Supplementary Table-1 - Frequency of selected phage clones with HSN1-VLP vaccinated individuals using H5N1-Indonesia GFPDL

Seq Region |Peptide Sequence VLP-NOVA-Indonecia 06

HA1 Placebo VLP-15 ug VLP-45 ug VLP-90ug |

HA-4-20 IVLLLAIVSLVKSDQIC 1 2

HA-12-90 SLVKSDQICIGYHANNSTEQVDTIMEKNVTVTHAQDILEKTHNGKLCDLD 3 9
GVKPLILRDCSVAGWLLGNPMCDEFINVP
YHANNSTEQVDTIMEKNVTVTHAQDILEKTHNGKLCDLDGVKPLILRDC

HA-23-145 |SVAGWLLGNPMCDEFINVPEWSYIVEKANPTNDLCYPGSFNDYEELKH 1
LLSRINHFEKIQIIPKSSWSDHEASS
STEQVDTIMEKNVTVTHAQDILEKTHNGKLCDLDGVKPLILRDCSVAGW

HA-28-148 |LLGNPMCDEFINVPEWSYIVEKANPTNDLCYPGSFNDYEELKHLLSRIN 1 2 3
HFEKIQIIPKSSWSDHEASSGVS

HA-61-96 DGVKPLILRDCSVAGWLLGNPMCDEFINVPEWSYIV 1 1 1
CDEFINVPEWSYIVEKANPTNDLCYPGSFNDYEELKHLLSRINHFEKIQII

HA-83-203 |PKSSWSDHEASSGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYN 4 5
NTNQEDLLVLWGIHHPNDAAEQ
KANPTNDLCYPGSFNDYEELKHLLSRINHFEKIQIIPKSSWSDHEASSGV

HA-98-199 |SSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNTNQEDLLVLWGIHH 1
PND
NPTNDLCYPGSFNDYEELKHLLSRINHFEKIQIIPKSSWSDHEASSGVSS

HA-100-212 |ACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNTNQEDLLVLWGIHHPN 5
DAAEQTRLYQNPTT

HA-109-147 |GSFNDYEELKHLLSRINHFEKIQIIPKSSWSDHEASSGV 1 7

HA-112-189 NDYEELKHLLSRINHFEKIQIIPKSSWSDHEASSGVSSACPYLGSPSFFR 5
NVVWLIKKNSTYPTIKKSYNNTNQEDLL

HA-116-189 ELKHLLSRINHFEKIQIIPKSSWSDHEASSGVSSACPYLGSPSFFRNVV 3 1
WLIKKNSTYPTIKKSYNNTNQEDLL
LLSRINHFEKIQIIPKSSWSDHEASSGVSSACPYLGSPSFFRNVVWLIKK

HA-120-242 |NSTYPTIKKSYNNTNQEDLLVLWGIHHPNDAAEQTRLYQNPTTYISIGTS 1
TLNQRLVPKIATRSKVNGQSGRM

HA-124-159 |INHFEKIQIIPKSSWSDHEASSGVSSACPYLGSPSF 1 1 1

HA-135-200 KSSWSDHEASSGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNN 1 6
TNQEDLLVLWGIHHPNDA
SSWSDHEASSGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNT

HA-136-305 NQEDLLVLWGIHHPNDAAEQTRLYQNPTTYISIGTSTLNQRLVPKIATRS 1 3
KVNGQSGRMEFFWTILKPNDAINFESNGNFIAPEYAYKIVKKGDSAIMKS
ELEYGNCNTKCQTPMGAINSSM

HA-140-200 DHEASSGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNTNQEDL 1
LVLWGIHHPNDA

HA-140-204 DHEASSGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNTNQEDL 2 1
LVLWGIHHPNDAAEQT
SGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNTNQEDLLVLWG

HA-145-276 |[IHHPNDAAEQTRLYQNPTTYISIGTSTLNQRLVPKIATRSKVNGQSGRME 1 4

FFWTILKPNDAINFESNGNFIAPEYAYKIVKKG




HA-145-302

SGVSSACPYLGSPSFFRNVVWLIKKNSTYPTIKKSYNNTNQEDLLVLWG
IHHPNDAAEQTRLYQNPTTYISIGTSTLNQRLVPKIATRSKVNGQSGRME
FFWTILKPNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTK
CQTPMGAIN

