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Solicitante ST. JUDE CHILDREN'S RESEARCH HOSPITAL

Fecha de solicitud 4 de marzo de 2008

1. Yo, LUZ CLEMENCIA DE PAEZ, obrando como apoderada del solicitante en el asunto
antes identificado, me refiero al oficio No. 12464 notificado por fijacién en lista de 18
de julio de 2012. Mediante memorial radicado el 4 de octubre de 2012 se solicitd
oportunamente un plazo adicional de treinta (30) dias para atender dicho oficio.

2. Mediante oficio No. 12464 se puso en conocimiento del solicitante el informe que

contiene las observaciones hechas por su Despacho sobre la presente solicitud de
patente. Atiendo a las observaciones de la manera siguiente:

NIT. 860.041.367-3
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2.1.

2.2.

2.3.

2.4.

Excepciones a la patentabilidad

De acuerdo al sefior examinador el objeto de las reivindicaciones 23 a 27 es un
método de diagndstico y no es patentable, salvo que se refiera a un método in
vitro

Atendiendo las sugerencias del Sefior Examinador, nos permitimos modificar el
capitulo reivindicatorio donde el método se ha especificado que se trata de un
método in vitro.

Reivindicaciones de uso

El examinador objeta algunas reivindicaciones por referir usos
Atendiendo los comentarios del sefior examinador nos permitimos retirar dichas
reivindicaciones en el nuevo capitulo reivindicatorio.

Claridad en las reivindicaciones
De acuerdo al Sefior Examinador, el capitulo reivindicatorio carece de claridad y
concision

Al respecto, hemos tomado en cuenta las observaciones del sefior examinador y
hemos decidido presentar un nuevo capitulo reivindicatorio basado
fundamentalmente en las solicitudes equivalentes a la presente solicitud vy
concedidas en Estados Unidos US 7 871 626 y US 8 293 247. De esta forma,
queremos hacer ver que la solicitud fue lo suficientemente clara y concisa en
Estados Unidos para que fuera concedido el privilegio solicitado y para que
cualquier persona que entienda del arte pudiera entender sin ningtin problema la

invencién aqui desarrollada.

Analisis de nivel inventivo

¥

El Sefior Examinador indica que los documentos D1, D2 y D3 afectan el nivel
inventivo de la presente solicitud
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En relacion con las observaciones hechas por el examinador, nos permitimos

. presentar un nuevo capitulo reivindicatorio basado fundamentaimente en las
solicitudes equivalentes a la presente solicitud y concedidas en Estados Unidos
US 7 871 626 y US 8 293 247. Esta modificacion de las reivindicaciones implico
un cambio sustancial en la definicion y alcance de la invencién por lo cual los
documentos citados y la comparacién efectuada no resultan pertinentes. Un
ejemplo de esto son las nuevas reivindicaciones independientes las cuales tienen
nuevas caracteristicas técnicas que no fueron comparadas por el examinador al
momento de efectuar el examen de nivel inventivo.

Estas nuevas caracteristicas técnicas de la invencién en su conjunto no fueron
reveladas ni sugeridas en los documentos citados por el Examinador y por ende,

los mismos no son relevantes para su evaluacion del nivel inventivo.

Se entiende que cada pais -es auténomo en la concesién o negacion de los
privilegios, sin embargo, el andlisis de novedad y de nivel inventivo es
practicamente universal y por ende, respetuosamente solicitamos que se valide el
examen de patentabilidad efectuado por la USPTO al momento de estudiar la
presente solicitud o en su defecto se profiera una nueva accion oficial sobre la
base de las modificaciones efectuadas, las cuales insistimos, cambian
sustancialmente la materia reclamada.

3. Modificacion de la solicitud en tramite

De acuerdo con el articulo 34 de la Decision 486 de la Comision de la Comunidad Andina,
donde se establece que la modificacion de una solicitud es posible en cualquier momento
del tramite mientras no implique una ampliacién de la solicitud inicial, me permito
presentar nuevo capitulo reivindicatorio corregido.

Las modificaciones realizadas fueron las siguientes:



CAVELIER

ABOGADOS

3.1.  Nuevo capitulo reivindicatorio donde se ha replanteado la redaccidén de las

reivindicaciones con el animo de superar las objeciones del Sefior Examinador.

3.2. La nueva redaccién del capitulo reivindicatorio de la presente solicitud esta
basada en los capitulos reivindicatorios de las patentes concedidas US 7 871 626
y US 8 293 247

4. De acuerdo con los argumentos y modificaciones presentados con este escrito, la
presente solicitud cumple a cabalidad con los requerimientos exigidos en la Decisién
486 y las objeciones formuladas por el Examinador se ven superadas.

Puesto que se ha dado respuesta a todas las objeciones formuladas por el
Examinador, se solicita atentamente proceder al otorgamiento de la solicitud de
patente. En este sentido, respetuosamente recordamos al Examinador que la patente
no podra ser negada con base en objeciones diferentes a las expuestas en la accion
oficial No. 12464, toda vez que al no haber sido trasladadas a mi representada, dicha
decision violaria tanto el tenor literal del articulo 45 de la Decisién 486 como el
derecho constitucional al debido proceso. En este evento, y con base en el inciso 2
del articulo 45, respetuosamente solicitamos al Examinador expedir una nueva accion
oficial que permita a mi representada contra argumentar las mismas o modificar la
solicitud con el fin de cumplir los requisitos de patentabilidad.

6. Concesion de solicitudes equivalentes

Si bien entendemos y aceptamos que cada pais es auténomo en la concesién o negacién
de los privilegios de patente, queremos resaltar el hecho que el andlisis de los requisitos
para el otorgamiento de esos derechos es practicamente universal. Por lo mismo, también
queremos llamar la atencién de este Despacho en relacion a que esta misma solicitud de
patente ha sido concedida en Estados Unidos y Australia. Nos permitimos entonces
presentar los documentos US 7871626 y US 8293247 correspondiente al privilegio
concedido en Europa
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6. ANEXOS

Nuevo pliego reivindicatorio conformado por 49 reivindicaciones

e Formulario para modificaciones.

e Comprobante de pago por 39 reivindicaciones adicionales después de la décima
reivindicacion por $1.170 000.

» Documentos de patente concedidos en Estados Unidos US 7871626 y US

8293247

Sefior Director,

o @lerns 05586

LUZ CLEMENCIA DE PAEZ
C.C. 35.456.344 de Usaquén
T.P.A. No. 23.555

‘f\ COLO-16331-0841-001-2

\Y  RBL\RBLWD-230822\WPC16331
No. M-2012-230822\RBL
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Espacio reservado para el adhesivo de radicacion

Industria v Comercio
SUPERINTENDENGIA

DIRECCION DE NUEVAS CREACIONES
MODIFICACIONES Y/O CORRECCIONES

1. Identificacion del Tramite

D Error material EI Modificacién a una Solicitud en tramite
L’_‘_l Patente de Invencién

D Patente de Modelo de Utilidad

D Registro de Disefio Industrial

D Esquema de Trazado de Circuitos Integrados

2. Datos del solicitante

Persona Natural D Persona Juridica @

ST. JUDE .CHILDREN’S RESEARCH HOSPITAL

Nombre o denominaciéon / Nombre ¢ razén social completa

Nombre representante legal

Tipo de empresa Micro D Pequefia D Mediana D Otra D
Documento de identificacion: DC.C. D C.E. D NIT D Otro Numero
Nacionalidad/Pais de constitucién | Direccién y domicilio del titular Ciudad
Estados Unidos de Ameérica 332 North Lauderdale Street, Tennessee 38105- Memphis
Direccion electronica 74 No. Fax v ) Numero telefénico
clientes@cavelier.com 2118650 34736 11

D Autorizo expresamente a la Superintendencia de Industria y Comercio para que todas las comunicaciones sean enviadas a
través de la direccion de correo electrénico

3. Datos del apoderado:

Apellidos y Nombre Documento de identificacion Tarjeta profesional

De Paez Luz Clemencia C.C. 35.456.344 T.P.A. 23.555
Direccion y domicilio Ciudad
Carrera 4% No. 72 -35 Bogota
Direccion electronica No. Fax Nuamero telefénico
cavelier@cavelier.com 21186 50 347 36 11
En caso de haber presentado poder general para asuntos que se adelanten ante la Delegatura de Propiedad Industrial, sirvase
indicar el nimero de su radicacién o protocolo de poder general

P102-F17 vrl (2012-04-19)
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4. Datos del tramite
Correccion:
Expediente No 08.023.024
Aparece
Debe ser

Modificacion:

@ Modificacién al capitulo reivindicatorio.
Presento nuevo capitulo reivindicatorio compuesto por 49 reivindicaciones y pido respetuosamente
que el examen de patentabilidad sea realizado sobre estas nuevas reivindicaciones presentadas. |
Respetuosamente manifiesto que a pesar de eliminar materia del pliego reivindicatorio originalmente
presentado, mi representada no renuncia a la proteccién que pueda obtener sobre dicha materia y se
reserva el derecho de presentar una solicitud divisional que la contenga durante el tramite de la
presente solicitud, beneficiandose de la. fecha de prioridad inicialmente reivindicada.

D Modificacion al capitulo descriptivo.

D Modificacion al resumen.

D Modificacion a los dibujos.

D Modificacién al solicitante.

5. Anexos
D Poder, si fuere el caso.
IZI Documento que contiene las modificaciones o correcciones.
I:I Copia de la solicitud y sus anexos en formato magnético.

IE Comprobante de pago por 39 reivindicaciones adicionales después de la décima reivindicaciéon por
$1.170.000.

PI02-F17 vr1 (2012-04-19)
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Tarjeta Profesional 23.555

J\RBL\NCA\WPC1 6331\ID-230890

PI02-F17 vr1 (2012-04-19)



REIVINDICACIONES

Una molécula de hemaglutinina (HA) del virus de influenza recombinante H5, donde
dicha molécula H5HA:
a. Comprende uno o mas cambios de secuencias de aminoacidos comparados a
los que le ocurren a la molécula HA que comprende un aminoacido diferente a
la asparagina en el lugar correspondiente a la posicion 223 en la HA del H5,
b. Comprende el aminoacido asparagina en el lugar correspondiente a la posicién
223 en la HA del H5,
c. Posee una reactividad aumentada con los antisueros obtenidos de un animal
expuesto a un virus de influenza H5 o una vacuna contra la influenza
comparada con la molécula HA de tipo silvestre y

d. No es una molécula A/HK/213/03 HA

La molécula HA del virus de influenza de la reivindicacion 1, en donde la sustitucion

del aminoacido altera un sitio de glicosilacién

La molécula HA del virus de influenza de la reivindicacion 1, en donde el virus de
influenza es un virus de influenza A humana.

La molécula HA del virus de influenza de la reivindicacion 3, en donde el virus de
influenza A humana es un miembro del subtipo H5.

La molécula HA del virus de influenza de la reivindicacion 1 la cual es derivada de un
virus de influenza aviar. Y

Un virus de la influencia que contiene una molécula de hemaglutinina (HA) del virus de

influenza recombinante H5, donde dicha molécula HSHA:
a. Comprende uno o mas cambios de secuencias de aminoacidos comparados a
los que le ocurren a la molécula HA que comprende un aminoacido diferente a

la asparagina en el lugar correspondiente a la posiciéon 223 en la HA del H5,



(@]

b. Comprende el aminoacido asparagina en el lugar correspondiente a la posicion
223 en la HA del H5, |

c. Posee una reactividad aumentada con los antisueros obtenidos de un animal
expuesto a un virus de influenza H5 o una \}acuna contra la influenza
comparada con la molécula HA de tipo silvestre y

d. No es una molécula A/HK/213/03 HA

7. Un virus de la influencia que contiene una molécula de hemaglutinina (HA) del virus de
influenza recombinante H5, donde dicha molécula H5HA:

a. Comprende uno o mas cambios de secuencias de aminoacidos comparados a
los que le ocurren a la molécula HA que comprende un aminoacido diferente a
la asparagina en el lugar correspondiente a la posiciéon 223 en la HA del H5,

b. Comprende el aminoacido asparagina en el lugar correspondiente a la posicién
223 en la HA del H5,

c. No es una molécula A/HK/213/03 HA

d. Posee una reactividad aumentada con los antisueros obtenidos de un animal
expuesto a un virus de influenza o una vacuna contra la influenza comparada
con la molécula HA de tipo silvestre y

e. Resulta en un aumento de la inmunogenicidad de dicha vacuna comparada

con la molécula HA natural

8. Un virus de la influencia de acuerdo a la reivindicaciéon 7 donde la asparagina en la

posicion del aminoacido 223 altera la especificidad de los receptores del acido sialico
9. Un virus de la influencia de acuerdo a la reivindicacion 7 donde la serina esta en la
posicién del aminoacido 223

10. Un virus de la influencia de acuerdo a la reivindicacion 6 donde una o0 mas secuencias

de aminoacidos alteran el sitio de glicosilacién



1.

12,

13.

14.

15.

16.

17.

18.

19.

20.

21.

Un virus de la influencia de acuerdo a la reivindicacion 6 donde la molécula HA natural

es del virus de la influenza humana A

Un virus de la influencia de acuerdo a la reivindicacion 11 donde la moiécula HA

natural del virus de la influenza humana A es miembro del subtipo H5

Un virus de la influencia de acuerdo a la reivindicacion 6 donde la molécula HA natural

es del virus de la influenza aviar

Un virus de la influencia de acuerdo a la reivindicacion 6 donde una o mas secuencias

de aminoacidos alteran la especificidad de los receptores del acido sialico

Un virus de la influencia de acuerdo a la reivindicacién 6 donde la molécula de origen

natural HA comprende una serina en la posicién equivalente del aminoacido 223

Un virus de la influencia de acuerdo a la reivindicacion 7 donde una © mas secuencias

de aminoacidos alteran el sitio de glicosilacién

Un virus de la influencia de acuerdo a la reivindicacion 7 donde la molécula HA natural

es del virus de la influenza humana A

Un virus de la influencia de acuerdo a la reivindicacién 17 donde la molécula HA

natural del virus de la influenza humana A es miembro del subtipo H5

Un virus de la influencia de acuerdo a la reivindicacion 7 donde la molécula HA natural

es del virus de la influenza aviar

Un virus de la influencia de acuerdo a la reivindicacién 7 donde la asparagina en la

posicién de aminoacido 223 altera la especificidad de los receptores del acido sidlico.

Un virus de la influencia de acuerdo a la reivindicacion 7 donde la molécula de origen

natural HA comprende una serina en la posicion equivalente del aminoacido 223

1



22.

23.

24.

25.

26.

27,

28.

29.

El virus recombinante de influenza de la reivindicacion 7, en donde el virus es usado
como virus de referencia para diagnéstico en un ensayo de inhibicidn de

hemaglutinina (HI).

Un conjunto para ensayos de inhibicion de hemaglutinina (HI) que incluye el virus

recombinante de influenza de la reivindicacion 7.

Un acido nucleico aislado que codifica la molécula de HA del virus de influenza de la

reivindicacion 6

Un acido nucleico aislado que codifica la molécula de HA del virus de influenza de la

reivindicacion 7.

Un método para hacer un virus que incluye la molécula de HA de la reivindicacion 1,
método que incluye la introduccidon de un vector recombinante que expresa la
molécula HA del virus de influenza de la reivindicacién 1 en un sistema de genética

inversa.

Un método para determinar la eficacia de una vacuna del virus de influenza en un
animal, método el cual incluye un antisuero reactivo obtenido de un animal vacunado
con una molécula de hemagilutinina (HA) del virus de influenza que comprende (i)
asparagina en una posicion de aminoacido en una posicién que corresponde a la 223

en H5HA y (ii) no es A/HK/223/03

Un método que incrementa la sensibiidad de un ensayo de inhibicidn de
hemaglutinina (HI), método el cual incluye reaccionar in vitro antisueros obtenidos de
animales vacunados o infectados con una molécula de hemaglutinina (HA) donde una
molécula de hemaglutinina (HA) del virus de influenza comprende (i) asparagina en
una posicion de aminoacido en una posiciéon de aminoacido que corresponde a la 223

en H5HA vy (ii) no es A/HK/223/03

El método de la reivindicacion 28 que resulta en un incremento de dos veces en la

sensibilidad del ensayo de inhibicién de la hemaglutinina

1T



30.

31

32,

33.

34.

35.

36.

El método de la reivindicacion 28 que resulta en un incremento de cuatro veces en la

sensibilidad del ensayo de inhibicién de la hemaglutinina

. Un método para determinar la eficacia de una vacuna del virus de influenza en un

animal, método el cual incluye reaccionar in vitro un antisuero obtenido de un animal
con un virus de referencia diagnosticado que es derivado del virus de influenza que
contiene un virus de la influenza HA comprendiendo asparagina en una posicién de

aminoacido que corresponde a la 223 en H5HA y (ii) no es A/HK/223/03

Un método para determinar la eficacia de una vacuna del virus de influenza en un
animal, método el cual incluye reaccionar in vitro un antisuero obtenido de un animal
con Lln virus de referencia diagnosticado que es derivado del virus de influenza que
contiene un virus de la influenza HA comprendiendo asparagina en una posicion de
aminoacido que corresponde a la 223 en H5HA y donde la inclusién de asparagina
resulta en una actividad aumentada del virus de referencia diagnosticado con

antisueros derivados del animal expuesto con una molécula HA tipo salvaje.

Un método para determinar cuando un animal ha sido expuesto a una vacuna del virus
de influenza en un animal, método el cual incluye reaccionar in vitro un antisuero
obtenido de un animal con un virus de referencia diagnosticado que es derivado del

virus de influenza que contiene un virus de la influenza HA de la reivindicacién 7.
El método de la reivindicacién 27, 32 y 33 donde el animal es un hurén.
El método de la reivindicacién 27, 32 y 33 donde el animal es un humano.

Una composiciéon inmunogénica CARACTERIZADA PORQUE comprende:
-a. Una molécula de hemaglutinina (HA) del virus de la influenza recombinante H5
donde dicha molécula H5HA recombinante
i. Comprende uno o mas cambios de secuencias de aminoacidos
comparados a los que le ocurren a la molécula HA que comprende un
aminoacido diferente a la asparagina en el lugar correspondiente a la

posicion 223 en la HA del H5,



37.

38.

39.

40.

41.

42,

43.

44,

ii. Comprende el aminoacido asparagina en el lugar correspondiente a la
. posicién 223 en la HA del H5,

iii. Posee una reactividad aumentada con los antisueros obtenidos de un
animal expuesto a un virus de influenza H5 o una vacuna contra la
influenza comparada con la molécula HA de tipo silvestre y

iv. No es una molécula A/HK/213/03 HA y

b. Un vehiculo

La composicién de la reivindicacién 36 CARACTERIZADO PORQUE contiene un

adyuvante

La composicién de la reivindicacién 36 CARACTERIZADO PORQUE contiene una

molécula inmunoestimulatoria

La composicion de la reivindicacion 36 CARACTERIZADO PORQUE la composicion
inmunogénica  contiene  microcapsulas y/o un portador membranoso

inmunopotenciador

La composicion de la reivindicacion 36 CARACTERIZADO PORQUE la composicion
inmunogénica contiene glébulos rojos de la sangre (RBC), RBC fantasmas, o antigeno

azul de la lengua

La composicion de la reivindicacion 36 CARACTERIZADO PORQUE la composicion

inmunogénica se administra intramuscularmente

La composicién de la reivindicaciéon 36 CARACTERIZADO PORQUE la composicién

inmunogénica se administra oralmente

La composicion de la reivindicacion 36 CARACTERIZADO PORQUE la composicion

inmunogénica se administra por las mucosas

La composicion de la reivindicacion 36 CARACTERIZADO PORQUE uno o mas

secuencias de aminoacidos alteran el sitio de glicosilacién

L



45. La composicion de la reivindicacién 36 CARACTERIZADO PORQUE la molécula HA

es del virus A de la influenza humana

46. La composicién de la reivindicacion 45 CARACTERIZADO PORQUE el virus A de la

influenza human es del subtipo H5

47. La composicién de la reivindicacion 36 CARACTERIZADO PORQUE ia molécula HA

natural es del virus de la influenza aviar

48. La composicion de la reivindicacion 36 CARACTERIZADO PORQUE la asparagina en
la posicion 223 del aminoacido de la molécula de HA altera especificamente los

receptores del acido siélico

49. La composicion de la reivindicacion 36 CARACTERIZADO PORQUE la molécula HA

es parte de un virus recombinante o atenuado

RBL/WPC16331/230797
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(57) ABSTRACT

The immunogenicity of the influenza virus hemagglutinin
(HA) molecule may be increased by substitutions of amino
acids in the HA sequence. The substitution of specific HA
residues, such as asparagine at position 223 of H5 HA,
increase the sensitivity of the hemagglutinin inhibition (HI)
assay by altering receptor specificity and/or antibody-antigen
binding. HA molecules containing such substitutions will be
useful in the development of diagnostic reference viruses and
improved influenza vaccines.
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MODIFIED INFLUENZA VIRUS FOR
MONITORING AND IMPROVING VACCINE
EFFICIENCY

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application is a divisional of U.S. application Ser. No.
11/460,584, filed Jul. 27, 2006, now U.S, Pat. No. 7,871,626,
which claims the benefit of U.S. Provisional Application No.
60/705,808, filed Aug. 4, 2005, which are both incorporated
herein by reference in their entirety.

STATEMENT REGARDING FEDERALLY
SPONSORED RESEARCH OR DEVELOPMENT

The research leading to the present invention was sup-
ported by grant AI95357 from the National Institute of
Allergy and Infectious Disease and by Cancer Center Support
(CORE) grant CA21765 from the National Institutes of
Health. Accordingly, the U.S. government has certain rights
in the invention.

REFERENCE TO A COMPACT DISK APPENDIX

Not applicable.
FIELD OF THE INVENTION

In a general sense, the invention relates to increasing the
antigenicity and/or immunogenicity of a group of influenza
virus subtypes.

BACKGROUND OF THE INVENTION
Influenza Viruses

Influenza viruses, most notably particular strains of A and
B virus, are a serious cause of morbidity and mortality
throughout the world, resulting in annual disease outbreaks.
Periodically but at irregular intervals pandemics occur and
result in particularly high levels of illness and death. Pandem-
ics are historically the result of novel virus subtypes of influ-
enza A, created by reassortment of the segmented genome
(antigenic shift), whereas annual epidemics are generally the
result of evolution of the surface antigens of influenza A and
B virus (antigenic drift). Human influenza viruses often origi-
nate from avian strains of influenza virus so that influenza
infection is at its basis a zoonosis. There is also evidence that
swine can serve as an intermediate host (“mixing vessel”) for
the generation of new avian-originated strains that are patho-
genic in humans (Scholtissek et al., Virology 1985, 147:287).
The H5N1 influenza A outbreak in Hong Kong in 1997
showed that highly pathogenic influenza A viruses can also be
transmitted directly from avian species to humans (Claas et
al,, Lancet 1998, 351:472; Suarez et al., J. Virol. 1998,
72:6678; Subbarao et al., Science 1998, 279:393; Shortridge,
Vaccine 1999, 17 (Suppl. 1): $26-S29). In 2003, the H5N1
viruses in Southeast Asia comprised different co-circulating
genotypes, but in 2004 a single genotype, known as the
“Z-genotype”, became dominant (Li et al., Nature 2004, 430:
209). Current evidence indicates that fatal human cases
resulted from the direct transmission of this genotype from
birds to humans and that it also infected cats, with direct catto
cat transmission (Kuiken et al., Science 2004, 306:241). This
and otherevidence of the changing host range and widespread
distribution of this virus raised concern that HSN1 viruses
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may acquire the characteristics that allow transmission from
human to human. Humans woutd have no immunity to such
new H5N1 viruses, which could cause catastrophic pandemic
influenza (Fouchier et al., Nature 2005, 435:419). The poten-
tial of influenza A viruses to generate new pathogenic strains
from a vast number of circulating strains in animal reservoirs
indicates that disease control requires monitoring these
viruses and developing improved antiviral therapies and vac-
cines. The speed with which new viral strains develop
demands vigilance in this meonitoring effort, including
improved techniques for assessing the efficacy of vaccines to
novel strains.

