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Supplementary Table- 1
FREQUENCY OF SELECTED PHAGE CLONES WITH SOIV-H1N1-VACCINATED INDIVIDUALS USING H1N1 GFPDL IN DIFFERENT AGE GROUPS

Pre-
Vaccine

No-
adjuvant

MF59-
Adjuvant

Pre-
Vaccine

No-
adjuvant

MF59-
Adjuvant

Pre-
Vaccine

No-
adjuvant

MF59-
Adjuvant

HA1
H1-HA-1-33 MKAILVVLLYTFATANADTLCIGYHANNSTDTV 1 2 1 2

H1-HA-1-47 MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSV 1 1 1 10 19 2 57 111

H1-HA-1-52 MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLED 1 2 2 1 9 21 2 73 155

H1-HA-1-56 MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNG 1 3 7 15 1 3

H1-HA-1-68 MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLH 1 3 4 5 2 8 69

H1-HA-1-77 MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGW 1 3 2 2 4

H1-HA-1-84
MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPEC

4 5 1 8 1 1

H1-HA-1-92
MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASS

1 2 2 3 2 1

H1-HA-1-100
MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETP

1 2

H1-HA-1-116
MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYE

1 1 1 1 2

H1-HA-1-132

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFE

1 1 2 7

H1-HA-1-145

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDS

1 3 4 3

H1-HA-1-163

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHA
GAKSFYK

6 11 1 8 4

ADULTS (18-60 years)YOUNG (3-8 years)PEDIATRICS (12-35 months)
Seq Region Peptide Sequence



H1-HA-1-183

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHA
GAKSFYKNLIWLVKKGNSYPKLSKSYI

3 2 2

H1-HA-1-191

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHA
GAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVL

1 5 3 7

H1-HA-1-204

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHA
GAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVLVLWG
IHHPSTSAD

1 2 1 2 2 3

H1-HA-1-218

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHA
GAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVLVLWG
IHHPSTSADQQSLYQNADTYVFV

5 4 4 5 2 3

H1-HA-1-267

MKAILVVLLYTFATANADTLCIGYHANNSTDTVDTVLEKN
VTVTHSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWIL
GNPECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEEL
REQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHA
GAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVLVLWG
IHHPSTSADQQSLYQNADTYVFVGSSRYSKKFKPEIAIR
PKVRDQEGRMNYYWTLVEPGDKITFEATGNLVV

3 8 2 7 3 5

H1-HA-24-144

YHANNSTDTVDTVLEKNVTVTHSVNLLEDKHNGKLCKL
RGVAPLHLGKCNIAGWILGNPECESLSTASSWSYIVETP
SSDNGTCYPGDFIDYEELREQLSSVSSFERFEIFPKTSS
WPNHD

1 1

H1-HA-29-84 STDTVDTVLEKNVTVTHSVNLLEDKHNGKLCKLRGVAPL
HLGKCNIAGWILGNPEC 1 2 4 2

H1-HA-31-96 DTVDTVLEKNVTVTHSVNLLEDKHNGKLCKLRGVAPLHL
GKCNIAGWILGNPECESLSTASSWSYI 2 9 3 10 9 18

H1-HA-34-132
DTVLEKNVTVTHSVNLLEDKHNGKLCKLRGVAPLHLGK
CNIAGWILGNPECESLSTASSWSYIVETPSSDNGTCYPG
DFIDYEELREQLSSVSSFERFE

3 1 2

H1-HA-44-188

THSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWILGNP
ECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEELREQ
LSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHAGAK
SFYKNLIWLVKKGNSYPKLSKSYINDKGK

11 2 3



H1-HA-44-224

THSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWILGNP
ECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEELREQ
LSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHAGAK
SFYKNLIWLVKKGNSYPKLSKSYINDKGKEVLVLWGIHH
PSTSADQQSLYQNADTYVFVGSSRYS

1 4 2 8 2 19

H1-HA-44-270

THSVNLLEDKHNGKLCKLRGVAPLHLGKCNIAGWILGNP
ECESLSTASSWSYIVETPSSDNGTCYPGDFIDYEELREQ
LSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHAGAK
SFYKNLIWLVKKGNSYPKLSKSYINDKGKEVLVLWGIHH
PSTSADQQSLYQNADTYVFVGSSRYSKKFKPEIAIRPKV
RDQEGRMNYYWTLVEPGDKITFEATGNNVVPRY

