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Construction of HVR1-modified adenovirus vector
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Construction of Fiber-modified adenovirus vector
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Construction of HVR1 and Fiber-modified adenovirus vector
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Construction of Fiber and pVil-modified adenovirus vector
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Construction of HVR1 and pVIi-modified adenovirus vector
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Construction of HVR1, Fiber and pVII-Modified adenovirus vector
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Codon-optimized Plasmodium yoelii circumsporozoite protein sequence SEQ IDNOS : 1 and 30

i
1
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MKKCTI1ILVVASLLLVD
GGTACCGCCACCATGAAGAAGTGCACCATCCTGGTGGTGGCCAGCCTGCTGCTGGTGGAC

SLLPGYGAGNKSVOAQRNLNE
AGCCTGCTGCCCGGCTACGGCCAGAACAAGAGCGTGCAGGCCCAGAGGAACCTGAACGAG

L CYNEENDNIKLYHVYLNSKNG
CTGTGCTACAACGAGGAGAACGACAACAAGCTGTAGCACGTGCTGAACAGCAAGAACGGC

K1 YNRNIVNRLLGDALNGEKTP
AAGATCTACAACAGGAACATCGTGAACAGGCTGCTGGGCGACGCCCTGAACGGCAAGCCC

EEKKDDPPIKDDNIKDDLPKETE
GAGGAGAAGAAGGACGACCCCCCCAAGGACGAGAACAAGGACGACCTGCCCAAGGAGGAG

K KDbDLPKEEIKEKDDPPEKTDTPEKHK
AAGAAGGACGACCTGCCCAAGGAGGAGAAGAAGGACGACCCCCCCAAGGACCCCAAGAAG

DDPPKEAOQNKLNOGQPYVYVADEHN
GACGACCCCCCCAAGGAGGCCCAGAACAAGCTGAACCAGCCCGTAGTGGCAGATGAAAAT

VDQGPGAPOGGPGAPQGPGATP
GTAGATCAAGGGCCAGGAGCACCACAAGGGCCAGGAGCACCACAAGGGCCAGGAGCAGCA

Q GPGAPOQOGPGAPQGPGAPAQ QG
CAGGGGCCAGGAGCACCACAGGGGCCAGGAGCACCACAAGGGCCAGGAGCACCACAAGGA

PGAPOQGPGAPOQGPGAPOQGPG
CCAGGAGCACCACAAGGGCCAGGAGCACCAGAAGGGCCAGGAGCACCACAAGGGCCAGGA

APQGPGAPQGPGAPOQG®PGATP
GCACCGCAGGGGCCAGGAGCACCACAAGGGCCAGGAGCACCACAAGGACCAGGAGCACCA

0 GPGAPQGPGAPQGPGAPOQG
CAGGGTCCAGGAGCACCACAAGGACCAGGAGCACCACAAGGACCAGGAGCAGCACAAGGT

P GAPQGPGAPOGGPGAPOGETPTFP
CCAGGAGCACCACAGGGGCCAGGAGCACCACAAGGGCCAGGAGCACCAGAAGAACCACCC

6o agPPQOGPPGQOEPPQOQPPOQQPP
CAACAACCCCCACAACAGCCACCACAACAGCCACCACAACAGCCACCACAACAGCCACCA

G QP NNNNNNNGNNNEDSYVEP
CAAGAACCAAACAACAACAACAACAACAACGGCAACAACAACGAGGACAGCTACGTGCCC

SAEQ I LEFVKQI SSOLTETEHW
AGCGCCGAGCAGATCCTGGAGTTCGTGAAGCAGATCAGCAGCCAGCTGACCGAGGAGTGG

S CSVTICGSGEYRVRKRIKNVN
AGCCAGTGCAGCGTGACCTGCGGCAGCGGCGTGAGGGTGAGGAAGAGGAAGAACGTGAAC

KQPENLTLEDIDTETICKMNDEK
AAGGAGCCCGAGAACCTGACCCTGGAGGACATCGAGACCGAGATCTGCAAGATGGACAAG

c SS1TFNITVSNSLG
TGCAGCAGCATCTTCAACATCGTGAGCAACAGCCTGGGCTAAAGCTT
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Codon-optimized Plasmodium falciparum circumsporozoite protein sequence SEQ IDNOS : 2 and 43