Influenza A, B and C, of the family Orthomyxoviridae, all
have a segmented negative strand RNA genome that is repli-
cated in the nucleus of the infected cell, has a combined
coding capacity of about 13 kb, and contains the genetic
information for ten viral proteins. Specificaily, influenza
viruses have eight negative-sense RNA (nsRNA) gene seg-
ments that encode at least 10 polypeptides, including RNA-
directed RNA polymerase proteins (PB2, PB1 and PA),
nucleoprotein (NP), neuraminidase (NA), hemagglutinin
(HA, which after enzymatic cleavage is made up of the asso-
ciation of subunits HA1 and HA2), the matrix proteins (M1
and M2) and the non-structural proteins (NS1 and NS2)
(Krug et al., In The Influenza Viruses, R. M. Krug, ed., Ple-
num Press, New York, 1989, pp. 89-152).

Recently developed reverse-genetics systems have allowed
the manipulation of the influenza viral genome (Palese et al.,
Proc. Natl. Acad. Sci. USA 1996, 93:11354; Neumann and
Kawaoka, Adv. Virus Res. 1999, 53:265; Neumann et al.,
Proc. Natl. Acad. Sci. USA 1999, 96:9345; Fodor et al., J.
Virol. 1999,73:9679). For example, it has been demonstrated
that the plasmid-driven expression of eight influenza nsRNAs
from a pol I promoter and the coexpression of the polymerase
complex proteins result in the formation of infectious influ-
enza A virus (Hoffmann et al., Proc. Natl. Acad. Sci. USA
2000, 97:6108).

The virus particle of the influenza virus has a size of about
125 nm and consists of a core of negative sense viral RNA
associated with the nucleoprotein, surrounded by a viral enve-
lope with a lipid bilayer structure. The inner layer of the viral
envelope is composed predominantly of matrix proteins and
the outer layer contains most of the host-derived lipid mate-
rial. The so-called “surface proteins”, neuraminidase (NA)
and hemagglutinin (HA), appear as spikes on the surface of
the viral body. Infectivity of novel influenza viruses depends
on the cleavage of HA by specific host proteases, whereas NA
is involved in the release of progeny virions from the cell
surface and prevents clumping of newly formed virus.

The HA and NA proteins embedded in the viral envelope
are the primary antigenic determinants of the influenza virus
(Air et al., Structure, Function, and Genetics, 1989, 6:341-
356; Wharton et al., In The Influenza Viruses, R. M. Krug, ed.,
Plenum Press, New York, 1989, pp. 153-174). Due to reas-
sortment of influenza segmented genome, new HA and NA
variants are constantly created for which a newly infected
organism has no anamnestic immune response. HA glycopro-
tein is the major antigen for neutralizing antibodies and is
involved in the binding of vitus particles to receptors on host
cells.

HA molecules from different virus strains show significant
sequence similarity at both the nucleic acid and amino acid
levels. This level of similarity varies when strains of different
subtypes are compared, with some strains clearly displaying
higher levels of similarity than others (Air, Proc. Natl. Acad.
Sci. USA, 1981, 78:7643). The levels of amino acid similarity
vary between virus strains of one subtype and virus strains of
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other subtypes (Air, Proc. Natl. Acad. Sci. USA, 1981,
78:7643). This variation is sufficient to establish discrete
subtypes and the evolutionary lineage of the different strains,
but the DNA and amino acid sequences of different strains are
still readily aligned using conventional bioinformatics tech-
niques (Air, Proc. Natl. Acad. Sci. USA, 1981, 78:7643;
Suzuki and Nei, Mol. Biol. Evol. 2002, 19:501).

Influenza Vaccines

The influenza vaccines currently licensed by public health
authorities for use in the United States and Europe are inac-
tivated influenza vaccines as well as the live attenuated FLU-
MIST vaccine in the United States. Viruses presenting epide-
miologically important influenza A and influenza B strains
are grown in embryonated chicken eggs and the virus par-
ticles are subsequently purified and inactivated by chemical
means to form vaccine stocks. Each year the WHO selects
subtypes which most likely will circulate for that year for
vaccine development.

Although influenza vaccines have been in use since the
early 1940°s for human vaccination and since the late 1960°s
for equine vaccination, the existence of extensive animal
reservoirs, combined with the threat of emergence of a novel
influenza virus capable of causing a pandemic, has spurred
research into novel therapies with which to fight the virus.
Several important advances in the field of influenza have
occurred in the last few years (reviewed in Cox and Subbarao,
Lancet 1999, 354:1277-82). For example, an experimental
live, attenuated, intranasally administered trivalent influenza
vaccine was shown to be highly effective in protecting young
children against influenza A H3N2 and influenza B. Other
approaches to improve the efficacy of the current (killed)
influenza virus vaccines include the generation of cold-
adapted and genetically engineered influenza viruses contain-
ing specific attenuating mutations (reviewed in Palese et al., J.
Infect. Dis., 1997, 176 Suppl 1:845-9). It is hoped that these
genetically altered viruses, in which the HA and NA genes
from circulating strains have been incorporated by reassort-
ment, can be used as safe live influenza virus vaccines to
induce a long-lasting protective immune response in humans.
Although cold-adapted vaccines appear to be efficacious in
children and young adults, they may be too attenuated to
stimulate an ideal immune response in elderly people, the
major group of the 20000-40000 individuals in the USA
dying each year as a result of influenza infection.

Readily available vaccines would provide the most effec-
tive too] against emergent pandemic influenza. After the 1997
HS5NI outbreak in Hong Kong, vaccines produced by two
different approaches were tested in humans. Conventional
subunit HS vaccine produced from A/duck/Singapore/3/97
was poorly immunogenic in humans, even against antigeni-
cally closely related strains and after multiple vaccination
(Nicholsor et al., Lancet 2001, 357:1937; Stephenson et al.,
Journal of Infectious Disease 2005, 191:1210). The use of the
adjuvant MF59 increased the antibody titer of this H5 vaccine
(Stephenson et al., Vaccine 2003, 21:1687). Vaccination with
inactivated “split” vaccine derived from nonpathogenic
A/duck/HK/836/80 (H3N1) virus and the modified H5
hemagglutinin from A/HK/156/97 (H5N1) virus induced
barely detectable titers of neutralizing antibodies (Takada et
al., Journal of Virology 1999, 73:8303). Thus, although these
HSN1 vaccines were well tolerated, they appeared to be
poorly immunogenic. The current lack of effective vaccines
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against HSNI virus strains increases the threat of these
viruses to cause pandemic disease.

Influenza Vaccine Immunogenicity

Serum antibody titer methods are the accepted surrogate
measures of immune protection after vaccination or viral
infection. The predominantly used serum antibody titer meth-
ods are virus neutralization titer assays and hemagglutinin
inhibition (HI) titer assays. These assays are based on the
ability of influenza antibodies from human serum to cross
react with antigens under in vitro conditions. Assays are
selected for a given situation based not only on their ability to
provide consistent and applicable results but also based on
their ease of use and the facility requirements for each type of
assay.

Briefly stated, the virus neutralization assay examines the
ability of antibodies from a serum sample to block the infec-
tion of cultured cells by influenza virus. The assay is carried
out by creating serial dilutions (titers) of a serum sample and
combining each of these dilutions with a standard amount of
infectious virus. Each dilution mixture is then presented to a
defined cell culture and the resulting infection rates assayed.
The virus neutralization titer assay is considered to be an
extremely useful and reliable test to examine the level of
immunoprotective antibodies present in a given individual. It
is, however, dependent on specialized cell culture facilities
and therefore is not universally available. The methodology is
also laborious and time consuming hence poorly suited to
screening large numbers of samples.

The hemagglutinin inhibition (HI) assay similarly exam-
ines the ability of antibodies from a serum sample to bind with
a standardized reference virus. The basis for this assay is the
fact that influenza viruses will bind to and agglutinate eryth-
rocytes. In the HI assay, serial dilutions of serum sample are
mixed with standard amounts of reference virus and aftera set
incubation period added to erythrocytes. The association
between reference viruses and erythrocytes into complexes is
then detected visually. The highest dilution of serum that
inhibits hemagglutinin is read as the hemagglutinin inhibition
titer. Although not as sensitive of vaccine immunogenicity as
other assays, the HI assay is widely employed due to its
relatively simple technology and laboratory requirements.

Given the limitations discussed above on the current tech-
niques available for influenza vaccine development and
assessment, there is a need for improvements in techniques of
immunogenicity assessment to test immune response after
infection as well as vaccine efficacy.

SUMMARY OF THE INVENTION

The present invention provides for amino acid substitu-
tions in the hemagglutinin (HA) molecule of influenza A that
can alter the antigenicity and immunogenicity of the HA.
These substitutions may alter antigenic sites by altering
receptor specificity and/or antibody-antigen binding. In a
variety of embodiments, the increased antigenicity resulting
from the substitution may be useful to increase the sensitivity
ofthehemagglutinin (HI) assay on serum taken from infected
animals. This information is important in the production of
diagnostic reference viruses and new vaccines for influenza.
Preferably, the amino acid substitution results in molecules
with the immunogenicity characteristics of the amino acid
substitution of asparagine at H5 HA location 223.

Thus, within certain aspects, the present invention includes
an influenza virus hemagglutinin (HA) molecule comprising
one or more amino acid substitution in the receptor binding
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site that makes the LA molecule more antigenic with respect
to antibodies specific for the HA molecule lacking the amino
acid substitution in its receptor binding site. The influenza
virus increased antigenicity HA molecule may include the
amino acid asparagine at the position corresponding to posi-
tion 223 in H5 HA, wherein the inclusion of asparagine
results in an increased reactivity with antisera derived from an
animal exposed to an influenza virus with a wildtype HA
molecule. The influenza virus increased antigenicity HA mol-
ecule may include the amino acid asparagine at the position
corresponding to position 223 in H5 HA, wherein the HA
molecule does not originate with human HS5 isolate A/HK/
213/03 and the inclusion of asparagine at position 223 results
in an increased reactivity with antisera derived from an ani-
mal exposed to an influenza virus. In some embodiments, the
amino acid substitution alters a glycosylation site. In some
embodiments, the influenza virus is a human influenza A
virus. For example, the human influenza A virus may be a
member of the H5 subtype. The human influenza A virus may
be a A/Vietnam/1203/04 (H5N1) virus. In some embodi-
ments, the influenza virus is an influenza B virus. The inven-
tion includes influenza virus increased antigenicity HA mol-
ecules that are derived from an avian influenza virus.

Within other aspects, the invention includes a recombinant
influenza virus comprising an influenza virus hemagglutinin
(HA) molecule comprising one or more amino acid substitu-
tion in the receptor binding site that makes the HA molecule
more antigenic with respect to antibodies specific for the HA
molecule lacking the amino acid substitution in its receptor
binding site. The recombinant virus may include a modified
HA molecule derived from H5N1 influenza virus in the
genetic background of an influenza A virus. The influenza A
virus may be a master strain virus. The recombinant virus may
be used as a diagnostic reference virus in a hemagglutinin
inhibition (HI) assay. The recombinant influenza virus may
be included in a hemagglutinin inhibition (HI) assay kit.

Still further aspects of the invention include reverse genet-
ics systems for making a virus containing an influenza virus
hemagglutinin (HA) molecule comprising an amino acid sub-
stitution in the receptor binding site that makes the HA mol-
ecule more antigenic with respect to antibodies specific for
the HA molecule lacking the amino acid substitution in its
receptor binding site.

Yet other aspects of the invention disclosed herein include
methods of making a virus containing an influenza virus
hemagglutinin (HA) molecule comprising one or more amino
acid substitution in the receptor binding site that makes the
HA molecule more antigenic with respect to antibodies spe-
cific for the HA molecule lacking the amino acid substitution
inits receptor binding site. In some embodiments, the method
comprises introducing a recombinant vector that expresses
the increased antigenicity HA molecule in a reverse genetics
system.

In related aspects, the invention further provides methods
for determining the efficacy of an influenza virus vaccine in
an animal. In some embodiments, the method comprises
reacting antisera derived from a vaccinated animal with an
influenza virus hemagglutinin (HA) molecule comprising
one or more amino acid substitution in the receptor binding
site that makes the HA molecule more antigenic with respect
to antibodies specific for the HA molecule lacking the amino
acid substitution in the receptor binding site which is present
in the influenza virus vaccine. In some embodiments, the
increased antigenicity HA molecule originates with human
HS5NI1 isolate A/HK/213/03 and the inclusion of asparagine at
the position that corresponds to position 223 in HA from
H5N1 virus results in an increased reactivity with antisera
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derived from the vaccinated animal. In some embodiments,
the animal is a human. In other embodiments, the animal is a
ferret.

Yet other related aspects of the present invention provide
methods for producing an influenza virus comprising a
hemagglutinin (HA) molecule, which method comprises cul-
turing a reverse genetics system in which DNA encoding HA
encodes one or more amino acid substitution in the receptor
binding site that makes the HA molecule more antigenic with
respect to antibodies specific for the HA molecule lacking the
amino acid substitution in the receptor binding site by a
reverse genetics process.

The invention further provides methods for increasing the
sensitivity of a hemagglutinin inhibition (HI) assay, which
methods comprise reacting antisera derived from the vacci-
nated or infected animal with an influenza virus hemaggluti-
nin (HA) molecule comprising one or more amino acid sub-
stitution in the receptor binding site that makes the HA
molecule more antigenic with respect to antibodies specific
for the HA molecule facking the amino acid substitution in the
receptor binding site. In some embodiments, the method for
increasing the sensitivity of a H assay results in at least 2-fold
increase in sensitivity of a hemagglutinin inhibition (HI)
assay. In some embodiments, the method for increasing the
sensitivity of a HI assay results in at least 4-fold increase in
sensitivity of a hemagglutinin inhibition (HI) assay.

Another aspect of the invention includes methods for deter-
mining whether an animal has been exposed to an influenza
virus. In some embodiments, the method comprises reacting
antisera derived from the animal with a diagnostic reference
virus, which is derived from the influenza virus in question
but comprises an influenza virus hemagglutinin (HA) mol-
ecule comprising an amino acid substitution in the receptor
binding site that makes the HA molecule more antigenic with

respect to antibodies specific for the HA molecule lacking the -

amino acid substitution in its receptor binding site resulting in
an increased reactivity with the antisera. In some embodi-
ments, the animal is a human. In other embodiments, the
animal is a ferret.

The invention includes in yet other aspects methods for
determining whether an animal has been exposed to an influ-
enza virus. In some embodiments, the method comprises
reacting antisera derived from the animal with a diagnostic
reference virus, which is derived from the influenza virus in
question but comprises a modified influenza virus HA mol-
ecule comprising the amino acid asparagine at the position
corresponding to position 223 in HS5 HA, wherein the inclu-
sion of asparagine results in an increased reactivity with
antisera derived from an animal exposed to an influenza virus
with a wildtype HA molecule, resulting in an increased reac-
tivity with the antisera. In some embodiments, the method for
determining whether an animal has been exposed to an influ-
enza virus includes reacting antisera derived from the animal
with a diagnostic reference virus, which is derived from the
influenza virus in question but comprises a modified infiu-
enza virus HA molecule comprising the amino acid aspar-
agine at the position corresponding to position 223 in H5 HA,
wherein the HA molecule does not originate with human H5
isolate A/HK/213/03 and the inclusion of asparagine at posi-
tion 223 results in an increased reactivity with antisera
derived from an animal exposed to an influenza virus. In some
embodiments, the animal is a human. In other embodiments,
the animal is a ferret.

Also included within the invention are influenza vaccine
viruses comprising a hemagglutinin (HA) molecule compris-
ing an amino acid substitution in the receptor binding site that
makes the HA molecule more antigenic with respect to anti-
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bodies specific for the HA molecule lacking the amino acid
substitution in the receptor binding site and wherein the
modification results in an increased immunogenicity of said
vaccine virus.

One aspect of this invention includes isolated nucleic acids
encoding an influenza virus hemagglutinin (HA) molecule
comprising an amino acid substitution in the receptor binding
site that makes the HA molecule more antigenic with respect
to antibodies specific for the HA molecule lacking the amino
acid substitution in its receptor binding site. In some embodi-
ments, the influenza virus HA molecule encoded by the iso-
lated nucleic acid comprises an amino acid asparagine at the
position corresponding to position 223 in H5 HA, whereinthe
HA molecule does not originate with human H5 isclate
A/HK/213/03 and the inclusion of asparagine at position 223
results in an increased reactivity with antisera derived from an
animal exposed to an influenza virus.

The invention further includes methods for preparing
nucleic acids encoding an influenza virus hemagglutinin
(HA) molecule comprising an amino acid substitution in the
receptor binding site that makes the HA molecule more anti-
genic with respect to antibodies specific for the HA molecule
lacking the amino acid substitution in its receptor binding
site. In some embodiments, the method comprises introduc-
ing anucleotide sequence into a nucleic acid encoding the HA
molecule lacking the amino acid substitution in the receptor
binding site, which results in an amino acid substitution in the
sequence of the HA molecule that makes the HA molecule
more antigenic with respect to antibodies for the HA mol-
ecule lacking the amino acid substitution.

The present invention meets these and other aspects of the
invention, as set forth in greater detail in the Detailed Descrip-
tion and Examples.

DESCRIPTION OF THE DRAWINGS

FIG. 1 is a graph indicating HI antibody titers in ferrets
inoculated with HSN1 influenza viruses isolated in 2003 and
2004 (A); HI and virus neutralizing titers in ferrets immu-
nized with AH5N1/03 and AH5N1/04 viruses (B). In FIG. 1A,
sera were collected on day 28 after inoculation with 10°
EID;, of H5N1 viruses and titrated against 4 hemagglutinat-
ing units (HAU) of homologous virus. Data are representative
values from two or 4 sera. In FIG. 1B, sera were collected
from ferrets vaccinatedx2 with 7 ug HA of AHSN1/03 and
AHSN1/04 viruses and titrated against 4 HAU and 100
TCID,, of homologous virus, respectively.
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FIG. 2 is a graph indicating virus titers in nasal washes of 50

vaccinated and control ferrets after challenge with A/Viet-
nam/1203/04 (H5N1) virus. Ferrets vaccinated with AH5N1/
04 or AH5/04 recombirant viruses were inoculated intrana-
sally with 10° EID;,, of A/Vietnam/1203/04 virus. Titers are
the mean values (log, o EIDs,/0.1 ml)2SD determined in the
nasal washes of 3 ferrets.

Note that differences in titers between vaccinated and con-
trol groups are significant at P values 0.0028-0.0173 accord-
ing to unpaired t test results.

FIG. 3 is a molecular model of the H5 HA polypeptide
showing the location of amino acid at positions 154 and 223
in the 3D structure of the HA of A/duck/Singapore/3/97
(H5N3) virus. In FIG. 3A, the receptor binding site of the
amino acids in the 3D structure are indicated. In FIG. 3B, the
circle represents the interface between the monomer shown
and two other monomers (not shown) in the trimeric HA. The
amino acid at position 223 is located in the 220-loop of the
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receptor binding domain between the glutamine generally
present at location 222 and the glycine generally present at
location 224.

DETAILED DESCRIPTION

The present invention provides for amino acid sequence
changes of the hemagglutinin (HA) molecule of influenza
virus, which make the HA molecule more antigenic with
respect to antibodies specific for HA molecules lacking the
changes. Such sequence changes include substitutions and
deletions. The resulting HA is referred to as an “increased
antigenicity HA.”

The increased antigenicity HA molecule is useful in testing
vaccine efficacy, as the change increases the sensitivity of
diagnostic tests for antibodies against influenza virus in
serum. In a specific embodiment the virus is an influenza A
virus. In an alternate embodiment, the virus can also be an
influenza B virus, and in still another embodiment it can be an
influenza C virus. Inan embodiment in which the influenza is
aninfluenza A virus, it can be a H5-subtype influenza A virus.
In a more specific embodiment, the HS-subtype HA molecule
is modified to include the amino acid asparagine at position
223 (N,3), resulting in an increased reactivity with antisera
derived from an animal exposed to a H5-subtype influenza
virus. In a specific embodiment the HA molecule of the
invention is not an A/HK/213/03 HA molecule, which is a
naturally occurring H5-subtype with asparagine at position
223. The influenza virus may be a human influenza A virus of
the HS subtype, including A/Vietnam/1203/04 (H5N1) virus.

An amino acid changes that makes the HA molecule more
antigenic can be madein the reception binding domain of HA,
e.g., as depicted in FIG. 3A, particularly in the 220-loop
region in the receptor binding domain. Such a change may
reduce HA binding to sialic acid receptors on red blood cells,
thus increasing the ability of anti-HA antibodies to inhibit
hemagglutination, resulting in amplification of the effect of
antibody binding activity in a hemagglutination inhibition
assay. Alternatively, an amino acid change that makes the HA
molecule more antigenic can be made to alter or delete a
glycosylation site on the HA protein, particularly a glycosy-
lation site that masks epitopes on HA recognized by HA-
specific antibodies. In still another embodiment, the amino
acid change can be made to an amino acid residue corre-
sponding to residue 223 of the H5 HA subtype. In ali of the
embodiments of the invention, amino acid modifications that
make an HA molecule more antigenic can be readily identi-
fled by immunoassays using antibodies specific for the par-
ticular HA subtype. A modification that makes the HA mol-
ecule more antigenic will result in apparent higher titer
antibody binding activity, relative to the binding activity with
the HA molecule to which the antibodies were elicited. Such
assays include hemagglutinin inhibition (HI) assays.

In a specific embodiment, substitution in an H5-subtype
HA molecule of a serine residue (which may be a glycosy-
lated residue) with asparagine (which is either not glycosy-
lated or differently glycosylated) results in increase antige-
nicity. However, other substitutions can also result in an
apparent increased antigenicity. Such substitutions may be,
but need not be, conservative, such as threonine for serine, or
glutamine for asparagine. They may preserve the relative
polarity, such as asparagine for serine, or lysine for aspartic
acid, which conserves polarity without maintaining the same
change. It is also contemplated to substitute with residues
such as glycine and alanine that eliminate a reactive side
chain without having a lot of effect on the polypeptide struc-
ture. Finally, completely non-conservative changes are pos-
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sible. Again, simple immunoassays will indicate whether a
particular change results in increased antigenicity.

Some avian H5N1 viruses isolated in Central and South
America have a basic amino acid, arginine, at position 223.
The neutral amino acid asparagine at location 223 is found in
the HA of the human isolate A/HK/213/03. This amino acid
residue is located in the 220-loop of the receptor binding
domain between the glutamine generally present at location
222 and the glycine generally present atlocation 224 (F1G. 3).
The experimental evidence suggests that the higher HI titers
reflect a change in receptor specificity. Indeed, the glutamine
generally present at location 222 and the glycine generally
present at location 224 bind directly to the sialic acid receptor.
Amino acids in the 220 loop or adjacent to it are important for
the conformation of the receptor binding pocket (Ha et al.,
Proc. Natl. Acad. Sci. USA 2001, 98:11181). Although the
present invention does not rely on any particular explanation
of the observed effect, it is possible that substitution of aspar-
agine for serine at position 223 of HS results in conforma-
tional changes and altered receptor specificity.

In a further aspect, HA molecules modified in accordance
with the invention to be more antigenic are also more immu-
nogenic. Such molecules can elicit a stronger or more potent
immune response as a component of an influenza vaccine,
which in turn results in greater protection against influenza
infection.

