
 

 

INFORME DE BÙSQUEDA DE PATENTES PARA EL No de Radicación: 14-122453 

CRITERIOS PARA LA BÙSQUEDA (anexar pantallazo o reporte en PDF, junto con los boleanos 
utilizados) 

  Palabras clave utilizadas 
“anti CD3 biespecific antibodies” “anti-BCMA biespecific antibodies” “CD3 
AND BCMA bispecific anditbod?” 

CLASIFICACIONES  
INTERNACIONALES 

UTILIZADAS PARA LA 
BÚSQUEDA 

C07K168, A61 K39/G95, A61P35/02, A61 P37/00 

BASES DE DATOS CONSULTADAS.  

Google patents Espacenet WIPO Sience Direct 

PubMed NCBI The lens Patbase 

INFORMES DE EXÁMENES  REALIZADOS EN OTRAS OFICINAS (documentos patentes, literatura no 
patente etc…) 

Oficina 

Fecha del examen o 
de   reporte de 
búsqueda de 
documentos 

Anterioridades encontradas 
para el examen o reportados 

en el examen de 
búsqueda(relacionarlos todos) 

Reiv. 
afectadas 

RELEVANCIA 
(requisito que 

afecta) 

FUERON TENIDOS EN CUENTA 
PARA EL EXAMEN EN LA 
OFICINA COLOMBIANA 

 

SI  NO 

EUROPEA 20/Mayo/2014 

RYAN MAUREEN C ET 
AL: "Antibody targeting of 
B-cell maturation antigen 
on malignant plasma cells 
MOLECULAR CANCER 
THERAPEUTICS, 
AMERICAN 
ASSOCIATION OF 
CANCER RESEARCH, 
US, vol. 6, no. 11, 1 
November 2007 (2007-
11-01), pages 3009-3018,   
XP002581270JSSN: 
1535-7163 
WO 2009/132058 A2 

25 y 26 Novedad X  

WO 02/066516 A2 
WO 2004/106383 A1 

25 y 26 Novedad  X 

USPTO 06/Octubre/2015 US9150664 A NA NA NA 

DOCUMENTOS ADICIONALES  ENCONTRADOS POR EL EXAMINADOR   DE ACUERDO A LOS 
CRITERIOS DE BÙSQUEDA. 

Ursula Reusch et al, “Anti-CD3 X Anti-Epidermal Growth Factor Receptor (EGFR) Bispecific 
Antibody Redirects T-Cell Cytolytic Activity to EGFR-Positive Cancers In vitro and in an Animal 

Model” Clin Cancer Res 12(1) January 1, 2006 

US 20110123532 

US 20090252683 
BÚSQUEDA DE SECUENCIAS 

Número de depósito / patente y N° de secuencia 
% de identidad 

SEQ ID NO 
(de la solicitud) 

NCBI The Lens EMBL-EBI DDJB Genome Quest 

317, 327, 347, 
357, 367, 377, 

387 

NA: 
AAW67377.1 

US 
8575317/SEQ 
ID NO: 142 

   

81%, 83% 82%, 84%    



 

 

318, 328, 338, 
348, 358, 368, 
378 y 388 

NA: 
BAJ21230.1 

US 
8575317/SEQ 
ID NO: 156 

   

94%, 95% 94%, 95%    

 
Pantallazos Búsqueda de Palabras Clave 

 
Cadenas Pesadas 

>SEQ_ID_NO_317 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSS 
>SEQ_ID_NO_327 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYDGWGDYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSS 
>SEQ_ID_NO_337 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSS 
>SEQ_ID_NO_347 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYDGWGDYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSS 
>SEQ_ID_NO_357 
QVQLVQSGAKVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWMGYINPYPGYHAYNQKFQG
RVTMTRDKSTSTVYMELSSLTSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSS 
>SEQ_ID_NO_367 
QVQLVQSGAKVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWMGYINPYDGWGDYNQKFQ
GRVTMTRDKSTSTVYMELSSLTSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSS 
>SEQ_ID_NO_377 
QVQLVQSGAEVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWIGYINPYPGYHAYNQKFQG
KVTMTRDTSTSTVYMELSSLTSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSS 
>SEQ_ID_NO_387 
QVQLVQSGAEVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWIGYINPYDGWGDYNQKFQG
KVTMTRDTSTSTVYMELSSLTSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSS 
CLUSTAL multiple sequence alignment by MUSCLE (3.8) 