HA-167-245

IKKNSTYPTIKKSYNNTNQEDLLVLWGIHHPNDAAEQTRLYQNPTTYISIG
TSTLNQRLVPKIATRSKVNGQSGRMEFF

HA-170-212

NSTYPTIKKSYNNTNQEDLLVLWGIHHPNDAAEQTRLYQNPTT

HA-173-247

YPTIKKSYNNTNQEDLLVLWGIHHPNDAAEQTRLYQNPTTYISIGTSTLN
QRLVPKIATRSKVNGQSGRMEFFWT

HA-202-210

EQTRLYQNP

ha-204-301

TRLYQNPTTYISIGTSTLNQRLVPKIATRSKVNGQSGRMEFFWTILKPND
AINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMGAI

HA-207-245

YQNPTTYISIGTSTLNQRLVPKIATRSKVNGQSGRMEFF

HA-207-301

YQNPTTYISIGTSTLNQRLVPKIATRSKVNGQSGRMEFFWTILKPNDAIN
FESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMGAI

HA-233-312

SKVNGQSGRMEFFWTILKPNDAINFESNGNFIAPEYAYKIVKKGDSAIMK
SELEYGNCNTKCQTPMGAINSSMPFHNIHP

HA-245-312

PNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMG
AINSSMPFHNIHP

HA-245-313

PNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMG
AINSSMPFHNIHPL

HA-248-335

ILKPNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTP
MGAINSSMPFHNIHPLTIGECPKYVKSNRLVLATGLRN

HA-248-337

ILKPNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTP
MGAINSSMPFHNIHPLTIGECPKYVKSNRLVLATGLRNSP

HA-250-362

KPNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPM
GAINSSMPFHNIHPLTIGECPKYVKSNRLVLATGLRNSPQRESRRKKRG
LFGAIAGFIEGGWQG

HA-250-360

KPNDAINFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPM
GAINSSMPFHNIHPLTIGECPKYVKSNRLVLATGLRNSPQRESRRKKRG
LFGAIAGFIEGGW

1

HA-256-308

NFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMGAINSS
MPFH

HA-256-341

NFESNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMGAINSS
MPFHNIHPLTIGECPKYVKSNRLVLATGLRNSPQRES

HA-259-312

SNGNFIAPEYAYKIVKKGDSAIMKSELEYGNCNTKCQTPMGAINSSMPF
HNIHP

TOTAL

58

127

HA2

HA-345-432

KRGLFGAIAGFIEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAI
DGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMED

HA-345-477

KRGLFGAIAGFIEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAI
DGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWT
YNAELLVLMENERTLDFHDSNVKNLYDKVRLQLRDNAK

HA-356-438

IEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSII
DKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVW




HA-356-445

IEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSII
DKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAELL

HA-360-425

WQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSIIDKMN
TQFEAVGREFNNLERRIEN

HA-360-402

WQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSII

26

HA-360-403

WQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSIID

32

HA-365-476

DGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSIIDKMNTQFEAV
GREFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSN
VKNLYDKVRLQLRDNA

HA-372-494

HSNEQGSGYAADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLE
RRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKV
RLQLRDNAKELGNGCFEFYHKCDNEC

HA-375-380

EQGSGY

37

HA-379-416

GYAADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREF

89

HA-380-416

YAADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREF

HA-381-452

AADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKK
MEDGFLDVWTYNAELLVLMENERT

HA-381-498

AADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKK
MEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKVRLQLRDNAK
ELGNGCFEFYHKCDNECMESI

HA-385-477

STQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGF
LDVWTYNAELLVLMENERTLDFHDSNVKNLYDKVRLQLRDNAK

HA-387-451

TQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFL
DVWTYNAELLVLMENE

HA-392-450

DGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWT
YNAELLVLMEN

HA-396-445

NKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAEL
L

27

HA-390-501

AIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVW
TYNAELLVLMENERTLDFHDSNVKNLYDKVRLQLRDNAKELGNGCFEF
YHKCDNECMESIRNG