Influenza viruses originating from avian reservoirs are of
particular concern to public health. These viruses are believed
to be particularly likely to cause pandemic influenza out-
breaks in humans. A HA molecule from an avian subtype with
increased antigenicity and/or immunogenicity would there-
fore be particularly useful in immunoassays conducted in
conjunction with vaccine development. The strategy exem-
plified herein with respect to H5 is useful in increasing HI
(hemagglutinin inhibition) assay titers against other HA sub-
types, and this is particularly useful for evaluating immunity
to avian influenza. In some embodiments, the HA molecule
with the amino acid substitution in the receptor binding site
may be derived from an avian influenza virus, including sub-
types H1 through H16 inclusively.

One aspect of this invention includes the use of recombi-
nant influenza virus that has an increased antigenicity HA
molecule as a reference virus in an immunoassay, in particu-
lar a HI assay, including a kit for performing such an assay.
For example, the amino acid substitution of asparagine at
position 223 in the H5 HA molecule increases binding to red
blood cell (RBC) sialic acid receptors with alpha 2,6 linkage,
such as those from chickens, but decreased binding to recep-
tors with a N-glycosyl sialic acid alpha 2,3 linkage, such as
those from horse. Thus one aspect of the invention provides
that the resultant lower binding on horse RBCs would require
a smaller quantity of antibody to inhibit hemagglutination.
This concept, of introducing amino acid substitutions that
increase antigenicity, as measured by antibody binding, can
be applied to all 16 HA subtypes, including those from avian
influenza A viruses.

The invention includes methods for determining the effi-
cacy of an influenza virus vaccine in an animal. This method
involves reacting antisera derived from the vaccinated animal
with an influenza virus that has increased antigenicity hemag-
glutinin (HA) molecule. Some aspects of methods for deter-
mining the efficacy of an influenza virus vaccine in an animal,
as demonstrated in the examples, include reacting antisera
derived from the vaccinated animal with an influenza virus
HS-subtype HA molecule containing the amino acid aspar-
agine at position 223 (N,,,), e.g., the HA molecule from
human H5N1 isolate A/HK/213/03. Asparagine at position
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223 results in an increased reactivity with antisera derived
from an animal exposed to a different H5 influenza virus. The
vaccinated animal may be any one of a number of species,
including ferrets and humans.

Also included within this invention are methods for
increasing the sensitivity of a HI assay by using a reference
virus which includes an increased antigenicity HA molecule.
In some embodiments, such as when HA molecule originates
with a human H5N1 isolate of the A/HK/213/03 strain, the
amino acid change is the presence of an asparagine at position
223, resulting in an increased reactivity with antisera derived
from an animal exposed to an HS influenza virus with a
different amino acid residue at that position, such as A/Viet-
nam/1203/04. This increased reactivity may be of any level,
including at least a 2-fold or at least a 4-fold increase in
reactivity. A 2-fold or 4-fold increase in sensitivity could be
especially significant in situations in which the endpoints of
conventional titration methods are below the limit of detec-
tion.

Inaspecific embodiment, the invention also includes using
as a diagnostic reference virus a recombinant influenza virus
that includes a modified H5-subtype HA molecule with the
amino acid asparagine at position 223, resulting in an
increased reactivity with antisera derived from an animal
exposed to a HS influenza virus. Ina specific embodiment, the
HS5 HA molecule in the diagnostic reference virus originates
witha human H5N1 isolate of strain A/HK/213/03. In another
embodiment, an asparagine (or glutamane) is substituted in
position 223 of an HS molecule from another influenza strain.
Itis readily apparent that the same approach can be adapted to
any HA molecule from any influenza strain. In various
embodiments, the animal may be of a number of species,
including ferrets and humans.

In addition to the use of reference viruses with increased
sensitivity in human vaccine clinical trials, these viruses can
be used in seroepidemiology studies. The availability of data
showing how many humans were infected with HSN1 viruses
by rapid and simple detection methods like HI assays pro-
vides important information on the prevalence of H5N1
viruses in humans. This data can be used to assess the prob-
ability of H5N1 viruses spread from human-to human or
between avian species and humans.

Other aspects of the invention include methods for deter-
mining whether an animal has been exposed to an influenza
virus by reacting antisera derived from the animal with a
diagnostic reference virus. The diagnostic reference virus is
derived from the same strain of influenza virus as the expo-
sure virus, but the reference virus contains an increased anti-
genicity HA molecule. In one embodiment, the reference
virus comprises an HA molecule with an asparagine at the
position corresponding to position 223 in HS HA, wherein the
inclusion of asparagine results in an increased reactivity with
antisera derived from an animal exposed to an influenza virus
with a wildtype HA molecule, resulting in an increased reac-
tivity with the antisera. In another embodiment, the reference
virus comprises an influenza virus hemagglutinin (HA) mol-
ecule comprising an amino acid asparagine at the position
corresponding to position 223 in H5 HA, and the HA mol-
ecule does not originate with human HS isolate A/HK/213/03
and the inclusion of asparagine at position 223 results in an
increased reactivity with antisera derived from an animal
exposed to an influenza virus. In a specific embodiment, the
contracted virus is an HSN1 virus and the reference virus is
human H5N1 isolate A/HK/213/03, which includes aspar-
agine at amino acid position 223, resulting in an increased
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reactivity with the HSNl-specific antisera. In different
aspects of the invention, the animal may be of any species,
including ferrets and humans.

The invention also encompasses influenza vaccines includ-
ing an increased antigenicity HA molecule. In a specific
embodiment, the virus is a human H5N1 isolate. In a more
specific embodiment, the HA is derived from A/HK/213/03.
In still another embodiment, the HA is an H5 modified to
include the amino acid asparagine at position 223.

Introducing modifications in the HA molecule requires
manipulation at the genetic level, as is well-known in the art,
as explained in greater detail below. Once a modified HA
gene is prepared, a number of approaches are available, such
as “reverse genetics” approaches, for introducing the modi-
fied HA molecule into an influenza virus, which can then
become an reference virus for testing vaccine efficacy, or a
diagnostic reference virus for following influenza epidemics,
including animal-human virus spread and human-human
virus spread.

In some aspects, the invention includes recombinant influ-
enza viruses comprising an influenza virus hemagglutinin
(HA) molecule with at least one amino acid sequence change
that makes the HA molecule more antigenic with respect to
antibodies specific for HA molecules lacking the changes.
The amino acid sequence change may include a substitution
or deletion of one or more amino acids. The modified HA
molecule may be derived from H5N1 influenza virus in the
genetic background of an influenza A virus. In some embodi-
ments, the influenza A virus is a master strain virus. The
recombinant viruses comprising a modified HA molecule that
is more antigenic with respect to antibodies specific for HA
molecules lacking the amino acid sequence change may be
used as a diagnostic reference virus in a hemagglutinin inhi-
bition (HI) assay. The recombinant virus may also be
included in a hemagglutinin inhibition (HI) assay kit.

In other aspects, the invention includes methods of making
a virus comprising a hemagglutinin (HA) molecule. For
example, one aspect of the invention is a method of making a
virus containing an influenza virus hemagglutinin (HA) mol-
ecule with at least one amino acid sequence change that
makes the HA molecule more antigenic with respect to anti-
bodies specific for HA molecules lacking the changes. The
method may include introducing a recombinant vector that
expresses modified HA in a reverse genetics system. A
method for producing an influenza virus with a hemaggluti-
nin (HA) molecule may include culturing a reverse genetics
system in which DNA encoding HA encodes an amino acid
substitution in the receptor binding site that makes the HA
molecule more antigenic with respect to antibodies specific
forthe HA molecule lacking the amino acid substitution in the
receptor binding site by a reverse genetics process.

Also included in the invention are methods for preparing
nucleic acids encoding a hemagglutinin (HA) molecule. The
HA molecule may contain at least one amino acid sequence
change that makes the HA molecule more antigenic with
respect to antibodies specific for HA molecules lacking the
changes. In some embodiments, the method comprises intro-
ducing a nucleotide sequence into a nucleic acid encoding the
HA molecule lacking the amino acid substitution in the recep-
tor binding site, which results in an amino acid substitution in
the sequence of the HA molecule that makes the HA molecule
more antigenic with respect to antibodies for the HA mol-
ecule lacking the amino acid substitution.
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Definitions

The term “influenza virus™ is used herein to define a viral
species of which pathogenic strains cause the disease known
as influenza or flu.

The term “master strain virus” refers to a viral strain is used
in the construction of high growth or attenuated vaccine
strains. These master strains typically contribute six gene
segments to the vaccine virus (PB1, PB2, PA, NP, NA, M and
NS). The master strain virus may be a strain that is also in use
as a vaccine component, including virus strain A/PR/8/34.

The term “polypeptide” refers to a polymer of amino acids
and does not refer to a specific length of the product; thus,
peptides, oligopeptides, and proteins are included within the
definition of polypeptide. This term also does not refer to, or
exclude, post-translational modifications of the polypeptide,
for example, glycosylations, acetylations, phosphorylations,
and the like.

As used herein, “infectious” refers to the ability of a virus
to replicate in a cell and produce viral particles. Infectivity
can be evaluated either by detecting virus, i.e., viral load, or
by observing disease progression in the animal.

An “individual” or “subject” or “animal”, as used herein,
refers to vertebrates that support a negative strand RNA virus
infection, specifically influenza virus infection, including,
but not limited to, birds (such as water fowl and chickens) and
members of the mammalian species, such as canine, feline,
lupine, mustela, rodent (racine, murine, etc.), equine, bovine,
ovine, caprine, porcine species, and primates, the latter
including humans. In a specific embodiment, the subject is a
ferret, which is a good animal model for studying influenza.
In another embodiment, the subject is a human.

As used herein, the term “immunogenic” means that the
virus or polypeptide is capable of eliciting a humoral or
cellular immune response, and preferably both. An immuno-
genic entity is also antigenic. An immunogenic composition
is a composition that elicits a humoral or cellular immune
response, or both, when administered to an animal.

A molecule is “antigenic” when it is capable of specifically
interacting with an antigen recognition molecule of the
immune system, such as an immunoglobulin (antibody) or T
cell antigen receptor. An antigenic polypeptide contains an
“epitope” of at least about five, and preferably at least about
10, amino acids. An antigenic portion of a polypeptide, also
called herein the “epitope™, can be that portion that is immu-
nodominant for antibody or T cell receptor recognition, or it
can be a portion used to generate an antibody to the molecule
by conjugating the antigenic portion to a carrier polypeptide
for immunization. A molecule that is antigenic need not be
itself immunogenic, i.e., capable of eliciting an immune
response without a carrier.

Asused herein, the term “amino acid substitution” refers to
the presence of an amino acid at a particular location in the
amino acid sequence of that molecule. The amino acid sub-
stitution occurs relative to any other amino acid that could
have occupied that location. The polypeptide that results from
the amino acid sequence change may include changes in
post-translational modifications such as glycosylations,
acetylations, phosphorylations or any other amino acid modi-
fications as well as the amino acid substitution.

The term “reverse genetics system” as used herein refers to
methods of generating influenza virus particles, polypep-
tides, virons or nucleic acids by genetic engineering methods.
These methods include but are not limited to the “plasmid
system™ as described by Hoffmann (Hoffmann et al., Vaccine
2002, 20:3165; US Patent Publication 2002/0164770A1, 7
Nov. 2002, which is hereby incorporated by reference in its
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entirety.). Generally speaking, reverse genetics systems allow
for the creation of virus particles, polypeptides, and/or
nucleic acids with specific sequences by genetic engineering
methods known to those of skill in the art. These systems are
also described in greater detail below.

Asused herein the term “receptor binding site” refers to the
portion of the HA molecule where the receptor of interest,
such as sialic acid receptor on a red blood cell, binds. The
structure of the H5 molecule of A/duck/Singapore, and the
location of the receptor binding site for hemagglutinin of the
HS5 subtype, is known and described (Ha et al., Proc. Natl.
Acad. Sci. USA 2001 98:11181). The molecular model of this
HS5 HA, including the receptor binding site, is shown in FIG.
3.

The term “diagnostic reference virus” refers to a virus with
enhanced HA antigenicity. Such a diagnostic reference virus
can be used in an immunoassay, e.g., the hemagglutinin inhi-
bition assay.

The term “exposure virus” refers to a virus to which an
individual animal has been exposed. This exposure can be in
the course of daily activities, such as contact with an infected
subject, e.g., leading to exposure of a human to an infectious
influenza virus. The exposure can also be due to a specific
clinical challenge, such as in a laboratory testing situation
where a laboratory animal such as a ferret is intentionally
exposed to a virus. Such exposure can be expressly generated
through immunization with an influenza vaccine.

The phrase “pharmaceutically acceptable” refers to
molecular entities and compositions that are physiologically
tolerable and do not typically produce an allergic or similar
untoward reaction, such as gastric upset, dizziness and the
like, when administered to a human. Preferably, as used
herein, the term “pharmaceutically acceptable” means
approved by a regulatory agency of the Federal or a state
government or listed in the U.S. Pharmacopeia or other gen-
erally recognized pharmacopeia for use in animals, and more
particularly in humans.

The term “carrier” refers to a diluent, adjuvant, excipient,
or vehicle with which the compound is administered. Such
pharmaceutical carriers can be sterile liquids, such as water
and oils, including those of petroleum, animal, vegetable or
synthetic origin, such as peanut oil, soybean oil, mineral oil,
sesame oil and the like. Water or aqueous solution saline
solutions and aqueous dextrose and glycerol solutions are
preferably employed as carriers, particularly for injectable
solutions. Suitable pharmaceutical carriers are described in
“Remington’s Pharmaceutical Sciences” by E. W. Martin,
18" Edition.

As used herein, the term “adjuvant” refers to a compound
or mixture that enhances the immune response to an antigen.
An adjuvant can serve as a tissue depot that slowly releases
the antigen and also as a lymphoid system activator that
non-specifically enhances the immune response (Hood, et al.,
Immunology, Second Ed., Menlo Park, Calif.: Benjamin/
Cummings, 1984. p. 384). Often, a primary challenge with an
antigen alone, in the absence of an adjuvant, will fail to elicit
a humoral or cellular immune response. Adjuvants include,
but are not limited to, complete Freund’s adjuvant, incom-
plete Freund’s adjuvant, saponin, mineral gels such as alumi-
num hydroxide, surface active substances such as lysoleci-
thin, pluronic polyols, polyanions, peptides, oil or
hydrocarbon emulsions, keyhole limpet hemocyanins, and
potentially useful human adjuvants such as N-acetyl-mu-
ramyi-L-threonyl-D-isoglutamine (thr-MDP), N-acetyl-nor-
muramyl-L-alanyl-D-isoglutamine, ~ N-acetylmuramyl-L-
alanyl-D-isoglutaminy!-L-alanine-2-(1'-2'-dipalmitoyl-sn-
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glycero-3-hydroxyphosphoryloxy)-ethylamine, BCG (ba-
cille Calmette-Guerin) and Corynebacterium parvum. Pref-
erably, the adjuvant is pharmaceutically acceptable.

As used herein, the term “isolated” means that the refer-
enced material is removed from its native environment, e.g., a
cell or virus. Thus, an isolated biological material can be free
of some or all cellular components, i.e., components of the
cells in which the native material occurs naturally (e.g., cyto-
plasmic or membrane component). A material shall be
deemed isolated if it is present in a cell extract or supernatant.
In the case of nucleic acid molecules, an isolated nucleic acid

-includes a PCR product, an isolated mRNA, a cDNA, or a

restriction fragment. In another embodiment, an isolated
nucleic acid is preferably excised from the chromosome in
which it may be found, and more preferably is no longer
joined or proximal to non-coding regions (but may be joined
to its native regulatory regions or portions thereof), or to other
genes, located upstream or downstream of the gene contained
by the isolated nucleic acid molecule when found in the
chromosome. In yet another embodiment, the isolated nucleic
acid lacks one or more introns. Isolated nucleic acid mol-
ecules include sequences inserted into plasmids, cosmids,
artificial chromosomes, and the like, i.e., when it forms part of
a chimeric recombinant nucleic acid construct. Thus, in a
specific embodiment, a recombinant nucleic acid is an iso-
lated nucleic acid. An isolated protein may be associated with
other proteins or nucleic acids, or both, with which it associ-
ates in the cell, or with cellular membranes if it is a mem-
brane-associated protein. An isolated organelle, cell, or tissue
is removed from the anatomical site in which it is found in an
organism. An isolated material may be, but need not be,
purified.

The term “purified” as used herein refers to material that
has been isolated under conditions that reduce or eliminate
the presence of unrelated materials, i.e., contaminants,
including native materials from which the material is
obtained. Forexample, a purified virion is preferably substan-
tially free of host cell or culture components, including tissue
culture or egg proteins, non-specific pathogens, and the like.
As used herein, the term “substantially free” is used opera-
tionally, in the context of analytical testing of the material.
Preferably, purified material substantially free of contami-
nants is at least 50% pure; more preferably, at least 90% pure,
and more preferably still at least 99% pure. Purity can be
evaluated by chromatography, gel electrophoresis, immu-
noassay, composition analysis, biological assay, and other
methods known in the art.

Methods for purification are well-known in the art. Viral
particles can be purified by ultrafiltration or ultracentrifuga-
tion, preferably continuous centrifugation (see Furminger,
supra). Other purification methods are possible and contem-
plated herein. A purified material may contain less than about
50%, preferably less than about 75%, and most preferably
less than about 90%, of the cellular components, media, pro-
teins, or other nondesirable components or impurities (as
context requires), with which it was originally associated.
The term “substantially pure™ indicates the highest degree of
purity which can be achieved using conventional purification
techniques known in the art.

In a specific embodiment, the term “about” or “approxi-
mately” means within a statistically meaningful range of a
value. Such a range can be within an order of magnitude,
preferably within 50%, more preferably within 20%, more
preferably still within 10%, and even more preferably within
5% of a given value or range. The allowable variation encom-
passed by the term “about” or “approximately” depends on
the particular system under study, and can be readily appre-
ciated by one of ordinary skill in the art.
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Hemagglutinin

Hemagglutinin (HA}) s the major envelope glycoprotein of
influenza A and B viruses. Hemagglutinin-esterase (HE) of
influenza C viruses is the HA homologue in these viruses.
New subtypes of HA ‘molecules, typically introduced from
aquatic birds, known to be the natural reservoirs of influenza
viruses, result in influenza pandemics (see Suzuki and Nei,
Mol. Biol. Evol. 2002; 19(4): 501-509).

HA contains two polypeptide chains, HAl and HAZ2,
encoded by a single gene and derived from proteolysis of a
single precursor molecule, including loss of a signal peptide
(Suzuki and Nei, supra; Air, Proc. Natl. Acad. Sci. USA 1981;
78(12): 7639-7643). HA 1 has about 320 amino acids, and is
receptor-binding protein and the major target of immune
responses. HA2 has about 220 amino acids, and provides the
anchor to the viral envelope (Suzuki and Nei, supra).

HA genes from influenza A are classified into 16 subtypes,
according to their antigenic properties. Influenza B and C
virus HA (HE) genes are not classified into subtypes. The
sequences of influenza subtypes H1 to H15, and influenza B
and C HA (HE) are shown in Suzuki and Nei, supra, FIG. 1,
which is incorporated by reference. A comparison of the
sequences of influenza A HA subtypes H1, H2, H3, H4, HS,
Hé, H7, H8, HI, H10, H11, and H12, including conserved
amino acids residues from all twelve subtypes are shown in
FIG. 1 of Air, supra, which is incorporated by reference. Both
references disclose the strains from which these sequences
were obtained.

New HA molecules of the invention are created by intro-
ducing changes to the amino acid sequence of HA molecule
that results in increased antigenicity. Isolation of nucleic
acids encoding such HA molecules is routine (see Air, supra),
as is modification of the nucleic acid to introduce changes in
the amino acid sequence, e.g., by site-directed mutagenesis.

In an alternative embodiment, HA molecules from one
strain of a particular HA subtype already contain an amino
acid sequence that increases their antigenicity relative to HA
molecules of the same subtypes from a different strain, as
exemplified herein with respect to A/HK/213/03, relative,
e.g., to A/Vietnam/1203/04. In this case, the influenza strain
with the more antigenic HA molecule could serve as a diag-
nostic reference strain. In another embodiment, amino acid
residues from the more antigenic HA can be introduced or
substituted into the sequence of the less antigenic HA mol-
ecule to make it an increased antigenicity HA molecule.

Various changes in the sequence of an HA molecule can
result in increased antigenicity. As noted above, the HA1
chain, which is the reception binding domain and major target
of immune response is the chain in which such changes can be
made. The changes can increase antibody affinity for the HA
molecule, e.g., by eliminating a glycosylation site that makes
an epitope, or by favoring a conformation with enhanced
antibody binding affinity. Alternatively, the change can result
in decreased binding to HA receptor, e.g., a sialic acid recep-
tor on a red blood cell, making antibodies specific for the HA
molecule more effective competitors for the hemagglutinin
reaction. The various immunoassays capable of demonstrat-
ing these changes, including the hemagglutinin inhibition
(HI) assay, are well-known in the art.

The HI assay involves whole influenza virus particles, as

do the current vaccines. Thus, the invention provides for
influenza viruses with increased antigenicity HA molecules.
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Such viruses are most conveniently generated through a
“reverse genetics” approach, although it is also possible touse
classical reassortment as well.

Reverse Genetics Methods

Recently developed reverse-genetics systems have allowed
the manipulation of the influenza viral genome (Palese et al.,
Proc. Natl. Acad. Sci. USA 1996, 93:11354; Neumann and
Kawaoka, Adv. Virus Res. 1999, 53:265; Neumann et al.,
Proc. Natl. Acad. Sci. USA 1999, 96:9345; Fodor et al., J.
Virol. 1999, 73:9679; US Patent Application 20040029251).
For example, it has been demonstrated that the plasmid-
driven expression of eight influenza vRNAs from a pol I
promoter and all mRNAs from a polll promoter result in the
formation of infectious influenza A virs (Hoffmann et al.,
Proc. Natl. Acad. Sci. USA 2000, 97:6108; US Patent Publi-
cation No. 20020164770, which is incorporated by reference
for its description of a minimal plasmid reverse genetics
system, and for its description of genetic engineering meth-
ods). These recombinant methods allow for the specific pro-
duction of influenza virus types with specific alterations to the
polypeptide amino acid sequence. A HA molecule containing
a desired substitution may be part of a recombinant influenza
virus. The recombinant influenza virus may be made by any
means known to those of skill in the art, including through a
genetic engineering method such as the “plasmid only” sys-
tem (Hoffmann et al., Vaccine 2002, 20:3165). The recombi-
nant influenza virus may be derived from a H5N1 virus. The
recombinant virus may have the genetic background of a
HINT1 virus used in vaccine development such as A/PR/8/34
virus or any influenza A virus, including cold-adapted strains
of A/Leningrad/134/17/57, A/Leningrad/134/47/57 and
A/Ann Arbor/6/60. The nucleic acid corresponding to the HA
molecule sequence may be isolated from the virus and
sequenced.