17 31 9 53 5 62

H1-HA-75-165
AGWILGNPECESLSTASSWSYIVETPSSDNGTCYPGDFI
DYEELREQLSSVSSFERFEIFPKTSSWPNHDSNKGVTA
ACPHAGAKSFYKNL

1 1 9 6 151

H1-HA-88-135 STASSWSYIVETPSSDNGTCYPGDFIDYEELREQLSSVS
SFERFEIFP 3 8 2 79

H1-HA-95-226

YIVETPSSDNGTCYPGDFIDYEELREQLSSVSSFERFEIF
PKTSSWPNHDSNKGVTAACPHAGAKSFYKNLIWLVKKG
NSYPKLSKSYINDKGKEVLVLWGIHHPSTSADQQSLYQN
ADTYVFVGSSRYSKK

7 23 1 15 3 26

H1-HA-107-218
CYPGDFIDYEELREQLSSVSSFERFEIFPKTSSWPNHDS
NKGVTAACPHAGAKSFYKNLIWLVKKGNSYPKLSKSYIN
DKGKEVLVLWGIHHPSTSADQQSLYQNADTYVFV

11 16 6 22 12 67

H1-HA-108-144 YPGDFIDYEELREQLSSVSSFERFEIFPKTSSWPNHD 5 19 29 2 212

H1-HA-109-296

PGDFIDYEELREQLSSVSSFERFEIFPKTSSWPNHDSNK
GVTAACPHAGAKSFYKNLIWLVKKGNSYPKLSKSYINDK
GKEVLVLWGIHHPSTSADQQSLYQNADTYVFVGSSRYS
KKFKPEIAIRPKVRDQEGRMNYYWTLVEPGDKITFEATG
NLVVPRYAFAMERNAGSGIIISDTPVHDCNTTC

1 17 1 3 7

H1-HA-120-175 EQLSSVSSFERFEIFPKTSSWPNHDSNKGVTAACPHAG
AKSFYKNLIWLVKKGNSY 4 10 5 37 17 169

H1-HA-124-221
SVSSFERFEIFPKTSSWPNHDSNKGVTAACPHAGAKSF
YKNLIWLVKKGNSYPKLSKSYINDKGKEVLVLWGIHHPS
TSADQQSLYQNADTYVFVGSS

3 6 1 15 3 24

H1-HA-127-268

SFERFEIFPKTSSWPNHDSNKGVTAACPHAGAKSFYKN
LIWLVKKGNSYPKLSKSYINDKGKEVLVLWGIHHPSTSA
DQQSLYQNADTYVFVGSSRYSKKFKPEIAIRPKVRDQE
GRMNYYWTLVEPGDKITFEATGNLVVP

29 53 11 32 1 3

H1-HA-129-219
ERFEIFPKTSSWPNHDSNKGVTAACPHAGAKSFYKNLI
WLVKKGNSYPKLSKSYINDKGKEVLVLWGIHHPSTSAD
QQSLYQNADTYVFVG

13 20 1 9 2 13

H1-HA-141-248
PNHDSNKGVTAACPHAGAKSFYKNLIWLVKKGNSYPKL
SKSYINDKGKEVLVLWGIHHPSTSADQQSLYQNADTYVF
VGSSRYSKKFKPEIAIRPKVRDQEGRMNYYW

9 7 2 11

H1-HA-146-289

NKGVTAACPHAGAKSFYKNLIWLVKKGNSYPKLSKSYIN
DKGKEVLVLWGIHHPSTSADQQSLYQNADTYVFVGSSR
YSKKFKPEIAIRPKVRDQEGRMNYYWTLVEPGDKITFEA
TGNLVVPRYAFAMERNAGSGIIISDTPV

5 13 17 37



H1-HA-153-266
CPHAGAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVL
VLWGIHHPSTSADQQSLYQNADTYVFVGSSRYSKKFKP
EIAIRPKVRDQEGRMNYYWTLVEPGDKITFEATGNLV

