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PREFACE
Viruses are infectious agents comprised of simple elements: viral
genomes surrounded by a protein coat and occasionally a lipid envelope. Their
genomes encode viral proteins that are required for viral replication, and they
can be classified as either DNA or RNA viruses. Generally, the genome size of
RNA viruses is smaller than that of DNA viruses, possibly due to the high
error-rate of RNA when replicated by polymerases (1). Some RNA viruses
have segmented genomes. Segmentation of the genome benefits viruses by
allowing mixing of the segmented genomes with those of other viruses,
leading to the emergence of viruses that have different combinations of
genome segments than those of the parental viruses.
The influenza virus is a member of the Orthomyxoviridae family,
whose members are enveloped viruses that possess segmented, singlestranded, negative-sense RNA genomes (1). The number of viral RNA (vRNA)
segments depends on the type of influenza virus; influenza A and B viruses
possess eight-segmented vRNA genomes, whereas influenza C and D viruses
possess seven-segmented vRNA genomes. Each segmented vRNA encodes
proteins that are essential for viral replication. For all types of influenza virus,
each vRNA segment binds to a complex of RNA-dependent polymerases and
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nucleoprotein (NP), forming a rod-like ribonucleoprotein (RNP) structure.
Upon infection, the influenza virus enters the host cell via endocytosis, and
the RNPs are released into the cytoplasm. RNPs are then transported to the
nucleus, where transcription and replication of vRNA occur. The newly
synthesized RNPs are then transported to the plasma membrane, where they
are packaged with other viral proteins in progeny virions. To produce
infectious progeny, viruses need to package eight (for influenza A and B
viruses) or seven (for influenza C and D viruses) kinds of vRNA segments into
the virions. Extensive studies have been conducted to reveal the genome
packaging mechanism (11-26), and it has been generally suggested that
influenza A viruses package the eight RNPs specifically in an arrangement
called “7+1” in which one central RNP is surrounded by the remaining seven
RNPs (21, 22). However, the mechanism that drives this arrangement is not
yet completely understood.
By using electron microscopic techniques, I have studied the genome
packaging process of various types of influenza viruses. In chapter I, to
determine whether the genome packaging process is common to or different
among the wide range of influenza viruses, I analyzed the number and

4

arrangement of RNPs within progeny virions of different strains and types of
influenza viruses. In chapter II, to examine the importance of the specific
configuration of the eight RNPs within influenza A virions, I examined the
number and arrangement of RNPs within the virions of mutant sevensegment viruses.
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Chapter I

The genome packaging mechanism of various influenza
viruses
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I.1 ABSTRACT
The genomes of influenza viruses are single-stranded, negative-sense RNAs
(vRNAs), which are composed of eight (influenza A and B viruses) or seven
(influenza C and D viruses) segments. Although segmentation of the virus
genome complicates the packaging of infectious progeny into virions, it
provides an evolutionary benefit in that it allows viruses to exchange vRNAs
with other strains. Influenza A viruses are believed to package their eight
different vRNAs in a specific manner. However, several studies have shown
that many viruses are non-infectious and fail to package at least one vRNA.
Therefore, the genome packaging mechanism is not fully understood. In this
study, I used electron microscopy to count the number of ribonucleoproteins
(RNPs) inside the virions of different influenza A, B, C, and D virus strains.
All eight influenza A and B strains examined displayed eight RNPs arranged
in a “7+1” configuration, in which one central RNP is surrounded by the
remaining RNPs. Three-dimensional analysis of the virions showed that at
least 80% of the virions packaged all eight RNPs, demonstrating that most
influenza A and B viruses package eight RNPs. Additionally, influenza C and
D viruses packaged seven RNPs in a “6+1” arrangement, suggesting that they
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utilize the similar mode of packaging as influenza A and B viruses. My
findings support the selective genome packaging model of influenza A and B
viruses, and suggest that the characteristic arrangement of RNPs within
virions may play an important role in viral replication across different types
of influenza viruses.
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I.2 INTRODUCTION
Influenza viruses, which belong to the family Orthomyxoviridae, have
single-stranded, negative-sense RNAs as genomes, which are segmented into
eight (influenza A and B viruses) or seven (influenza C and D viruses). Each
viral RNA segment (vRNA)