Techniques to isolate and modify specific nucleic acids and
proteins are well known to those of skill in the art. In accor-
dance with the present invention there may be employed
conventional molecular biology, microbiology, and recombi-
nant DNA techniques within the skill of the art. Such tech-
niques are explained fully in the literature. See, e.g., Sam-
brook, Fritsch & Maniatis, Molecular Cloning: A Laboratory
Manual, Second Edition. Cold Spring Harbor, N.Y.: Cold
Spring Harbor Laboratory Press, 1989 (herein “Sambrook et
al., 1989”); DNA Cloning: A Practical Approach, Volumes I
and II1(D. N. Glover ed. 1985); Oligonucleotide Synthesis (M.
1. Gait ed. 1984); Nucleic Acid Hybridization [B.D. Hames &
S. . Higgins eds. (1985)]; Transcription And Translation [B.
D. Hames & S. J. Higgins, eds. (1984)]; Animal Cell Culture
[R. 1. Freshney, ed. (1986)]; mmobilized Cells And Enzymes
[IRL Press, (1986)]; B. Perbal, A Practical Guide To Molecu-
lar Cloning (1984); Ausubel, F. M. et al. (eds.). Current
Protocols in Molecular Biology. John Wiley & Sons, Inc.,
1994. These techniques include site directed mutagenesis
employing oligonucleotides with altered nucleotides for gen-
erating PCR products with mutations (e.g., the “Quikchange”
kit manufactured by Stratagene).

Immunoassays

Various means known in the art for detecting immunospe-
cific binding of an antibody to an antigen can be used to detect
the binding and increased antigenicity in accordance with the
present invention. An early method of detecting interaction
between an antigen and an antibody involved detection and
analysis of the complex by precipitation in gels. A further

1t



®

US 8,293,247 B2

17

method of detecting an analyte-detector antibody binding
pair includes the use of radioiodinated detector antibodies or
a radioiodinated protein which is reactive with IgG, such as
Protein A. These early methods are well known to persons
skilled in the art, as reviewed in Methods in Enzymology
1980, 70:166-198.

Later methods for determining the presence of an analyte
in a sample using only one antibody include competitive
binding assays. In this technique the antibody, which most
often would be immobilized onto a solid support, would be
exposed to a sample suspected of containing the analyte
together with a known quantity of labeled analyte. The two
analytes, the labeled analyte and the analyte in the sample,
would then compete for binding sites on the antibody. Either
free labeled analyte or bound labeled analyte is determined
and from this measurement the amount of competing analyte
in the sample is known. A more complete description of this
method s disclosed in “Basic Principles of Antigen-Antibody
Reaction” (Labat, Methods in Enzymology, 70, 3-70, 1980).
In this example the labeled analyte can be labeled with either
a radioisotope or an enzyme label.

More current immunoassays utilize a double antibody
method for detecting the presence of an analyte. These tech-
niques are also reviewed in the above referenced volume of
Methods in Enzymology. Therefore, according to one
embodiment of the present invention, the presence of the
individual markers is determined using a pair of antibodies
for each of the markers to be detected. One of said pairs of
antibodies is referred to herein as a “detector antibody” and
the other of said pair of antibodies is referred to herein as a
“capture antibody”. One embodiment of the present invention
thus uses the double antibody sandwich method for detecting
an analyte in a sample of biological fluid. In this method, the
analyte is sandwiched between the detector antibody and the
capture antibody, the capture antibody being irreversibly
immobilized onto a solid support. The detector antibody
would contain a detectable label, in order to identify the
presence of the antibody-analyte sandwich and thus the pres-
ence of the analyte.

Common early forms of solid supports include plates,
tubes or beads of polystyrene, all of which are well known in
the field of radioimmunocassay and enzyme immunoassay.
More recently, a number of porous materials such as nylon,
nitrocellulose, cellulose acetate, glass fibers, and other
porous polymers have been employed as solid supports.

Various techniques and corresponding sensor devices may
be used. Automated assay apparatuses include continuous/
random access assay apparatus. Examples of such systems
include OPUS™ of PB Diagnostic System, Inc. and the
IMX™ Analyzer introduced by Abbott Laboratories of North
Chicago, I1l. The automated assay instruments of PB Diag-
nostic Systems, Inc. are described in U.S. Pat. Nos. 5,051,
237, 5,138,868; 5,141,871 and 5,147,609.

Further classes of immunochemical analyzer systems,
which can be used in practicing the present invention, are
optical immunosensor systems. In general an optical immu-
nosensor is a device that uses optical principles quantitatively
to convert chemical or biochemical concentrations or activi-
ties of interest into electrical signals. These systems can be
grouped into four major categories: reflection techniques;
surface plasmon resonance; fiber optic techniques and inte-
grated optic devices. Reflection techniques include ellipsom-
etry, multiple integral reflection spectroscopy, and fluores-
cent capillary fill devices. Fiber-optic techniques include
evanescent field fluorescence, optical fiber capillary tube, and
fiber optic fluorescence sensors. Integrated optic devices
include planer evanescent field fluorescence, input grading
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coupler immunosensor, Mach-Zehnder interferometer, Hart-
man interferometer and difference interferometer sensors.
Holographic detection of binding reactions is accomplished
detecting the presence of a holographic image that is gener-
ated at a predetermined image location when one reactant of
a binding pair binds to an immobilized second reactant of the
binding pair (see U.S. Pat. No. 5,352,582, issued Oct. 4, 1994
to Lichtenwalter et al.). Examples of optical immunosensors
are described in general in a review article by G. A. Robins,
Advances in Biosensors 1991, 1:229-256. More specific
descriptions of these devices are found for example in U.S.
Pat. Nos. 4,810,658; 4,978,503; and 5,186,897; R. A. Brady et
al. (Phil. Trans. R. Soc. Land. B. 1987, 316:143-160) and G.
A. Robinson et al. (in Sensors and Actuators, Elsevier 1992).

Serological assays are widely used in the determination of
influenza diagnosis as well as in research studies regarding
the epidemiology and antigenicity of viral strains. In particu-
lar, the hemagglutinin inhibition (HI) assay is widely used
due to its minimal laboratory requirements and ease of use. It
is contemplated that the invention will improve the applica-
bility of the HI assay by increasing its sensitivity. The HI
assay may also be used to show the antigenicity of the modi-
fied HA molecule, and assist in the characterization of the
modified HA molecule as more or less antigenic than non-
modified molecules.

The HI assay determines the ability of antibodies from a
serum sample to bind with a standardized reference. In the HI
assay, serial dilutions (titers) of serum sample are mixed with
standard amounts of erythrocytes and their association into
complexes is detected visually. The lowest level of titered
serum that results in a visible complex is the assay result.

As noted above, the present invention provides for
improved production and validation of vaccines for treating
or preventing influenza viral infections. In particular, the
instant invention is applicable to vaccines made using reverse
genetic techniques. It is contemplated that the invention will
be of use in the validation and verification of the immune
response after vaccination. In particular, but not exclusively,
the invention provides for the enhanced detection of antibod-
ies after an individual has been exposed to an influenza virus
because of the enhance antigenicity of the modified HA mol-
ecule. This enhanced antigenicity is reflected in the increased
sensitivity of the assay used to detect the immune response,
such as the HI assay.

Vaccine Development

As exemplified below, a modified virus containing an
increased antigenicity HA molecule itself is more immuno-
genic, which in turn provides for a stronger immune response
and better vaccine potential.

Strategies to enhance influenza vaccine effectiveness
include the use of adjuvants (Wood and Williams, supra),
co-administration of immunostimulatory molecules (Sal-
galler and Lodge, J. Surg. Oncol. 1998, 68:122) and mucosal
vaccination strategies. Mucosal immunization strategies
include encapsulating the virus in microcapsules (U.S. Pat.
Nos. 5,075,109, 5,820,883, and 5,853,763) and using an
immunopotentiating membranous carrier (WO 98/0558). In
addition, the immunogenicity of orally administered immu-
nogens can be enhanced by using red blood cells (rbe) or rbe
ghosts (U.S. Pat. No. 5,643,577), or by using blue tongue
antigen (U.S. Pat. No. 5,690,938). Although these approaches
are promising for improved future vaccination strategies,
their use in specific situations requires validation and surveil-
lance to ensure vaccine effectiveness. It is contemplated that
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the invention described herein will enhance these strategies
including by increasing the ability to detect their immuno-
genic effects.

EXAMPLES

The following examples illustrate various aspects of the
invention, but are not intended to limit it.

Example 1
Serum Antibody Titers of Inoculated Ferrets

Highly pathogenic HS5N1 viruses were obtained from
World Health Organization (WHO) collaborating laborato-
ries in Asia. All work with these viruses was performed in
BL3+ facilities at St. Jude Children’s Research Hospital. To
compare the immunogenicity of the 2003 influenza viruses of
Z genotype, which became dominant in 2004, with that of the
2004 viruses, we inoculated ferrets with the H5NI virus
isolated from a fatal human case (A/HK/213/03) (Guaneet al.,
Proc. Natl. Acad. Sci. USA 2004, 101:8156) and with four
H5N1 viruses isolated from humans, chickens, and falcons in
2004 (FIG. 1A). Male and female outbred ferrets were
obtained through a special breeding program of the Animal
Resources Center at St. Jude Children’s Research Hospital.
Animals were 3-5 months old and were seronegative by HI
tests for exposure to currently circulating influenza A HIN1,
H3N2, and H5N1 viruses and influenza B viruses. Viruses
were propagated in the allantoic cavities of 10-day-old
embryonated chicken eggs at 35° C. for 48 h. Allantoic fluid
harvested after a single passage in embryonated chicken eggs
was frozen at -80° C. and used in experiments. Serum anti-
bodies were titrated by HI assay with challenge viruses 28
days after inoculation. A/HK/213/03 virus induced high anti-
body titers (1:640-1:1280), whereas the four 2004 strains
induced very low HI titers (1:20-1:40).

The relatively low HI titers to the 2004 FI5N1 viruses could
have been the result of virus-induced general immune sup-
pression. However, the results of vaccination with AH5N1-
A/PR/8/34 (6+2) vaccines that included the HA and
neuraminidase of A/HK/213/03 and of A/Vietnam/1203/04
indicated that differences in the H5 could be a major contribu-
tor to this effect (FIG. 1B). Vaccination with two separate 7 g
doses of AHSN1/03 vaccine induced high levels of serum
antibodies detectable in both HI and virus neutralization tests
(FIG. 1B). After identical vaccination with AHSN1/04, very
low (approximately 1:20) titers were detected in the HI test,
whereas neutralizing titers were much higher (about half that
induced by AH5N1/03). Previous studies found that inacti-
vated vaccine derived from A/duck/Singapore/3/97 (H5N3)
induced little or no detectable serum antibody (Nicholson et
al., Lancet 2001, 357:1937; Stephenson et al., Vaccine 2003,
21:1687). Taken together, these results indicate that some H5
isolates may have unusual immunogenic and/or antigenic
properties. Alignment of the HS amino acid sequences
revealed that the HAs of A/HK/213/03 and A/Vietnam/1203/
04 viruses differ in 10 amino acids in the HA1 region (Table
1b). A/Vietnam/1203/04 virus has a potential glycosylation
site at asparagine N,s; (Nu;54-S155-T 56, N-X-S/T, X=P).
Sequence comparison revealed three amino acids (S, 5, K 4o,
and §,,,) that were present in all of the 2004 viruses but were
not present in A/HK/213/03. K,,, was characteristic for
AfVietnam/1203/04 virus.

Example 2

Generation and Antigenic Characterization of
Recombinant AHS-A/PR/8/34 Viruses

To test the impact of the identified amino acids on immu-
nogenicity and protection against virus challenge, we used
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the 8-plasmid reverse genetics system to generate recombi-
nant viruses with seven gene segments of A/PR/8/34 and the
HA gene segment of A/Vietnam/1203/04 containing single
point mutations (Hoffmann et al., Vaccine 2002, 20:3165).
Recombinant viruses rendered nonpathogenic by modifica-
tion of H5 HA at the cleavage site were generated by DNA
transfection (Hoffmann et al., Vaccine 2002, 20:3165). Point
mutations were inserted into the HA during PCR by using the
QuikChange® Site-Directed Mutagenesis Kit (Stratagene,
Cedar Creek, Tex., USA) and a set of H5 HA-specific primers.
Reassortant viruses contained the HA gene or the HA and
neuraminidase (NA) genes from HSN1 viruses in the genetic
background of A/PR/8/34 (HIN1) virus (see Table 1a for
viruses generated for this study and their abbreviated names).
Allantoic fluid harvested after a single passage in embryo-
nated chicken eggs was frozen at -80° C. and used in experi-
ments. The HA genes of the recombinant viruses were ampli-
fied by RT-PCR and sequenced to verify that only the
designated mutations were present. The amino acid change
was verified by sequencing the HA segment of the recombi-
nant viruses (Table 1a).

To evaluate the antigenic properties and diversity of the
recombinant HAs, we performed HI assays with a panel of six
anti-HA monoclonal antibodies (Table 2). Monoclonal anti-
bodies (mAbs) CP24, CP46, CP58, and 406/7 to the HA of
Alchicken/Pennsylvania/1370/83 (H5N3) virus were pro-
duced in the Infectious Diseases Department of St. Jude Chil-
dren’s Research Hospital. MAb VN04-6 to the HA of A/Viet-
nam/1203/04 virus and mAb HK03-3 to the HA of A/HK/
213/03 virus were prepared by a modification of the method
described by Kohler and Milstein (Kaverin et al., Journal of
Virology 2004, 78:240; Koher et al. European Journal of
Immunology 1976, 6:511). Five mAbs reacted at relatively
high titers with the AH5N1/03 virus, but only 3 reacted with
AH5/04 HA. The reactivity patterns of AHS 5,55y, r156-na/
04, AH5;,,,..5/04 and AHS5R,,,_, /04 viruses were similar,
in general, to that of AH5/04 virus. The reactions of
AHS 5 50-0x, 51550, T156-4/04 Virus were similar to those of
AHS5N1/03 viros. Four mAbs recognized AH5/04 HA with
mutation S,,;—N (AH5,,;_,»/04). The reverse mutation
N,,;—>S in the HA 0f 2003 virus (AH5,y,5_./03) resulted in
significantly decreased HI titers or loss of recognition by
mAbs.

Example 3
HI Tests with Chicken and Horse Red Blood Cells

Another interesting observation was obtained in an HJ test
with chicken and horse red blood cells (RBCs). Interestingly,
recombinant AHS,,,_,,/04 virus were less able to aggluti-
nate 1% horse RBCs but it agglutinated chicken RBCs to a
high titer (1:1024). None of the remaining recombinant
viruses differed in their reaction to chicken and horse RBCs to
the same extent.

Example 4

Vaccination of Ferrets with H5-Mutant Recombinant
Viruses

We assessed the immunogenicity and protective efficacy of
the inactivated vaccines by vaccinating groups of 3 ferrets by
intramuscular injection with preparations of AHS5N1/04,
AHS/04, AHS5¢ss.n  miss-a04, AHS 59 3/04, and
AHS,,5_,»/04 virus standardized for HA content. The single
radial immunodiffusion technique was used to standardize
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AHSN1/03 (Webby et al., Lancet 2004, 363:1099). The
remaining recombinant viruses were separated by 12% SDS-
polyacrylamide gel electrophoresis, the stained gels were
analyzed by densitometry on the FUJIFILM Luminescent
Image Analyzer LAS-1000plus, and HA was quantified by
comparison with a reference protein preparation. After
receiving two injections of 7 ug HA, each animal was inocu-
lated with A/Vietnam/1203/04 (HSN1). Groups of 3 ferrets
were vaccinated by intramuscular injection of 250 pl sterile
PBS containing 7 pg of HA from inactivated purified viruses.
Vaccine viruses were inactivated, concentrated, purified as
described (Liu et al., Virology 2003, 314:580; Webby et al.,
Lancet 2004, 363:1099). Three control animals were injected
with 250 pl of sterile PBS alone. On day 21 after vaccination,
serum was collected and a second intramuscular injection of
7 ug HA was given. Two weeks later, serum was again col-
lected and animals were inoculated with chalienge virus.

Vaccinated and control animals were inoculated intrana-
sally as previously described with 10° 50% egg infective
doses (EIDs,) of A/Vietnam/1203/04 virus (Govorkova et al.,
Journal of Virology 2005, 79:2191). Clinical signs of infec-
tion, body weight, and temperature were monitored daily for
two weeks. Ferrets that showed signs of severe disease were
sacrificed. To estimate the post-infective immune response,
additional groups of ferrets were inoculated with 10° EID,, of
the human and avian H5N1 isolates A/HK/213/03, A/Viet-
nam/3046/04, A/Vietnam/3062/04, A/chicken/Vietnam/39/
04, and A/falcon/HK/D0028/04. Sera were collected from the
animals on day 28 after inoculation. In order to determine
virus titers in the upper respiratory tract, specimens were
obtained by nasal lavage ondays 3, 5, and 7 (Govorkovaetal.,
Journal of Virology 2005, 79:2191). Virus in the samples was
titrated in 10-day-old embryonated chicken eggs and
expressed as log,, EIDs, per 0.1 ml. Nasal washes of all
vaccinated animals showed virus titers of 2.5-4.5 log, , EIDs,,
onday 3, 0.5-2.5 log,, EID,, on day 5, and 0.25 log, 4 EIDs,
orless onday 7 (FIG. 2). Unvaccinated ferrets had amean titer
of 4.0 log,, EID,, one week after infection. Two of the 3
control ferrets developed signs of severe disease (massive
weight loss and paralysis) and were euthanized, and one died
of infection. Only one vaccinated ferret became seriously ill.
This ferret, vaccinated with AH5,,,_,,/04 virus, showed
severe neurological signs and was euthanized on day 7 after
inoculation. This ferret had shown severe viral conjunctivitis
onday 4 after inoculation, with subsequent virus spread to the
brain. It is likely that virus was transferred to the eyes during
the nasal lavage on day 3 and that rapid neuronal spreading to
the brain caused encephalitis. The remaining vaccinated fer-
rets demonstrated decreased activity, loss ofbody weight, and
increased body temperature during the first 3 days after virus
challenge. These signs disappeared by day 5 and all animals
recovered rapidly. Thus, all vaccine viruses tested protected
ferrets from lethal challenge with A/Vietnam/1203/04. Vac-
cination decreased viral titers in the upper respiratory tract
and decreased the duration of virus shedding.

Example 5

HI and Neutralization Tests of the Immunogenicity
of Recombinant AH5-A/PR/8/34 Viruses

Serum from vaccinated ferrets was tested against the
recombinant viruses in HI and virus neutralization assays
(Tables 3 and 4, respectively). Sera collected from ferrets
were treated overnight with Vibrio cholerae receptor-destroy-
ing enzyme (Denka-Seiken, Tokyo, Japan), heat-inactivated
at 56° C. for 30 min, and adsorbed with a 0.5% suspension of
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chicken erythrocytes (CRBC). Standard HI and virus neutral-
ization tests in MDCK cells were performed as described
previously (Palmer et al., US Department of Health, Educa-
tion and Welfare, Immunology series no. 6. Atlanta: Centers
for Disease Control and Prevention. 1975; Kida et al., Virol-
ogy 1982 122:38).

Four hemagglutinating units (HAU) of virus were used in
each HI assay and 100 50% tissue culture infective doses
(TCID50) were used in each neutralization assay. Sera from
ferrets vaccinated with the wild-type single-gene reassortant
virus (AH5/04, reference virus) produced HI titers of 1:20.
The construct in which the glycosylation site was removed
(AH5g155-n 1156-04/04) induced HI titers of 1:10-1:20.
Mutant AHS HA,,,_,»,04 resulted in HI titers of 1:20 to
1:80. In contrast, vaccination with AHS,,,_, ,/04 resulted in
an HI titer of 1:640, and the other immune sera tested reacted
with AHSg,,5_,,/04 virus at high HI titers (1:160 to 1:320).
Thus, although the vaccination induced protective immunity,
the levels of detectable antibody were different.

All AH5/04 viruses produced high titers of virus-neutral-
izing antibodies after vaccination (1:320 to 1:1280) (Table 4).
No substantial differences were observed between homolo-
gous and heterologous neutralizing titers. Therefore, the dif-
ferences observed between the antisera in recognition of the
HA did not reflect the ability of the antibodies to neutralize
virus.

Example 6
Reactivity of Recombinant Viruses

To further evaluate the reactivity of the recombinant
viruses, we used HI assays to test hyperimmune mouse and
chicken serum obtained after vaccination with the AHSN1/03
and A/HK/213/03 viruses against recombinant viruses with
altered HAs (Table 5). The mean HI titers to homologous
AH5N1/03 virus were 1:2560. HI titers to AH5/04 were
1:160. HI titers against recombinant AHS,,5_,,/04 virus
were at least twice the titers against the other mutants.

To obtain additional information about the contribution of
the amino acid at position 223 to serological reactivity, we
generated a recombinant virus in which the H5 was derived
from A/HK/213/03, with only the N,,;—S point mutation
(Table 1a). This recombinant AHS~,; /03 virus had lower
HI titers in chicken and horse RBCs than did the AH5N1/03
virus. To further characterize the impact of amino acid 223 on
antigen-antibody recognition, we generated recombinant
viruses that contained wild-type HA and mutated S,,,—N
HA from A/duck/Singapore/3/97 (see Table la). These
viruses were tested by HI assay against a panel of anti-H5
antisera and mAbs (Table 6). The S,,,~>N substitution in the
HA dramatically increased the HI titers (by a factor of 4 or
more). However, this mutation did not significantly alter the
reactivity pattern of A/duck/Singapore/3/97 HA, especially in
the reactions with mAbs: neither the original nor the mutant
HA reacted with mAbs HK03-3 and CP46, and both reacted
ata Jow titer with CP46 (Table 6). These results demonstrate
that the S,,;—=N substitution in HA increases the sensitivity
of the HI assay.

Example 7
Second Generation Diagnostic Reference Viruses
that are Predicted to Increase The Sensitivity of the
HI Assay

We have previously demonstrated in Example 3 above that
by converting the amino acid at position 223 of HS HA to
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asparagine the sensitivity of the HI test using chicken red
blood cells was increased. Wehave provided evidence that the
molecular basis of this effect was caused by an altered recep-
tor specificity. The mutant virus with increased sensitivity did
not agglutinate horse red blood cells which have only alpha
2,3 linkage. Thus, amino acid changes that result in the inabil -
ity to agglutinate horse red blood cells are candidates with
increased sensitivity potential in the HI assay using chicken
red biood cells. This concept can be applied to all 16 HA
subtypes, especially avian influenza A viruses which have 2,3
specificity.

Reverse genetics techniques allow for the generation of
recombinant viruses which have minor changes in their anti-
genic structures but are ‘optimized’ in recognition of different
cell substrates. Preferably amino acids (91, 130-134, 149,
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151,179, 186, 190-191, 220-225 for HS) are mutated that are
close to or part of the receptor binding site. Plasmids with
genetically engineered HAs may be constructed and viruses
may be generated by cotransfection. The recombinant viruses
may be tested by HA assays using chicken red blood cells and
horse red blood cells in parallel. Candidate viruses that do
agglutinate chicken red blood cells but do not agglutinate
horse red blood cells will be candidates for testing in HI tests.
In complementary experiments viruses are generated that
agglutinate horse red blood cells but do not agglutinate
chicken red blood cells The combination of candidates with
single amino changes may increase the sensitivity further. It is
expected that the evaluation of the candidates will lead to
diagnostic reference viruses with specific reactivity to recep-
tors with 2,3 specificity.

TABLE la

Recombinant H5-PR/8/34 viruses generated for use in this study.

Recombinant virus:

Amino acid position in HAl

Full name Abbreviation*
A/HK/213/03 AH5N1 x PR/8/34 AHEN1/03
A/Vietnam/1203/04 AHSN1 x PR/8/34  AHSN1/04
A/Vietnam/1203/04 AHS x PR/8/34 AHS5/04

AHS5¢53..5, X PR/8/34

A/Vietnam/1203/04 AHS56155-0, T156--2/ 04
AHS5g1c5 .y, T156-n X PR/8/34

A/Vietnam/1203/04 AH54150-5/04

AH5g; 50y, X PR/8/34

A/Vietnam/1203/04 AHSgp15.5/04
AHSpp12x, X PR/8/34

A/Vietnam/1203/04 AHS 2530/ 04

A/Vietnam/1203/04
AHS6120-4,51555, T1560a X PR/8/34

AHS 1504, 51558, Tis6-»a/ 04

A/HK/213/03 AHSy5;.,¢ % PR/8/34 AHSy503.5/03

B/duck/Singapore/3/97 HS x PR/8/34 H5/97%

A/duck/Singapore/3/97 H520035/97
H5g7235 X PR/8/34

*A multibasic amino acids in the H5 were removed by genetic engineering.