 

 

SEQ_ID_NO_317      QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAY 

SEQ_ID_NO_337      QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAY 

SEQ_ID_NO_327      QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYDGWGDY 

SEQ_ID_NO_347      QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYDGWGDY 

SEQ_ID_NO_367      QVQLVQSGAKVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWMGYINPYDGWGDY 

SEQ_ID_NO_387      QVQLVQSGAEVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWIGYINPYDGWGDY 

SEQ_ID_NO_357      QVQLVQSGAKVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWMGYINPYPGYHAY 

SEQ_ID_NO_377      QVQLVQSGAEVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWIGYINPYPGYHAY 

                   *********:* *************************** *******:****** *:  * 

 

SEQ_ID_NO_317      NEKFQGRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVS 

SEQ_ID_NO_337      NEKFQGRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVS 

SEQ_ID_NO_327      NEKFQGRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVS 

SEQ_ID_NO_347      NEKFQGRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVS 

SEQ_ID_NO_367      NQKFQGRVTMTRDKSTSTVYMELSSLTSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVS 

SEQ_ID_NO_387      NQKFQGKVTMTRDTSTSTVYMELSSLTSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVS 

SEQ_ID_NO_357      NQKFQGRVTMTRDKSTSTVYMELSSLTSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVS 



 

 

SEQ_ID_NO_377      NQKFQGKVTMTRDTSTSTVYMELSSLTSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVS 

                   *:****..*** *.************ *****************:*************** 

 

SEQ_ID_NO_317      S 

SEQ_ID_NO_337      S 

SEQ_ID_NO_327      S 

SEQ_ID_NO_347      S 

SEQ_ID_NO_367      S 

SEQ_ID_NO_387      S 

SEQ_ID_NO_357      S 

SEQ_ID_NO_377      S 

 
#  Percent Identity  Matrix - created by Clustal2.1  

# 

# 

 

     1: SEQ_ID_NO_317  100.00  100.00   95.87   95.87   89.26   89.26   93.39   

93.39 

     2: SEQ_ID_NO_337  100.00  100.00   95.87   95.87   89.26   89.26   93.39   

93.39 

     3: SEQ_ID_NO_327   95.87   95.87  100.00  100.00   93.39   93.39   89.26   

89.26 

     4: SEQ_ID_NO_347   95.87   95.87  100.00  100.00   93.39   93.39   89.26   

89.26 

     5: SEQ_ID_NO_367   89.26   89.26   93.39   93.39  100.00   96.69   95.87   

92.56 

     6: SEQ_ID_NO_387   89.26   89.26   93.39   93.39   96.69  100.00   92.56   

95.87 

     7: SEQ_ID_NO_357   93.39   93.39   89.26   89.26   95.87   92.56  100.00   

96.69 

     8: SEQ_ID_NO_377   93.39   93.39   89.26   89.26   92.56   95.87   96.69  

100.00 

 
Cadenas Ligeras 

>SEQ_ID_NO_318 
DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRFSGSGS
GTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_328 
DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRFSGSGS
GTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_338 
DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRFSGSGS
GTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_348 
DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRFSGSGS
GTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_358 
DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGRAPKLLIYYTSRLHTGVPSRFSGSGS
GTDYSFTISSLQPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_368 
DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGRAPKLLIYYTSRLHTGVPSRFSGSGS
GTDYSFTISSLQPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_378 
DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRFSGSGS
GTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 



 

 

>SEQ_ID_NO_388 
DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRFSGSGS
GTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
CLUSTAL multiple sequence alignment by MUSCLE (3.8) 

 

 