differs in length and encodes different viral

protein(s) essential for efficient virus replication (1). Each segment binds to
an RNA-dependent RNA polymerase complex and multiple copies of the viral
nucleoprotein to form a helical, rod-like ribonucleoprotein (RNP) (2-4). The
RNPs of influenza A and B viruses have a uniform diameter of approximately
12 nm but differ in length, ranging from approximately 30 to 120 nm,
depending on the nucleotide length of each vRNA (5).
The segmented vRNAs allow influenza viruses to rapidly evolve via
genome reassortment, which is thought to be responsible for the emergence
of pandemic influenza viruses such as the pandemic A (H1N1) 2009 virus
strain (6-8). Yet, segmentation of the genome complicates the genome
packaging process because all eight or seven different vRNAs must be
packaged into each virion to produce infectious progeny. Recent studies
support the selective packaging model, in which a virion incorporates the
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eight or seven distinct RNPs via specific mechanisms that are not yet fully
understood (9,10). For influenza A viruses, segment-specific packaging
signals that drive the efficient incorporation of the resident vRNAs into the
virion have been identified at both the 3′ and 5′ ends of all vRNA segments
(11-19). Both terminal coding regions within the packaging signal act as a
bundling signal to ensure that all eight distinct vRNAs are incorporated (20).
When viewed with an electron microscope, the eight RNPs are usually
observed within the virions in a characteristic “7+1” configuration (21-24).
The presence of eight distinct vRNAs in most virions examined have also been
demonstrated by single-molecule fluorescent in situ hybridization analysis
(25). In addition, in vitro vRNA-vRNA interactions between two different
vRNA segments have been shown by using native agarose gel electrophoresis,
and the regions of inter-vRNA interaction have been shown to be important
for efficient virus replication (24-26). Collectively, these findings suggest that
influenza A viruses use selective packaging of a complete set of eight vRNAs
as a mechanism to ensure the production of fully infectious virions.
Yet, most previous studies mainly used laboratory strains of influenza
A viruses, which are well-adapted to cell culture or embryonated eggs (22,24).
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In fact, the RNP packaging mechanisms of clinically isolated strains and even
other types of influenza viruses have not been analyzed. To reveal how other
strains of influenza A viruses and other types of influenza viruses package
RNPs within virions, I counted the number of RNPs in both laboratory and
clinically isolated strains of influenza A, B, C, and D viruses by using
ultrathin-section electron microscopy and electron tomography.
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I.3 MATERIALS AND METHODS
*単行本もしくは雑誌掲載等の形で刊行される予定であるため、イ
ンターネット公表できません。
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*単行本もしくは雑誌掲載等の形で刊行される予定であるため、イ
ンターネット公表できません。
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Quantification of the number of packaged RNPs in virions by STEM
Semi-thin sections (250-nm thick) were prepared from the same
plastic block as was used for the ultra-thin sections. After the semi-thin
sections were stained with 2% uranyl acetate and Reynold’s solution, both
sides of the sections were carbon-coated with the VE-2030 vacuum (Vacuum
Device, Ibaraki, Japan). Plasma cleaning was performed with a model 1020
plasma cleaner (Fischione, Export, PA, USA). Single- or dual-axis images of
the semi-thin sections were acquired with a Tecnai F20 field-emission STEM
(FEI company, Eindhoven, the Netherlands) at 200 kV using an annular darkfield detector (Fischione, Export, PA, USA). The digital images were collected
with a 2cosθ° increment over a ± 60° range with a pixel size ranging from 0.25
to 1 nm. The stack of images was then reconstructed by using the
simultaneous iterative reconstruction technique and Inspect3D software (FEI
company, Eindhoven, the Netherlands). For the dual-axis tilt series, the xand y-axis tilt series were reconstructed by using Inspect3D software (FEI
company, Eindhoven, the Netherlands). Models of the RNP complexes within
the virions were created with the Avizo 6.2 image processing package
(Visualization Science Group, Burlington, MA, USA) as previously described
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(22).
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I.4 RESULTS
Genome packaging of influenza A viruses
To investigate whether virions from various influenza A virus strains
package all eight RNPs in a well-organized fashion, I prepared 110-nm-thick
ultrathin sections of the budding virions of four influenza A virus strains
(A/WSN and A/PR8 as representative laboratory strains, and A/Yokosuka and
A/Tokyo as representative clinically isolated strains), and counted the number
of RNPs observed within the virions under transmission electron microscopy
(TEM). Because influenza virions are spherical or oval, with a diameter of
approximately 100 nm (1), I expected to be able to count most of the RNPs
packaged within the virions with a high probability by using the 110-nm-thick
ultrathin sections. As previously reported (21-24), most A/WSN virions (80%)
contained eight RNPs arranged in the “7+1” pattern (Fig 1A). However,
virions containing less than eight RNPs (i.e., 7, 6, 5, 4, 3, 2, or 1 RNP(s) in
each sectioned virion) were also observed.
Well-organized sets of eight RNPs were also observed within the
virions of the other influenza A virus strains, although the proportions of such
virions differed depending on the virus strain (Fig 1). Approximately 60% of
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the A/PR8 virions had all eight RNPs (Fig 1B), whereas only 32% and 16% of
the virions from the clinical isolates A/Yokosuka and A/Tokyo, respectively,
contained all eight RNPs, (Fig 1C and D). These results suggest that both
laboratory and clinically isolated influenza A virus strains use a common
mechanism to package the eight RNPs and arrange them in a “7+1” pattern,
although clinically isolated strains appeared to show less efficient packaging
of the eight RNPs.