1 7

H1-HA-153-281

CPHAGAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVL
VLWGIHHPSTSADQQSLYQNADTYVFVGSSRYSKKFKP
EIAIRPKVRDQEGRMNYYWTLVEPGDKITFEATGNLVVP
RYAFAMERNAGSG

1 8 6 1

H1-HA-154-249
PHAGAKSFYKNLIWLVKKGNSYPKLSKSYINDKGKEVLV
LWGIHHPSTSADQQSLYQNADTYVFVGSSRYSKKFKPEI
AIRPKVRDQEGRMNYYWT

1 5 1 1 54

H1-HA-181-281
SYINDKGKEVLVLWGIHHPSTSADQQSLYQNADTYVFV
GSSRYSKKFKPEIAIRPKVRDQEGRMNYYWTLVEPGDKI
TFEATGNLVVPRYAFAMERNAGSG

18 41 7 43 7 51

H1-HA-182-220 YINDKGKEVLVLWGIHHPSTSADQQSLYQNADTYVFVG
S 4 3 18 1 219

H1-HA-197-286
HHPSTSADQQSLYQNADTYVFVGSSRYSKKFKPEIAIRP
KVRDQEGRMNYYWTLVEPGDKITFEATGNLVVPRYAFA
MERNAGSGIIISD

129

H1-HA-202-357

SADQQSLYQNADTYVFVGSSRYSKKFKPEIAIRPKVRD
QEGRMNYYWTLVEPGDKITFEATGNLVVPRYAFAMERN
AGSGIIISDTPVHDCNTTCQTPKGAINTSLPFQNIHPITIG
KCPKYVKSTKLRLATGLRNIPSIQSRGLFGAIAGFIEGG

1 7

H1-HA-215-333
YVFVGSSRYSKKFKPEIAIRPKVRDQEGRMNYYWTLVE
PGDKITFEATGNLVVPRYAFAMERNAGSGIIISDTPVHDC
NTTCQTPKGAINTSLPFQNIHPITIGKCPKYVKSTKLRLAT

1 29

H1-HA-235-281 PKVRDQEGRMNYYWTLVEPGDKITFEATGNLVVPRYAF
AMERNAGSG 6 33 4 77 16 291

H1-HA-239-335
DQEGRMNYYWTLVEPGDKITFEATGNLVVPRYAFAMER
NAGSGIIISDTPVHDCNTTCQTPKGAINTSLPFQNIHPITI
GKCPKYVKSTKLRLATGL

7 29 2 26 10 167

H1-HA-251-436

VEPGDKITFEATGNLVVPRYAFAMERNAGSGIIISDTPVH
DCNTTCQTPKGAINTSLPFQNIHPITIGKCPKYVKSTKLR
LATGLRNIPSIQSRGLFGAIAGFIEGGWTGMVDGWIGYH
HQNEQGSGYAADLKSTQNAIDEITNKVNSVIEKMNTQFT
AVGKEFNHLEKRIENLNKKVDDGFLDIW

5 24

H1-HA-270-356
YAFAMERNAGSGIIISDTPVHDCNTTCQTPKGAINTSLPF
QNIHPITIGKCPKYVKSTKLRLATGLRNIPSIQSRGLFGAI
AGFIEG

1

H1-HA-270-405

YAFAMERNAGSGIIISDTPVHDCNTTCQTPKGAINTSLPF
QNIHPITIGKCPKYVKSTKLRLATGLRNIPSIQSRGLFGAI
AGFIEGGWTGMVDGWYGYHHQNEQGSGYAADLKSTQ
NAIDEITNKVNSVIEKMNT

3 5



H1-HA-275-438

ERNAGSGIIISDTPVHDCNTTCQTPKGAINTSLPFQNIHPI
TIGKCPKYVKSTKLRLATGLRNIPSIQSRGLFGAIAGFIEG
GWTGMVDGWYGYHHQNEQGSGYAADLKSTQNAIDEIT
NKVNSVIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGF
LDIWTY

