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tigcazagatgoatttaaggoggatgtocatggacatagt

goottgtat
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Recombinant vaccines comprising genetically stable

more antigenic portions of cytomegalovirus protein |
8y: Diamond, Don; Wang, Zhongde
Unitad States, US20100316667 A1 2010-12-16 | Language: English, Daf]

Avaccine comprising an immunol. effactive amount of recombinant m
after serial passage and produced by a) constructing a transfer plasmi
linked to a DNA sequence enceding a heterologous foreign protein an
the control of the mHS promoter; b generating rivivA virus by transfec|
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B Reference (1)

CAS Registry Mumber
1258564-05-4

Unspecified
DNA (synthetic plasmid vector mHS-IEfusion-pZWIAIGUS)) (ACT)
Nucleic Acid Sequence

Sequence Length: 9388
2527 3, 2178 ¢, 2376 g 2307t

1




REHRDOEINEFONEDRR

ELCES THO>TELRELS CASRN® A EEN-LIA—FAFEETEHIENHYET.

EINDEHEIRALTH-TE, LFEMH, AEOEREDELDLD, RUKTEBRSNI-E I
FREEH ELTHLA—FICIFEESIET. ELZ2EHLEDBERIIFHRICRELINET.

GenBank HEDKBEF TIX, EFAEEHEOEI L, RLEI TH-oTHALI—FELT
IEEEhTLEY.

BHRIL—LOPINIZELT, RLEINTHOTHRLA—FELTRFE SN TVDGEELNHYET.

B Related Sequences
REHEDEHNEFDEH EF XSBIZIL, Related Sequences H#EREZ{FELVET .

HEEOCAVNNOEDOYE DHEMIEHRZRTL, Related Sequences RAVEIYYHITHERMEED
BRI EHEOMEERETEET.

@ Substance Detail (1)

(=] Substan-c ﬁIﬁd)Eﬂﬁl}’&ﬁ’)%E

& References(2)

CAS Registry Number

479879-70-4

176229-257 " 2098448-41-8 " 1700675-57-5

B EHDOEFILI—FA
11 #HFEETS

Unspecified

Gamma-aminabutyric acid [GABA] A recep

r, 8lpha 1 {human clone MGC:26564 IMAGE-4820972) (3C1)

1448554-62-8

Protein/Pepride Sequence

% Related Sequences (11)

i ®
I o1 Auailatsie
’ ’
~ Other Names and Iden
L LI

L]
~ Sequence Details Raterence Reterence

Sequence: linear 1087358211 =
MEHSPGELSDC LWAWILLLST LTGERSYGOPS LADELKDNTT WFTRILDRLL

51 DBYDHRLRPG LGERWTEVKT DIFWTSFRPY SOHDHESTI D WFFROSWKDE

101 RLKFKGPHTY  LRLNNLMASK IWTROTFFHN BRKSYAHNMT MPHELLRITE

151 DGTLLYTHRL TYRAECFHHL EOFPHDAHAC PLKFGSTAYT RAEVWYEWTR

201 EPARSVVVAE DGSRLHAYDL LGATYDSR Y RESTRE WM TTHFHLERKI
351 BYFVIATYLR CIMTWILSAY  SFWLHRESWR ARTYFGYTTY LTHITLSI SR 5257’59 251 = 528642.01.2
301 RNSLPKVAYA TAMDWF | AV YAFWFSALIE FATVHYFTRR GYANDGRS WY
351 PEKPKKVKDP LIKERNT VAP TATSYTRHLA RGDPGLATIA KSATIERKEY
401 KPETKPREPK KTFHSVSKI D RLSRIAFPLL FGIFHLY TYLNREROLE

451 APTPHR
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