1 M MRKLAITLSVSSFLFYV
1 GGTACCGCCACCATGATGCGCAAGCTCGCCATACTGTCTGTTAGTAGCTTTCTCTTTGTA

17 EALFQGEYQ@CYGSSSNTRVLN
61 GAGGCCCTGTTTCAGGAATACCAGTGCTATGGCAGCAGCAGGAACACTCGTGTGCTGAAC

37 ELNYDNAGTNLYNELEMNNYY
121 GAACTTAACTATGATAATGCAGGAACAAATTTATATAACGAACTGGAGATGAATTACTAT

57 G K Q ENWYSLKEKNSRSLGENTD
181 GGTAAGCAGGAAAATTGGTACTCTCTGAAAAAGAACTCTAGATCTCTGGGCGAGAACGAC

77 D G NNEDNEKLRIEKPKHEKIKTLKD?®
241 GACGGCAATAATGAAGACAATGAAAAGCTGAGGAAGCCAAAGCACAAAAAACTAAAGCAG

97 P ADGNPDPNANPNYVYDPNANTP
301 CCCGCAGAGGGCAATCGAGACCCCAATGCTAACCCAAACGTGGACCCCAATGGTAATCCA

117 N VDPNANPNVDPNANPNANTP
361 AACGTGGATCCTAACGCTAACCCGAATGTGGACCCTAACGCCAATCCAAATGCGAATCCC

137 N ANPNANPNANPNANPNANEP
421 AACGCTAATCCTAAGGCAAACCCGAATGCTAACCCTAAGGCAAAGCCCAACGGTAAGCCC

157 N ANPNANPNANPNANPNANTEP
481 AACGCGAACCCCAATGCCAACCCCAACGCCAACCCGAACGCCAATCCAAACGCTAACCCT

177 N ANPNANPNANPNANPNANTP
541 AATGCCAATCCTAATGCCAATCCGAACGCCAATCCAAATGCCAATCCAAATGCTAATCCC

97 NVDPNANPNANPNANPNANTEP
601 AACGTGGACCCCAAGGCGAACCCTAATGCCAACCCCAACGCTAATGCAAATGCGAACCCT

27 NANPNANPNANPNANPNANEP
661  AACGCCAACCCGAATGCTAATCCCAATGOCAACCCCAATGCTAATCCCAATGCGAACCCT

237, NANPNANPNANPNANPNANTP
721  AATGCCAATCCCAACGCCAACGCCAACGCAAACCCTAATGCTAACCCGAACGCCAATCCG

257 N ANPNANPNANPNANPNEKNN
781  AACGCAAATCGTAATGCTAATCCTAACGCTAACCGCAACGCCAATGCAAATAAGAAGAAT

277 0 G N G @ G HNMPNDPNRNVDEN
841 CAAGGCAACGGGCAGGGGCAGAATATGCCAAATGACCCTAACCGGAATGTCGACGAGAAT

297 AN ANSAVKNNNNETETPSDKH.I
901 GCAAATGCCAATAGCGCCGTGAAAAATAATAATAACGAGGAGCCAAGTGACAAACACATT

317 K EYLNKIQGNSLSTEWSPGSYV
961 AAGGAATATTTGAACAAGATTCAAAACTCCCTCTCAACAGAATGGTCTCCTTGCAGCGTG

337 TCGNGI!I QVRIKPGSANKTPKD
1021 ACTTGTGGAAATGGCATCCAGGTTCGTATTAAACCAGGTAGTGCCAACAAGCCCAAGGAT

3%7 ELDYANDIEKKTIHICKMEZEKTE C -
1081 GAACTAGACTATGCGAATGATATAGAGAAAAAAATCTGTAAGATGGAGAAATGCTAGCTT

1141 CTAGA

Fig. 10
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Hexon sequence of (QGPGAP),;-HVR1 adenovirus SEQ IDNOS
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MATPSMHMMPAOWSYMHI SGQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVQFARATETYTFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCGACCGAGACGTACTTCAGC

LNNKFRNPTVAPTHDVITDR
CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

SQRLTLRFI PVDREDTAYSY
TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

KARFTLAVGDNRVLDMASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFKPYSGTA

 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

YNALAPKGAPNPTCEWDTELQ QGT?P
TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGCCCT

G AP Q GPGAPGQGGPGAPIKTHYVEF
GGAGCTCCACAGGGACCAGGTGCACCTCAAGGGCCTGGAGCCCCT AAAACTCACGTATTT

GO APYSGINITKEGI!IQIGVE
GGGCAGGCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAA

G QTPKYADKTFOQPEPOQI GES
GGTCAAACACCTAAATATGCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCT

6 WY ETEINHAAGRVLKKTTP®P
CAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTAGGCCA

M KPCYGSYAKPTNENG GG QG
ATGAAACCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATT

L VKOGONGKLE S e VEMOEFFST
CTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAAGT

TEAAAGNGDNLTPKVVLYSE
ACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAA

bvoDlETPDTHISYMWMWPT I KES®G
GATGTAGATATAGAAACCCCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGT

NSRELMGQQSMPNRPNYIATF

AACTCACGAGAACTAATGGGCCAACAATCTATGCCCAACAGGCCTAATTACATTGCTTTT

RDNF I GLMYYNSTGNMGY LA
AGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATGGRTGTTCTGGCG

G QO ASOQLNAVVYDLODRNTETLS
GGCCAAGCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGACAGAAAGACAGAGCTTTCA

YeLLLDSIPGDRTRYFSMWNDI G
TACCAGCTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAG

AVDSYDPDVRIIENHGTETDE
GCTGTTGACAGCTATGATCCAGATGTTAGAATTATTGAAAATCATGGAACTGAAGATGAA

11 /101
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Fig. 11
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LPNYCFPLGGV INTETLTEKYV
CTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCTTACCAAGGTA

KPKTGQENGWEIKDATETFSDK
AAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAA

NEIRVGNNFAMETINLNANLW
AATGAAATAAGAGTTGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGG

RNFLYSNITALYLPDIKLIKYSFP
AGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCT

SNVKI SDNPNTYDYMNEKRVY
TCCAACGTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTG

A‘ PGLVDGCY I NLGARWSLDYHM
GCTCCCGGGCTAGTGGACTGCTACATTAACCTTGGAGCACGCTGGTCCCTTGACTATATG

DNVNPFNHHRNAGLRYRSMNL
GACAACGTCAACCCATTTAAGCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTG

LGNGRYVPFHIQVPQKTFTFAI
CTGGGCAATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTTGCCATT

KNLLLLPGSYTYEWNTFREKTDYV
AAAAACCTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGGAACTTCAGGAAGGATGTT

NMVLOSSLGNDLRVDGASIK
AACATGGTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTTGACGGAGCCAGCATTAAG

FDSICLYATFFPMAHNTAST
TTTGATAGCATTTGCCTTTACGCCACCTTCTTCCCCATGGCGCACAACACCGCCTCCACG

LEAMLRNDTITINDOGSFNDYLSA
CTTGAGGCCATGCTTAGAAACGACACCAACGACCAGTCCTTTAACGACTATCTCTCCGCC

ANMLYPIPANATNVPISIPS
GOCAACATGCTCTACCCTATACCCGCCAACGCTACCAACGTGCCCATATCCATCCCCTCC

RNWAAFRGWAFTRLIKTIKET?®P
CGCAACTGGGCGGCTTTCCGCGGCTGGGCCTTCACGCGCCTTAAGACTAAGGAAAGCCCA

SLGSGYDPYYTYSGSI|IPYLD
TCACTGGGCTCGGGCTACGACCCTTATTACACCTACTCTGGCTCTATACCCTACCTAGAT

G TFYLNHTFKKVYAITFDSS SV
GGAACGTTTTACCTCAACCACACCTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTC

SWPGNDRLLTPNEFETI KRSV
AGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTTGAAATTAAGCGCTCAGTT

DGEGYNVYVAOQCNMTEKDWFLVAQ
GACGGGGAGGGTTACAACGT TGCCCAGT GTAACATGACCAAAGACTGGTTCCTGGTACAA

MLANYNIGYQGFY 1 PESYKTD
ATGCTAGCTAACTATAACATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGAC

RMYSFFRNFOQPMSRQV VD D T
CGCATGTAGTCCTTCTTTAGAAAGTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACT
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K YKDYOOQVGILHOHSNNSSGTE FY
AAATACAAGGACTACCAAGAGGTGGGCATCCTACACCAACAGAACAACTCTGGATTTGTT

GYLAPTMREGQAYPANFPYP
GGCTACCTTGCCCCCAGCATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCG

L1 GKT A VDSITQKKFLECDRT
CTTATAGGCAAGACCGCAGTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACC

LWRIPFSSNFMSMHMGALTDLSG
CTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGCGCACTCACAGACCTGGGC

G NLLYANSAHALDMTFEVDTP
CAAAACCTTCTCTACGCCAACTCCGCCCACGCGCTAGAGATGACTTTTGAGGTGGATCCC

M DEPTLLYVLFEVFDVVRYVH
ATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCAC

Q PHRGVIETVYLRTPFSAGN
CAGCCGCACCGCGGCGTCATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCCGGCAAG

AT T -
GCCACAACATAA

13 /101



Hexon sequence of (QGPGAP),-HVR1 adenovirus SEQ IDNOS
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TPSMHMPOQOWSYMHI SGOQDA
TGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVYVOFARATETYTFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