Genome packaging of influenza B viruses
Most studies of the genome packaging mechanism of influenza viruses
have focused on influenza A viruses, and little is known about the genome
packaging mechanism of influenza B viruses, although these viruses also
possess genomes with eight-segmented RNAs. To determine whether
influenza B viruses package their eight-segmented RNPs into virions, 110nm-thick ultrathin sections of budding virions were prepared from four
influenza B virus strains (the laboratory strains B/Lee and B/HK, and the
clinically isolated strains B/Yokosuka and B/Yokohama). Then, the number of
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Fig 1. RNPs observed within transverse sections of influenza A virions.
MDCK cells were infected with A/WSN/33 (A/WSN) (A), A/Puerto Rico/8
(A/PR8) (B), A/Yokosuka/UT-Y291/11 (A/Yokosuka) (C), and A/Tokyo/UTIMS6-1/2013 (A/Tokyo) (D) at an MOI of 10. At 48 hours post-infection (hpi),
the infected cells were fixed and embedded in EPON resin. Ultra-thin sections
(110-nm thick) were prepared and observed under TEM. The pie charts show
the proportions of virions in which one to eight RNPs were observed. Scale
bars, 100 nm.
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RNPs observed within transversely sectioned virions of each strain was
counted manually under TEM as described for the influenza A viruses. The
characteristic “7+1” configuration of eight RNPs was observed in all of the
influenza B strains examined (Fig 2A–D). All eight of the well-organized
RNPs were observed in about 50% of B/Lee virions and in about 40% of B/HK
virions. However, as with the influenza A viruses, the proportions of virions
containing eight RNPs tended to be lower for the clinically isolated strains:
26% each for B/Yokosuka and B/Yokohama (Fig 2A–D). These findings imply
that although a substantial number of virions package less than eight RNPs,
influenza A and B viruses have retained the ability to package all eight wellorganized RNPs.

Scanning transmission electron microscopy (STEM) tomography of influenza
A and B virions
The results of the TEM analysis of ultra-thin sections of influenza A
and B virions suggest that incomplete packaging of RNPs into a substantial
number of virus particles occurs, with variation among virus strains. However,
because whole virions are not always contained within 110-nm-thick
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Figure 2. RNPs observed within transverse sections of influenza B virions.
MDCK cells were infected with (A) B/Lee/40 (B/Lee), (B) B/Hong Kong/8/73
(B/HK),

(C)

B/Yokosuka/UT-Y23/11

(B/Yokosuka),

and

(D)