SEQ_ID_NO_358      

DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGRAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_368      

DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGRAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_318      

DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_328      

DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_378      

DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_388      

DIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_338      

DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS 

SEQ_ID_NO_348      

DIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS 

                   

**************:**************************.****************** 

 

SEQ_ID_NO_358      RFSGSGSGTDYSFTISSLQPEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_368      RFSGSGSGTDYSFTISSLQPEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_318      RFSGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_328      RFSGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_378      RFSGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_388      RFSGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_338      RFSGSGSGTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIK 

SEQ_ID_NO_348      RFSGSGSGTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIK 

                   **********::******: *************************** 

#  Percent Identity  Matrix - created by Clustal2.1  

# 

# 

 

     1: SEQ_ID_NO_358  100.00  100.00   95.33   95.33   95.33   95.33   96.26   

96.26 

     2: SEQ_ID_NO_368  100.00  100.00   95.33   95.33   95.33   95.33   96.26   

96.26 

     3: SEQ_ID_NO_318   95.33   95.33  100.00  100.00  100.00  100.00   97.20   

97.20 

     4: SEQ_ID_NO_328   95.33   95.33  100.00  100.00  100.00  100.00   97.20   

97.20 

     5: SEQ_ID_NO_378   95.33   95.33  100.00  100.00  100.00  100.00   97.20   

97.20 

     6: SEQ_ID_NO_388   95.33   95.33  100.00  100.00  100.00  100.00   97.20   

97.20 

     7: SEQ_ID_NO_338   96.26   96.26   97.20   97.20   97.20   97.20  100.00  

100.00 

     8: SEQ_ID_NO_348   96.26   96.26   97.20   97.20   97.20   97.20  100.00  

100.00 

 

Secuencias completas de aminoácidos 
>SEQ_ID_NO_319 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSSGGGGSGGG



 

 

GSGGGGSDIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS
RFSGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
 
>SEQ_ID_NO_329 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYDGWGDYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSSGGGGSGGG
GSGGGGSDIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS
RFSGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
 
>SEQ_ID_NO_339 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSSGGGGSGGG
GSGGGGSDIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS
RFSGSGSGTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_340 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYPGYHAYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSSGGGGSGGG
GSGGGGSDIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS
RFSGSGSGTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIKSGGGGSEVQLVESGGGLVQ
PGGSLKLSCAASGFTFNKYAMNWVRQAPGKGLEWVARIRSKYNNYATYYADSVKDRFTISRDDSKN
TAYLQMNNLKTEDTAVYYCVRHGNFGNSYISYWAYWGQGTLVTVSSGGGGSGGGGSGGGGSQTV
VTQEPSLTVSPGGTVTLTCGSSTGAVTSGNYPNWVQQKPGQAPRGLIGGTKFLAPGTPARFSGSLL
GGKAALTLSGVQPEDEAEYYCVLWYSNRWVFGGGTKLTVL 
>SEQ_ID_NO_349 
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNHIIHWVRQAPGQGLEWMGYINPYDGWGDYNEKFQ
GRATMTSDTSTSTVYMELSSLRSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSSGGGGSGGG
GSGGGGSDIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPS
RFSGSGSGTDFTFTISSLEPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_359 
QVQLVQSGAKVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWMGYINPYPGYHAYNQKFQG
RVTMTRDKSTSTVYMELSSLTSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSSGGGGSGGGG
SGGGGSDIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGRAPKLLIYYTSRLHTGVPSR
FSGSGSGTDYSFTISSLQPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_369 
QVQLVQSGAKVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWMGYINPYDGWGDYNQKFQ
GRVTMTRDKSTSTVYMELSSLTSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSSGGGGSGGG
GSGGGGSDIQMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGRAPKLLIYYTSRLHTGVPS
RFSGSGSGTDYSFTISSLQPEDIATYYCQQGNTLPWTFGQGTKVEIK 
>SEQ_ID_NO_379 
QVQLVQSGAEVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWIGYINPYPGYHAYNQKFQG
KVTMTRDTSTSTVYMELSSLTSEDTAVYYCARDGYYRDTDVLDYWGQGTLVTVSSGGGGSGGGGS
GGGGSDIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRF
SGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
 