"wild-type A/duck/Singapore/3/97 does not have multibasic amino acids.

TABLE 1b

Sequence differences in the HAl protein of HSN1

influenza viruses.

Amino acid position in HAl
Virus 36 83 86
BA/HK/213/03 T A A
B/Vietnam/1203/04 K T V
A/Vietnam/3046/04 T A V
A/Vietnam/3062/04 T A V
BA/chicken/Vietnam/39/04 T 2a V
A/falcon/HK-D0028/04 T A A
A/duck/Singapore/3/97 T D V
R/HK/156/97 T A A

3(
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TABLE 2

HI analysis of AHS5 recombinant viruses with anti-HS monoclonal antibodies

Monoclonal antibodies to HS (HI titers)

Virus VN04-6* HK03-3' CP24* CP46t  CPS8t  406/7F
AH5N1/03 51200 6400 1600 100 1600 800
AHS/04 12800 <100 800 <100 1600 <100
AHSg155-, 71564104 3200 <100 800 <100 800 100
AHSg150-.4/04 12800 200 800 <100 1600 <100
AHSpo 15504 12800 100 1600 <100 6400 <100
AH5553 /04 51200 3200 12800 <100 25600 <100
AHS5120. .3, 5155, 71564104 12800 1600 3200 <100 1600 200
AHSy53.5/03 12800 800 =100 <100 200 =100

HI tests were performed in microtiter plates with 0.5% chicken RBCs. Titers are the reciprocal lowest dilutions of mAbs
that inhibited hemagglutinin caused by 4 hemagghitinating units (HAU) of virus.

*anti-HA mAb to A/Vietnam/1203/04 virus;
Tanti-HA mAb to A/HK/213/03 virus;

fanti-HA mAb to Afchicken/Pennsylvania/l 370/83 virus,

TABLE 3

Immunogenicity of A/Viemam/1203/04 AHS HA recombinant viruses in ferrets.

HI titer of sera after immunization with:

Virus AH5/04 AHSgs55-N, T156-4/04 AHS5g190-.0/04 AH55593..4/04
AHS5N1/03 20 20 10 160 8 160 20 20 10 20 10 10
AHS/04 20 20 20 20 20 2 20 20 20 20 20 20
AH5g)55-on, 11564104 20 10 20

AHS g0 /04 80 80 2

AH553.404 160 320 320 160 320 160 320 320 320 640 640 640
Eleven-week-old infl ive ferrets were inated twice at 3-week intervals by intramuscular injection of inactivated, purified

and concentrated virus preparation centaining 7 ug HA in 250 ul of PBS, Data are the HI titers from 3 ferrets presented individually. Hl tests
used 0.5% chicken RBCs.

TABLE 4

Virus-neutralization titers of ferret sera after vaccination with
viruses containing the modified HA of A/Vietnam/1203/04 virus.

Neutralizing antibody titers after immunization with:

Virus AHSN1/04 AH5/04 AHSgyssn, ris6md04  AHSsmy /04 mock

AHSN1/03 1280 1280 320 640 320 640 1280 1280 320 640 640 640 <80

AHSN1/04 2560 1280 640 1280 640 640 1280 1280 640 640 1280 1280 <8O

AHS/04 1280 1280 640 1280 640 640 1280 1280 640 640 1280 1280 <80
640

AHSgy55-n, r156-4/04 1280 1280 1280 640 640 1280 1280 640 1280 1280 1280 <80
AHS5303 pf04 1280 1280 1280 1280 1280 640 1280 1280 320 1280 1280 1280 <80

AHSg3 . N1/04 1280 1280 1280 640 640 1280 1280 640 1280 1280 1280 <80

2

Neutralization assay was performed in MDCK cells. Titers are the reciprocal lowest dilutions of sera that completely inhibited 100 TCIDsq of virus.
Homologous titers are underlined. Values are the neutralizing titers from 3 ferrets presented individually.
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TABLE 5

HI testing of antisera to 2003 HSN1 against mutant viruses

Polyclonal antiserum to:

Virus wvaccine AH5SN1/03 A/HK/213/03 (I{SNi)
AHSN1/03 2560 2560
AH5/04 160 160
AHSg1s5-on, 11564 80 320
AHS 00 204 320 320
AHS gy /04 1280 640

HI test was performed in microtiter plates with 0.5% chicken RBCs (Palmer et al., in US
Department of Health, Education and Welfare, Immumology series no. 6. Atlanta: Centers
Jfor Disease Control and Prevention, 1975). Titers are the reciprocal lowest dilutions of sera
that inhibited hemagghtinin caused by 4 HAU of virus.
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3. The method of claim 2, wherein the HA molecule results
in an increased immunogenicity of the immunogenic compo-
sition as compared to the naturally occurring HA molecule.

4. The method of claim 1, wherein the immunogenic com-

5 position further comprises an adjuvant.

5. The method of claim 1, wherein the immunogenic com-
position further comprises an immunostimulatory molecule.

6. The method of claim 1, wherein the immunogenic com-
position further comprises microcapsules and/or an immuno-
potentiating membranous carrier.

7. The method of claim 1, wherein the immunogenic com-
position further comprises red blood cells (rbe), rbe ghosts, or
blue tongue antigen.

8. The method of claim 1, wherein the immunogenic com-
position is administered intramuscularly, orally or mucosally.

TABLE 6

Antigenic analysis of H5/97 and H5 5543 .3/97 viruses with polyclonal and monoclonal antibodies.

HI titer of polyclonal antisera:

Alck/Hid  A/HKAS A/Gs/HK/ Alck/HK/  AJHK/21 HI titer of mABs:
Virus algo/94 6197 497-4/97 YU22/02  3/03  AHS/03 VNO04-6* HKO03-3" CP58f CP24t CPast CP406/7}
AHS5/03 20 320 5120 12800 160 S120 25600 6400 1600 12800 <100 1 600
H5/97 40 640 640 320 <10 10 3200 <100 3200 1600 <100 3200
H5 5333097 320 10240 10 240 2560 80 1280 25600 <100 25600 51200 200 25600

*anti-HA mAb to A/Vietnam/1203/04 virus;
Tanti-HA mAb to A/HK/213/03 virus;
fanti-HA mAb to Alchicken/Pennsylvania/1370/83 virus.

HI test was performed in microtiter plates with 0.5% chicken RBCs (14). Titers are the reciprocal lowest dilutions of sera that inhibited hemagglutinin caused by 4 HAU of virus.

The present invention is not to be limited in scope by the
specific embodiments described herein. Indeed, various
modifications of the invention in addition to those described
herein will become apparent to those skilled in the art from
the foregoing description and the accompanying figures.
Such modifications are intended to fall within the scope of the
appended claims.

It is further to be understood that all values are approxi-
mate, and are provided for description.

All patents and patent applications cited herein are hereby
incorporated herein by reference in their entireties.

What is claimed is:

1. A method for inducing an immune response against an
influenza virus H5 hemagglutinin (HA) molecule in a subject
comprising administering to the subject an effective amount
of an immunogenic composition comprising an influenza
vines H5 HA molecule, wherein the HA molecule comprises
an asparagine at an amino acid position corresponding to
amino acid position 223 in H5 HA and is not an A/HK/213/03
HA molecule.

2. The method of claim 1, wherein the HA molecule is a
recombinant HA molecule that comprises one or more amino
acid sequence changes as compared to a naturally occurring
HA molecule that comprises an amino acid other than aspar-
agine at an amino acid position corresponding to amino acid
position 223 in H5 HA.

9. The method of claim 2, wherein the one or more amino
acid sequence changes alter a glycosylation site.

10. The method of claim 2, wherein the naturally occurring
HA molecule is from a human influenza A virus.

11. The method of claim 2, wherein the naturally occurring
45 HA molecule is from an avian influenza virus.

12. The method of claim 2, wherein the asparagine at
amino acid position 223 of the HA molecule alters specificity
for sialic acid receptors.

13. The method of claim 2, wherein the naturally occurring

50 HA molecule comprises a serine at an amino acid position
equivalent to the amino acid position 223.

14. The method of claim 1, wherein the HA molecule is
part of a recombinant or attenuated virus.

15. The method of claim 1, wherein the subject is a human.

16. The method of claim 1, wherein the subject is a mam-
mal or a bird.

17. The method of claim 1, wherein the immune response
reduces the severity of clinical signs associated with an HS
influenza viral infection as compared to a non-vaccinated
60 subject.

18. The method of claim 17, wherein the influenza viral
infection is caused by an H5N1 influenza virus.

19. The method of claim 14, wherein the immune response
protects the subject from lethal challenge with A/Vietnam/

65 1203/04 influenza virus.
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7 ABSTRACT

The immunogenicity of the influenza virus hemagglutinin
(HA) molecule may be increased by substitutions of amino
acids in the HA sequence. The substitution of specific HA
residues, such as asparagine at position 223 of H5 HA,
increase the sensitivity of the hemagglutinin inhibition (HI)
assay by altering receptor specificity and/or antibody-antigen
binding. HA molecules containing such substitutions will be
useful in the development of diagnostic reference viruses and
improved influenza vaccines.
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MODIFIED INFLUENZA VIRUS FOR
MONITORING AND IMPROVING VACCINE
EFFICIENCY

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application claims the benefit of U.S. Provisional
Application No. 60/703,808, filed Aug. 4, 2005, which is
herein incorporated by reference in its entirety.

STATEMENT REGARDING FEDERALLY
SPONSORED RESEARCH OR DEVELOPMENT

The research leading to the present invention was sup-
ported by grant A195357 from the National Institute of
Allergy and Infectious Disease and by Cancer Center Support
(CORE) grant CA21765 from the National Institutes of
Health. Accordingly, the U.S. government has certain rights
in the invention.

REFERENCE TO A COMPACT DISK APPENDIX
Not applicable.

FIELD OF THE INVENTION

In a general sense, the invention relates to increasing the
antigenicity and/or immunogenicity of a group of influenza
virus subtypes.

BACKGROUND OF THE INVENTION
Influenza Viruses

Influenza viruses, most notably particular strains of A and
B virus, are a serious cause of morbidity and mortality
throughout the world, resulting in annual disease outbreaks.
Periodically but at irregular intervals pandemics occur and
result in particularly high levels of iliness and death. Pandem-
ics are historically the result of novel virus subtypes of influ-
enza A, created by reassortment of the segmented genome
(antigenic shift), whereas annual epidemics are generally the
result of evolution of the surface antigens of influenza A and
B virus (antigenic drift). Human influenza viruses often origi-
nate from avian strains of influenza virus so that influenza
infection is at its basis a zoonosis. There is also evidence that
swine can serve as an intermediate host (“mixing vesse!”) for
the generation of new avian-originated strains that are patho-
genic in humans (Scholtissek et al., Virology 1985, 147:287).
The H5N1 influenza A outbreak in Hong Kong in 1997
showed that highly pathogenic influenza A viruses can also be
transmitted directly from avian species to humans (Claas et
al.,, Lancet 1998, 351:472; Suarez et al., J. Virol. 1998,
72:6678; Subbarao et al., Science 1998, 279:393; Shortridge,
Vaccine 1999, 17 (Suppl. 1): $26-829). In 2003, the H5N1
viruses in Southeast Asia comprised different co-circulating
genotypes, but in 2004 a single genotype, known as the
“Z-genotype”, became dominant (Li et al., Nature 2004, 430:
209). Current evidence indicates that fatal human cases
resulted from the direct transmission of this genotype from
birds to humans and that it also infected cats, with direct cat to
cat transmission (Kuiken et al., Science 2004, 306:241). This
and other evidence of the changing host range and widespread
distribution of this virus raised concern that H5N1 viruses
may acquire the characteristics that allow transmission from
human to human. Humans would have no immunity to such
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new H5N1 viruses, which could cause catastrophic pandemic
influenza (Fouchier et al., Nature 2005, 435:419). The poten-
tial of influenza A viruses to generate new pathogenic strains
from a vast number of circulating strains in animal reservoirs
indicates that disease control requires monitoring these
viruses and developing improved antiviral therapies and vac-
cines. The speed with which new viral strains develop
demands vigilance in this monitoring effort, including
improved techniques for assessing the efficacy of vaccines to
novel strains.

Influenza A, B and C, of the family Orthomyxoviridae, all
have a segmented negative strand RNA genome that is repli-
cated in the nucleus of the infected cell, has a combined
coding capacity of about 13 kb, and contains the genetic
information for ten viral proteins. Specifically, influenza
viruses have eight negative-sense RNA (nsRNA) gene seg-
ments that encode at least 10 polypeptides, including RNA-
directed RNA polymerase proteins (PB2, PB1 and PA),
nucleoprotein (NP), neuraminidase (NA), hemagglutinin
(HA, which after enzymatic cleavage is made up of the asso-
ciation of subunits HA1 and HA?2), the matrix proteins (M1
and M2) and the non-structural proteins (NS! and NS2)
(Krug et al., In The Influenza Viruses, R. M. Krug, ed., Ple-
num Press, New York, 1989, pp. 89-152).

Recently developed reverse-genetics systems have allowed
the manipulation of the influenza viral genome (Palese et al.,
Proc. Natl. Acad. Sci. USA 1996, 93:11354; Neumann and
Kawaoka, Adv. Virus Res. 1999, 53:265; Neumann et al.,
Proc. Natl. Acad. Sci. USA 1999, 96:9345; Fodor et al., J.
Virol. 1999, 73:9679). For example, it has been demonstrated
that the plasmid-driven expression of eight influenza nsRNAs
from a pol I promoter and the coexpression of the polymerase
complex proteins result in the formation of infectious influ-
enza A virus (Hoffmann et al., Proc. Natl. Acad. Sci. USA
2000, 97:6108).

The virus particle of the influenza virus has a size of about
125 nm and consists of a core of negative sense viral RNA
associated with the nucleoprotein, surrounded by a viral enve-
lope with a lipid bilayer structure. The inner layer of the viral
envelope is composed predominantly of matrix proteins and
the outer layer contains most of the host-derived lipid mate-
rial. The so-called “surface proteins”, neuraminidase (NA)
and hemagglutinin (HA), appear as spikes on the surface of
the viral body. Infectivity of novel influenza viruses depends
on the cleavage of HA by specific host proteases, whereas NA
is involved in the release of progeny virions from the cell
surface and prevents clumping of newly formed virus.

The HA and NA proteins embedded in the viral envelope
are the primary antigenic determinants of the influenza virus
(Air et al., Structure, Function, and Genetics, 1989, 6:341-
356; Wharton et al., In The Influenza Viruses, R. M. Krug, ed.,
Plenum Press, New York, 1989, pp. 153-174). Due to reas-
sortment of influenza segmented genome, new HA and NA
variants are constantly created for which a newly infected
organism has no anamnestic immune response. HA glycopro-
tein is the major antigen for neutralizing antibodies and is
involved in the binding of virus particles to receptors on host
cells.

HA molecules from different virus strains show significant
sequence similarity at both the nucleic acid and amino acid
levels. This level of similarity varies when strains of different
subtypes are compared, with some strains clearly displaying
higher levels of similarity than others (Air, Proc. Natl. Acad.
Sci. USA, 1981, 78:7643). The levels of amino acid similarity
vary between virus strains of one subtype and virus strains of
other subtypes (Air, Proc. Natl. Acad. Sci. USA, 1981,
78:7643). This variation is sufficient to establish discrete
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subtypes and the evolutionary lineage of the different strains,
but the DNA and amino acid sequences of different strains are
still readily aligned using conventional bioinformatics tech-
niques (Air, Proc. Natl. Acad. Sci. USA, 1981, 78:7643;
Suzuki and Nei, Mol. Biol. Evol. 2002, 19:501).

Influenza Vaccines

The influenza vaccines currently licensed by public health
authorities for use in the United States and Europe are inac-
tivated influenza vaccines as well as the live attenuated FLU-
MIST vaccine in the United States. Viruses presenting epide-
miologically important influenza A and influenza B strains
are grown in embryonated chicken eggs and the virus par-
ticles are subsequently purified and inactivated by chemical
means to form vaccine stocks. Each year the WHO selects
subtypes which most likely will circulate for that year for
vaccine development.

Although influenza vaccines have been in use since the
early 1940’s for human vaccination and since the late 1960’s
for equine vaccination, the existence of extensive animal
reservoirs, combined with the threat of emergence of a novel
influenza virus capable of causing a pandemic, has spurred
research into novel therapies with which to fight the virus.
Several important advances in the field of influenza have
occurred in the last few years (reviewed in Cox and Subbarao,
Lancet 1999, 354:1277-82). For example, an experimental
live, attenuated, intranasally administered trivalent influenza
vaccine was shown to be highly effective in protecting young
children against influenza A H3N2 and influenza B. Other
approaches to improve the efficacy of the current (killed)
influenza virus vaccines include the generation of cold-
adapted and genetically engineered influenza viruses contain-
ing specific attenuating mutations (reviewed in Palese et al., J.
Infect. Dis., 1997, 176 Suppl 1:845-9). It is hoped that these
genetically altered viruses, in which the HA and NA genes
from circulating strains have been incorporated by reassort-
ment, can be used as safe live influenza virus vaccines to
induce a long-lasting protective immune response in humans.
Although cold-adapted vaccines appear to be efficacious in
children and young adults, they may be too attenuated to
stimulate an ideal immune response in elderly people, the
major group of the 20000-40000 individuals in the USA
dying each year as a result of influenza infection.

Readily available vaccines would provide the most effec-
tive tool against emergent pandemic influenza. After the 1997
H5N1 outbreak in Hong Kong, vaccines produced by two
different approaches were tested in humans. Conventional
subunit HS vaccine produced from A/duck/Singapore/3/97
was poorly immunogenic in humans, even against antigeni-
cally closely related strains and after multiple vaccination
(Nicholson et al., Lancet 2001, 357:1937; Stephenson et al.,
Journal of Infectious Disease 2005, 191:1210). The use of the
adjuvant MF59 increased the antibody titer of this H5 vaccine
(Stephenson et al., Vaccine 2003, 21:1687). Vaccination with
inactivated “split” vaccine derived from nonpathogenic
A/duck/HK/836/80 (H3N1) virus and the modified H5
hemagglutinin from A/HK/156/97 (H5N1) virus induced
barely detectable titers of neutralizing antibodies (Takada et
al., Journal of Virology 1999, 73:8303). Thus, although these
HS5N1 vaccines were well tolerated, they appeared to be
poorly immunogenic. The current lack of effective vaccines
against H5N1 virus strains increases the threat of these
viruses to cause pandemic disease.
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Influenza Vaccine Immunogenicity

Serum antibody titer methods are the accepted surrogate
measures of immune protection after vaccination or viral
infection. The predominantly used serum antibody titer meth-
ods are virus neutralization titer assays and hemagglutinin
ihibition (HI) titer assays. These assays are based on the
ability of influenza antibodies from human serum to cross
react with antigens under in vitro conditions. Assays are
selected for a given situation based not only on their ability to
provide consistent and applicable results but also based on
their ease of use and the facility requirements for each type of
assay.

Briefly stated, the virus neutralization assay examines the
ability of antibodies from a serum sample to block the infec-
tion of cultured cells by influenza virus. The assay is carried
out by creating serial dilutions (titers) of a serum sample and
combining each of these dilutions with a standard amount of
infectious virus. Each dilution mixture is then presented to a
defined cell culture and the resulting infection rates assayed.
The virus neutralization titer assay is considered to be an
extremely usefil and reliable test to examine the level of
immunoprotective antibodies present in a given individual. It
is, however, dependent on specialized cell culture facilities
and therefore is not universally available. The methodology is
also laborious and time consuming hence poorly suited to
screening large numbers of samples.

The hemagglutinin inhibition (HI) assay similarly exam-
ines the ability of antibodies from a serum sample to bind with
a standardized reference virus. The basis for this assay is the
fact that influenza viruses will bind to and agglutinate eryth-
rocytes. In the HI assay, serial dilutions of serum sample are
mixed with standard amounts of reference virus and after a set
incubation period added to erythrocytes. The association
between reference viruses and erythrocytes into complexes is
then detected visually. The highest dilution of serum that
inhibits hemagglutininis read as the hemagglutinin inhibition
titer. Although not as sensitive of vaccine immunogenicity as
other assays, the HI assay is widely employed due to its
relatively simple technology and laboratory requirements.

Given the limitations discussed above on the current tech-
niques available for influenza vaccine development and
assessment, there is a need for improvements in techniques of
immunogenicity assessment to test immune response after
infection as well as vaccine efficacy.

SUMMARY OF THE INVENTION

The present invention provides for amino acid substitu-
tions in the hemagglutinin (HA) molecule of influenza A that
can alter the antigenicity and immunogenicity of the HA.
These substitutions may alter antigenic sites by altering
receptor specificity and/or antibody-antigen binding. In a
variety of embodiments, the increased antigenicity resulting
from the substitution may be useful to increase the sensitivity
of the hemagglutinin (HI) assay on serum taken from infected
animals. This information is important in the production of
diagnostic reference viruses and new vaccines for influenza.
Preferably, the amino acid substitution results in molecules
with the immunogenicity characteristics of the amino acid
substitution of asparagine at H5 HA location 223.

Thus, within certain aspects, the present invention includes
an influenza virus hemagglutinin (HA) molecule comprising
one or more amino acid substitution in the receptor binding
site that makes the HA molecule more antigenic with respect
to antibodies specific for the HA molecule lacking the amino
acid substitution in its receptor binding site. The influenza
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virus increased antigenicity HA molecule may include the
amino acid asparagine at the position corresponding to posi-
tion 223 in H5 HA, wherein the inclusion of asparagine
results in an increased reactivity with antisera derived from an
animal exposed to an influenza virus with a wildtype HA
molecule. Theinfluenza virus increased antigenicity HA mol-
ecule may include the amino acid asparagine at the position
corresponding to position 223 in H5 HA, wherein the HA
molecule does not originate with human H5 isolate A/HK/
213/03 and the inclusion of asparagine at position 223 results
in an increased reactivity with antisera derived from an ani-
mal exposed to an influenza virus. In some embodiments, the
amino acid substitution alters a glycosylation site. In some
embodiments, the influenza virus is a human influenza A
virus. For example, the human influenza A virus may be a
member of the HS subtype. The human influenza A virus may
be a A/Vietnam/1203/04 (H5N1) virus. In some embodi-
ments, the influenza virus is an influenza B virus. The inven-
tion includes influenza virus increased antigenicity HA mol-
ecules that are derived from an avian influenza virus.

Within other aspects, the invention includes a recombinant
influenza virus comprising an influenza virus hemagglutinin
(HA) molecule comprising one or more amino acid substitu-
tion in the receptor binding site that makes the HA molecule
more antigenic with respect to antibodies specific for the HA
molecule lacking the amino acid substitution in its receptor
binding site. The recombinant virus may include a modified
HA molecule derived from HS5N1 influenza virus in the
genetic background of an influenza A virus. The influenza A
virus may be amaster strain virus. The recombinant virus may
be used as a diagnostic reference virus in a hemagglutinin
inhibition (HI) assay. The recombinant influenza virus may
be included in a hemagglutinin inhibition (HI) assay kit.

