHNSGVSMTNTLSSMLKGFAPAAAAQAVOTAADN 421

Query 426 GVRAMSSLGS5LGS5GLGGOVAANLGRAASYESLSVPOAWAAANOAVTPAARALPLTSLT 485
GVRAMS5LG55L055GLG0EVAANLGRAASYGES LSVPQANAAANOAVTPAARALPLTSLT
Sbjct 422 GVRAMSSLGSSLGSSGLGGGEVAANLGRAASVGESLSVPQANAAANQAVTPAARALPLTSLT 481

Query 485 SAAERGPGOMLGGOLPVGOMGARAGGGLSGVLRVPPRPYVMPHSPAAGDIAPPALSQDRFA 545
SAAERGPGOMLGGLPVEQMEARAGOGLSGYLRVP PRPYVIMPHSPAAGDIAPPALSQDRFA
Sbjct 482 SAAERGPGOMLGGLPVGOMGARAGGGLSGVLRVPPRPYVMPHSPAAGDIAPPALSQDRFA 541

Query 545 DFPALPLDPSAMVAQVGPOVMVHINTELGYNNAVGAGTGIVIDPMNGVVLTNNHVIAGATDI 685
DFPALPLDPSAMYAQVGPOMYNINTE LGYNNAVGAGTGIVIDPNGVYLTNNHVIAGATDI
Sbjct 542 DFPALPLDPSAMVAQVGPOVWNINTKLGYNHNAVGAGTGIVIDPNGVWLTHMNHVIAGATDI 601

Query 686 NAFSVGSGOTYGVDNVVGYDRTQDVAVLOLRGAGOLPSAATGEGVAVGEPVVAMGNSOGRG 665
HNAFSVESGOTYEVINVVGYDRTODVAVLQLRGAGGLPSAATGGEVAVGEPYVAMGNS GGG
Sbjct 682 NAFSVGESGOTYEVDVYGYDRTQDVAVLOLRGAGGLPSAATGGEVAVGEPVVAMGNSGGEDE 661

Query &65 GTPRAVPGRVVALGOTVOASDSLTGAEETLNGLIQFDAATOPGDSGEPVVNGLGOVVGMHN 725
GTPRAVPGRVVALGOTVQASDSL TGAEET LNGLIQFDAATQPGD+GEPVNGLGOAVYVGMN
Sbjct 662 GTPRAVPGRVWVALGOTVQASDSLTGAEETLNGLIQFDAATIQPGDAGGPVVNGLGOVVGMN 721

Query 726 TAAS 729
TAAS
Sbjct 722 TAAS 725



