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Adenovirus Hexon Protein

PanAdl MATPSMMPQOWSYMHISGQDASEYLSPGLVQFARATDSYFSLSNKFRNPTVAPTHDVTTDR
PanAd?2 MATPSMMPQWSYMHISGQDASEYLSPGLVQFARATDS YFSLSNKFRNPTVAPTHDVTTDR
PanAd3 MATPSMMPOWSYMHISGQDASEYLSPGLVQFARATDSYFSLSNKFRNPTVAPTHDVTTDR
ChAd55 MATPSMLPQWAYMHIAGQDASEYLSPGLVQFARATDTYFSLGNKFRNPTVAPTHDVTTDR
Chad73 MATPSMLPOWAYMHIAGODASEYLSPGLVQFARATDTYFSLGNKFRNPTVAPTHDVTTDR
ChAd83 MATPSMLPQWAYMHIAGQDASEYLSPGLVQFARATDTYFSLGNKFRNPTVAPTHDVTTDR
ChAdl146 MATPSMLPOWAYMHIAGQDASEYLSPGLVQFARATDTYFSLGNKFRNPTVAPTHDVTTDR
ChAdl47 MATPSMLPQWAYMHIAGQDASEYLSPGLVQFARATDTYFSLGNKFRNPTVAPTHDVTTDR

******:***:****:********************:****.******************

PanAdl SQRLTLRFIPVDREDTAYSYKARFTLAVGDNRVLDMASTYFDIRGVLDRGPTFKPYSGTA
PanAd2 SQRLTLRFIPVDREDTAYSYKARFTLAVGDNRVLDMASTYFDIRGVLDRGPTFKPYSGTA
PanAd3 SQRLTLRFIPVDREDTAYSYKARFTLAVGDNRVLDMASTYFDIRGVLDRGPTFKPYSGTA
ChAd55 SQRLTLRFVPVDREDNTYSYKVRYTLAVGDNRVLDMASTYFDIRGVLDRGPSFKPYSGTA
ChAd73 SQRLTLRFVPVDGEDNTYSYKVRYTLAVGDNRVLDMASTYFDIRGVLDRGPSFKPYSGTA
ChAdS83 SQRLTLRFVPVDREDNTYSYKVRYTLAVGDNRVLDMASTYFDIRGVLDRGPSFKPYSGTA
ChAdl146 SQRLTLRFVPVDREDNTYSYKVRYTLAVGDNRVLDMASTYFDIRGVLDRGPSFKPYSGTA
ChAdl147 SQRLTLRFVPVDREDNTYSYKVRYTLAVGDNRVLDMASTYFDIRGVLDRGPSFKPYSGTA
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e et e L R HVR 1-6 ----—-
PanAdl  YNSLAPKGAPNSCEWEQVEP--AEEAAENE-DEEEEEDVVDPQEQEPTTKTHVYAQAPLS
PanAd2  YNSLAPKGAPNPCEWDEAVT--AVDINLDELGEDEDDAEGEAEQQ---~KSHVFGQAPYS
PanAd3  YNSLAPKGAPNSCEWEQEETQTAEEAQDEEEDEAEAEEEMPOEEQAPVKKTHVYAQAPLS

Chad55 YNSLAPKGAPNTSQWITKDN-~===-——— e mm e GTDKTYSFGNAPVR
Chad73 YNALAPKGAPNTSQWITKDN-—~—~—— === m e e GTDKTYSFGNAPVR
ChAd83 YNSLAPKGAPNTSQWITKDN~~-—== == e e e et GTDKTYSFGNAPVR
ChAdl46 YNSLAPKGAPNTSQWITKDN-===m==—=mce e cmmeemmeo e GTDKTYSFGNAPVR
ChAdl47 YNSLAPKGAPNTSQWVTKDN==———=m===—mmmmcommmem oo GTDKTYSFGNAPVR
**:********__:* *:: :.:**
———————————————————— HVR 1-6 —=—~—— e e