HA-396-476

DNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNA
ELLVLMENERTLDFHDSNVKNLYDKVRLQLRDNA

HA-395-452

TNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAE
LLVLMENER

HA-398-494

KVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAELL
VLMENERTLDFHDSNVKNLYDKVRLQLRDNAKELGNGCFEFYHKCDNE
C

HA-399-501

NSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAELLVL
MENERTLDFHDSNVKNLYDKVRLQLRDNAKELGNGCFEFYHKCDNEC
MESIRNG

HA-413-524

GREFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSN
VKNLYDKVRLQLRDNAKELGNGCFEFYHKCDNECMESIRNGTYNYPQY]
SEEARLKREEISGVKL

HA-415-473

EFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVK

NLYDKVRLQLR




EFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVK

HA-415-474 || YDKVRLQLRD 38 !
EFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVK
HA-415476 [ o 28 39 59
A d25A7 gllsl:lKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKVRLQL . . . »
TOTAL 20 129 145 337
NA
SIWVIHSIQTGNQHQAESISNTNPLTEKAVASVTLAGNSSLCPIRGWAVH
NA-599-722 |SKDNNIRIGSKGDVFVIREPFISCSHLECRTFFLTQGALLNDKHSNGTVK 1 5 6
DRSPHRTLMSCPVGEAPSPYNSRF
QTGNQHQAESISNTNPLTEKAVASVTLAGNSSLCPIRGWAVHSKDNNIRI
GSKGDVFVIREPFISCSHLECRTFFLTQGALLNDKHSNGTVKDRSPHRT
NAGO7.655 | MSCPVGEAPSPYNSRFESVAWSASACHDGTSWLTIGISGPDNEAVAY 1
-607-855 || KYNGIITDTIKSWRNDILRTQESECACVNGSCFTVMTDGPSNGQASYK
IFKMEKGKVVKSVELDAPNYHYEECSCYPDAGEITCVCRDNWHGSNR
PWVSFN
NA-628-668 |VASVTLAGNSSLCPIRGWAVHSKDNNIRIGSKGDVFEVIREP i
\Aaa.735 |CWAVHSKDNNIRIGSKGDVFVIREPFISCSHLECRTFFLTQGALLNDKHS 1
-644-738 |\ GTVKDRSPHRTLMSCPVGEAPSPYNSRFESVAWSASACHDGTSW
IREPFISCSHLECRTFFLTQGALLNDKHSNGTVKDRSPHRTLMSCPVGE
NA-669-738 | ) b pYNSRFESVAWSASACHD 4 25 28
N At72772 ggll;lLECRTFFLTQGALLNDKHSNGTVKDRSPHRTLMSCPVGEAPSPYN 1
Ao74.724 | SCSHLECRTFFLTQGALLNDKHSNG TVKDRSPHRTLMSCPVGEAPSP .
-674-744 |\ N\ SRFESVAWSASACHDGTSWLT
KHSNGTVKDRSPHRTLMSCPVGEAPSPYNSRFESVAWSASACHDGTS
NA-695-765 |,y 1/G|SGPDNEAVAVLKYNGIIT 2 29 32
VKDRSPHRTLMSCPVGEAPSPYNSRFESVAWSASACHDGTSWLTIGIS
NAGo7-660 | GPDNEAVAVLKYNGIITDTIKSWRNDILRTQESECACYNGSCFTVMTDG 1
PSNGQASYKIFKMEKGKVVKSVELDAPNYHYEECSCYPDAGEITCVCR
DNWHGSNRPWVSFNQNLEY
SCPVGEAPSPYNSRFESVAWSASACHDGTSWLTIGISGPDNEAVAVLKY,
NA-708-849 |NGIITDTIKSWRNDILRTQESECACVNGSCFTVMTDGPSNGQASYKIFK 1
MEKGKVVKSVELDAPNYHYEECSCYPDAGEITCVCRDNWHGSNR
NA-710-728 |PVGEAPSPYNSRFESVAWS i
SPYNSRFESVAWSASACHDGTSWLTIGISGPDNEAVAVLKYNGITDTIK
NA-T16-767 [ 1
VAWSASACHDGTSWLTIGISGPDNEAVAVLKYNGIITDTIKSWRNDILRT
NA725.800 | QESECACVNGSCFTVMTDGPSNGQASYKIFKMEKGKVVKSVELDAPN 1
YHYEECSCYPDAGEITCVCRDNWHGSNRPWVSFNQNLEYQIGYICSG
VFGDNPRPNDGTGSCGPMSPNGAYGVKGFSF
A732.504 | PCTSWLTIGISGPDNEAVAVLKYNGITDTIKSWRNDILRTQESECACVN .