15 17

H1-HA-280-514

SGIIISDTPVHDCNTTCQTPKGAINTSLPFQNIHPITIGKC
PKYVKSTKLRLATGLRNIPSIQSRGLFGAIAGFIEGGWTG
MVDGWYGYHHQNEQGSGYAADLKSTQNAIDEITNKVN
SVIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDIW
TYNAELLVLLENERTLDYHDSNVKNLYEKVRSQLKNNAK
EIGNGCFEFYHKCDNTCMESVKNGTYDYPKYSEEAKLN
R

17 23

H1-HA-285-374
SDTPVHDCNTTCQTPKGAINTSLPFQNIHPITIGKCPKYV
KSTKLRLATGLRNIPSIQSRGLFGAIAGFIEGGWTGMVD
GWYGYHHQNEQ

H1-HA-285-413

SDTPVHDCNTTCQTPKGAINTSLPFQNIHPITIGKCPKYV
KSTKLRLATGLRNIPSIQSRGLFGAIAGFIEGGWTGMVD
GWYGYHHQNEQGSGYAADLKSTQNAIDEITNKVNSVIE
KMNTQFTAVGKE

1 7

H1-HA-286-435

DTPVHDCNTTCQTPKGAINTSLPFQNIHPITIGKCPKYVK
STKLRLATGLRNIPSIQSRGLFGAIAGFIEGGWTGMVDG
WYGYHHQNEQGSGYAADLKSTQNAIDEITNKVNSVIEK
MNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDI

14 34

H1-HA-293-354 NTTCQTPKGAINTSLPFQNIHPITIGKCPKYVKSTKLRLAT
GLRNIPSIQSRGLFGAIAGFI 1 138

H1-HA-301-490

GAINTSLPFQNIHPITIGKCPKYVKSTKLRLATGLRNIPSI
QSRGLFGAIAGFIEGGWTGMVDGWYGYHHQNEQGSG
YAADLKSTQNAIDEITNKVNSVIEKMNTQFTAVGKEFNHL
EKRIENLNKKVDDGFLDIWTYNAELLVLLENERTLDYHD
SNVKNLYEKVRSQLKNNAKEIGNGCFEFYHKCDN

9 23

H1-HA-302-356 AINTSLPFQNIHPITIGKCPKYVKSTKLRLATGLRNIPSIQS
RGLFGAIAGFIEG 11 27 2 39 1 9 192

Total 1 240 598 2 112 585 9 272 2561



HA2
H1-HA-335-351 LRNIPSIQSRGLFGAIA 1 3

H1-HA-337-405 NIPSIQSRGLFGAIAGFIEGGWTGMVDGWYGYHHQNEQ
GSGYAADLKSTQNAIDEITNKVNSVIEKMNT 1

H1-HA-341-356 IQSRGLFGAIAGFIEG 1 5 14 67 176 291

H1-HA-341-455
IQSRGLFGAIAGFIEGGWTGMVDGWYGYHHQNEQGSG
YAADLKSTQNAIDEITNKVNSVIEKMNTQFTAVGKEFNHL
EKRIENLNKKVDDGFLDIWTYNAELLVLLENERTLDYH

1 1

H1-HA-344-380 RGLFGAIAGFIEGGWTGMVDGWYGYHHQNEQGSGYA
A 3 6 17 2 39 42

H1-HA-350-382 IAGFIEGGWTGMVDGWYGYHHQNEQGSGYAADL 43 27

H1-HA-351-421 AGFIEGGWTGMVDGWYGYHHQNEQGSGYAADLKSTQ
NAIDEITNKVNSVIEKMNTQFTAVGKEFNHLEKRI 2 1 2 5 2 19 14

H1-HA-351-461
AGFIEGGWTGMVDGWYGYHHQNEQGSGYAADLKSTQ
NAIDEITNKVNSVIEKMNTQFTAVGKEFNHLEKRIENLNK
KVDDGFLDIWTYNAELLVLLENERTLDYHDSNVKN

1 2

H1-HA-359-385 TGMVDGWYGYHHQNEQGSGYAADLKST 1 3 8 3 14 18

H1-HA-360-411 GMVDGWYGYHHQNEQGSGYAADLKSTQNAIDEITNKV
NSVIEKMNTQFTAVG 1 29 42

H1-HA-360-460
GMVDGWYGYHHQNEQGSGYAADLKSTQNAIDEITNKV
NSVIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDI
WTYNAELLVLLENERTLDYHDSNVK