PanAdl GEKITKDGLQIGTEATAAGGTKDLFADPTFQPEPQVGESQWNEAD--ATAAGGRVLKKTT
PanAd2 GONITKEGIQIGVDTTSQA-QTPLYADKTFQPEPQVGESQWNETE--INYGAGRVLKKTT
PanAd3 GEKITKDGLQIGTDATATE-QKPIYADPTFQPEPQIGESQWNEAD--ASVAGGRVLKKTT
ChAd55 GLDITEEGLQIGPDESGGE-SKKIFADKTYQPEPQLGDEEWHDTIGAEDKYGGRALKPAT
ChAd73 GLDITEEGLQIRTDESGGE-SKKIFADKTYQPEPQLGDEEWHDTIGAEDKYGGRALKPAT
ChAd83 GLDITEEGLQIGTDESGGE-SKKIFADKTYQPEPQLGDEEWHDT IGAEDKYGGRALKPAT
ChAdl46 GLDITEEGLQIGTDESGGK-SKKIFADKTYQPEPQLGDEEWHDTIGAEDKYGGRALKPAT
ChAdl47 GLDITEEGLQIGTDDSSTE-SKKI FADKTYQPEPQVGDEEWHDTIGAEDKYGGRALKPAT
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PanAdl PMKPCYGSYARPTNANGGQGVLKANAQGVLESQVEMQFFSTSTNATN-EQNNIQPKLVLY



PanAd2
PanAd3
ChAd55
ChAd73
ChAdS83
ChAd146
ChAdl147

PanAdl
PanAd?2
PanAd3
ChAdS55
Chad73
Chads3
ChAadl4é
Chadl47

PanAdl
PanAd2
. PanAd3
ChAdS55
Chad73
ChAdS83
ChAadlds
ChAd147

PanAdl
PanAd2
PanAd3
ChAdS55
ChaAd73
ChAdS83
ChAdl4e
ChAd147

PanAdl
PanAd2
PanAd3
ChAd55
ChAd73
ChAdS83
ChAdl46
ChAdl147

PanAdl
PanaAd2
PanAd3

2/17
LMKPCYGSYARPTNENGGQGILLEKEGGKPESQVEMQFFSTTQAAAAGNSDNLTPKVVLY
PMKPCYGSYARPTNANGGQGVLVEKDGGKMESQVDMQFFSTSENARN-EANNIQPKLVLY

NMKPCYGSFAKPTNAKGGQAKSRTKDDGTTEPDIDMAFFDDRSQQAS~——~— FSPELVLY
NMKPCYGSFAKPTNAKGGQAKSRTKDDGTTEPDIDMAFFDDRSQQAS~—-~~- FSPELVLY
NMKPCYGSFAKPTNAKGGQAKSRTKDDGTTEPDIDMAFFDDRSQQAS~———— FSPELVLY
NMKPCYGSFAKPTNAKGGQAKSRTKDDGTTEPDIDMAFFDDRSQQAS -~~~ FSPELVLY
NMKPCYGSFAKPTNAKGGQAKTRTKDDGTTEPDIDMAFFDDRSQQAS—~—-~ FSPELVLY
*******:*:*** :***. H »* *.:::* **. : *::***
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SEDVHMETPDTHISYKPTKSDDNSKVMLGQQOSMPNRPNYIAFRDNFIGLMYYNSTGNMGV
SEDVHLETPDTHISYMPTSNEANSRELLGQQAMPNRPNYTAFRDNFIGLMYYNSTGNMGV
SEDVHMETPDTHISYKPAKSDDNSKVMLGQOSMPNRPNYIGFRDNFIGLMYYNSTGNMGV
TENVDLDTPDTHIIYKPGTDETSSSFNLGQQSMPNRPNYIGFRDNFIGLMYYNSTGNMGV
TENVDLDTPDTHIIYKPGTDETSSSFNLGQQSMPNRPNYIGFRDNFIGLMYYNSTGNMGYV
TENVDLDTPDTHIIYKPGTDETSSSFNLGOQSMPNRPNYIGFRDNFIGLMYYNSTGNMGV
TENVDLDTPDTHIIYKPGTDETSSSFNXGOQSMPNRPNYIGFRDNFIGLMYYNSTGNMGV
TENVDLETPDTHIIYKPGTDETSSSFNLGQQSMPNRPNYIGFRDNFIGLMYYNSTGNMGV
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LAGQASQLNAVVDLQDRNTELSYQLLLDSMGDRTRYFSMWNQAVDSYDPDVRI IENHGTE
LAGOASQLNAVVDLODRNTELSYQLLLDSMGDRTRY FSMWNQAVDSYDPDVRI IENHGTE
LAGQASQLNAVVDLODRNTELSYQLLLDSMGDRTRYFSMWNQAVDSYDPDVRI IENHGTE
LAGQASQLNAVVDLODRNTELSYQLLLDSLGDRTRYFSMWNQAVDSYDPDVRI IENHGVE
LAGQASQLNAVVDLODRNTELSYQLLLDSLGDRTRYFSMWNQAVDSYDPDVRI IENHGVE
LAGQASQLNAVVDLODRNTELSYQLLLDSLGDRTRYFSMWNQAVDS YDPDVRI IENHGVE
LAGQASQLNAVVDLQDRNTELSYQLLLDSLGDRTRYFSMWNQAVDSYDPDVRI IENHGVE
LAGOASQLNAVVDLQDRNTELSYQLLLDSLGDRTRYFSMWNQAVDSYDPDVRI TENHGVE