GSCFTVMTDGPSNGQASYKIF




NA-749-820

EAVAVLKYNGIITDTIKSWRNDILRTQESECACVNGSCFTVMTDGPSNG
QASYKIFKMEKGKVVKSVELDAP

NA-762-851

DTIKSWRNDILRTQESECACVNGSCFTVMTDGPSNGQASYKIFKMEKG
KVVKSVELDAPNYHYEECSCYPDAGEITCVCRDNWHGSNRPW

NA789-975

VMTDGPSNGQASYKIFKMEKGKVVKSVELDAPNYHYEECSCYPDAGEI
TCVCRDNWHGSNRPWVSFNQNLEYQIGYICSGVFGDNPRPNDGTGS
CGPMSPNGAYGVKGFSFKYGNGVWIGRTKSTNSRSGFEMIWDPNGW
TGTDSSFSVKQDIVAITDWSGYSGSFVQHPELTGLDCIRPCFWVELLI

NA-789-948

VMTDGPSNGQASYKIFKMEKGKVVKSVELDAPNYHYEECSCYPDAGEI
TCVCRDNWHGSNRPWVSFNQNLEYQIGYICSGVFGDNPRPNDGTGS
CGPMSPNGAYGVKGFSFKYGNGVWIGRTKSTNSRSGFEMIWDPNGW
TGTDSSFSVKQDIVAITDWS

NA-792-905

DGPSNGQASYKIFKMEKGKVVKSVELDAPNYHYEECSCYPDAGEITCV
CRDNWHGSNRPWVSFNQNLEYQIGYICSGVFVVKSVELDAPNYHGDN
PRPNDGTGSCGPMSPNGAYGVKGFSF

NA-792-939

DGPSNGQASYKIFKMEKGKVVKSVELDAPNYHYEECSCYPDAGEITCV
CRDNWHGSNRPWVSFNQNLEYQIGYICSGVFGDNPRPNDGTGSCGP

MSPNGAYGVKGFSFKYGNGVWIGRTKSTNSRSGFEMIWDPNGWTGT

DSSFSVKQ

NA-811-864

YEECSCYPDAGEITCVCRDNWHGSNRPWVSFNQNLEYQIG

21

NA-832-919

DAGEITCVCRDNWHGSNRPWVSFNQNLEYQIGYICSGVFGDNPRPND
GTGSCGPMSPNGAYGVKGFSFKYGNGVWIGRTKSTNSRSGF

NA-832-958

DAGEITCVCRDNWHGSNRPWVSFNQNLEYQIGYICSGVFGDNPRPND
GTGSCGPMSPNGAYGVKGFSFKYGNGVWIGRTKSTNSRSGFEMIWDP
NGWTGTDSSFSVKQDIVAITDWSGYSGSFVQHP

NA-850-899

PWVSFNQNLEYQIGYICSGVFGDNPRPNDGTGSCGPMSPNGAYGVKG
FSF

NA-865-930

ICSGVFGDNPRPNDGTGSCGPMSPNGAYGVKGFSFKYGNGVWIGRTK
STNSRSGFEMIWDPNGWTG

44

NA-886-939

MSPNGAYGVKGFSFKYGNGVWIGRTKSTNSRSGFEMIWDPNGWTGT
DSSFSVKQ

NA-920-929

EMIWDPNGWT

NA-920-955

EMIWDPNGWTGTDSSFSVKQDIVAITDWSGYSGSFV

NA-920-957

EMIWDPNGWTGTDSSFSVKQDIVAITDWSGYSGSFVQH

NA-920-956

EMIWDPNGWTGTDSSFSVKQDIVAITDWSGYSGSFVQ

NA-948-1004

SGYSGSFVQHPELTGLDCIRPCFWVELIRGRPKESTIWTSGSSISFCGV
NSDTVSWS

NA-978-1004

RPKESTIWTSGSSISFCGVNSDTVSWS

46

47

TOTAL

14

21

191

214




