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A/California/7/2009 85.4
98.1%, A/New York/39/2012
96.1%
74.8

85.4
B/Massachusetts /2/2012

78.6% 3
70%

A/California/7/2009
89.1%, A/New
York/39/2012 71.7 91.3%
B/Massachusetts/2/2012 39.1
52.2% A/H1N1psmO09
A/H3N2
60
B 52%
60

80.4
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HI
(GMT)
A/California/7/2009 94.0
146.6  A/New York/39/2012 68.1
130.7 B/ Massachusetts/2/2012
43.7 51.3

Mean fold increase A/California
/712009 2.0 A/New York/39/2012 2.5
B/Massachusetts/2/2012 1.2

mean fold increase >2.5
3

HI
A/California/7/2009
116.6 A/New York/39/2012 47.2

98.8 B/ Massachusetts/2/2012
22.2 35.5

80.0

Mean fold increase A/California
/712009 1.8 A/New York/39/2012 2.8
B/Massachusetts/2/2012 2.1
A(H3N2) B
mean fold increase >2.0

A(HIN1)pdm09

A/California/7/2009 13.6% A/New
York/39/2012  20.4% B/Massachusetts
1212012 1.0%

A/California/7/2009
York/39/2012  28.3%
1212012 10.9%

15.2% A/New
B/Massachusetts

mean fold
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increase

HI
2013-2014
6
HI
A 2
1 (No.1) A/California/7/2009
320
1 A/California/7/2009 A/New
York/39/ 2012  HI 80
2 A/California
/772009 160
H1N1pdmO09
B 2 No.d,
6 HI 40
103 46
49.5% 28.3% (
)
35.0% 4.3%
31.1%
[ ]
2014-15
6
(
)
2015 1
29
331



MDCK

RNA cDNA
Real-Time PCR (
) A(H1IN1)pdm09
A(H3N2) B B
A(H3N2) 98  (98.0%)
AHIN1)pdm09 2 (2.0%)
A(H3N2)
AHINDpdm 2
B 1
« )
D
AHIN1Dpdm09 A(H3N2)
B 40
HI 70-90%
3
A/H1N1pdmO09
A/H3N2 80-90
HI B
39.1% 52.2%
B
B
A HI
B
HI
HI

2014-2015

A(H3N?2)

A(H3N2)
AHIN1)pdm09
NA H275

E

2014-2015
F
1

12 96-102 2014

2
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50 10 101-105 , 2014

Clyde Dapat

2013-14

A HIN1 pdm09 H275Y

62
2014 11
2
63
2014
10
G
1.
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2014-2015

Titer of A/California/7/2009(HIN1) responses after influenza vaccine

Proportion of subjects

GMT .
tected (% Rate of 4 t
Facilities Object person Number Age Moon Told protected (%) . ra e; Hin:; "
Pre Post ‘ean 10 Pre Post fnereasing ¢
increase
Meikenannhuenn Staff N=103 43.2+11.7 94.0 146.6 2.0 85.4 98.1 13.6
User N=46 86.4+8.2 80.0 116.6 1.8 80.4 89.1 15.2
Titer of A/New York/39/2012(H3N2) responses after influenza vaccine
GMT Proportion of subjects
. . protected (%) Rate of 4 times
Facilities Object person Number Age Moan fold . ine HA tit
Pre Post 'ean o Pre Post fnereasing ter
increase
Meikenannhuenn Staff N=103 43.2£11.7 68.1 130.7 25 85.4 96.1 20.4
User N=46 86.4+8.2 47.2 98.8 2.8 71.7 91.3 28.3
Titer of B/Massachusetts/2/2012(Yamagata) responses after influenza vaccine
. e 00 | e ot s
Facilities Object person Number Age Moan fod P - increasine HA titer
Pre Post 'ean 0 Pre Post s
increase
Meikenannhuenn Staff N=103 43.2£11.7 43.7 51.3 1.2 74.8 78.6 1.0
User N=46 86.4+8.2 22.2 35.5 2.1 39.1 52.2 10.9
BIAL#E A&7 14-15 (n=103) [ %5>=40 (ProtectionRate) ——GMT
98.1%
100% ° 96.1% 250
< 85.4% 85.4%
0% . 78.6%
80% —| 74 200
70% —
60% 146.6 -+ 150
50% —— //} | ka7 |
0% —— wBao // 100
30% l/68.1 —
20% — 53— 50
10% +— —
0% 0
pre ‘ post pre ‘ post pre post
ABUTALIT7/2009 (HINT) AJ=1-1-5/39/2012 (H3N2) B/THT 1ty /22012
MmZEAFE 14-15 (n=46) %>=40 (ProtectionRate) —8—GMT
100% 615 91.3% 250
90% —502%
80% —— 71.7% 200
70% |
60% 52.2% 150
0 |
50% 1166 39.1%
40% } 98.8 - 100
30% - lﬁ{ //
20% —— w7 - 50
100 4— 4_1__.__.. 355
0% 0
pre ‘ post pre ‘ post pre post
AT ALZTF7/2009 (HINT) AJZ1-1-5/39/2012 (H3N2) B/7HF 2t f2/2012

GMT
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HI (n=6)
A/ /7/2009 | A/ /39/2012 | B/ /2/2012
(HIN1) (H3N2) ()
pre post pre post pre post
1 A 320 640 20 80 80 80
2 640 640 160 320 40 40
3 A 80 160 80 160 40 80
4 B 40 40 10 20 40 40
5 160 320 20 80 40 80
6 B 40 40 160 320 40 40
3 51 36 32 7
n=1
(n=103) 2.9% 49.5% 35.0% 31.1% 6.8%
0 13 2 0 0
n=46
( ) 0.0% 28.3% 4.3% 0.0% 0.0%
3 64 38 32 7
n=149
( ) 2.0% 43.0% 25.5% 21.5% 4.7%
2014-15 2015 1 29
MR B
nuE I:F B
3
ww  EER Bt =
h
A B kM ‘:%'/:1;')\‘91 H?;)SY A/:;:)NZ V'lt(:iu)r'la Yar?:%ata ‘(\;? &Et
0 0 0 0 0 0
ABE 0 0 0 0| i) (0.0% (0.0% (0.0% (0.0% (0.0%) ° o o
. 1 0 47 0 0 0
WE 235 170 0 65|, (0.0%) (97.9%) (0.0%) (0.0%) (o.0%) ° | 2 185
0 1] 12 1] 0 0
BE 13 120 1| 000 (0.0% (100.0%) (0.0%) (0.0%) (0.0%) 2 o 1
- 0 0 10 0 0 0
W& 1010 0 0 | 0000 (0.0% (100.0%) (0.0%) (0.0%) (00%) ©° | ° ©
0 0 29 1] 0 1]
BE 72 71 10| 00w (0.0%) (100.0%) (0.0%) (0.0%) (o0%) > | 1 42
1 0 0 0 0 0
ML 110 0 0% (0.0% (0.0%)  (0.0%) (0.0%) (0.0%) o 0
o= 2 1] 98 1] 0 0
G5 331 261 1 66 |, 000 (0.0%) (98.0% (0%  (0%)  (ow) %0 | 3 228
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