Thhxhkdkhkkhrhhhkkrhhkkhrdkdkkk ok kh ki H ****************************. *

Cmmm - HVR 7 ==--m e 2>
DELPNYCFPLGGIGITDTYQAIKTNG-NGAGDQATTWOKDSQFADRNEIGVGNNFAMEIN
DELPNYCFPLGGIINTETLTKVKP-~——- KTGQODAQWEKDTEFSEKNEIRVGNNFAMEIN

DELPNYCFPLGGIGVTDTYQAIKTNG-NGNGGGNTTWTKDET FADRNEIGVGNNFAMEIN
DELPNYCFPLNGVGFTDTFQGIKVKTTNNGTANATEWESDTSVNNANE IAKGNPFAMEIN
DELENYCFPLNGVGFTDTFQGIKVKTTNNGTANATEWESDTSVNNANEIAKGNPFAMEIN
DELPNYCFPLNGVGFTDTFQGIKVKTTNNGTANATEWESDTSVNNANEIAKGNPFAMEIN
DELPNYCFPLNGVGFTDTFQGIKVKTTNNGTANATEWESDT SVNNANEIAKGNPFAMEIN
DELPNYCFPLNGVGFTDTFQGIKVKTTNNGTANATEWESDTSVNNANEIAKGNPFAMEIN
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LSANLWRNFLYSNVALYLPDKLKYNPSNVEISDNPNTYDYMNKRVVAPGLVDCYINLGAR
LNANLWRNFLYSNVALYLPDKLKYTPANVQISSNSNSYDYMNKRVVAPGLVDCY INLGAR
LSANLWRNFLYSNVALYLPDKLKYNPSNVEISDNPNTYDYMNKRVVAPGLVDCYINLGAR
IOANLWRNFLYANVALYLPDSYKYTPANITLPTNTNT YCYMNGRVVAPSLVDAYINIGAR
IQANLWRNFLYANVALYLPDSYKYTPANITLPTNTNTYDYMNGRVVAPSLVDAYINIGAR
IQANLWRNFLYANVALYLPDSYKYTPANITLPTNTNTYDYMNGRVVAPSLVDAYINIGAR
IQOANLWRNELYANVALYLPDSYKYTPANITLPTNTNTYDYMNGRVVAPSLVDAYINIGAR
IQANLWRNFLYANVALYLPDSYKYTPANVTLPTNTNTYEYMNGRVVAPSLVDSYINIGAR
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WSLDYMDNVNPENHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFAIKNLLLLPGSYTYEW

WSLDYMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFAIKNLLLLPGSYTYEW
WSLDYMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFAIKNLLLLPGSYTYEW



ChAd55
ChAd73
ChAdS83
ChAdl46
ChAd147

PanAdl
PanAd2
PanAd3
ChaAd55
ChAd73
ChAdS83
ChAdl4e6
ChAdl147

PanAdl
PanAd2
PanAd3
ChAdS55
ChAd73
ChAdS83
ChAdl4o
ChAd147

PanAdl
PanAd2
PanAd3
ChAd55
ChAd73
ChAdS83
ChAd146
ChAd147

PanAdl
PanAd2
Pan&d3
ChAdb55
ChaAd73
ChAdS83
ChAacl4s6
ChAdl147

PanAdl
PanAd?2
PanAd3
ChAd55
ChAd73
ChAdS83
ChAdl4se

3117

WSLDPMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFAIKSLLLLPGSYTYEW
WSLDPMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFAIKSLLLLPGSYTYEW
WSLDPMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFAIKSLLLLPGSYTYEW
WSLDPMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFHIQVPQKFFATKNLLLLPGSYTYEW
WSLDPMDNVNPFNHHRNAGLRYRSMLLGNXRFVPFHIQVPQKFFAIKSLLLLPGSYTYEW
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NFRKDVNMVLQSSLGNDLRVDGASIKFESICLYATFFPMAHNTASTLEAMLRNDTNDQSF
NFRKDVNMVLQSSLGNDLRVDGASIKFESICLYATFFPMAHNTASTLEAMLRNDTNDQSF
NFRKDVNMVLQSSLGNDLRVDGASIKFESICLYATFFPMAHNTASTLEAMLRNDTNDQSF
NFRKDVNMILQSSLGNDLRTDGASIAFTSINLYATFFPMAHNTASTLEAMLRNDTNDQSF
NFRKDVNMILQSSLGNDLRTDGASIAFTSINLYATFFPMAHNTASTLEAMLRNDTNDQSF
NERKDVNMILQSSLGNDLRTDGASIAFTSINLYATFFPMAHNTASTLEAMLRNDTNDQSF
NFRKDVNMILQSSLGNDLRTDGASIAFTSINLYATFFPMAHNTASTLEAMLRNDTNDQSF
NFRKDVNMILQSSLGNDLRTDGASISFTSINLYATFFPMAHNTASTLEAMLRNDTNDQSF

********:**********.***** d ok kkkdk ko ke de ok ok ok ok %k ok kK ok ok R R v ok K sk

NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWAFTRLKTKETPSLGSGFDPYYTYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWAFTRLKTKETPSLGSGFDPYYTYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWAFTRLKTKETPSLGSGFDRPYYTYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWSFTRLKTRETPSLGSGFDPYFVYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWSFTRLKTRETPSLGSGFDPYFVYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWSFTRLKTRETPSLGSGFDPYFVYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWSFTRLKTRETPSLGSGFDPYFVYSG
NDYLSAANMLYPIPANATNVPISIPSRNWAAFRGWSFTRLKTKETPSLGSGFDPYFVYSG

***********************************:******:************: .***

SIPYLDGTFYLNHTFKKVSVTFDSSVSWPGNDRLLTPNEFEIKRSVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSVTFDSSVSWPGNDRLLTPNEFEIKRSVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSVTFDSSVSWPGNDRLLTPNEFEIKRSVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSITFDSSVSWPGNDRLLTPNEFEIKRTVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSITFDSSVSWPGNDRLLTPNEFEIKRTVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSITFDSSVSWPGNDRLLTPNEFEIKRTVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSITFDSSVSWPGNDRLLTPNEFEIKRTVDGEGYNVAQCNMTK
SIPYLDGTFYLNHTFKKVSITFDSSVSWPGNDRLLTPNEFEIKRTVDGEGYNVAQCNMTK