Still further aspects of the invention include reverse genet-
ics systems for making a virus containing an influenza virus
hemagglutinin (HA) molecule comprising an amino acid sub-
stitution in the receptor binding site that makes the HA mol-
ecule more antigenic with respect to antibodies specific for
the HA molecule lacking the amino acid substitation in its
receptor binding site.

Yet other aspects of the invention disclosed herein include
methods of making a virus containing an influenza virus
hemagglutinin (HA) molecule comprising one or more amino
acid substitution in the receptor binding site that makes the
HA molecule more antigenic with respect to antibodies spe-
cific for the HA molecule lacking the amino acid substitution
inits receptor binding site. In some embodiments, the method
comprises introducing a recombinant vector that expresses
the increased antigenicity HA molecule in a reverse genetics
system.

In related aspects, the invention further provides methods
for determining the efficacy of an influenza virus vaccine in
an animal. In some embodiments, the method comprises
reacting antisera derived from a vaccinated animal with an
influenza virus hemagglutinin (HA) molecule comprising
one or more amino acid substitution in the receptor binding,
site that makes the HA molecule more antigenic with respect
to antibodies specific for the HA molecule lacking the amino
acid substitution in the receptor binding site which is present
in the influenza virus vaccine. In some embodiments, the
increased antigenicity HA molecule originates with human
HS5N1 isolate A/HK/213/03 and the inclusion of asparagine at
the position that corresponds to position 223 in HA from
HS5N1 virus results in an increased reactivity with antisera
derived from the vaccinated animal. In some embodiments,
the animal is a human. In other embodiments, the animal is a
ferret.
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Vet other related aspects of the present invention provide
methods for producing an influenza virus comprising a
hemagglutinin (HA) molecule, which method comprises cul-
turing a reverse genetics system in which DNA encoding HA
encodes one or more amino acid substitution in the receptor
binding site that makes the HA molecule more antigenic with
respect to antibodies specific for the HA molecule lacking the
amino acid substitution in the receptor binding site by a
reverse genetics process.

The invention further provides methods for increasing the
sensitivity of a hemagglutinin inhibition (HI) assay, which
methods comprise reacting antisera derived from the vacci-
nated or infected animal with an influenza virus hemaggluti-
nin (HA) molecule comprising one or more amino acid sub-
stitution in the receptor binding site that makes the HA
molecule more antigenic with respect to antibodies specific
for the HA molecule lacking the amino acid substitution in the
receptor binding site. In some embodiments, the method for
increasing the sensitivity of a HI assay results in at least 2-fold
increase in sensitivity of a hemagglutinin inhibition (HI)
assay. In some embodiments, the method for increasing the
sensitivity of a HI assay results in at least 4-fold increase in
sensitivity of a hemagglutinin inhibition (HI) assay.

Anotheraspect of the invention includes methods for deter-
mining whether an animal has been exposed to an influenza
virus. In some embodiments, the method comprises reacting
antisera derived from the animal with a diagnostic reference
virus, which is derived from the influenza virus in question
but comprises an influenza virus hemagglutinin (HA) mol-
ecule comprising an amino acid substitution in the receptor
binding site that makes the HA molecule more antigenic with
respect to antibodies specific for the HA molecule lacking the
amino acid substitution in its receptor binding site resulting in
an increased reactivity with the antisera. In some embodi-
ments, the animal is a human. In other embodiments, the
animal is a ferret.

The invention includes in yet other aspects methods for
determining whether an animal has been exposed to an influ-
enza virus. In some embodiments, the method comprises
reacting antisera derived from the animal with a diagnostic
reference virus, which is derived from the influenza virus in
question but comprises a modified influenza virus HA mol-
ecule comprising the amino acid asparagine at the position
corresponding to position 223 in H5 HA, wherein the inclu-
sion of asparagine results in an increased reactivity with
antisera derived from an animal exposed to an influenza virus
with a wildtype HA molecule, resulting in an increased reac-
tivity with the antisera. In some embodiments, the method for
determining whether an animal has been exposed to an influ-
enza virus includes reacting antisera derived from the animal
with a diagnostic reference virus, which is derived from the
influenza virus in question but comprises a modified influ-
enza virus HA molecule comprising, the amino acid aspar-
agine at the position corresponding to position 223 in H5 HA,
wherein the HA molecule does not originate with human H5
isolate A/HK/213/03 and the inclusion of asparagine at posi-
tion 223 results in an increased reactivity with antisera
derived from an animal exposed to an influenza virus. In some
embodiments, the animal is a human. In other embodiments,
the animal is a ferret.

Also included within the invention are influenza vaccine
viruses comprising a2 hemagglutinin (HA) molecule compris-
ing an amino acid substitution in the receptor binding site that
makes the HA molecule more antigenic with respect to anti-
bodies specific for the HA molecule lacking the amino acid
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substitution in the receptor binding site and wherein the
modification resuits in an increased immunogenicity of said
vaccine virus.

One aspect of this invention includes isolated nucleic acids
encoding an influenza virus hemagglutinin (HA) molecule
comprising an amino acid substitution in the receptor binding
site that makes the HA molecule more antigenic with respect
to antibodies specific for the HA molecule lacking the amino
acid substitution in its receptor binding site. In some embodi-
ments, the influenza virus HA molecule encoded by the iso-
lated nucleic acid comprises an amino acid asparagine at the
position corresponding to position 223 in H5 HA, wherein the
HA molecule does not originate with human H5 isolate
A/HK/213/03 and the inclusion of asparagine at position 223
results in an increased reactivity with antisera derived from an
animal exposed to an influenza virus.

The invention further includes methods for preparing
nucleic acids encoding an influenza virus hemagglutinin
(HA) molecule comprising an amino acid substitution in the
receptor binding site that makes the HHA molecule more anti-
genic with respect to antibodies specific for the HA molecule
lacking the amino acid substitution in its receptor binding
site. In some embodiments, the method comprises introduc-
ing anucleotide sequence into a nucleic acid encoding the HA
molecule lacking the amino acid substitution in the receptor
binding site, which results in an amino acid substitution in the
sequence of the HA molecule that makes the HA molecule
more antigenic with respect to antibodies for the HA mol-
ecule lacking the amino acid substitution.

The present invention meets these and other aspects of the
invention, as set forth in greater detail in the Detailed Descrip-
tion and Examples.

DESCRIPTION OF THE DRAWINGS

FIG. 1 is a graph indicating HI antibody titers in ferrets
inoculated with H5N1 influenza viruses isolated in 2003 and
2004 (A); HI and virus neutralizing titers in ferrets immu-
nized with AHSN1/03 and AH5N1/04 viruses (B). InFIG. 1A,
sera were collected on day 28 after inoculation with 10°
EID;, of HSN1 viruses and titrated against 4 hemagglutinat-
ing units (HAU) of homologous virus. Data are representative
values from two or 4 sera. In FIG. 1B, sera were collected
from ferrets vaccinated x2 with 7 pg HA of AH5N1/03 and
AH5N1/04 viruses and titrated against 4 HAU and 100
TCID;, of homologous virus, respectively.

FIG. 2 is a graph indicating virus titers in nasal washes of
vaccinated and control ferrets after challenge with A/Viet-
nam/1203/04 (H5N1) virus. Ferrets vaccinated with AHSN1/
04 or AH5/04 recombinant viruses were inoculated intrana-
sally with 10° EID,, of A/Vietnam/1203/04 virus. Titers are
the mean values (log,, EID/0.1 ml)*SD determined in the
nasal washes of 3 ferrets.

Note that differences in titers between vaccinated and con-
trol groups are significant at P values 0.0028-0.0173 accord-
ing to unpaired t test results.

FIG. 3 is a molecular model of the H5 HA polypeptide
showing the location of amino acid at positions 154 and 223
in the 3D structure of the HA of A/duck/Singapore/3/97
(H5N3) virus. In FIG. 3A, the receptor binding site of the
amino acids in the 3D structure are indicated. In FIG. 3B, the
circle represents the interface between the monomer shown
and two other monomers (not shown) in the trimeric HA. The
amino acid at position 223 is located in the 220-loop of the
receptor binding domain between the glutamine generally
present at location 222 and the glycine generally present at
location 224.
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DETAILED DESCRIPTION

The present invention provides for amino acid sequence
changes of the hemagglutinin (HA) molecule of influenza
virus, which make the HA molecule more antigenic with
respect to antibodies specific for HA molecules lacking the
changes. Such sequence changes include substitutions and
deletions. The resulting HA is referred to as an “increased
antigenicity HA”

The increased antigenicity HA molecule is useful intesting
vaccine efficacy, as the change increases the sensitivity of
diagnostic tests for antibodies against influenza virus in
serum. In a specific embodiment the virus is an influenza A
virus. In an alternate embodiment, the virus can also be an
influenza B virus, and in still another embodiment it can be an
influenza C virus. In an embodiment in which the influenza is
aninfluenza A virus, it can be a H5-subtype influenza A virus.
In a more specific embodiment, the H5-subtype HA molecule
is modified to include the amino acid asparagine at position
223 (N,,,), resulting in an increased reactivity with antisera
derived from an animal exposed to a H5-subtype influenza
virus. In a specific embodiment the HA molecule of the
invention is not an A/HK/213/03 HA molecule, which is a
naturally occurring HS-subtype with asparagine at position
223. The influenza virus may be a human influenza A virus of
the HS subtype, including A/Vietnam/1203/04 (H5N1) virus.

An amino acid changes that makes the HA molecule more
antigenic can be made in the reception binding domain ofHA,
e.g., as depicted in FIG. 3A, particularly in the 220-loop
region in the receptor binding domain. Such a change may
reduce HA binding to sialic acid receptors on red blood cells,
thus increasing the ability of anti-HA antibodies to inhibit
hemagglutination, resulting in amplification of the effect of
antibody binding activity in a hemagglutination inhibition
assay. Alternatively, an amino acid change that makes the HA
molecule more antigenic can be made to alter or delete a
glycosylation site on the HA protein, particularly a glycosy-
lation site that masks epitopes on HA recognized by HA-
specific antibodies. In still another embodiment, the amino
acid change can be made to an amino acid residue corre-
sponding to residue 223 of the HS HA subtype. In all of the
embodiments of the invention, amino acid modifications that
make an HA molecule more antigenic can be readily identi-
fied by immunoassays using antibodies specific for the par-
ticular HA subtype. A modification that makes the HA mol-
ecule more antigenic will result in apparent higher titer
antibody binding activity, relative to the binding activity with
the HA molecule to which the antibodies were elicited. Such
assays include hemagglutinin inhibition (HI) assays.

In a specific embodiment, substitution in an H5-subtype
HA molecule of a serine residue (which may be a glycosy-
lated residue) with asparagine (which is either not glycosy-
lated or differently glycosylated) results in increase antige-
nicity. However, other substitutions can also result in an
apparent increased antigenicity. Such substitutions may be,
but need not be, conservative, such as threonine for serine, or
glutamine for asparagine. They may preserve the relative
polarity, such as asparagine for serine, or lysine for aspartic
acid, which conserves polarity without maintaining the same
change. It is also contemplated to substitute with residues
such as glycine and alanine that eliminate a reactive side
chain without having a lot of effect on the polypeptide struc-
ture. Finally, completely non-conservative changes are pos-
sible. Again, simple immunoassays will indicate whether a
particular change results in increased antigenicity.

Some avian H5N1 viruses isolated in Central and South
America have a basic amino acid, arginine, at position 223.
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The neutral amino acid asparagine at location 223 is found in
the HA of the human isolate A/HK/213/03. This amino acid
residue is located in the 220-loop of the receptor binding
domain between the glutamine generally present at location
222 and the glycine generally present at location 224 (FIG. 3).
The experimental evidence suggests that the higher HI titers
reflect a change in receptor specificity. Indeed, the glutamine
generally present at location 222 and the glycine generally
present at location 224 bind directly to the sialic acid receptor.
Amino acids in the 220 loop or adjacent to it are important for
the conformation of the receptor binding pocket (Ha et al.,
Proc. Natl. Acad. Sci. USA 2001, 98:11181). Although the
present invention does not rely on any particular explanation
of the observed effect, it is possible that substitution of aspar-
agine for serine at position 223 of H5 results in conforma-
tional changes and altered receptor specificity.

In a further aspect, HA molecules modified in accordance
with the invention to be more antigenic are also more immu-
nogenic. Such molecules can elicit a stronger or more potent
immune response as a component of an influenza vaccine,
which in turn results in greater protection against influenza
infection.

Influenza viruses originating from avian reservoirs are of
particular concern to public health. These viruses are believed
to be particularly likely to cause pandemic influenza out-
breaks in humans. A HA molecule from an avian subtype with
increased antigenicity and/or immunogenicity would there-
fore be particularly vseful in immunoassays conducted in
conjunction with vaccine development. The strategy exem-
plified herein with respect to H5 is useful in increasing HI
(hemagglutinin inhibition) assay titers against other HA sub-
types, and this is particularly useful for evaluating immunity
to avian influenza. In some embodiments, the HA molecule
with the amino acid substitution in the receptor binding site
may be derived from an avian influenza virus, including sub-
types H1 through H16 inclusively.

One aspect of this invention includes the use of recombi-
nant influenza virus that has an increased antigenicity HA
molecule as a reference virus in an immunoassay, in particu-
lar a HI assay, including a kit for performing such an assay.
For example, the amino acid substitution of asparagine at
position 223 in the HS HA molecule increases binding to red
blood cell (RBC)sialic acid receptors with alpha 2,6 linkage,
such as those from chickens, but decreased binding to recep-
tors with a N-glycosyl sialic acid alpha 2,3 linkage, such as
those from horse. Thus one aspect of the invention provides
that the resultant lower binding on horse RBCs would require
a smaller quantity of antibody to inhibit hemagglutination.
This concept, of introducing amino acid substitutions that
increase antigenicity, as measured by antibody binding, can
be applied to all 16 HA subtypes, including those from avian
influenza A viruses.

The invention includes methods for determining the effi-
cacy of an influenza virus vaccine in an animal. This method
involves reacting antisera derived from the vaccinated animal
withan influenza virus that has increased antigenicity hemag-
glutinin (HA) molecule. Some aspects of methods for deter-
mining the efficacy of an influenza virus vaccine in an animal,
as demonstrated in the examples, include reacting antisera
derived from the vaccinated animal with an influenza virus
HS-subtype HA molecule containing the amino acid aspar-
agine at position 223 (N,,;), e.g., the HA molecule from
human H5N1 isolate A/HK/213/03. Asparagine at position
223 results in an increased reactivity with antisera derived
from an animal exposed to a different HS influenza virus. The
vaccinated animal may be any one of a number of species,
including ferrets and humans.
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Also included within this invention are methods for
increasing the sensitivity of a HI assay by using a reference
virus which includes an increased antigenicity HA molecule.
In some embodiments, such as when HA molecule originates
with a human H5N1 isolate of the A/HK/213/03 strain, the
amino acid change is the presence of an asparagine at position
223, resulting in an increased reactivity with antisera derived
from an animal exposed to an HS5 influenza virus with a
different amino acid residue at that position, such as A/Viet-
nam/1203/04. This increased reactivity may be of any level,
including at least a 2-fold or at least a 4-fold increase in
reactivity. A 2-fold or 4-fold increase in sensitivity could be
especially significant in situations in which the endpoints of
conventional titration methods are below the limit of detec-
tion.

In a specific embodiment, the invention also includes using
as a diagnostic reference virus a recombinant influenza virus
that includes a modified HS-subtype HA molecule with the
amino acid asparagine at position 223, resulting in an
increased reactivity with antisera derived from an animal
exposed to aH5 influenza virus. Ina specific embodiment, the
HS HA molecule in the diagnostic reference virus originates
witha human H5N1 isolate of strain A/HK/213/03. In another
embodiment, an asparagine (or glutamane) is substituted in
position 223 of an H5 molecule from another influenza strain.
It is readily apparent that the same approach can be adapted to
any HA molecule from any influenza strain. In various
embodiments, the animal may be of a number of species,
including ferrets and humans.

In addition to the use of reference viruses with increased
sensitivity in human vaccine clinical trials, these viruses can
be used in seroepidemiology studies. The availability of data
showing how many humans were infected with HSN1 viruses
by rapid and simple detection methods like HI assays pro-
vides important information on the prevalence of H5N1
viruses in humans. This data can be used to assess the prob-
ability of H5N1 viruses spread from human-to human or
between avian species and humans.

Other aspects of the invention include methods for deter-
mining whether an animal has been exposed to an influenza
virus by reacting antisera derived from the animal with a
diagnostic reference virus. The diagnostic reference virus is
derived from the same strain of influenza virus as the expo-
sure virus, but the reference virus contains an increased anti-
genicity HA molecule. In one embodiment, the reference
virus comprises an HA molecule with an asparagine at the
position corresponding to position 223 in H5 HA, wherein the
inclusion of asparagine results in an increased reactivity with
antisera derived from an animal exposed to an influenza virus
with a wildtype HA molecule, resulting in an increased reac-
tivity with the antisera. In another embodiment, the reference
virus comprises an influenza virus hemagglutinin (HA) mol-
ecule comprising an amino acid asparagine at the position
corresponding to position 223 in H5 HA, and the HA mol-
ecule does not originate with human HS isolate A/HK/213/03
and the inclusion of asparagine at position 223 results in an
increased reactivity with antisera derived from an animal
exposed to an influenza virus. In a specific embodiment, the
contracted virus is an H5N1 virus and the reference virus is
human H5N1 isolate A/HK/213/03, which includes aspar-
agine at amino acid position 223, resulting in an increased
reactivity with the HSN1-specific antisera. In different
aspects of the invention, the animal may be of any species,
including ferrets and humans.

The invention also encompasses influenza vaccines includ-
ing an increased antigenicity HA molecule. In a specific
embodiment, the virus is a human H5N1 isolate. In a more
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specific embodiment, the HA is derived from A/HK/213/03.
In still another embodiment, the HA is an H5 modified to
include the amino acid asparagine at position 223.

Introducing modifications in the HA molecule requires
manipulation at the genetic level, as is well-known in the art,
as explained in greater detail below. Once a modified HA
gene is prepared, a number of approaches are available, such
as “reverse genetics” approaches, for introducing the modi-
fied HA molecule into an influenza virus, which can then
become an reference virus for testing vaccine efficacy, or a
diagnostic reference virus for following influenza epidemics,
including animal-human virus spread and human-human
virus spread.

In some aspects, the invention includes recombinant influ-
enza viruses comprising an influenza virus hemagglutinin
(HA) molecule with at least one amino acid sequence change
that makes the HA molecule more antigenic with respect to
antibodies specific for HA molecules lacking the changes.
The amino acid sequence change may include a substitution
or deletion of one or more amino acids. The modified HA
molecule may be derived from H5N1 influenza virus in the
genetic background of an influenza A virus. In some embodi-
ments, the influenza A virus is a master strain virus. The
recombinant viruses comprising a modified HA molecule that
is more antigenic with respect to antibodies specific for HA
molecules lacking the amino acid sequence change may be
used as a diagnostic reference virus in a hemagglutinin inhi-
bition (HI) assay. The recombinant virus may also be
included in a hemagglutinin inhibition (HI) assay kit.

In other aspects, the invention includes methods of making
a virus comprising a hemagglutinin (HA) molecule. For
example, one aspect of the invention is a method of making a
virus containing an influenza virus hemagglutinin (HA) mol-
ecule with at least one amino acid sequence change that
makes the HA molecule more antigenic with respect to anti-
bodies specific for HA molecules lacking the changes. The
method may include introducing a recombinant vector that
expresses modified HA in a reverse genetics system. A
method for producing an influenza virus with a hemaglutinin
(HA) molecule may include culturing a reverse genetics sys-
tem in which DNA encoding HA encodes an amino acid
substitution in the receptor binding site that makes the HA
molecule more antigenic with respect to antibodies specific
for the HA molecule lacking the amino acid substitution in the
receptor binding site by a reverse genetics process.

Also included in the invention are methods for preparing
nucleic acids encoding a hemagglutinin (HA) molecule. The
HA molecule may contain at least one amino acid sequence
change that makes the HA molecule more antigenic with
respect to antibodies specific for HA molecules lacking the
changes. In some embodiments, the method comprises intro-
ducing a nucleotide sequence into a nucleic acid encoding the
HA molecule lacking the amino acid substitution in the recep-
tor binding site, which results in an amino acid substitution in
the sequence of the HA molecule that makes the HA molecule
more antigenic with respect to antibodies for the HA mol-
ecule lacking the amino acid substitution.

DEFINITIONS

The term “influenza virus” is used herein to define a viral
species of which pathogenic strains cause the disease known
as influenza or flu.

The term “master strain virus” refers to a viral strain is used
in the construction of high growth or attenuated vaccine
strains. These master strains typically contribute six gene
segments to the vaccine virus (PB1, PB2, PA, NP, NA, M and
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NS). The master strain virus may be a strain that is also in use
as a vaccine component, including virus strain A/PR/8/34.

The term “polypeptide” refers to a polymer of amino acids
and does not refer to a specific length of the product; thus,
peptides, oligopeptides, and proteins are included within the
definition of polypeptide. This term also does not refer to, or
exclude, post-translational modifications of the polypeptide,
for example, glycosylations, acetylations, phosphorylations,
and the like.

As used herein, “infectious” refers to the ability of a virus
to replicate in a cell and produce viral particles. Infectivity
can be evaluated either by detecting virus, i.e., viral load, or
by observing disease progression in the animal.

An “individual” or “subject” or “animal”, as used herein,
refers to vertebrates that support a negative strand RNA virus
infection, specifically influenza virus infection, including,
but not limited to, birds (such as water fowl and chickens) and
members of the mammalian species, such as canine, feline,
lupine, mustela, rodent (racine, murine, etc.), equine, bovine,
ovine, caprine, porcine species, and primates, the latter
including humans. In a specific embodiment, the subject is a
ferret, which is a good animal mode! for studying influenza.
In another embodiment, the subject is a human.

As used herein, the term “immunogenic” means that the
virus or polypeptide is capable of eliciting a humoral or
cellular immune response, and preferably both. An immuno-
genic entity is also antigenic. An immunogenic composition
is a composition that elicits a humoral or cellular immune
response, or both, when administered to an animal.

A molecule is “antigenic” when it is capable of specifically
interacting with an antigen recognition molecule of the
immune system, such as an immunoglobulin (antibody) or T
cell antigen receptor. An antigenic polypeptide contains an
“epitope” of at least about five, and preferably at least about
10, amino acids. An antigenic portion of a polypeptide, also
called herein the “epitope”, can be that portion that is immu-
nodominant for antibody or T cell receptor recognition, or it
can be a portion used to generate an antibody to the molecule
by conjugating the antigenic portion to a carrier polypeptide
for immunization. A molecule that is antigenic need not be
itself immunogenic, i.e., capable of eliciting an immune
response without a carrier.

Asused herein, the term “amino acid substitution” refers to
the presence of an amino acid at a particular location in the
amino acid sequence of that molecule. The amino acid sub-
stitution occurs relative to any other amino acid that could
have occupied that location. The polypeptide that results from
the amino acid sequence change may include changes in
post-translational modifications such as glycosylations,
acetylations, phosphorylations or any other amino acid modi-
fications as well as the amino acid substitution.

The term “reverse genetics system™ as used herein refers to
methods of generating influenza virus particles, polypep-
tides, virons or nucleic acids by genetic engineering methods.
These methods include but are not limited to the “plasmid
system” as described by Hoffimann (Hoffmann et al., Vaccine
2002, 20:3165; US Patent Publication 2002/0164770A1, 7
Nov. 2002, which is hereby incorporated by reference in its
entirety.). Generally speaking, reverse genetics systems allow
for the creation of virus particles, polypeptides, and/or
nucleic acids with specific sequences by genetic engineering
methods known to those of skill in the art. These systems are
also described in greater detail below.