1 2 1 1 7 4

H1-HA-360-480

GMVDGWYGYHHQNEQGSGYAADLKSTQNAIDEITNKV
NSVIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDI
WTYNAELLVLLENERTLDYHDSNVKNLYEKVRSQLKNN
AKEIGNG

1 4 2 2 14 8

H1-HA-362-506

VDGWYGYHHQNEQGSGYAADLKSTQNAIDEITNKVNS
VIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDIWT
YNAELLVLLENERTLDYHDSNVKNLYEKVRSQLKNNAKE
IGNGCFEFYHKCDNTCMESVKNGTYDYPKY

1 1

H1-HA-366-422 YGYHHQNEQGSGYAADLKSTQNAIDEITNKVNSVIEKM
NTQFTAVGKEFNHLEKRIE 1 3 15 22 3 23 31



H1-HA-368-489

YHHQNEQGSGYAADLKSTQNAIDEITNKVNSVIEKMNT
QFTAVGKEFNHLEKRIENLNKKVDDGFLDIWTYNAELLV
LLENERTLDYHDSNVKNLYEKVRSQLKNNAKEIGNGCF
EFYHKCD

3 2 1 13 5

H1-HA-376-461
SGYAADLKSTQNAIDEITNKVNSVIEKMNTQFTAVGKEF
NHLEKRIENLNKKVDDGFLDIWTYNAELLVLLENERTLDY
HDSNVKN

7 18 1 27 31 11 58 51

H1-HA-380-520

ADLKSTQNATNKVNSVIEKMNTQFTAVGKEFNHLEKRIE
NLNKKVDDGFLDIWTYNAELLVLLENERTLDYHDSNVKN
LYEKVRSQLKNNAKEIGNGCFEFYHKCDNTCMESVKNG
TYDYPKYSEEAKLNREEIDGV

7 6 1 13 12

H1-HA-386-522

QNAIDEITNKVNSVIEKMNTQFTAVGKEFNHLEKRIENLN
KKVDDGFLDIWTYNAELLVLLENERTLDYHDSNVKNLYE
KVRSQLKNNAKEIGNGCFEFYHKCDNTCMESVKNGTY
DYPKYSEEAKLNREEIDGVKL

2 1

H1-HA-394-489
NKVNSVIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGF
LDIWTYNAELLVLLENERTLDYHDSNVKNLYEKVRSQLK
NNAKEIGNGCFEFYHKCD

4 1 43 59 24 233 245

H1-HA-399-489
VIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDIWT
YNAELLVLLENERTLDYHDSNVKNLYEKVRSQLKNNAKE
IGNGCFEFYHKCDN

1 1 25 41 13 94 102

H1-HA-410-489
VGKEFNHLEKRIENLNKKVDDGFLDIWTYNAELLVLLEN
ERTLDYHDSNVKNLYEKVRSQLKNNAKEIGNGCFEFYH
KCD

1 32 61 4 98 145 47 674 657

H1-HA-410-523
VGKEFNHLEKRIENLNKKVDDGFLDIWTYNAELLVLLEN
ERTLDYHDSNVKNLYEKVRSQLKNNAKEIGNGCFEFYH
KCDNTCMESVKNGTYDYPKYSEEAKLNREEIDGVKLE

1 27 14

H1-HA-411-473 GKEFNHLEKRIENLNKKVDDGFLDIWTYNAELLVLLENE
RTLDYHDSNVKNLYEKVRSQLKNN 1

H1-HA-436-531
WTYNAELLVLLENERTLDYHDSNVKNLYEKVRSQLKNN
AKEIGNGCFEFYHKCDNTCMESVKNGTYDYPKYSEEAK
LNREEIDGVKLESTRIYQIL

2 1

H1-HA-438-474 YNAELLVLLENERTLDYHDSNVKNLYEKVRSQLKNNA 2 6 2 43 51

H1-HA-446-490 LENERTLDYHDSNVKNLYEKVRSQLKNNAKEIGNGCFE
FYHKCDN 1 2 1 2 35 39

Total 1 41 99 9 242 368 182 1558 1659