*******************:************************:********\\-******

DWFLIQOMLANYNIGYQGFYIPESYKDRMYSFFRNFQPMSRQVVDETKYKDYQQVGI THOH

.DWFLIQMLANYNIGYQGFYIPESYKDRMYSFFRNFQPMSRQVVDETKYKDYQQVGIIHQH

DWFLIQMLANYNIGYQGFYIPESYKDRMYSFFRNFQPMSRQVVDETKYKDYQQVGIIHQH
DWFLVQMLAHYNIGYQGFYVPEGYKDRMYSFFRNFQPMSRQVVDEVNYKDYQAVTLAYQH
DWFLVQMLAHYNIGYQGFYVPEGYKDRMYSFFRNFQPMSRQVVDEVNYKDYQAVTLAYQH
DWFLVQMLAHYNIGYQGFYVPEGYKDRMYSFFRNFQPMSRQVVDEVNYKDYQAVTLAYQH
DWFLVQMLAHYNIGYQGFYVPEGYKDRMYSFFRNFQPMSRQVVDEVNYKDYQAVTLAYQH
DWFLVQMLAHYNIGYQGFYVPEGYKDRMYSFFRNFQPMSRQVVDEVNYKDYQAVTLAYQH
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NNSGFVGYLAPTMREGQAYPANFPYPLIGKTAVDS ITQKKFLCDRTLWRIPFSSNFMSMG
NNSGFVGYLAPTMREGQAYPANFPYPL IGKTAVDSVTQKKFLCDRTLWRI PFSSNFMSMG
NNSGFVGYLAPTMREGQAYPANFPYPLIGKTAVDSVTQKKFLCDRTLWRI PFSSNFMSMG
NNSGFVGYLAPTMRQGQPYPANYPYPLIGKSAVASVTQKKFLCDRVMWRIPFSSNFMSMG
NNSGFVGYLAPTMRQGQPYPANYPYPLIGKSAVASVTQKKFLCDRVMWRI PFSSNFMSMG
NNSGFVGYLAPTMRQGQPYPANYPYPLIGKSAVASVTQKKFLCDRVMWRIPFSSNFMSMG
NNSGEVGYLAPTMRQGQPYPANYPYPLIGKSAVASVTQKKFLCDRVMWRI PFSSNFMSMG



ChAd147

PanAdl
PanAd2
PanAd3
Chads5
Chad73
ChAd83
Chadl4e
ChAd147

PanAdl
PanAd2
PanAd3
ChAdS55
ChAd73
ChAd83
ChAdl46
ChAd147
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NNSGFVGYLAPTMRQGQPYPANYPYPLIGKSAVTSVTQKKFLCDRVMWRIPFSSNFMSMG

dok ko ko k ok kokokok ok o kok ****:*******.** h oo kdkddokdkdeded o %k ko ook ok %k ok v ko ok ok
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ALTDLGONLLYANSAHALDMTFEVDPMDEPTLLYVLFEVFDVVRVHQPHRGVIETVYLRT
ALTDLGQNLLYANSAHALDMTFEVDPMDEPTLLYVLFBVFDVVRVHQPHRGVIETVYLRT
ALTDLGQNLLYANSAHALDMTFEVDPMﬁEPTLLYVLFEVFDVVRVHQPHRGVIETVYLRT
ALTDLGQONMLYANSAHALDMNFEVDPMDESTLLYVVFEVFDVVRVHQPHRGVIEAVYLRT
ALTDLGQNMLYANSAHALDMNFEVDPMDESTLLYVVFEVFDVVRVHQPHRGVIKAVYLRT
ALTDLGONMLYANSAHALDMNFEVDPMDESTLLYVVFEVFDVVRVHQPHRGVIEAVYLRT
ALTDLGONMLYANSAHALDMNFEVDPMDESTLLYVVFEVFDVVRVHQPHRGVIEAVYLRT
ALTDLGQNMLYANSAHALDMNFEVDPMDESTLLYVVFEVEDVVRVHQPHRGVIEAVYLRT

********:*********** ********‘*****:*****************. o %k Y k% ok

PFSAGNATT
PFSAGNATT
PFSAGNATT
PFSAGNATT
PFSAGNATT
PFSAGNATT
PFSAGNATT
PFSAGNATT

% % 3k ok ok ok %k %k
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- Figure 2