B/Yokohama/UT2086/03 (B/Yokohama) at an MOI of 10. At 48 h post-infection
(hpi), the infected cells were fixed and embedded in EPON resin. Ultra-thin
sections (110-nm thick) were prepared and observed under TEM. The pie
charts show the proportions of virions in which one to eight RNPs were
observed. Scale bars, 100 nm.
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ultrathin sections, the number of RNPs observed within the sectioned virions
might not necessarily represent the actual number of RNPs within the
virions; therefore, these results do not conclusively demonstrate whether the
virions package less than eight RNPs (Fig. 3). To determine the exact number
of RNPs packaged within a particular whole virion, I performed STEM
tomography for the strains A/WSN, A/Yokosuka, B/Lee, and B/Yokosuka. For
this analysis, 250-nm-thick semi-thin sections of budding virions were
subjected to STEM tomography as described previously (22), and only whole
virions, that is, not sectioned virions, were three-dimensionally (3-D)
reconstructed. Then, the number of RNPs within each whole virion was
counted using the 3-D information.
Consecutive 0.5-nm-thick tomograms obtained at 5.0-nm intervals
from the respective whole virions demonstrated that different lengths of the
eight RNPs, associated with the lipid envelope at the top of the budding virion,
were frequently found within a single whole virion in all influenza A and B
strains examined, confirming the results of a previous study (22) (Fig 4). A 3D model of RNPs within a single whole virion (created based on the electron
density of RNPs in consecutive tomograms) clearly showed that the eight
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Fig 3. Schematic diagram of virions within an ultrathin section and their
correlative images under TEM. Because whole virions are not always
contained within 110-nm-thick ultrathin sections, the number of RNPs
observed within sectioned virions may differ depending on where a virion is
located within the section. (A) When a whole virion is entirely within a section,
the number of RNPs observed within the virion on the projected images
accurately reflects the number of RNPs packaged. (B) When the upper part
of the virion is partially contained within a section, the number of RNPs
within the virion on the projection images may still represent the actually
number of packaged RNPs within the virion, given that RNPs are always held
at one end of the virion. (C) If the virion, especially the bottom part of the
22

virion, is partially contained within the section, the projected image may not
accurately represent the real number of RNPs packaged within the virion.
This is possible because the RNPs are held at one end of the virion and the
RNPs differ in length
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Fig 4.. Influenza A and B viruses package eight RNPs in the “7+1”
configuration.
For each virus strain, 250-nm-thick semi-thin sections were prepared from
the same samples as those examined with TEM (Fig 1 and Fig 2). Then, 3-D
structures of the whole virions were computationally reconstructed by using
STEM tomography. (A, B) A/WSN, (C, D) B/Lee, (E, F) A/Yokosuka and (G, H)
B/Yokosuka. Digital slices of the reconstructed virions for (A) A/WSN, (C)
B/Lee (E) A/Yokosuka, and (G) B/Yokosuka are shown from the top (upper left
panel) to the bottom (lower left panel). B, D, F, and H are the models for the
RNPs packaged within the virions from the top (right) and side (left) views.
Scale bars, 75 nm.
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RNPs were consistently arranged in the “7+1” pattern in all strains,
demonstrating the importance of this well-organized supramolecular complex
for the complete packaging of the eight vRNAs in both influenza A and B
viruses.
However, some virions were found to have packaged less than eight
RNPs (Fig 5). For example, seven RNPs were found packaged in one virion
(Fig 5A); these RNPs were associated with the inner envelope of the budding
virion at the top, similar to the observations of the well-organized packaging
of all eight RNPs. The seven RNPs were arranged in a “6+1” pattern, in which
a central RNP was surrounded by six RNPs. Similarly, six RNPs arranged in
a “5+1” pattern were found in another virion (Fig 5C). In addition, I
occasionally observed virions containing only five RNPs organized in a “4+1”
arrangement (Fig 5E). No virions were found to package more than eight
RNPs, although thin actin-like structures were observed in A/Yokosuka (Fig
5E). These results confirm our finding that some virions package less than
eight RNPs and that incomplete genome packaging of the eight vRNAs
occasionally occurs in both influenza A and B virions, resulting in the
production of virions with less than eight RNPs.
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Fig 5. Virions which packaged less than eight RNPs.
For each virus strain, 250-nm-thick semi-thin sections were prepared from
the same samples as those examined with TEM (Fig 1 and Fig 2). Then, 3-D
structures of the whole virions were computationally reconstructed by using
STEM tomography. (A-D) B/Lee, and (E, F) A/Yokosuka. Digital slices of the
reconstructed virions for (A, C) B/Lee, and (E) A/Yokosuka are shown from
the top (upper left panel) to the bottom (lower left panel). B, D and F are the
models for the RNPs packaged within the virions from the top (right) and side
(left) views. Scale bars, 75 nm.
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Influenza A and B virions mostly package eight RNPs
Within a viral population, what proportion of virions package the
complete set of RNPs? To quantitatively determine the proportion of budding
virions that package all eight RNPs, approximately 50 whole virions of
laboratory strains and 10 whole virions of clinically isolated strains were 3D-reconstructed by using STEM tomography, and the number of RNPs
packaged within the respective whole virions were counted. All A/WSN
virions examined (n = 50) were found to have packaged all eight RNPs
arranged in the “7+1” pattern (Fig 6A), which is largely consistent with the
TEM analysis of 110-nm-thick ultrathin sections (Fig 1A). Similarly, for the
other strains examined, most of the 3-D-reconstructed virions packaged all
eight RNPs: 91% for A/Yokosuka (n = 11), 86% for B/Lee (n = 49), and 80% for
B/Yokosuka (n = 10). This result suggests that virions containing less than
eight RNPs are in the minority. Indeed, virions lacking RNPs accounted for
no more than 20% of the 3-D-reconstructed virions (Fig 6). Because no virions
containing less than five RNPs were observed among the tested strains, the
existence of such virions remains unknown.
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Fig 6. Influenza A and B viruses usually package eight RNPs.
The number of the RNPs inside the virions were counted for each
reconstructed virus acquired by use of STEM tomography. Approximately 50
virions of the laboratory strains and 10 virions of the clinically isolated
strains were analyzed. (A) A/WSN, (B) A/Yokosuka, (C) B/Lee, and (D)
B/Yokosuka.
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*単行本もしくは雑誌掲載等の形で刊行される予定であるため、イ
ンターネット公表できません。