Asused herein the term “receptor binding site” refers to the
portion of the HA molecule where the receptor of interest,
such as sialic acid receptor on a red blood cell, binds. The
structure of the H5 molecule of A/duck/Singapore, and the

U4



US 7,871,626 B2

13

location of the receptor binding site for hemagglutinin of the
H5 subtype, is known and described (Ha et al., Proc. Natl.
Acad. Sci. USA 2001 98:11181). The molecular mode] of this
H5 HA, including the receptor binding site, is shown in FIG.
3.

The term “diagnostic reference virus” refers to a virus with
enhanced HA antigenicity. Such a diagnostic reference virus
can be used in an immunoassay, e.g., the hemagglutinin inhi-
bition assay.

The term “exposure virus” refers to a virus to which an
individual animal has been exposed. This exposure can be in
the course of daily activities, such as contact with an infected
subject, e.g., leading to exposure of a human to an infectious
influenza virus. The exposure can also be due to a specific
clinical challenge, such as in a laboratory testing situation
where a laboratory animal such as a ferret is intentionally
exposed to a virus. Such exposure can be expressly generated
through immunization with an influenza vaccine.

The phrase “pharmaceutically acceptable” refers to
molecular entities and compositions that are physiologically
tolerable and do not typically produce an allergic or similar
untoward reaction, such as gastric upset, dizziness and the
like, when administered to a human. Preferably, as used
herein, the term “pharmaceutically acceptable” means
approved by a regulatory agency of the Federal or a state
government or listed in the U.S. Pharmacopeia or other gen-
erally recognized pharmacopeia for use in animals, and more
particularly in humans.

The term “carrier” refers to a diluent, adjuvant, excipient,
or vehicle with which the compound is administered. Such
pharmaceutical carriers can be sterile liquids, such as water
and oils, including those of petroleum, animal, vegetable or
synthetic origin, such as peanut oil, soybean oil, mineral oil,
sesame o1l and the like. Water or aqueous solution saline
solutions and aqueous dextrose and glycerol solutions are
preferably employed as carriers, particularly for injectable
solutions. Suitable pharmaceutical carriers are described in
“Remington’s Pharmaceutical Sciences” by E. W. Martin,
18* Edition.

As used herein, the term “adjuvant” refers to a compound
or mixture that enhances the immune response to an antigen.
An adjuvant can serve as a tissue depot that slowly releases
the antigen and also as a lymphoid system activator that
non-specifically enhances the immune response (Hood, et al.,
Immunology, Second Ed., Menlo Park, Calif.: Benjamin/
Cummings, 1984. p. 384). Often, a primary challenge with an
antigen alone, in the absence of an adjuvant, will fail to elicit
a humoral or cellular immune response. Adjuvants include,
but are not limited to, complete Freund’s adjuvant, incom-
plete Freund’s adjuvant, saponin, mineral gels such as alurmi-
num hydroxide, surface active substances such as lysoleci-
thin, pluronic polyols, polyanions, peptides, oil or
hydrocarbon emulsions, keyhole limpet hemocyanins, and
potentially useful human adjuvants such as N-acetyl-mu-
ramyl-L-threonyl-D-isoglutamine (thr-MDP), N-acetyi-nor-
muramyl-L-alanyl-D-isoglutamine, ~ N-acetylmuramyl-L-
alanyl-D-isoglutaminyl-L-alanine-2-(1'-2"-dipalmitoyl-sn-
glycero-3-hydroxyphosphoryloxy)-ethylamine, BCG
(bacille Calmette-Guerin) and Corynebacterium parvum.
Preferably, the adjuvant is pharmaceutically acceptable.

As used herein, the term “isolated” means that the refer-
enced material is removed from its native environment, .g., a
cell or virus. Thus, an isolated biological material can be free
of some or all cellular components, i.e., components of the
cells in which the native material occurs naturally (e.g., cyto-
plasmic or membrane component). A material shall be
deemed isolated if it is present in a cell extract or supernatant.
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In the case of nucleic acid molecules, an isolated nucleic acid
includes a PCR product, an isolated mRNA, a cDNA, or a
restriction fragment. In another embodiment, an isolated
nucleic acid is preferably excised from the chromosome in
which it may be found, and more preferably is no longer
joined or proximal te non-coding regions (but may be joined
to its native regulatory regions or portions thereof), or to other
genes, located upstream or downstream of the gene contained
by the isolated nucleic acid molecule when found in the
chromosome. In yet another embodiment, the isolated nucleic
acid lacks one or more introns. Isolated nucleic acid mol-
ecules include sequences inserted into plasmids, cosmids,
artificial chromosomes, and the like, i.e., when it forms part of
a chimeric recombinant nucleic acid construct. Thus, in a
specific embodiment, a recombinant nucleic acid is an iso-
lated nucleic acid. An isolated protein may be associated with
other proteins or nucleic acids, or both, with which it associ-
ates in the cell, or with cellular membranes if it is a mem-
brane-associated protein. An isolated organelle, cell, or tissue
is removed from the anatomical site in which it is found in an
organism. An isolated material may be, but need not be,
purified.

The term “purified” as used herein refers to material that
has been isolated under conditions that reduce or eliminate
the presence of unrelated materials, i.e., contaminants,
including native materials from which the material is
obtained. For example, a purified virion is preferably substan-
tially free of host cell or culture components, including tissue
culture or egg proteins, non-specific pathogens, and the like.
As used herein, the term “substantially free” is used opera-
tionally, in the context of analytical testing of the material.
Preferably, purified material substantially free of contami-
nants is at least 50% pure; more preferably, at least 90% pure,
and more preferably still at least 9% pure. Purity can be
evaluated by chromatography, gel electrophoresis, immu-
noassay, composition analysis, biological assay, and other
methods known in the art.

Methods for purification are well-known in the art. Viral
particles can be purified by ulirafiltration or ultracentrifuga-
tion, preferably continuous centrifugation (see Furminger,
supra). Other purification methods are possible and contem-
plated herein. A purified material may contain less than about
50%, preferably less than about 75%, and most preferably
less than about 90%, of the cellular components, media, pro-
teins, or other nondesirable compoenents or impurities (as
context requires), with which it was originally associated.
The term “substantially pure” indicates the highest degree of
purity which can be achieved using conventional purification
techniques known in the art.

In a specific embodiment, the term “about” or “approxi-
mately” means within a statistically meaningful range of a
value. Such a range can be within an order of magnitude,
preferably within 50%, more preferably within 20%, more
preferably still within 10%, and even more preferably within
5% of a given value or range. The allowable variation encom-
passed by the term “about” or “approximately” depends on
the particular system under study, and can be readily appre-
ciated by one of ordinary skill in the art.

Hemagglutinin

Hemagglutinin (HA) is the major envelope glycoprotein of
influenza A and B viruses. Hemagglutinin-esterase (HE) of
influenza C viruses is the HA homologue in these viruses.
New subtypes of HA molecules, typically introduced from
aquatic birds, known to be the natural reservoirs of influenza
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viruses, result in influenza pandemics (see Suzuki and Nei,
Mol. Biol. Evol. 2002; 19(4): 501-509).

HA contains two polypeptide chains, HAl and HA2,
encoded by a single gene and derived from proteolysis of a
single precursor molecule, including loss of a signal peptide
(Suzuki and Nei, supra; Air, Proc. Natl. Acad. Sci. USA 1981;
78(12): 7639-7643). HA1 has about 320 amino acids, and is
receptor-binding protein and the major target of immune
responses. HA2 has about 220 amino acids, and provides the
anchor to the viral envelope (Suzuki and Nei, supra).

HA genes from influenza A are classified into 16 subtypes,
according to their antigenic properties. Influenza B and C
virus HA (HE) genes are not classified into subtypes. The
sequences of influenza subtypes Hi to H15, and influenza B
and C HA (HE) are shown in Suzuki and Nei, supra, FIG. 1,
which is incorporated by reference. A comparison of the
sequences of influenza A HA subtypes H1, H2, H3, H4, H5,
H6, H7, H8, HY, H10, H11, and H12, including conserved
amino acids residues from all twelve subtypes are shown in
FIG. 1 of Air, supra, which is incorporated by reference. Both
references disclose the strains from which these sequences
were obtained.

New HA molecules of the invention are created by intro-
ducing changes to the amino acid sequence of HA molecule
that results in increased antigenicity. Isolation of nucleic
acids encoding such HA molecules is routine (see Air, supra),
as is modification of the nucleic acid to introduce changes in
the amino acid sequence, e.g., by site-directed mutagenesis.

In an alternative embodiment, HA molecules from one
strain of a particular HA subtype already contain an amino
acid sequence that increases their antigenicity relative to HA
molecules of the same subtypes from a different strain, as
exemplified herein with respect to A/HK/213/03, relative,
e.g., to A/Vietnam/1203/04. In this case, the influenza strain
with the more antigenic HA molecule could serve as a diag-
nostic reference strain. In another embodiment, amino acid
residues from the more antigenic HA can be introduced or
substituted into the sequence of the less antigenic HA mol-
ecule to make it an increased antigenicity HA molecule.

Various changes in the sequence of an HA molecule can
result in increased antigenicity. As noted above, the HA1
chain, which is the reception binding domain and major target
of immune response is the chain in which such changes can be
made. The changes can increase antibody affinity for the HA
molecule, e.g., by eliminating a glycosylation site that makes
an epitope, or by favoring a conformation with enhanced
antibody binding affinity. Alternatively, the change can result
in decreased binding to HA receptor, e.g., a sialic acid recep-
tor on a red blood cell, making antibodies specific for the HA
molecule more effective competitors for the hemagglutinin
reaction. The various immunoassays capable of demonstrat-
ing these changes, including the hemagglutinin inhibition
(HI) assay, are well-known in the art.

The HI assay involves whole infiuenza virus particles, as
do the current vaccines. Thus, the invention provides for
influenza viruses with increased antigenicity HA molecules.
Such viruses are most conveniently generated through a
“reverse genetics” approach, although itis also possible touse
classical reassortment as well.

Reverse Genetics Methods

Recently developed reverse-genetics systems have allowed
the manipulation of the influenza viral genome (Palese et al,
Proc. Natl. Acad. Sci. USA 1996, 93:11354; Neumann and
Kawaoka, Adv. Virus Res. 1999, 53:265; Neumann et al.,
Proc. Natl. Acad. Sci. USA 1999, 96:9345; Fodor et al., J.
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Virol. 1999, 73:9679; US Patent Application 20040029251).
For example, it has been demonstrated that the plasmid-
driven expression of eight influenza vRNAs from a pol [
promoter and all mRNAs from a polll promoter result in the
formation of infectious influenza A virus (Hoffmann et al.,
Proc. Natl. Acad. Sci. USA 2000, 97:6108; US Patent Publi-
cation No. 20020164770, which is incorporated by reference
for its description of a minimal plasmid reverse genetics
system, and for its description of genetic engineering meth-
ods). These recombinant methods allow for the specific pro-
duction ofinfluenza virus types with specific alterations to the
polypeptide amino acid sequence. A HA molecule containing
adesired substitution may be part of a recombinant influenza
virus. The recombinant influenza virus may be made by any
means known to those of skill in the art, including through a
genetic engineering method such as the “plasmid only™ sys-
tem (Hoffmann et al., Vaccine 2002, 20:3165). The recontbi-
nant influenza virus may be derived from a H5N1 virus. The
recombinant virus may have the genetic background of a
HIN1 virus used in vaccine development such as A/PR/8/34
virus or any influenza A virus, including cold-adapted strains
of A/Leningrad/134/17/57, A/Leningrad/134/47/57 and
A/Ann Arbor/6/60. The nucleic acid corresponding to the HA
molecule sequence may be isolated from the virus and
sequenced.

Techniques to isolate and modify specific nucleic acids and
proteins are well known to those of skill in the art. In accor-
dance with the present invention there may be employed
conventional molecular biology, microbiology, and recombi-
nant DNA techniques within the skill of the art. Such tech-
niques are explained fully in the literature. See, e.g., Sam-
brook, Fritsch & Maniatis, Molecular Cloning: A Laboratory
Manual, Second Edition. Cold Spring Harbor, N.Y.: Cold
Spring Harbor Laboratory Press, 1989 (herein “Sambrook et
al., 1989™); DNA Cloning: A Practical Approach, Volumes 1
and I1 (D. N. Glover ed. 1985); Oligonucleotide Synthesis (M.
J. Gait ed. 1984); Nucleic Acid Hybridization [B.D. Hames &
S.]. Higgins eds. (1985)]; Transcription And Translation [B.
D.Hames & S. J. Higgins, eds. (1984)]; Animal Cell Culture
[R. 1. Fresluey, ed. (1986)}; Immobilized Cells And Enzymes
[IRL Press, (1986)]; B. Perbal, 4 Practical Guide To Molecu-
lar Cloning (1984); Ausubel, F. M. et al. (eds.). Current
Protocols in Molecular Biology. John Wiley & Sons, Inc.,
1994. These techniques include site directed mutagenesis
employing oligonucleotides with altered nucleotides for gen-
erating PCR products with mutations (e.g., the “Quikchange”
kit manufactured by Stratagene).

Immunoassays

Various means known in the art for detecting immunospe-
cific binding of an antibody to an antigen can be used to detect
the binding and increased antigenicity in accordance with the
present invention. An early method of detecting interaction
between an antigen and an antibody involved detection and
analysis of the complex by precipitation in gels. A further
method of detecting an analyte-detector antibody binding
pair includes the use of radioiodinated detector antibodies or
a radioiodinated protein which is reactive with 1gG, such as
Protein A. These early methods are well known to persons
skilled in the art, as reviewed in Methods in Enzymology
1980, 70:166-198.

Later methods for determining the presence of an analyte
in a sample using only one antibody include competitive
binding assays. In this technique the antibody, which most
often would be immobilized onto a solid support, would be
exposed to a sample suspected of containing the analyte
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together with a known quantity of labeled analyte. The two
analytes, the labeled analyte and the analyte in the sample,
would then compete for binding sites on the antibody. Either
free labeled analyte or bound labeled analyte is determined
and from this measurement the amount of competing analyte
in the sample is known. A more complete description of this
method s disclosed in “Basic Principles of Antigen-Antibody
Reaction” (Labat, Methods in Enzymology, 70, 3-70, 1980).
In this example the labeled analyte can be labeled with either
aradioisotope or an enzyme label.

More current immunoassays utilize a double antibody
method for detecting the presence of an analyte. These tech-
niques are also reviewed in the above referenced volume of
Methods in Enzymology. Therefore, according to one
embodiment of the present invention, the presence of the
individual markers is determined using a pair of antibodies
for each of the markers to be detected. One of said pairs of
antibodies is referred to herein as a “detector antibody” and
the other of said pair of antibodies is referred to herein as a
“capture antibody”. One embodiment of the present invention
thus uses the double antibody sandwich method for detecting
an analyte in a sample of biological fluid. In this method, the
analyte is sandwiched between the detector antibody and the
capture antibody, the capture antibody being irreversibly
immobilized onto a solid support. The detector antibody
would contain a detectable label, in order to identify the
presence of the antibody-analyte sandwich and thus the pres-
ence of the analyte.

Common early forms of solid supports include plates,
tubes or beads of polystyrene, all of which are well known in
the field of radicimmunoassay and enzyme immuncassay.
More recently, a number of porous materials such as nylon,
nitrocellulose, cellulose acetate, glass fibers, and other
porous polymers have been employed as solid supports.

Various techniques and corresponding sensor devices may
be used. Automated assay apparatuses include continuous/
random access assay apparatus. Examples of such systems
include OPUS™ of PB Diagnostic System, Inc. and the
IMX™ Analyzer introduced by Abbott Laboratories of North
Chicago, Ill. The automated assay instruments of PB Diag-
nostic Systems, Inc. are described in U.S. Pat. Nos. 5,051,
237, 5,138,868; 5,141,871 and 5,147,609.

Further classes of immunochemical analyzer systems,
which can be used in practicing the present invention, are
optical immunosensor systems. In general an optical immu-
nosensor is a device that uses optical principles quantitatively
to convert chemical or biochemical concentrations or activi-
ties of interest into electrical signals. These systems can be
grouped into four major categories: reflection techniques;
surface plasmon resonance; fiber optic techniques and inte-
grated optic devices. Reflection techniques include ellipsom-
etry, multiple integral reflection spectroscopy, and fluores-
cent capillary fill devices. Fiber-optic techniques include
evanescent field fluorescence, optical fiber capillary tube, and
fiber optic fluorescence sensors. Integrated optic devices
include planer evanescent field fluorescence, input grading
coupler immunosensor, Mach-Zehnder interferometer, Hart-
man interferometer and difference interferometer sensors.
Holographic detection of binding reactions is accomplished
detecting the presence of a holographic image that is gener-
ated at a predetermined image location when one reactant of
a binding pair binds to an immobilized second reactant of the
binding pair (see U.S. Pat. No. 5,352,582, issued Oct. 4, 1994
to Lichtenwalter et al.). Examples of optical immunosensors
are described in general in a review article by G. A. Robins,
Advances in Biosensors 1991, 1:229-256. More specific
descriptions of these devices are found for example in U.S.
Pat. Nos. 4,810,658;4,978,503; and 5,186,897; R. A. Brady et
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al. (Phil. Trans. R. Soc. Land. B. 1987, 316:143-160) and G.
A. Robinson et al. (in Sensors and Actuators, Elsevier 1992).

Serological assays are widely used in the determination of
influenza diagnosis as well as in research studies regarding
the epidemiology and antigenicity of viral strains. In particu-
lar, the hemagglutinin inhibition (HI) assay is widely used
due to its minimal laboratory requirements and ease of use. It
is contemplated that the invention will improve the applica-
bility of the HI assay by increasing its sensitivity. The HI
assay may also be used to show the antigenicity of the modi-
fied HA molecule, and assist in the characterization of the
modified HA molecule as more or less antigenic than non-
modified molecules.

The HI assay determines the ability of antibodies from a
serum sample to bind with a standardized reference. In the HI
assay, serial dilutions (titers) of serum sample are mixed with
standard amounts of erythrocytes and their association into
complexes is detected visually. The lowest level of titered
serum that resuits in a visible complex is the assay result.

As noted above, the present invention provides for
improved production and validation of vaccines for treating
or preventing influenza viral infections. In particular, the
instant invention is applicable to vaccines made using reverse
genetic techniques. It is contemplated that the invention will
be of use in the validation and verification of the immune
response after vaccination. In particular, but not exclusively,
the invention provides for the enhanced detection of antibod-
ies after an individual has been exposed to an influenza virus
because of the enhance antigenicity of the modified HA mol-
ecule. This enhanced antigenicity is reflected in the increased
sensitivity of the assay used to detect the immune response,
such as the HI assay.

Vaccine Development

As exemplified below, a modified virus containing an
increased antigenicity HA molecule itself is more immuno-
genic, which in turn provides for a stronger immune response
and better vaccine potential.

Strategies to enhance influenza vaccine effectiveness
include the use of adjuvants (Wood and Williams, supra),
co-administration of immunostimulatory molecules (Sal-
galler and Lodge, J. Surg. Oncol. 1998, 68:122) and mucosal
vaccination strategies. Mucosal immunization strategies
include encapsulating the virus in microcapsules (U.S. Pat.
No. 5,075,109, U.S. Pat. No. 5,820,883, and U.S. Pat. No.
5,853,763) and using an immunopotentiating membranous
carrier (WO 98/0558). In addition, the immunogenicity of
orally administered immunogens can be enhanced by using
red blood cells (rbe) or rbe ghosts (U.S. Pat. No. 5,643,577),
or by using blue tongue antigen (U.S. Pat. No. 5,690,938).
Although these approaches are promising for improved
future vaccination strategies, their use in specific situations
requires validation and surveillance to ensure vaccine effec-
tiveness. It is contemplated that the invention described
herein will enhance these strategies including by increasing
the ability to detect their immunogenic effects.

EXAMPLES

The lollowing examples illustrate various aspects of the
invention, but are not intended to limit it.

Example 1
Serum Antibody Titers of Inoculated Ferrets
Highly pathogenic H5N1 viruses were obtained from

World Health Organization (WHO) collaborating laborato-
ries in Asia. All work with these viruses was performed in
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BL3+ facilities at St. Jude Children’s Research Hospital. To
compare the immunogenicity of the 2003 influenza viruses of
Z genotype, which became dominant in 2004, with that of the
2004 viruses, we inoculated ferrets with the H5N1 virus
isolated from a fatal human case (A/HK/213/03) (Guan et al.,
Proc. Natl. Acad. Sci. USA 2004, 101:8156) and with four
HS5N1 viruses isolated from humans, chickens, and falcons in
2004 (FIG. 1A). Male and female outbred ferrets were
obtained through a special breeding program of the Animal
Resources Center at St. Jude Children’s Research Hospital.
Animals were 3-5 months old and were seronegative by HI
tests for exposure to currently circulating influenza A HIN1,
H3N2, and H5N1 viruses and influenza B viruses. Viruses
were propagated in the allantoic cavities of 10-day-old
embryonated chicken eggs at 35° C. for 48 h. Allantoic fluid
harvested after a single passage in embryonated chicken eggs
was frozen at -80° C. and used in experiments. Serum anti-
bodies were titrated by HI assay with challenge viruses 28
days after inoculation. A/HK/213/03 virus induced high anti-
body titers (1:640-1:1280), whereas the four 2004 strains
induced very low HI titers (1:20-1:40).

The relatively low HI titers to the 2004 H5N1 viruses could
have been the result of virus-induced general immune sup-
pression. However, the results of vaccination with AH5N1-
A/PR/B/34 (6+2) vaccines that included the HA and
neuraminidase of A/HK/213/03 and of A/Vietnam/1203/04
indicated that differences in the HS could be a major contribu-
tor to this effect (FIG. 1B). Vaccination with two separate 7 jig
doses of AHSN1/03 vaccine induced high levels of serum
antibodies detectable in both HI and virus neutralization tests
(FIG. 1B). After identical vaccination with AH5SN1/04, very
low (approximately 1:20) titers were detected in the HI test,
whereas neutralizing titers were much higher (about half that
induced by AH5N1/03). Previous studies found that inacti-
vated vaccine derived from A/duck/Singapore/3/97 (H5N3)
induced little or no detectable serum antibody (Nicholson et
al., Lancet 2001, 357:1937; Stephenson et al., Vaccine 2003,
21:1687). Taken together, these results indicate that some H5
isolates may have unusual immunogenic and/or antigenic
properties. Alignment of the HS5 amino acid sequences
revealed that the HAs of A/HK/213/03 and A/Vietnam/1203/
04 viruses differ in 10 amino acids in the HA1 region (Table
1b). A/Vietnam/1203/04 virus has a potential glycosylation
site at asparagine N s, (Nu;ss-S;s55-T,5¢, N-X-S/T, X=P).
Sequence comparisonrevealed three amino acids (S, 59, K g,
and 8,,,) that were present in all of the 2004 viruses but were
not present in A/HK/213/03. K,,, was characteristic for
A/Vietnam/1203/04 virus.

Example 2

Generation and Antigenic Characterization of
Recombinant AHS-A/PR/8/34 Viruses

To test the impact of the identified amino acids on immu-
nogenicity and protection against virus challenge, we used
the 8-plasmid reverse genetics system to generate recombi-
nant viruses with seven gene segments of A/PR/8/34 and the
HA gene segment of A/Vietnam/1203/04 containing single
point mutations (Hoffmann et al., Vaccine 2002, 20:3165).
Recombinant viruses rendered nonpathogenic by modifica-
tion of H5 HA at the cleavage site were generated by DNA
transfection (Hoffmann et al., Vaccine 2002, 20:3165). Point
mutations were inserted into the HA during PCR by using the
QuikChange® Site-Directed Mutagenesis Kit (Stratagene,
Cedar Creek, Tex., USA) and a set of H5 HA-specific primers.
Reassortant viruses contained the HA gene or the HA and
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neuraminidase (NA) genes from H5N1 viruses in the genetic
background of A/PR/8/34 (HIN1) virus (see Table la for
viruses generated for this study and their abbreviated names).
Allantoic fluid harvested after a single passage in embryo-
nated chicken eggs was frozen at -80° C. and used in experi-
ments. The HA genes of the recombinant viruses were ampli-
fied by RT-PCR and sequenced to verify that only the
designated mutations were present. The amino acid change
was verified by sequencing the HA segment of the recombi-
nant viruses (Table 1a).

