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tagcaaagatgecazttaaggeggatgtecatggacatage 1258564-05-4
gccztgtastatgcaatagctgataataacgogegeetag
References ¢ BE 4% 5 Unspecified
A DNA (synthetic plasmid vector mH5-IEfusion-pZWIIA(GUS)) (ACI)
© Substances ~

Nucleic Acid Sequence
Sequence Length: 9388

1 2527 a,2178 ¢, 2376 g, 2307 t

Recombinant vaccines comprising genetically stable f
more antigenic portions of cytomegalovirus protein |
By: Diamond, Don; Wang, Zhongde

United States, US20100316667 A1 2010-12-16 | Language: English, Dat
Avaccine comprising an immunol. effective amount of recombinant mq
after serial passage and produced by a) constructing a transfer plasmid
linked to a DNA sequence encoding a heterologous foreign protein ant]
the control of the mH5 promoter; b) generating rMVA virus by transfec
Vil e ARVIA virties 1 THAREE e ARIA i 1e cvmraseing mne e e H
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REHDENZEZHROMEDRRK

FELCEF THo>THENLSD CASRN® NFEENFLI—FAFEETHIENHYET.

BRIDERIIRLTH-TH, LZEMN, AHEHOEBREDELLSID, ALK TEREINI-ESI
FRBEINELTHLA—FIZIRFESNET. LZ2EBHEEDFEREIHHRICRESNET.

GenBank HAEDZEE S TIX, EHFAMELEHRRDOEI L, RLES THoTHALI—FELT
IRFESNTVET.

BHRIL—ILDBPINIZEST, BLEFNTHLOTHALIA—FELTIFEEINA TR ENHYET.

B Related Sequences
R EHEHDOES ZF DEHEF NSHIZIEL, Related Sequences HEREFELVET .

BREEOCAVNNIVEDOYME DFEMIERZRTL, Related Sequences REAVEHV VI THERETED
BRI EF OME*RETEET.

& Substance Detail (1or1)

@ Substal ﬁiﬁo)ﬁﬂﬁﬂ’{fﬁ’)mﬁ

@ References (2) § Fefarances
CAS Registry Number 2
479879-70-4 479879-704 || 176229257 R, 2098448418

R EHEHDEF LO—FAH
o 12 HETD
nspecirie

Gamma-aminobutyric acid (GABA) A recegif, alpha 1 (human clone MGC:26564 IMAGE:4820972) (9C1)

Protein/Peptide Sequence
Sequence Lenzth: 456

% Related Sequences (12)

v Other Names and el
~ Seguence Details

Sequence: linear

1700675-57-5 " 1700675-53-1 " 1448554628

1 WRKEPGLSDC LWAWILLLST LTGRSYGOPS LODELKDNTT YFTRILDRLL
1448104-12:8 ~ 1190908-30-5 " 1172644-36-8
51 DGYDNRLRPG  LGERVTEVKT ~ DIFYTSFGPY  SDHDMEVTID  VFFROSNKDE X =

101 RLKFKGPMTY  LRLNNLMASK  IWTPDTFFHN  GRKSVAHNWT  MPNKLLRITE

151 DGTLLYTMRL TURAECPMHL EDFPMDAHAC PLEFGEVAYT RAEVWYEUTR

201 EPARSYWVAE DGERLNGYDL LGATYDSGIY GEETGEVY WM TTHFHLKRKIT

[
251 GYFWIOTYLP CIMTYILSOY SFWLNRESYP ARTYFGUTTY LTMTTLSISA Reference
301 RNSLPKWAYA TAKDWF TAYC Y RFYFSALIE FATUNYFTER GYANDGKSYY 2
351 PEKPKKWKDP LIKKNNTYAP TATSYTPNLA RGDPGLATTA KEATIEPKEY 1087358-21-1 5 628759-25-1 = 528642-91-3

401 KPETKPPEPK KTFNSWSKID RLSRIAFPLL FGIFNLYYWA TYLNREPOLK

451 APTPHO

v Additional Details

IBIRERED
T113-0021 RREHHLREFHIAG25-4 REEN
TEL: D120-151-462 FAX: 03-5978-4080
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