29

Chapter II

*第二章は単行本もしくは雑誌掲載等の形で刊行される予定である
ため、インターネット公表できません。

30

ACKNOWLEDGEMENT
Foremost, I would like to express my sincere gratitude to my
supervisor, Professor Yoshihiro Kawaoka, for providing me with this precious
opportunity and his continuous support of my studies and research. I
especially would like to express my deepest appreciation to my supervisor,
Professor Takeshi Noda, for his careful guidance, his patience, considerable
encouragement, and invaluable discussions that empowered my work for the
entire period. I could not have imagined having a better advisor and mentor
for my Ph.D. studies.
I am very grateful to Dr. Hiroshi Sagara for his valuable mentorship
regarding electron microscopy methodologies and his assistance with my
experiments. My sincere appreciation also goes to all members of Professor
Kawaoka’s Laboratory for supporting me in every way during the years of my PhD
course.
This work was supported by a Grant-in-Aid from the Japan Society for the
Promotion of Science Fellows.
Last, but not the least, I would like to thank my friends and my family,
especially my husband, Yasuhiro Akimoto, for his understanding, sincere

31

encouragement, and continuing support through my studies.

32

REFERENCES
1. Palese P, Shaw ML. 2007. Orthomyxoviridae: the viruses and their
replication, p1647-1689. In Knipe DM, Howley PM, Griffin DE, Lamb RA,
Martin MA, Roizman B Strause SE (ed), Fields virology, 5th ed.
Lippincott Williams & Wilkins, Philadelphia, PA.
2. Sugita Y, Sagara H, Noda T, Kawaoka Y. 2013. Configuration of viral
ribonucleoprotein complexes within the influenza A virion. J Virol
87:12879-12884.
3. Arranz R, Coloma R, Chichón F, Conesa J, Carrascosa J, Valpuesta J,
Ortín J, Martín-Benito J. 2012. The structure of native influenza virion
ribonucleoproteins. Science 338:1634–1637.
4. Moeller A, Kirchdoerfer RN, Potter CS, Carragher B, Wilson IA. 2012.
Organization

of

the

influenza

virus

replication

machinery.

Science 338:1631–1634.
5. Compans RW, Content J, Duesberg PH. 1972. Structure of the
ribonucleoprotein of influenza virus. J Virol 10:795-800.
6. Neumann G, Noda T, Kawaoka Y. 2009. Emergence and pandemic
potential of swine-origin H1N1 influenza virus. Nature 459: 931-939.