To evaluate the antigenic properties and diversity of the
recombinant HAs, we performed HI assays with a panel of six
anti-HA monoclonal antibodies (Table 2). Monoclonal anti-
bodies (mAbs) CP24, CP46, CP58, and 406/7 to the HA of
Alchicken/Pennsylvania/1370/83 (H5N3) virus were pro-
duced in the Infectious Diseases Department of St. Jude Chil-
dren’s Research Hospital. MAb VNO4-6 to the HA of A/ Viet-
nam/1203/04 virus and mAb HK03-3 to the HA of A/HK/
213/03 virus were prepared by a modification of the method
described by Kohler and Milstein (Kaverin et al., Journal of
Virology 2004, 78:240; Koher et al., European Journal of
Immunology 1976, 6:511). Five mAbs reacted at relatively
high titers with the AH5N1/03 virus, but only 3 reacted with
AHS5/04 HA. The reactivity patterns of AHS; 55 715604/
04, AHS,5_,A/04 and AH5,,,,_, /04 viruses were similar,
in general, to that of AHS/04 virus. The reactions of
AHSg, 50, 51557, T156—04/04 Virus were similar to those of
AHS5N1/03 virus. Four mAbs recognized AH5/04 HA with
mutation S,,;—N (AH5,,;_,,/04). The reverse mutation
N,,;—>S in the HA 0f2003 virus (AHS,,,,;_,¢/03) resulted in
significantly decreased HI titers or loss of recognition by
mAbs. '

Example 3
HI Tests with Chicken and Horse Red Blood Cells

Another interesting observation was obtained in an HI test
with chicken and horse red blood cells (RBCs). Interestingly,
recombinant AH5,,,_, /04 virus were less able to aggluti-
nate 1% horse RBCs but it agglutinated chicken RBCs to a
high titer (1:1024). None of the remaining recombinant
viruses differed in their reaction to chicken and horse RBCs to
the same extent.

Example 4

Vaccination of Ferrets with HS-Mutant Recombinant
Viruses

We assessed the immunogenicity and protective efficacy of
the inactivated vaccines by vaccinating groups of 3 ferrets by
intramuscular injection with preparations of AHS5N1/04,
AHS5/04, AHS5gi55_.n  r156-4/04, AHSg 0 .,/04, and
AHS 53 _.1/04 virus standardized for HA content. The single
radial immunodiffusion technique was used to standardize
AHS5N1/03 (Webby et al.,, Lancet 2004, 363:1099). The
remaining recombinant viruses were separated by 12% SDS-
polyacrylamide gel electrophoresis, the stained gels were
analyzed by densitometry on the FUJIFILM Luminescent
Image Analyzer LAS-1000plus, and HA was quantified by
comparison with a reference protein preparation. After
receiving two injections of 7 ug HA, each animal was inocu-
lated with A/Vietnam/1203/04 (H5NT1). Groups of 3 ferrets
were vaccinated by intramuscular injection of 250 pl sterile
PBS containing 7 pg of HA from inactivated purified viruses.
Vaccine viruses were inactivated, concentrated, purified as
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described (Liu et al., Virology 2003, 314:580; Webby et al.,
Lancet 2004, 363:1099). Three control animals were injected
with 250 pl of sterile PBS alone. On day 21 after vaccination,
serum was collected and a second intramuscular injection of
7 ug HA was given. Two weeks later, serum was again col-
lected and animals were inoculated with challenge virus.

Vaccinated and control animals were inoculated intrana-
sally as previously described with 10° 50% egg infective
doses (EID,,) of A/Vietnam/1203/04 virus (Govorkova et al.,
Journal of Virology 2003, 79:2191). Clinical signs of infec-
tion, body weight, and temperature were monitored daily for
two weeks. Ferrets that showed signs of severe disease were
sacrificed. To estimate the post-infective immune response,
additional groups of ferrets were inoculated with 10° EID,, of
the human and avian H5N1 isolates A/HK/213/03, A/Viet-
nam/3046/04, A/Vietnam/3062/04, A/chicken/Vietnam/39/
04, and A/falcon/HK/D0028/04. Sera were collected from the
animals on day 28 after inoculation. In order to determine
virus titers in the upper respiratory tract, specimens were
obtained by nasal lavage ondays 3, 5, and 7 (Govorkovaetal.,
Journal of Virology 2005, 79:2191). Virus in the samples was
titrated in 10-day-old embryonated chicken eggs and
expressed as log,, EID,, per 0.1 ml. Nasal washes of all
vaccinated animals showed virus titers 0f 2.5-4.5 log, o EIDs,
on day 3, 0.5-2.5 log, EID, on day 5, and 0.25 log,, EIDs,
orless on day 7 (FIG. 2). Unvaccinated ferrets had a meantiter
of 4.0 log,, EIDs, one week after infection. Two of the 3
contro] ferrets developed signs of severe disease (massive
weight loss and paralysis) and were euthanized, and one died
of infection. Only one vaccinated ferret became seriously ill.
This ferret, vaccinated with AHSg;,,_,,/04 virus, showed
severe neurological signs and was euthanized on day 7 after
inoculation. This ferret had shown severe viral conjunctivitis
on day 4 after inoculation, with subsequent virus spread to the
brain. It is likely that virus was transferred to the eyes during
the nasal lavage on day 3 and that rapid neuronal spreading to
the brain caused encephalitis. The remaining vaccinated fer-
rets demonstrated decreased activity, loss of body weight, and
increased body temperature during the first 3 days after virus
challenge. These signs disappeared by day 5 and all animals
recovered rapidly. Thus, all vaccine viruses tested protected
ferrets from lethal challenge with A/Vietnam/1203/04. Vac-
cination decreased viral titers in the upper respiratory tract
and decreased the duration of virus shedding.

Example 5

HI and Neutralization Tests of the Immunogenicity
of Recombinant AH5-A/PR/3/34 Viruses

Serum from vaccinated ferrets was tested against the
recombinant viruses in HI and virus neutralization assays
(Tables 3 and 4, respectively). Sera collected from ferrets
were treated overnight with Vibrio cholerae receptor-destroy-
ing enzyme (Denka-Seiken, Tokyo, Japan), heat-inactivated
at 56° C. for 30 min, and adsorbed with a 0.5% suspension of
chicken erythrocytes (CRBC). Standard HI and virus neutral-
ization tests in MDCK cells were performed as described
previously (Palmer et al., US Department of Health, Educa-
tion and Welfare, Immunology series no. 6. Atlanta: Centers
for Disease Control and Prevention. 1975; Kida et al., Virol-
ogy 1982 122:38).

Four hemagglutinating units (HAU) of virus were used in
each HI assay and 100 50% tissue culture infective doses
(TCID50) were used in each neutralization assay. Sera from
ferrets vaccinated with the wild-type single-gene reassortant
virus (AH5/04, reference virus) produced HI titers of 1:20.
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The construct in which the glycosylation site was removed
(AHSg 55 .n: 1156--4/04) induced HI titers of 1:10-1:20.
Mutant AH5 HAg,5,_.,/04 resulted in HI titers of 1:20 to
1:80. In contrast, vaccination with AH5 g, 5, /04 resulted in
an HI titer of 1:640, and the other immune sera tested reacted
with AHS555_,2/04 virus at high HI titers (1:160 to 1:320).
Thus, although the vaccination induced protective immunity,
the levels of detectable antibody were different.

All AH5/04 viruses produced high titers of virus-neutral-
izing antibodies after vaccination (1:320 to 1:1280) (Table 4).
No substantial differences were observed between homolo-
gous and heterologous neutralizing titers. Therefore, the dif-
ferences observed between the antisera in recognition of the
HA did not reflect the ability of the antibodies to neutralize
virus. -

Example 6
Reactfvity of Recombinant Viruses

To further evaluate the reactivity of the recombinant
viruses, we used HI assays to test hyperimmune mouse and
chicken serum obtained after vaccination with the AHSN1/03
and A/HK/213/03 viruses against recombinant viruses with
altered HAs (Table 5). The mean HI titers to homologous
AHS5N1/03 virus were 1:2560. HI titers to AH5/04 were
1:160. HI ftiters against recombinant AHS,,;_,,/04 virus
were at least twice the titers against the other mutants.

To obtain additional information about the contribution of
the amino acid at position 223 to serological reactivity, we
generated a recombinant virus in which the H5 was derived
from A/HK/213/03, with only the N,,,—S point mutation
(Table 1a). This recombinant AHS ., 5 , /03 virus had Lower
HI titers in chicken and horse RBCs than did the AHSN1/03
virus. To further characterize the impact of amino acid 223 on
antigen-antibody recognition, we generated recombinant
viruses that contained wild-type HA and mutated S,,,—=N
HA from A/duck/Singapore/3/97 (see Table 1a). These
viruses were tested by HI assay against a panel of anti-HS
antisera and mAbs (Table ). The S,,,—N substitution in the
HA dramatically increased the HI titers (by a factor of 4 or
more). However, this mutation did not significantly alter the
reactivity pattern of A/duck/Singapore/3/97 HA, especially in
the reactions with mAbs: neither the original nor the mutant
HA reacted with mAbs HK03-3 and CP46, and both reacted
ata low titer with CP46 (Table 6). These results demonstrate
that the S,,;~N substitution in HA increases the sensitivity
of the HI assay.

Example 7

Second Generation Diagnostic Reference Viruses
that are Predicted to Increase the Sensitivity of the
HI Assay

We have previously demonstrated in Example 3 above that
by converting the amino acid at position 223 of H5 HA to
asparagine the sensitivity of the HI test using chicken red
blood cells was increased. We have provided evidence that the
molecular basis of this effect was caused by an altered recep-
tor specificity. The mutant virus with increased sensitivity did
not agglutinate horse red blood cells which have only alpha
2,3 linkage. Thus, amino acid changes that result in the inabil-
ity to agglutinate horse red blood cells are candidates with
increased sensitivity potential in the HI assay using chicken
red blood cells. This concept can be applied to all 16 HA
subtypes, especially avian influenza A viruses which have 2,3
specificity.
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Reverse genetics techniques allow for the generation of
recombinant viruses which have minor changes in their anti-
genic structures but are ‘optimized’ in recognition of different
cell substrates. Preferably amino acids (91, 130-134, 149,
151,179, 186,190-191, 220-225 for H5) are mutated that are
close to or part of the receptor binding site. Plasmids with
genetically engineered HAs may be constructed and viruses
may be generated by cotransfection. The recombinant viruses
may be tested by HA assays using chicken red blood cells and
horse red blood cells in parallel. Candidate viruses that do

24

agglutinate chicken red blood cells but do not agglutinate
horse red blood cells will be candidates for testing in HI tests.
In complementary experiments viruses are generated that
agglutinate horse red blood cells but do not agglutinate
chicken red blood cells The combination of candidates with
single amino changes may increase the sensitivity further. It is
expected that the evaluation of the candidates will lead to
diagnostic reference viruses with specific reactivity to recep-
tors with 2,3 specificity.

TABLE 1a

Recombinant H5-PR/8/34 viruses generated for use in this study.

Recombinant virus: Amino acid position in HAL
Full name Abbreviation* 36 3 T 263
A/HK/213/03 AHSNI x PR/8/34 AHSN1/03 T 2 A
A/Vietnam/1203/04 AHSN1 x PR/8/34 AHSN1/04 K T
A/Vietnan/1203/04 AHS x PR/8/34 AH5/04 K T
A/Viemam/1203/04 AH5g 55N, Tis6-4 X PR/8/34 AHS55i55>N 11564704 T T
AfVietnam/1203/04 AHS5g 59y x PR/8/34 AH35g;20.n/04 T T
AfVietmam/1203/04 AH5g51;-k x PR/8/34 AHSg212-5/04 T T
A/Viemam/1203/04 AHS5¢23-,n x PR/3/34 AHS5s333-n/04 T A
A/Vietmam/1203/04 AH5g 129N 5155-N.T156--4 X PR/8/34 AHSgp50ns155-8, T A

Tis6—-a/04

A/HK/213/03 AHSp325-5 X PR/8/34 AHS5x023-5/03 T A A
A/duck/Singapore/3/97 H5 x PR/8/34 AHS/07 T
A/duck/Singapore/3/97 HSg253-»n X PR/8/34 AHS5323-.97 T D

*A multibasic amino acids in the H5 were removed by genetic engineering.
TWild-type A/duck/Singapore/3/97 does not have multibasic amino acids.

TABLE 1b
Sequence differences in the HA1 protein of H5N1 influenza viruses.
Amino acid position in HA1
Virug 36 83 86
AJHK/213/03 T A A
A/Vietnam/1203/04 KT V
A/Vietnam/3046/04 T A V
A/Vietnam/3062/04 T A V
Achicken/Vietnam/39/04 T A V
Alfalcon/HK-D0028/04 T A A
A/duck/Singapore/3/97 T D V
A/HK/156/97 T A A

TABLE 2

HI analysis of AHS recombinant viruses with anti-HS monoclonal antibodies

Monoclonal antibodies to H5 (HI titers)

Virus

VNO4-6* HKO03-3' CP24* CP46' CPsgt  406/7t

AHS5N1/03
AH5/04

51200 6400 1600 100 1600 800
12800 <100 800 <100 1600 <100

aq
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TABLE 2-continued

HI analysis of AH3 recombinant viruses with anti-HS monoclonal antibodies

Monoclonal antibodies to H5 (HI titers)

Virus VN04-6* HK03-3' CP24t CP46t  CPS8*  406/7F
AHS 155 n 15604104 3200 <100 800 <100 800 100
AHSg150-./04 12800 200 800 <100 1600 <100
AHSpy12-.2/04 12800 100 1600 <100 6400 <100
AHS56503_. 4704 51200 3200 12800 <100 25600 <100
AHSg150-un, 51550, 715604 12800 1600 3200 <100 1600 200
AH5y3_.5/03 12800 800 =100 <100 200 =100

HI tests were performed in microtiter plates with 0.5% chicken RBCs. Titers are the reciprocal lowest ditutions of mAbs
that inhibited hemagghutinin caused by 4 hemagghrtinating units (HAU) of virus.
*anti-HA mAb to A/Vietnam/1203/04 virus;

Tanti-HA mAb to A/HK/213/03 virus;
*anti-HA mAb to Achicken/Pennsylvania/1370/83 virus.

TABLE 3

Immunogenicity of A/Vietnam/1203/04 AHS HA recombinant viruses in ferrets.

HI titer of sera after immunization with:

AH5s155,
Virus AHS/04  Tise—al04  AH5g120-n/04 AHSgp3n/04
AHS5N1/03 20 20 10 160 80 160 20 20 10 20 10 10
AHS/04 20 20 20 20 20 20 20 20 20 20 20 20
AH55)55-N,
Tis6->a/04
AHSs120-n/04

AHSs23.n/04 160 320 320 160 320 160 320 320 320 640 640 640

Eleven-week-old infh ive ferrets were inated twice at 3-week intervals by intramuscular
injection of inactivated, purified and concentrated virus preparation containing 7 pg HA in 250 il of PBS. Data
are the HI titers from 3 ferrets presented individualiy. HI tests used 0.5% chicken RBCs.

TABLE 4

Virus-nentralization titers of ferret sera after vaccination with viruses containing
the modified HA of A/Vietnam/1203/04 virus.

Neutralizing antibody titers after immunization with:

AH5g55-,
Virus AHSN1/04 AHS/04 risedl04 AHSgn 404 mock
ATISN1/03 1280 1280 320 640 320 640 1280 1280 320 640 640 640 <80
AHSN1/04 2560 1280 640 1280 640 640 1280 1280 640 640 1280 1280 <80
AH5/04 1280 1280 640 1280 640 640 1280 1280 640 640 1280 1280 <80
AHSgissv rise-s/04 1280 1280 640 1280 640 640 1280 1280 640 1280 1280 1280 <80
AHS6y95_.pd04 1280 1280 1280 1280 1280 640 1280 1280 320 1280 1280 1280 <80
AHS6;_,wN1/04 1280 1280 640 1280 640 640 1280 1280 640 1280 1280 1280 <80

Neutralization assay was performed in MDCK cells. Titers are the reciprocal lowest dilutions of sera that completely inhibited 100 TCIDsq of virus.
Homologous titers are underlined. Values are the neutralizing titers from 3 ferrets presented individually,

TABLE 5 55 TABLE 5-continued

HI testing of antisera to 2003 HSN1 against mutant viruses

HI testing of antisera to 2003 HSN1 against mutant viruses

Polyclonal antiserum to:
Polyclonal antiserum to:
60 Viras vaccine AH5SN1/03 A/HK/213/03 (HSN1)
Virus vaccine AHSN1/03 A/HK/213/03 (H5N1) AH55120-./04 320 320
AHSg03_.04 1280 640
AHSN1/03 2560 2560

HI test was performed in microtiter plates with 0.5% chicken RBCs (Palmer et al., in U.S.
AHS/04 160 160 65 Department of Health, Education and Welfare, Immunology series no. 6. Atlanta: Centers for

Disease Control and Prevention, 1975). Titers are the reciprocal lowest dilutions of sera that
AHSg155-wx, 11564 80 320 inhibited hemagghtinin caused by 4 HAU of virus.
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TABLE 6

Antigenic analysis of H5/97 and HS >,3,»/97 viruses with polyclonal and monoclonal antibodies.

HI titer of polyclonal antisera:

HI titer of mABs:

Alcl/Hid  A/HK/156/  A/Gs/HK/  A/CKHK/  A/HK/213/

- HKO3-
AHS5/03  VNO04-6* 3t CP38t  CP24* CP4st  CP406/7!

Virus algo/94 97 497-4/97  YU22/02 03
AH5/03 20 320 5120 12800 160
H5/97 40 640 640 320 <10
HS5mn97 320 10 240 10 240 2560 80

5120 25600 6400 1600 12800 <100 1600
10 3200 <100 3200 1600 <100 3200
1280 25600 <100 25600 51200 200 25600

*anti-HA mAb to A/Vietnam/1203/04 virus;
tanti-HA mAb to AZHK/213/03 virus;
*anti-HA mAb to Achicken/Pennsylvania/1370/83 virus,

HI test was performed in microtiter plates with 0.5% chicken RBCs (14). Titers are the reciprocal lowest dilutions of sera that inhibited hemagglutinin caused by 4 HAU of virus.

The present invention is not to be limited in scope by the
specific embodiments described herein. Indeed, various
modifications of the invention in addition to those described
herein will become apparent to those skilled in the art from
the foregoing description and the accompanying figures.
Such modifications are intended to fall within the scope of the
appended claims.

It is further to be understood that all values are approxi-
mate, and are provided for description.

All patents and patent applications cited herein are hereby
incorporated herein by reference in their entireties.

What is claimed is:

1. A recombinant influenza virus H5 hemagglutinin (HA)
molecule, wherein said recombinant H5 HA molecule:

. (i) comprises one or more amino acid sequence changes as
compared to a naturally occurring HA molecule that
comprises an amino acid other than asparagine at an
amino acid position corresponding to amino acid posi-
tion 223 in H5 HA,;

(i) comprises an asparagine at an amino acid position
corresponding to amino acid position 223 in HS HA;

(iti) has an increased reactivity with antisera derived from
an animal exposed to an HS influenza virus or an H5
influenza vaccine as compared to said naturalty occur-
ring HA molecule; and

(iv) is not A/HK/213/03 HA molecule.

2. The recombinant influenza virus HA molecule of claim
1, wherein the one or more amino acid sequence changes
substitution alters a glycosylation site.

3. The recombinant influenza virus HA molecuie of claim
1, wherein said naturally occurring HA molecule is from a
human influenza A virus.

4. The recombinant influenza virus HA molecule of claim
3, wherein the human influenza A virus is a member of the H5
subtype.

5. The recombinant influenza virus HA molecule of claim
1, wherein said naturally occurring HA molecule is from an
avian influenza virus.

6. A recombinant influenza virus comprising a recombi-
nant influenza virus H5 hemagglutinin (HA) molecule,
wherein said recombinant H5 HA molecule:

(i) comprises one or more amino acid sequence changes as
compared to a naturally occurring HA molecule that
comprises an amino acid other than asparagine at an
amino acid position corresponding to amino acid posi-
tion 223 in H5 HA,;

(ii) comprises an asparagine at an amino acid position
corresponding to amino acid position 223 in HS HA,;
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(iif) has an increased reactivity with antisera derived from
an animal exposed to an HS influenza virus or an H5
influenza vaccine as compared to said naturally occur-
ring HA molecule; and

(iv) is not A/HK/213/03 HA molecule.

7. An influenza vaccine virus HS comprising a recombinant
influenza virus H5 hemagglutinin (HA) molecule, wherein
said recombinant HS HA molecule:

(i) comprises one or more amino acid sequence changes as
compared to a naturally occurring HA molecule that
comprises an amino acid other than asparagine at an
amino acid position corresponding to amino acid posi-
tion 223 in HS HA;

(1) comprises an asparagine at an amino acid position
corresponding to amino acid position 223 in H5 HA,;

(iii) is not A/HK/213/03 HA molecule;

(iv) has an increased reactivity with antisera derived from
an animal exposed to an HS infiuenza virus or an H5
influenza vaccine as compared to said naturally occur-
ring HA molecule; and

(v) results in an increased immunogenicity of said vaccine
virus as compared to said naturally occurring HA mol-
ecule.

8. The recombinant influenza virus HA molecule of claim
h wherein the asparagine at amino acid position 223 alters
specificity for sialic acid receptors.

9. The recombinant influenza virus HA molecule of claim
h wherein said naturally occurring HA molecule comprises a
serine atan amino acid position equivalent to said amino acid
position 223.

10. The recombinant influenza virus of claim 6, wherein
the one or more amino acid sequence changes alters a glyco-
sylation site.

11. The recombinant influenza virus of claim 6, wherein
said naturally occurring HA molecule is from a human influ-
enza A virus.

12. The recombinant influenza virus of claim 11, wherein
the human influenza A virus is a member of the H5 subtype.

13. The recombinant influenza virus of ¢laim 6, wherein
said naturally occurring HA molecule is from an avian influ-
enza virus.

14. The recombinant influenza virus of claim 6, wherein
the asparagine at amino acid position 223 alters specificity for
sialic acid receptors.

15. The recombinant influenza virus of claim 6, wherein
said naturally occurring HA molecule comprises a serine at
an amino acid position equivalent tosaid amino acid position
223.
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16. The influenza vaccine virus of claim 7 wherein the one
or more amino acid sequence changes alters a glycosylation
site.

17. The influenza vaccine virus of claim 7, wherein said
naturally occurring HA molecule is from a human influenza A
virus.

18. The influenza vaccine virus of claim 17, wherein the
human influenza A virus is a member of the HS subtype.

19. The influenza vaccine virus of claim 7, wherein said
naturally occurring HA molecule is from an avian influenza
virus.

30

20. The influenza vaccine virus of claim 7, wherein the
asparagine at amino acid position 223 alters specificity for
sialic acid receptors.

21. The influenza vaccine virus of claim 7, wherein said
naturally occurring HA molecule comprises a serine at an
amino acid position equivalent to said amino acid position
223,
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