>SEQ_ID_NO_389 
QVQLVQSGAEVIKPGASVKVSCKASGYTFTNHIIHWVRQKPGQGLEWIGYINPYDGWGDYNQKFQG
KVTMTRDTSTSTVYMELSSLTSEDTAVYYCARDGYYRDADVLDYWGQGTLVTVSSGGGGSGGGGS



 

 

GGGGSDIQMTQSPSSLSASLGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYTSRLHTGVPSRF
SGSGSGTDFTFTISSLQQEDIATYYCQQGNTLPWTFGQGTKVEIK 
 

CDRs 
>SEQ_ID_NO_311 
NHIIH 
>SEQ_ID_NO_312 
YINPYPGYHAYNEKFQG 
>SEQ_ID_NO_313 
DGYYRDTDVLDY 
>SEQ_ID_NO_314 
QASQDISNYLN 
>SEQ_ID_NO_315 
YTSRLHT 
>SEQ_ID_NO_316 
QQGNTLPWT 
>SEQ_ID_NO_321 
NHIIH 
>SEQ_ID_NO_322 
YINPYDGWGDYNEKFQG 
>SEQ_ID_NO_323 
DGYYRDADVLDY 
>SEQ_ID_NO_324 
QASQDISNYLN 
>SEQ_ID_NO_325 
YTSRLHT 
>SEQ_ID_NO_326 
QQGNTLPWT 
>SEQ_ID_NO_331 
NHIIH 
>SEQ_ID_NO_332 
YINPYPGYHAYNEKFQG 
>SEQ_ID_NO_333 
DGYYRDTDVLDY 
>SEQ_ID_NO_334 
QASQDISNYLN 
>SEQ_ID_NO_335 
YTSRLHT 
>SEQ_ID_NO_336 
QQGNTLPWT 
>SEQ_ID_NO_341 
NHIIH 
>SEQ_ID_NO_342 
YINPYDGWGDYNEKFQG 
>SEQ_ID_NO_343 
DGYYRDADVLDY 
>SEQ_ID_NO_344 



 

 

QASQDISNYLN 
>SEQ_ID_NO_345 
YTSRLHT 
>SEQ_ID_NO_346 
QQGNTLPWT 
>SEQ_ID_NO_351 
NHIIH 
>SEQ_ID_NO_353 
DGYYRDTDVLDY 
>SEQ_ID_NO_354 
QASQDISNYLN 
>SEQ_ID_NO_355 
YTSRLHT 
>SEQ_ID_NO_356 
QQGNTLPWT 
>SEQ_ID_NO_361 
NHIIH 
>SEQ_ID_NO_362 
YINPYDGWGDYNQKFQG 
>SEQ_ID_NO_363 
DGYYRDADVLDY 
>SEQ_ID_NO_364 
QASQDISNYLN 
>SEQ_ID_NO_365 
YTSRLHT 
>SEQ_ID_NO_366 
QQGNTLPWT 
>SEQ_ID_NO_371 
NHIIH 
>SEQ_ID_NO_372 
YINPYPGYHAYNQKFQG 
>SEQ_ID_NO_373 
DGYYRDTDVLDY 
>SEQ_ID_NO_374 
QASQDISNYLN 
>SEQ_ID_NO_375 
YTSRLHT 
>SEQ_ID_NO_376 
QQGNTLPWT 
>SEQ_ID_NO_381 
NHIIH 
>SEQ_ID_NO_382 
YINPYDGWGDYNQKFQG 
>SEQ_ID_NO_383 
DGYYRDADVLDY 
>SEQ_ID_NO_384 
QASQDISNYLN 



 

 

>SEQ_ID_NO_385 
YTSRLHT 
>SEQ_ID_NO_386 
QQGNTLPWT 

 

 

 



 

 

 

 



 

 

 
 

 