33

7. Garten RJ, Davis CT, Russell CA, Shu B, Lindstrom S, Balish A, Sessions
WM, Xu X, Skepner E, Deyde V, Okomo-Adhiambo M, Gubareva L,
Barnes J, Smith CB, Emery SL, Hillman MJ, Rivailler P, Smagala J, de
Graaf M, Burke DF, Fouchier RA, Pappas C, Alpuche-Aranda CM, LópezGatell H, Olivera H, López I, Myers CA, Faix D, Blair PJ, Yu C, Keene
KM, Dotson PD, Boxrud D, Sambol AR, Abid SH, St George K,
Bannerman T, Moore AL, Stringer DJ, Blevins P, Demmler-Harrison GJ,
Ginsberg M, Kriner P, Waterman S, Smole S, Guevara HF, Belongia EA,
Clark PA, Beatrice ST, Donis R, Katz J, Finelli L, Bridges CB, Shaw M,
Jernigan DB, Uyeki TM, Smith DJ, Klimov AI, Cox NJ. 2009. Antigenic
and genetic characteristics of swine-origin 2009 A(H1N1) influenza
viruses circulating in humans. Science 325:197–201.
8. Smith GJ, Vijaykrishna D, Bahl J, Lycett SJ, Worobey M, Pybus OG, Ma
SK, Cheung CL, Raghwani J, Bhatt S, Peiris JS, Guan Y, Rambaut A.
2009. Origins and evolutionary genomics of the 2009 swine-origin H1N1
influenza A epidemic. Nature 459:1122–1125.
9. Hutchinson E, von Kirchbach J, Gog J, Digard P. 2010. Genome
packaging in influenza A virus. J Virol 91:313–328.

34

10. Gerber M, Isel C, Moules V, Marquet R. 2014. Selective packaging of the
influenza A genome and consequences for genetic reassortment. Trends
Microbiol 22:446–455.
11. Fujii Y, Goto H, Watanabe T, Yoshida T, Kawaoka Y. 2003. Selective
incorporation of influenza virus RNA segments into virions. Proc Natl
Acad Sci USA 100:2002–2007.
12. Liang Y, Hong Y, Parslow T. 2005. cis-Acting packaging signals in the
influenza virus PB1, PB2, and PA genomic RNA segments. J
Virol 79:10348–10355.
13. Liang Y, Huang T, Ly H, Parslow T, Liang Y. 2008. Mutational analyses
of packaging signals in influenza virus PA, PB1, and PB2 genomic RNA
segments. J Virol 82:229–236.
14. Muramoto Y, Takada A, Fujii K, Noda T, Iwatsuki-Horimoto K, Watanabe
S, Horimoto T, Kida H, Kawaoka Y. 2006. Hierarchy among viral RNA
(vRNA) segments in their role in vRNA incorporation into influenza A
virions. J Virol 80:2318–2325.

35

15. Marsh G, Hatami R, Palese P. 2007. Specific residues of the influenza A
virus hemagglutinin viral RNA are important for efficient packaging into
budding virions. J Virol 81:9727–9736.
16. Watanabe T, Watanabe S, Noda T, Fujii Y, Kawaoka Y. 2003. Exploitation
of nucleic acid packaging signals to generate a novel influenza virus-based
vector stably expressing two foreign genes. J Virol 77:10575–10583.
17. Ozawa M, Fujii K, Muramoto Y, Yamada S, Yamayoshi S, Takada A, Goto
H, Horimoto T, Kawaoka Y. 2007. Contributions of two nuclear
localization signals of influenza A virus nucleoprotein to viral replication.
J Virol 81:30–41.
18. Fujii K, Ozawa M, Iwatsuki-Horimoto K, Horimoto T, Kawaoka Y. 2009.
Incorporation of influenza A virus genome segments does not absolutely
require wild-type sequences. J Gen Virol 90:1734–1740.
19. Fujii K, Fujii Y, Noda T, Muramoto Y, Watanabe T, Takada A, Goto H,
Horimoto T, Kawaoka Y. 2005. Importance of both the coding and the
segment-specific noncoding regions of the influenza A virus NS segment
for its efficient incorporation into virions. J Virol 79:3766–3774.