-Adenovirus Fibe: Protein

CLUSTAL W (1.83) multiple seqguence alignment

PanAdl
PanAd?2
PanaAd3
ChAd55
ChAd73
ChadB83
ChAdl4e
Chadl47

PanAdl
PanAd2
PanAd3
ChAad55
ChAd73
ChAdB83
Chadl4oe
Chadi47

PanAdl
PanAd2
PanAd3
ChAd55
Chad73
ChAd83
ChAdl46
ChAd147

PanAdl
PanAd?2
PanAd3
Chad55
Chad73
ChAdS83
Chadl4e
Chadi147

Panadil
PanAd?2

~MKRAKTSDETENPVYPYDTENGPPSVPFLTPPFVSPDGFQESPPGVLSLRLSEPLVTSH
-MKRAKTSDETFNPVYPYDTBNGPPSVPFLTPPFVSPDGFQESPPGVLSLRLSEPLVTSH
-MKRAKTSDETFNPVYPYDTENGPPSVPFLTPPFVSPDGFQESPPGVLSLRLSEPLVTSH
MSKKRVRVDDDFDPVYPYDADN-APTVPFINPPFVSSDGFQEKPLGVLSLRLADPVTTKN
MSKKRVRVDDDFDPVYPYDADN-APTVPFINPPFVSSDGFQEKPLGVLSLRLADPVTTKN
MSKKRVRVDDDFDPVYPYDADN-APTVPFINPPFVSSDGFQEKPLGVLSLRLADPVTTKN
MSKKRVRVDDDFDPVYPYDADN—APTVPFINPPFVSSDGFQEKPLGVLSLRLADPVTTKN
MSKKRARVDDGFDPVYPYDADN-APTVPFINPPFVSSDGFQEKPLGVLSLRLADPVTTKN

*: *: *:******::* _*:**‘k:.*****.*****.* *******::*:.*.

GMLALKMGNGLSLDDAGNLTSQDVTTVTPPLKKTKTNLSLQTSAPLTVSSGSLTVAAAAP
GMLALKMGNGLSLDDAGNLTSQDVTTVTPPLKKTKTNLSLQTSAPLTVSSGSLTVAARAP
GMLALKMGNGLSLDDAGNLTSQDVTTVTPPLKKTKTNLSLQTSAPLTVSSGSLTVAAAAP
GEITLKLGEGVDLDDSGKLISKNAT == =—=~=mmm = m == e e
GEITLKLGEGVDLDDSGKLISKNAT — == ===~ mm e e
GEITLKLGEGVDLDSSGKLISNTAT === === === o= m e
GEITLKLGEGLDLDSSGKLISNTAT == —=== === === oo
GAVPLKLGEGVDLDDSGKLISKKST ~—======——s == m e e

* o Kkkaekokoe kk ekoek Kk *
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LAVAGTSLTMQSQAPLTVQDAKLGLATQGPLTVSEGKLTLQTSAPLTAADSSTLTVSATP
LAVAGTSLTMQSQAPLTVQDAKLGLATQGPLTVSEGKLTLQTSAPLTAADSSTLTVSATP
LAVAGTSLTMQSQAPLTVQDAKLGLATQGPLTVSEGKLTLQTSAPLTAADSSTLTVGTTP

PLSTSNGSLSIDMQAPIYTTNGKLALNIGAPLHVVD~-TLNALTVVTGQGLTINGRALQT
PLSTSNGSLSIDMQAPIYTTNGKLALNIGAPLHVVD-~TLNALTVVTGQGLTINGRALQT
PISVSSGSLGLDMEDPMYTHDGKLGIRIGGPLQVVD~--SLHTLTVVTGNGITVANNALQT
PLSISNSTISLNMDAPLYNNNGKLGIRIGAPLKVVD--LLNTLAVAYGSGLGLKNNALTV
PLSISNSTISLNMAAPFYNNNGTLSLNVSTPLAVFP~-TFNTLGISLGNGLOTSNKLLAV
PLSFSNNTISLNMDHPFYTKDGKLALQVSPPLNILRTSILNTLALGFGSGLGLRGSALAV
PLSEFSNNTISLNMDHPFYTKDGKLSLQVSPPLNILRTSILNTLALGFGSGLGLRGSALAV
PLSISNNTISLNMDTPFYTKDGKLTMQVTAPLKLANTAILNTLAMAYGNGLGLNNNALTV

* ok * . e . 0% LR ek k. 3 *k . e e ok * K. *
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RVTGALSYDTEGNIQLQAGGG----=~-= MRIDNNGQLILNVAYPFDAQNNLSLRLGQGP
RVTGALSYDTEGNIQLQAGGG----——-= MRIDNNGQLILNVAYPFDAQNNLSLRLGQGP