36

20. Goto H, Muramoto Y, Noda T, Kawaoka Y. 2013. The genome-packaging
signal of the influenza A virus genome comprises a genome incorporation
signal and a genome-bundling signal. J Virol 87:11316–22.
21. Noda T, Sagara H, Yen A, Takada A, Kida H, Cheng RH, Kawaoka Y. 2006.
Architecture of ribonucleoprotein complexes in influenza A virus particles.
Nature 439:490–492.
22. Noda T, Sugita Y, Aoyama K, Hirase A, Kawakami E, Miyazawa A,
Sagara

H,

Kawaoka

Y.

2012.

Three-dimensional

analysis

of

ribonucleoprotein complexes in influenza A virus. Nature commun 3:639.
23. Gavazzi C, Isel C, Fournier E, Moules V, Cavalier A, Thomas D, Lina B,
Marquet R. 2013. An in vitro network of intermolecular interactions
between viral RNA segments of an avian H5N2 influenza A virus:
comparison with a human H3N2 virus. Nucleic Acids Res 41:1241–1254.
24. Fournier E, Moules V, Essere B, Paillart J-C, Sirbat J-D, Isel C, Cavalier
A, Rolland J-P, Thomas D, Lina B, Marquet R. 2012. A supramolecular
assembly formed by influenza A virus genomic RNA segments. Nucleic
Acids Res 40:2197–2209.

37

25. Chou Y, Vafabakhsh R, Doğanay S, Gao Q, Ha T, Palese P. 2012. One
influenza virus particle packages eight unique viral RNAs as shown by
FISH analysis. Proc Natl Acad Sci USA 109:9101–9106.
26. Gavazzi C, Yver M, Isel C, Smyth R, Rosa-Calatrava M, Lina B, Moulès V,
Marquet R. 2013. A functional sequence-specific interaction between
influenza A virus genomic RNA segments. Proc Natl Acad Sci USA
110:16604–16609.
27. Neumann G, Watanabe T, Ito H, Watanabe S, Goto H, Gao P, Hughes M,
Perez D, Donis R, Hoffmann E, Hobom G, Kawaoka Y. 1999. Generation
of influenza A viruses entirely from cloned cDNAs. Proc Natl Acad Sci
USA 96:9345–9350.
28. Katsura H, Iwatsuki-Horimoto K, Fukuyama S, Watanabe S, Sakabe S,
Hatta Y, Murakami S, Shimojima M, Horimoto T, Kawaoka Y. A
replication incompetent-virus possessing an uncleavable hemagglutinin
as an influenza vaccine. 2012. Vaccine 30:6027-33.
29. Ozawa M., Victor ST., Taft AS., Yamada S., Li C., Hatta M., Das SC,
TakashitaE, Kakugawa S, Maher EA, Neumann G, Kawaoka, Y. 2011.

38

Replication-incompetent influenza A viruses that stably express a
foreign gene. J Gen Virol 92;2879–2888.
30. de Wit E, Spronken MI, Rimmelzwaan GF, Osterhaus AD, Fouchier RA.
Evidence for specific packaging of the influenza A virus genome from
conditionally defective virus particles lacking a polymerase gene. 2006.
Vaccine 24:6647-50.
31. Qinshan Gao, Edward W. A. Brydon, Peter Palese. A Seven-Segmented
Influenza A Virus Expressing the Influenza C Virus Glycoprotein HEF.
2008. J Virol 82: 6419-6426.
32. Hatada E, Hasegawa M, Mukaigawa J, Shimizu K, Fukuda R. Control
of influenza virus gene expression: Quantitative analysis of each viral
RNA species in infected cells. 1989. J Biochem. 105:537–546.
33. McGeoch D, Fellner P, Newton C. Influenza virus genome consists of
eight distinct RNA species. 1976. Proc Natl Acad Sci USA. 73:3045–
3049.
34. Zhao L, Peng Y, Zhou K, Cao M, Wang J, Wang X, Jiang T, Deng T. New
insights into the nonconserved noncoding region of the subtype-

39

determinant hemagglutinin and neuraminidase segments of influenza A
viruses. 2014. J Virol 88:11493-503.

40