PanAd3
ChAd55
ChAgd73
ChAd83
ChAadl4e6
Chadi147

PanAdl
PanAd?2
PanAd3
ChAd55
Chad73
ChAdB3
- ChAdl46
ChAd147

PanAdl
PanAd?2
PanAd3
ChAad55
Chad73
ChAdS83
Chadl46
ChAd147

PanAdl
PanAd?2
PanAd3
Chad55
ChAd73
ChAdS83
ChAdl46
ChAd147

PanAdl
PanAd2
PanAd3
ChAd55
Chad73
ChaAd83
ChAdl46
ChaAdil147

PanAdl
PanAd2

KVAGALGYDSSGNLELRAAGG=~~~=——= MRINTGGQLILDVAYPFDAQNNLSLRLGQGP
QLVSPLTFDNKGNVKINLGNGPLTVAANRLSVTCKRGLYVTTTG-DALESNISWAKG~-1I
QLTHPLTFSS-NSITVKTD-~--=====s—==—=- KGLYINSSGNRGLEANISLKRG--L
QLVSPLTFDTDGNIKLTLD-~-==~=====—==== RGLHVTTG--DAIESNISWAKG~--L
QLVSPLTFDTDGNIKLTLD ---------------- RGLHVTTG--DAIESNISWAKG--L

‘QVTSPLTFDN- SKVKINLGNGPLMVSANKLSINCLRGLYVAPNN ~TGLETNISWANA--M

.« * . * . s Kok
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LIVNSAHNLDLNLNRGLYLFTSGNTKKLEVNIKTAKGLFYDGTAIAINAGDGLQFGSGSD
LIVNSAHNLDLNLNRGLYLFTSGNTKKLEVNIKTAKGLFYDGTAIAINAGDGLQFGSGSD
LYVNTNHNLDLNCNRGLTTTTSSNTTKLETKIDS——====m=—- === == mmm oo oo
RFEGNATAANIG--KGLEFGTTSSES===—=====——====cmmmm e mmcmmmmm
IFDGNAIATYLG-~SGLDYGSYDSDGKTRPIITK—===~=m === mm e mmmm e o
KFEDGAIATNIG--NGLEFGSSSTET —========——-=== == mmm e mmm e
KFEDGAIATNIG--NGLEFGSSSTET—========== === mmm - m e mmee oo
REEGNAMAVYIDTNKGLQFGTTSTET =~ == === === === === —s oo

¥ *

TNPLQTKLGLGLEYDSNKAI ITKLGTGLSEDNTGAILTVGNKNDDKLTLWTTPDPSPNCRI
TNPLQTKLGLGLEYDSNKAIITKLGTGLSFDNTGAITVGNKNDDKLTLWTTPDPSPNCRI
---------- GLDYNANGAIIAKLGTGLTFDNTGAITVGNTGDDKLTLWTTPDPSPNCRI
———————————— DVSNAYPIQVKLGTGLTFDSTGAIVAWNKEDDKLTLWTTADPSPNCHI
——————— IGAGLNFDSNNAMAVKLGTGLSFDSAGALTAGNKEDDKLTLWTTPDPSPNCQL
———————————— GVDDAYPIQVKLGSGLSFDSTGAIMAGNKEDDKLTLWTTPDPSPNCQI
———————————— GVDDAYPIQVKLGSGLSFDSTGAIMAGNKEDDKLTLWTTPDPSPNCQI
———————————— GVTNAYPIQVKLGAGLAFDSTGAIVAWNKENDSLTLWTTPDPSPNCKI
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NSEKDAKLTLVLTKCGSQViASVSVLSVKG—-SLAPISGTVTSAQIVLRFDENGVLLSNS
NSEKDAKLTLVLTKCGSQVLASVSVLSVKG——SLAPISGTVTSAQIVLRFDENGVLLSNS
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Figure 3

Adenovirus Penton Protein

CLUSTAL W (1.83) multiple sequence alignment
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Figure 4
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Figure 5A

AdS5 gag - ChAdS5 gag
¢ 2250
SFC/10
splenocytes - i
2000 -
" "
1750 -
1500 -
-
1250 - .
[ ] | ]
1000 -
750 -
=
= -
500 J -
250 - .
[ ]
0
Dose 108 108

Positive animals 10/10 10/10



13/17

Figure SB
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Figure 6
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Figure 7A
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Figure 7B
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Figure 8
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