LNNKFRNPTVAPTHDVTITTDR
CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

SQRLTLRFI PVDREDTAYSY
TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

KARFTLAVGDNRVYLDMWASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAG

FDIRGVLDRGPTFIKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

YNALAPKSGAPNPTGCEWDELQGTEP
TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGACCA

G AP QGPGAPOGGPGAPO QGEPGA
GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCGCAAGGTCCTEGTGCT

PKTHVFGOCAPYSGINITIKTEHSE
CCTAAAACTCACGTATTTGGGCAGGCGCCTTATTCTGGTATAAATATTACAAAGGAGGGT

1 Q1 GVEGOTPKYADIKTTF®GQPE
ATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGATAAAACATTTCAACCTGAA

PQ ! GESOWYETETINHAAGRYV
CCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTC

LKKTTPMWKPCYGSYAKPTWNE
CTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAACCCAGAAATGAA

NGGOGI LY KOQQNGKLESTQVE
AATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAA

MQFFSTTEA .A AAGNGDNLTPK
ATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAA

VViLYSEDVDIETPDTHISYHM
GTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGACACTCATATTTCTTACATG

PTIKEGNSRELMGQOQOQSMPNR
CCCACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATCTATGCCCAACAGG

PNY I AFRDNFI GLMYYNSTS®G
CCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGT

NMGVLAGOASQLNAVVDLAQQD
AATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGAC

RNTELSYOQOLLLDSIGDRTRY
AGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATTGGTGATAGAACCAGGTAC

FSMWNOQLPNYCFPLGGYV I NT
TTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACA
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Fig. 12
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ETLTKVKPKTGOGENGWETZKT DA
GAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCT

TEFSDKNEIRVGNNFAMETN
ACAGAATTTTCAGATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAAATCAAT

LNANLWRNFLYSNTIALYLPD
CTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGAC

KLKYSPSNVKISDNPNTYDY
AAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAAGACCTACGACTAC

MNKRVYVAPGLVYDCY I NLGAR
ATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAACCTTGGAGCACGC

WSLDYMDNVNPFNHHRNAGL
TGGTCCCTTGACTATATGGAGAACGTCAACCCATTTAAGCACCACCGCAATGCTGGCCTG

RYRSMLLGNGRYUVPFHIQVP
CGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGGCCTTCCACATCCAGATGCCT

G KFFAILKNLLLLPGSYTYEHW
CAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATAGACCTACGAGTGG

NFRKDVNMYLAGSSLGNDLRY
AACTTCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTT

DGASILKFDSIGCLYATFFPMNA
GACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTCTTCOOCATRGCC

HNTASTLEAMLRNDTNDO OGSTF
CACAACACCGCCTCCACGCTTGAGGCCATGCTTAGAAACGACACCAACGACCAGTCCTTT

NDYLSAANMLYPILPANATNY
AACGACTATCTCTCCGCCGGCAAGATGCTCTACCCTATACCCGCCAACGCTACCAACGTG

PI1SIPSRNWAAFRGWAFTRL
CCCATATCCATCCCCTCCOGCAACTGRGCRGCTTTCORCOGCTARGCCTTCACRCGCCTT

KTKETPSLGSGYDPYYTYSSG
AAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTACACCTACTCTGGC

SITPYLDGTFYLNHTFEKEKYA/I
TCTATACCCTACCTAGATGGAACCTTTTACCTCAACCACACCTTTAAGAAGGTGGCCATT

TFDSSVSWPGEGNDRLLTPNEHTF
ACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTT

E1T KRSVDGEGYNVYVAQGCNMTEK
GAAATTAAGCGCTCAGTTGACGGGGAGGGT TACAACGT TGCCCAGTGTAACATGACCAAA

bWFLVYOMLANYNIGYQGFY.I
GACTGGTTCCTGGTACAAATGCTAGCTAACTATAACATTGGCTACCAGGGCTTCTATATC

PESYKDRMYSFFRNFOQPMSR
CCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGT

QVVDDTKYKDYOQOQVGI!I LHGH
CAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATCCTACACCAACAG

NNSGFVGEGYLAPTMRESGOQAYTP
AACAACTCTGGATTTGTTGGCTACCT TGCCCCCACCATGCGCGAAGGACAGGCCTACCCT
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Fig. 12
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ANFPYPLIGKTAVDSITAGGKEK
GCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCAGT TGACAGCATTACCCAGAAAAAG

FLECDRTLWRIPFSSNFMSMG
TTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGC

ALTDLGAONLLYANSAHALTDM
GCACTCACAGACCTGGGCCAAAACCTTCTCTACGCCAACTCCGCCCACGCGCTAGACATG

TFEVDPMDEPTLLYVLFELVEF
ACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTT

DVVRVHQPHRGV I ETVYLRT
GACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTGTACCTGCGCAGG

PFSAGNATT -
CCCTTCTCGGCCGGCAACGCCACAACATAA
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Fig. 13

MATPSMMPOWSYMHIDI SGOQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVAQFARATETYFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

LNNKFRNPTVAPTHDYVITTDR
CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

SOQRLTLRFI1IPVDREDTAYSY
TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGAGCGTGAGGATACTGCGTAGTCGTAC

K ARFTLAVGDNRVLDMASTEY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAG

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCAGTGCC

YNALAPKGAPNPCGCEWDTEQQGEP

TAGCAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGACCA

G APQGGPGAPOQGPGAPQGP G A

GGAGCAGCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCGCAAGGTCCTGGTGCT.

P &GP GAPKTHVFGQAPYSGI
CCTCAGGGACCAGGAGCACCAAAAACTCACGTATTTGGGCAGGCGCCTTATTCTGGTATA

NI TKEGIGLIGVEGQTPKTYAD
AATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGAT

K TFOePEPOQ! GESOQWYETETIN
AAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAAT

HAAGRVLKKTTPMKPGCYGSY
CATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATAT

AKPTNENGGOGG! LY KOQQNSG GHK
GCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAG

LESQVEMOGFFSTTEAAAMGNG®G
CTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGT

D NLTPKVVLYSEDVDIETPD
GATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGAC

THI SYMWPTI KEGNSRELMEGDO
ACTCATATTTCTTACATGCCGACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAA

0 SMPNRPNYLTAFRDNFTILIGLHM
CAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATG

YYNSTGNMGVLAGQOASOGLNA
TATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCT

VVDL@DRNTELSYQLLLDSI
GTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATT

GDRTRYFSMWNOQLPNYZ CFPL
GGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTG
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GGV INTETLTKVYKPKTGaEN
GGAGGTGTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAAT

GWEKDATEFSDKNETILRVYGNN
GGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGAAATAAT

FAMEINLNANLWRNFLYSNII
TTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATA

ALYLPDKLKYSPSNVKISDN
GCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAAC

PNTYDYMNKRVVAPGLVDC CY
CCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGAGTGCTAC

I NLGARWSLDYMNMDNVNPFNH
ATTAACCTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCAC

HRNAGLRYRSMLLGNGRYVP
CACCGCAATGETGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCC

FHIQVPOKFFAIKNLLLLPGEG
TTCCACATCCAGGTGCCTCAGAAGT TCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGEC

SYTYEWNFRKDVNMNVLQSSL
TCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTA

GNDLRVDGASIKFDSICLYA
GGAAATGACCTAAGGGTTGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCC

TFFPMAHNTASTLEAMLRND
ACCTTCTTCCCCATGGCCCACAACACCGCCTCCACGCT TGAGGCCATGCT TAGAAACGAG

TNDQGSFNDYLSAANMLYZPIP
ACCAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCCAACATGCTCTACCCTATACCC

ANATNVYVPLILSITPSRNWAA FR G
GCCAACGCTACCAACGTGCCCATATCCATCCCCTCCCGCAACTGGGCGGCT TTCCGCGGC

WAFTRLKTKETPSLGSGGYDP
TGGGCCTTCACGCGCCTTAAGAGTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCT

YYTYSGSIPYLDGTFYLNHT
TATTACACCTAGTCTGGCTCTATACCCTACCTAGATGGAACCT TTTACCTCAACCACACG

FKKVYAILTFDSSVSWPGNIDR L
TTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTG

LTPNEFEIKRSVDGEGYNVYVA
CTTACCCCGAACGAGT TTGAAATTAAGCGCTCAGTTGACGGGGAGGGT TACAACGTTGCC

G CNMTKDWFLVYOMLANYNISG
CAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAAGTATAACATTGGC

YO GFYITPESYKDRMYSFFRN
TACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAAG

FOPMSROQOQVVYVDDTKYKDYQAQV
TTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTG

6 I LHQHNNSGFVGYLAPTMR
GGCATCCTACACCAACAGAACAACTCTGGATTTGTTGGCTACCTTGCCCCCACCATGCGC
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Fig. 13

EGQAYPANFPYPLIGKTAVD
GAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGGAAGACCGCAGTTGAGC

SIT TOKKFLCDRTLWRIPFSS
AGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGT

NF MNMSMGALTDLGONLTLYANS
AACTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCTTCTCTACGCCAACTCC

AHALDMTFEVYDPMDEPTLLY
GCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTAT

VLFEVFDVYVRYHQPHRGYIE
GTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAA

TVYLRTPFSAGNATT -
ACCGTGTACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Fig. 14

M ATPSMMPOWSYMHI SGQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLYOQFARATETYTFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

LNNKFRNPTVAPTHDVTITTDR
CTGAATAACAAGTTTAGAAACCCCACGBTGGCGCCTACGCACGAGGTGACCACAGACCGG

SQRLTLRFI PVDREDTAYSY
TCCCAGCGT TTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

K ARFTLAVGDNRVLDMASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGT GTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCG

YNALAPKGAPNPG GCEWDTELQ QGEFP
TACAACGCGCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGACCA

GAPQGPGAPQGPGAPAQGPGA

GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCGCAAGGTCCTGGTGCT

P OGP GAPOQOGPGAPKTHYVFS®GHA®
CCTCAGGGACCAGGAGCACCACAGGGACCAGGAGCACCAAAAACTCACGTATTTGGGCAG

APYSGINITKEGI QI GVETG GO
GCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAA

TPKYADKTFOQPEPOQIGESOQW
ACACCTAAATATGCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGG

YETEI NHAAGRVLKKTTPMNK
TACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAA

PCYGSYAKPTNENGG GGTI LV
GCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTA

K Q0 NGKLESOQVEMOQFFSTTE
AAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAG

AAAGNGDNLTPKYVLYSETDY
GCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTA

DI ETPDTHI SYMWPT I KEGNS
GATATAGAAAGCCCAGACACTCATATTFCTTACATGCCCAGTATTAAGGAAGGTAACTCA

RELMGOQOSMPNRPNYTLAFRTD
CGAGAACTAATGGGCCAACAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGAC

NF I GLMYYNSTGNMGYV L AGDQ
AATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAA

ASQLNAVVDLODRNTELSTYH?
GCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAG

LLLDS!IGDRTRYFSMHWWNOGLTFP
CTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCA
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NYCFPLGGV INTETLTIKVYVKTEP
AATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCTTACCAAGGTAAAACCT

K TGOENGWEU KDATETFSDKNE
AAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAA

i RVGNNFAMETINLNANLWRN
ATAAGAGTTGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAAT

FLYSNITALYLPDEKLEKYSPSN
TTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAAC

VKI SDNPNTYDYMNKRVYVATP
GTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCC

GLVYDOGCY ! NLGARWSLDYMDN
GGGCTAGTGGACTGCTACATTAACCTTGGAGCACGCTGGTCCCTTGACTATATGGACAAC

VNPFNHHRNAGLRYRSMLLAG
GTCAACCCATTTAACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGC

NGRYVPFHIQVPQAQKFFATIKN
AATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAAC

Lt LLPGSYTYEWNTFREKDVNM
CTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGGAACTTCAGGAAGGATGTTAACATG

VLOSSLGNDLRY b GAS I KFD
GTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTTGACGGAGCCAGCATTAAGTTTGAT

SIFTCLYATFFPMWNWAHNTASTLE
AGCATTTGCCTTTACGCCACCTTCTTCCCCATGGCCCACAACACCGCCTCCACGCTTGAG

AMLRNDTNDGSFNDYLSAAN
GCCATGCTTAGAAACGACACGAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCCAAC

mLyYyePIlPANATNVPISIPSRN
ATGCTCTACCCTATACCCGCCAACGCTACCAACGTGCCCATATCCATCCCCTCCCGCAAC

WAAFRGWAFTRLKTKETPSIL

.TGGGCGGCTTTCCGCGGCTGGGCCTTCACGCGCCTTAAGACTAAGGAAACCCCATCACTG

6 SGYDPYYTYSGS I PYLDGT
GGCTCGGGCTACGACCCTTATTACACCTACTCTGGCTCTATACCCTACCTAGATGGAACC

FYLNHTFK K VAI TFDSSVSW
TTTTACCTCAACCACACCTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGG

PGNDRLLTPNETFEIKRSVDSGSE
CCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTTGAAATTAAGCGCTCAGT TGACGGG

EGYNVAQCNMTEKDWFLVYVOMNL
GAGGGTTACAACGTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTA

ANYNITGYQGFY I PESYZKDRM
GCTAAGTATAACATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATG

YSFFRNFQGPMSRQVVDDTIKY
TAGTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATAC

KDYOQOOVG!ILHOGHNNSGEFVGY
AAGGACTACCAACAGGTGGGCATGCTACACCAACAGAACAACTCTGGATTTGTTGGCTAC
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LAPTMREGOAYPANFPYPL
CTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATA

GKTAVDS! TOKKFLCDRTLW
GGCAAGACCGCAGTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGG

RIPFSSNFMSMGEGALTDLGA QN
CGCATCCCATTGTCCAGTAACT TTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAAC

LLYANSAHALDMWTFEVDPMWD
CTTCTCTACGCCAACTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGAC

EPTLLYVLFEVYFDVVRVHEOQP
GAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCG

HRGVY I ETVYLRTPFSAGNAT
CACCGCGGCGTCATCGAAACCGTGTACCTGCGCACGCCCT TCTCGGCCGGCAACGCCACA

T —
ACATAA
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Fig. 15

M ATPSMMPOWSYMHI SGOQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVYVOQFARATETYTFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

LNNKFRNPTVAPTHDVYTTDR
CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGAGCGG

SQRLTLRFLEPVDREDTAYSY
TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

K ARFTLAVGDNRVLDMNASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFIKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTAGTTTTAAGCCCTACTCTGGCAGTGCC

Y NALAPKGAPNPG GEWDE Q6P
TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCT TGCGAATGGGATGAACAGGGAGCA

G AP QGPGAPGQGPGAP®QG?PGA
GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCA

P Q GP GAPOQGPGAPGQGPGAPK
CCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCGCAAGGTCCTGGTGCTOCT AAA

THYFGQAPYSGINITKESGTIHQ
ACTCACGTATTTGGGCAGGCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAA

Il GVEGOTPKYADKTTFOQPEPAQ
ATAGGTGTCGAAGGTCAAAGACCTAAATATGCCGATAAAACATTTCAACCTGAACCTCAA

| G ESQWYETEINHAAGRVLEK
ATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAA

K TTPMKPCYGSYAKPTNENSE
AAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGA

GO0 GILVKQOQONSGKLESQOQVEMDQ
GGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAA

FFSTTEAMAAGNGDNLTPKVY
TTTTTCTCAAGTACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTA

L YSEDVDIETPDTHISYMWPT
TTGTACAGTGAAGATGTAGATATAGAAACCCCAGACACTCATATTTGTTAGATGCCCACT

| K EGNSRELMGOQOQOSMPNRPN
ATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATGTATGCCCAACAGGCCTAAT

Y1 AFRDNFI GLMYYNSTS®GNM
TACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATG

G VIAGOQASOGLNAVVDLAGDRN
GGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGT TGTAGATTTGCAAGACAGAAAG

TELSYQLLLDSI1IGDRTRYTFS
ACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTICT
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MWNQLPNYCFPLGGYVY INTET
ATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACT

L TKVKPKTGQENSGWETE KDATE
CTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAA

FSDKNEIRVGEGNNFAMEINLN
TTTTCAGATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAAATCAATCTAAAT

ANLWRNFLYSNIALYLPDK KL
GCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCTA

KYSPSNVKISDNPNTYDYMN
AAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAAC

KRVVAPGLVDCY I NLGARWS
AAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAACCT TGGAGCACGCTGGTCC

LDYMDNVNPFNHHRNAGLR RY
CTTGACTATATGGACAACGTCAACCCATTTAAGCACCACCGCAATGCTGGCCTGCGCTAC

RSMLLGNGRYVPFHIQVPOK
CGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCGT TCCACATCCAGGTGCCTCAGAAG

FFAPLKNLLLLPGSYTYEWNTF
TTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGGAAGTTC

RKDVNMVLGSSLGEGNDLRVDSE
AGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTTGACGGA

ASIKFDSI!ICLYATFFPMAHN
GCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCT TCTTCCCGATGGCCCAGAAC

TASTLEAMLRNDTNDAGQSTFND
ACCGCCTCCACGCTTGAGGCCATGCTTAGAAACGACACCAACGACGAGTCCTTTAACGAC

YLSAANMLYPIPANATNYVPI
TATCTCTCCGCCGCCAAGATGCTCTAGCCTATACCCGCCAACGCTACCAACGTGCCCATA

S 1 PSRNWAAFRGWAFTRLEKT

TCCATCCCCTCCCGCAACTGGGCGGCTTTCCGCGGCTGGGCCTTCACGCGCCTTAAGACT

KETPSLGSGYDPYYTYSAGS I
AAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTAGACCTACTCTGGCTCTATA

PYLDGTFYLNHTFEKIKVYAITTF
CCCTACCTAGATGGAACCTTTTACGTCAACGAGACCTTTAAGAAGGTGGCCATTACCTTT

DSSVSWPGNDRLLTPNETFE.
GACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTTGAAATT

KRSVYVDGEGYNVYVYAQCNMTKTDW
AAGCGCTCAGTTGACGGGGAGGGT TACAACGT TGCCCAGTGTAACATGACCAAAGACTGG

FLVEMLANYNIGYOQGFY I PE
TTCCTGGTACAAATGCTAGCTAACTATAACATTGGCTACCAGGGCTTCTATATCCCAGAG

SYKDRMYSFFRNFOQPMSRAOQOV
AGCTACAAGGACCGCATGTACTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGTCAGGTG

VDDTKYKDYQOQGVG!ILHOQHNN
GTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATCCTACACCAACACAACAAC
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SGFVG&GYLAPTMREGOAY®PAN
TCTGGATTTGTTGGCTACCTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCTGCTAAC

FPYPLI GKTAVDSITOKEKTFL
TTCCCCTATCCGCTTATAGGCAAGACCGCAGT TGACAGCATTACCCAGAAAAAGTTTCTT

CDRTLWRI!IPFSSNFMSMGAL
TGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGCGCACTC

TDLGONLLYANSAHALDMTF
ACAGACCTGGGCCAAAACCT TCTCTACGCCAACTCCGCCCACGCGCTAGACATGACTTTT

EVDPMDEPTLLYVLFEVFDYV
GAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTG

VRVHOPHRGYV I ETVYLRTPEF
GTCCGTGTGCACCAGCCGCACCRCGGCGTCATCGAAACCGTGTACCTGCRCACRCCCTTC

SAGNATT -
TCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (QGPGAP);-HVR1 adenovirus SEQ IDNOS : 8 and 36

T MATPSMHMMPOWSYMHISGO QDA
1 ATGGGTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

21 SEYLSPGLVYQFARATETYTFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

44 L NNKFRNPTVAPTHDVTTDR
121 CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

60 SOGRLTLRFILPVDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

88 KARFTLAVGDUNRVLDMASTY
241 AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

01 FDIRGVLDRGPTFEKPYSGTA
301 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

2. Y NA L APKGAPNPT CEWDTELQGEP
361 TACAAGGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGACCA

14 G AP Q GP G AP QGP GAPGQG?P G A
421 GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCA

161 P Q G P G AP Q GPGAPOQG®PGAPAQ
481 CCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACGGCAAGGTCCTGGTGCTCCTCAG

181 6P GAPKTHVFGOQAPYSGTIEN.I
541 GGACCAGGAGCAGCAAAAACTGACGTATTTGRGCAGGCGCCTTATTCTGETATAAATATT

2t TKEGLIFQI GVEGQOTPKYADKT
601" ACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGATAAAACA

20 FQPEPOI GESQWYETETINHA
661 TTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCA

241 A GRVLKKTTPMKPCYGSYAK
721 GCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAA

261 P TNENGGO QG I LVKOGOQNG GEKLE
781 COCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAA

281 S Q VEMOQFFSTTEAAAGNGTDN
841 AGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAAC

300 L TPKVVLYSEDVDIETPDTH
901 TTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGACACTCAT

32t 1 S YMPT 1 KEGNSRELMG QEOQS
961 ATTTCTTACATGCCCACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATCT

341 M P NRPNY I AFRDNFIGLMYY
1021 ATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTAC

31 N S T GNMGYLAGOQASOQLNAVY
1081 AACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTA

Bt DPLODRNTELSYOQLLLDS! GD
1141 GATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATTGGTGAT

Fig. 16
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Fig. 16

RTRYFSMWNOLPNYG CFPLGSG
AGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGT

VINTETLTKVYKPKTGQENSGW
GTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGG

EKDATEFSDKNEIRVYGNNTFA
GAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGT TGGAAATAATTTTGCC

mEIT NLNANLWRNFLYSNTIAL
ATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTG

YLPDKLKYSPSNVKISDNPN
TATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAAC

TYDYMNKRVVAPGLVDCYIN
ACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAAC

LGARWSLDYMDNVYVNPFNHHR R
CTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTTAAGCACCACCGC

NAGLRYRSMLLGNGRYVPTFH
AATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCAC

Il QO VPQOQKFFAIKNLLLLPGSY
ATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATAC

TYEWNFRKDVNMYLQSSLGN
ACCTACGAGTGGAACTTCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAAT

DLRVDGASI KFDS I CLYATTF
GACCTAAGGGTTGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTC

FPMAHNTASTLEAMLRNDTN
TTCCCCATGGCCCACAACAGCGCCTCCACGCT TGAGGCCATGCTTAGAAACGACACCAAC

D AO SFNDYLSAANMLYP I PAN
GACCAGTCCTTTAACGACTATCTCTCCGCCGCCAACATGCTCTACCCTATACCCGCCAAC

ATNVPLIPSIPSRNWAAFRGUWA
GCTACCAACGTGCCCATATCCATCCCCTCCCGCAACTGGGCGGCT TTCCGCGGCTGGGCC

FTRLKTKETPSLGSGYDPYY
TTCACGCGCCTTAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTAC

TYSGS I PYLDGTFYLNHTTFEK
ACCTACTCTGGCTCTATACCCTACCTAGATGGAACCTTTTACCTCAACCACACCTTTAAG

K VAL TFDSSVSWPGNDRLLT
AAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACC

PNEFEIKRSVDGEGYNYVYAGQGGETC
CCCAACGAGTTTGAAATTAAGCGCTCAGTTGACGGGGAGGGT TACAACGTTGCCCAGTGT

NMTKDWFLVAMLANYNIGYO
AACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAACATTGGCTACCAG

GFYI PESYKDRMYSFFRNTFDQQ
GGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAACTTCCAG

PMSROVVDDTKYKDYOQQVGI
CCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATC
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LHQOQHNNSGFVYGYLAPTMRES@SE
CTACACCAACACAACAACTCTGGATTTGTTGGCTACCT TGCCCCCACCATGCGCGAAGGA

QAYPANFPYPLIGKTAVDS.I
CAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCAGTTGACAGCATT

TOKKFLCDRTLWRTIPFSSNEF
ACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTT

MSMGEGALTDLGONLLYANSAH
ATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCTTGTCTACGCCAACTCCGCCCAC

ALDMTFEVDPMDEPTLILYVL
GCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTG

FEVFDVVRVHQPHRGVIETYV
TTTGAAGTGTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTG

YLRTPFSAGNATT -
TACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Fig. 17

M ATPSMMPQAWSYMHISGOQODA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVYVOFARATETYTFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

LNNKFRNPTVYAPTHDVTITTDR
CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCTACGCACGAGGTGACCACAGACCGG

SQRLTLRFI!IPVDREDTAYSY
TCCCAGCGT TTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

KARFTLAVGDNRVLDMASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCAGTGCC

Y NALAPKGAPNPCEWDTEQSGEP

TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGACCA

G AP Q GPGAPQG?PGAZPAQG?PGA
GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCA

P Q GPGAPOQGPGAZP QGPGATPSZQQ

CCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCGCAAGGTCCTGGTGCTCGTCAG

6P GAPOQGPGAPKTHYF®GOQATP

GGACCAGGAGCAGCACAGGGAGCAGGAGCACCAAAAACTCACGTATTTGGGCAGGCGCCT

Y SG6 I NI TKEGI Q11 GVEGOQTP
TATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCT

KYADKTFOQPEPOQI GESOQWYE
AAATATGCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAA

TE I NHAAGRYLKKTTPMKTPGC
ACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGT

Y G S YAKPTNENGGOQGI!I LV KA
TACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAA

O NGKLESQVEMOFFSTTEAA
CAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCC

AGNGDNLTPKVYVLYSEDVDI
GCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATA

ETPDTHIILSYMPT I KEGNSR RE
GAAACCCCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGTAAGTCACGAGAA

L MGQGQSMPNRPNYI AFRDNTF
CTAATGGGCCAAGAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTT

| 6L MY YNSTGNMGVLAGQAS
ATTGGTCTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCG

0O LNAVVDLODRNTELSYGLL
CAGTTGAATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATAGCAGCTTTTG
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LDSIGDRTRYFSHNWNOGLPNY
CTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTAC

CFPLGGVINTETLTEKYKPKT
TGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCT TACCAAGGTAAAACCTAAAACA

G OENGWEIKDATETFSDKNETIR
GGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGA

VGNNFAMETINLNANLUWRNEFL
GTTGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTG

Y SNI-ALYLPDEKLKYS SPSNVK
TACTCCAACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAA

! SDODNPNTYDYMNKRYVAPGL
ATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTA

VDCY I NLGARWSLDYMDNVN
GTGGACTGCTACATTAACCT TGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAAG

PFNHHRNAGLRYRSMLLGNSGEG
CCATTTAACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGT

RYVPFHIQVPQRKFFAILIKNLL
CGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTT

LLPGSYTYEWNFRKDVNMVL
CTCCTGCCGGGCTCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATGGTTCTG

0 S SLGNDLRVDGAS! KFDS S|
CAGAGCTCCCTAGGAAATGACCTAAGGGT TGACGGAGCCAGCATTAAGT TTGATAGCATT

CLYATFFPMWAHNTASTLEAM
TGCCTTTACGCCACCTTCTTCCCGATGGCCCACAACACCGCCTCCACGCTTGAGGCCATG

LRNDTNDOGSFNDYLSAANMNL
CTTAGAAACGAGACCAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCCAACATGCTC

YPIPANATNVPISIPSRNWA
TACCCTATACCCGCCAACGCTACGAACGTGCCCATATCCATCOCCTCOCGCAACTGGECE

AFRGWAFTRLKTEKETPSLGS
GCTTTCCGCGGCTGGGCCTTCACGCGCCTTAAGACTAAGGAAACCCCATCACTGGGCTCG

GYDPYYTVYSGSIPYLDGTEFY
GGCTACGACCCTTATTACACCTACTCTGGCTCTATACCCTACCTAGATGGAACCTTTTAG

LNHTFKKVYALTFDSSVSWPG
CTCAACCACACGTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGC

NDRLLTPNETFEIKRSVDGES®E
AATGACCGCCTGCTTACCCCCAACGAGT TTGAAATTAAGCGCTCAGT TGACGGGGAGGGT

YNVAOGCNMTKDWFLVOMLAN
TACAACGTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAAC

YNNI GYQGFY ! PESYKDRMYS
TATAACATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCC

FFRNFQPMWSROVVDDTKYKD
TTCTTTAGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGAC
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YQO0OVGEG!lLHQHNNSGFVGYLA
TACCAACAGGTGGGCATCCTACACCAACACAACAACTCTGGATTTGTTGGCTACCTTGCG

PTMREGQAYPANFPYPLIGK
CCCACCATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGCAAG

TAVDSITOQKKFLCOGCDRTLWR R
ACCGCAGTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGGCGCATC

PF SSNFMSMGEALTDLGOONLL
CCATTCTCCAGTAACTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCTTCTC

YANSAHALDMTFEVDPMWNDEFP
TACGCCAAGCTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCC

TLLYVLFEVFDVVRVHOPHR
ACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGC

GVIETVYLRTPFSAGNATT -
GGCGTCATCGAAACCGTGTACCTGCGCACGCCCT TCTCGGCCGGCAACGCCACAACATAA
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Fig. 18

M ATPSMMPQOWSYMHI SGAQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVYVQFARATETYFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

LNNKFRNPTVAPTHDVTITTDR
CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCAGAGACCGG

SOQORLTLRFIPVDREDTAYS .Y
TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

KARFTLAVGDNRVLDMASTY

AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAG

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGAGAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

Y NALAPKGAPNPGCEUWDTELQGF®P

TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCT TGCGAATGGGATGAAGAGGGACCA

G AP QGPGAPQGPGAZPOQGRPZGA
GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCA

P Q GP GAPOQGPGAPQGEPGATPLQ
CCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCAGCACAG

GPGAPOQGPGAPOG®PGAPGQGEP
GGACCAGGAGCACCGCAAGGTCCTAGTGCT CCTCAGGGACCAGGAGCACCACAGGGAGCA

GAPKTHVFGQAPYSGINITEXK
GGAGCACCAAMACTCACETATTTGGGCAGGCGCCTTATTCTGGTATAMTATTACAAAG

EGI Q@ FGVEGOTPKYADKTFAQ
GAGGGTATTCAAATAGGTGTCGAAGGTCAAAGACCTAAATATGCCGATAAAACATTTCAA

PEPOQI GESQGWYETEINHAAG
CCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATGATGCAGCTGGG

RVLKKTTPMWKPCYGSYAKPT
AGAGTCCTAAAAAAGACTACCCCAATGAAACCATGT TACGGTTCATATGCAAAACCCACA

N ENGGOG I LV KOQGOGNSGKLESH®
AATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAA

VEMOFFSTTEAAMAAGNGDNLT
GTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAAGTTGACT

PKVVLYSEDVDIETPDTHIS
CCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGACACTCATATTTCT

Y MPT I KEGNSRELMG GQSHMEP
TACATGCCCACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATCTATGCCE

N RPNY Il AFRDNFILIPGLMYYNS
AACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGC

TGNMGVYLAGOGASQLNAVVDL
ACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTAGATTTG
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GDRNTELSYQLLLDSIGDRT
CAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCAT TGGTGATAGAACC

RYFSMWNOQLPNYCFPLSGG GV I
AGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATT

NTETLTKVYKPKTGOGOENSGWEK
AATACAGAGACTCTTAGCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAA

DATEFSDKNETIRYGNNFAME
GATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAA

I NLNANLWRNFLYSNIALYL
ATCAATGTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTG

PDKLKY SPSNVKISDNPNTY
CCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAACACCTAC

DYMNKRVVAPGLVDCYINLSGEG
GAGTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAACCTTGGA

ARWSLEDYMDNVNPFNHIHRNA
GCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCACCACCGCAATGCT

GLRYRSMLLGNGRYVPFHIOQ
GGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCCT TCCACATCCAG

VPOKFFAILKNLLLLPGSYTY
GTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATACACCTAC

EWNFRKDVNMYLQSSLGNDIL
GAGTGGAACTTCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAATGACCTA

RVDGASIKFDSICLYATTFTFP
AGGGTTGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTCTTCCCC

MAHNTASTLEAMLRNDTNDO®G
ATGGCCCACAACACCGCCTCCACGCTTGAGGCCATGCT TAGAAACGACACCAACGACCAG

SFNDYLSAANMLYPIPANAT
TCCTTTAACGACTATCTCTCCGCCGCCAACATGCTCTACCCTATACCCGCCAACGCTACC

NVPI ST PSRNWAAFRGWATFT
AACGTGCCGATATCCATCCCCTCCCGCAACTGGGCGGCTTTCCGCGGCTGGGCCTTCACG

RLKTKETPSLGSGYDPYYTY
CGCCTTAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTACGACCTAC

SGEGS I PYLDGTFYLNHTFIKIKVY
TCTGGCTCTATACCCTACCTAGATGGAACCTTTTACCTCAACCACACGTTTAAGAAGGTG

Al TFDSSVSWPGNDRLLTPN
GCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAAC

EFEIl KRSVDGEGYNVAQCNHM
GAGTTTGAAATTAAGCGCTCAGTTGACGGGGAGGGT TACAACGTTGCCCAGTGTAACATG

TKDWFLVOMLANYNIGYO OQOGTF
ACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAACATTGGCTACCAGGGCTTC

Y1 PESYKDRMYSFFRNFOPM
TATATCCCAGAGAGCTAGAAGGACCGCATGTACTCCTTCT TTAGAAACTTCCAGCCCATG
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SRQVVDDTKYKDYQQ@VGI LH
AGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATCCTACAC

QHNNSGFVYGYLAPTMRESGDQ QA
CAACACAACAACTCTGGATTTGTTGGCTACCTTGCCCCCACCATGOGCGAAGGAGAGGCC

YPANFPYPLIGKTAVDSITA
TACCCTGCTAACTTCCCGTATCCGCT TATAGGCAAGACCGCAGT TGACAGCAT TACCCAG

KK FLCDRTLWRIPFSSNFMS
AMMAGTTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCC

MGALTDLGOGNLLYANSAHAL
ATGGGCGCACTCACAGACCTGBGCCAAAACCT TCTCTACGCCAACTCCGCCCACGCACTA

DMTFEVDPMDEPTLLYVLTFE
GACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAA

VFDVVRVHQPHRGYV I ETVYL
GTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTGTAGCTG

RTPFSAGNATT -
CGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Fig. 19

M ATPSMHMMPQRWSYMHTLI SGODA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVYVQFARATETYTFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTAGTTCAGC

LNNKFRNPTITVAPTHDVIITDR

"CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCT ACGCACGACGTGACCACAGACCGG

SQRLTLRFI PYDREDTAYSY
TCGCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

K ARFTLAVGEGDNRYVYLDMWASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFKPYSGTA

TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

Y NALAPKGAPNPC CEWDTELZQGGFP

TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAACAGGGACGA

G AP QGPGAPO QGPSGA®POQGPGA
GGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCACCACAGGGACCAGGAGCA

P Q GP GAPOQGGPGAPGG®PGAPAQ

CCACAGGGAGCAGGAGCACCAGAGGGAGCAGGAGCACCACAGGGACCAGGAGCACCACAG

G P GAPQGPGAPQGPGAPOQGEP

GGACCAGGAGCACCGCAAGGTCCTGGTGCTCCTCAGGGACCAGGAGCACCACAGGGACCA

G APQGPGAPKTHVFGQAPYS
GGAGCACCACAGGGACCAGGAGCACCAAAAACTCACGTATTTGGGCAGGCGCCTTATTCT

6 I NIT TKEGI!IQ@T6VEGQTPKY
GGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATAT

ADKTFQPEPOQIGESOQWYETE
GCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAA

I NHAAGRVLKKTTPMKEPEGCY®G
ATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGT

SYAKPTNENGGGG! LVKOGOAGN
TCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAAT

G KLESOQGVEMGGFFSTTEAAAG
GGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTGTCAACTACTGAGGCAGCCGCAGGC

NGDNLTPKVVLYSEDVDIET
AATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACC

PDTHI SYMPT I KEGNSRETLHM
CCAGACACTCATATTTCTTACATGCCCACTAT TAAGGAAGGTAACTCACGAGAAGTAATG

G OQSMPNRPNY I AFRDNFIG
GGGCAAGAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGT

LMY YNSTGNMGVYLAGOASEQL
CTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTG
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NAVVDLQ@DRNTELSYQLLLTD
AATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGAT

S 1 GDRTRYFSMWNOGLPNYCGCTF
TCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTT

PLGGV I NTETLTKYVYKPKTS®GO®
CCACTGGGAGGTGTGATTAATACAGAGACTCT TACCAAGGTAAAACCTAAAACAGGTCAG

ENGWEKDATEFSDKNETILIRVEG
GAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGA

NNFAMEINLNANLWRNFLYS
AATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTAGTCC

N ILALYLPDEKLEKYSPSNVKIS
AACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCT TCCAACGTAAAAATTTCT

DNPNTYDYMNKRYVAPGLVD
GATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGAGC

CYI NLGARWSLDYMNDNVNPTF
TGCTACATTAACCTTGGAGCACGCTGGTCCCTTGACTATATGGACAAGGTCAACCCATTT

NHHRNAGLRYRSMLLGNGRY
AACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGT TGCTGGGCAATGGTCGCTAT

VPFHIGVPOKFFAILIKNLLLL
GTGCCCTTCCACATCCAGGTGCCTCAGAAGT TCTTTGCCATTAAAAACCTCCTTCTCCTG

PGSYTYEWNFRKDVNMYVLAQS
CCGGGCTCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATGGTTCTGGAGAGGC

SLGNDLRVDGASIKFDSICL
TCCCTAGGAAATGACCTAAGGGT TGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTT

YATFFPMAHNTASTLEAMLR R
TACGCCACCTTCTTCCCCATGGCCCACAACACCGCCTCCACGCTTGAGGCCATGCTTAGA

NDTNDOGSFNDYLSAANMLY?P
AACGACACCAACGACCAGTCCT TTAACGACTATGTCTCCGCCGCCAACATGCTCTACCCT

I PANATNVYPI S I PSRNWAATF
ATACCCGCCAACGCTACCAACGTGCCCATATCCATCOCCTCCCGCAACTGGRCGRCTTTC

RGWAFTRLKTKET®PSLGSGY
CGCGGCTGGGCCTTCACGCGCCT TAAGACTAAGGAAACCCCATCACTGGGGTCGGGCTAC

PPYYTYSGSIPYLDGTFYLN
GACCCTTATTACACCTACTCTGGCTCTATAGCCTACCTAGATGGAACCTTTTACCTCAAC

HTFKKVYAITFDSSVSWPGND
CACACCT TTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGAG

RLLTPNEFELKRSVYDGES GYHN
CGCCTGCTTACCCCCAACGAGT TTGAAATTAAGCGCTCAGT TGACGGGGAGGGTTACAAC

VAQICNMTKDWFLYOOMNMLANYN
GTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAAC

Il G YQGFY I PESYKDRMYSTFTF
ATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTT
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RNFQPMSRQOQVVDDTKYZKDYNQ
AGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATAGTAAATACAAGGACTACCAA

Q VGILHOHNNSGFVYGYLAPT
CAGGTGGGCATCCTACACCAACACAACAACTCTGGATTTGTTGGCTACCTTGCCCCCACC

MREGOAYPANFPYPLI GKTA
ATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCA

VDSITAOeKKFLCDRTLWRIPF
GTTGACAGCATTACCCAGAAAAAGT TTCTTTGCGATCGCACCCTTTGGCGCATCCCATTC

SSNFMSMGALTDLGOGNLLYA
TCCAGTAACTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCTTCTCTACGCG

NSAHALDMTFEVDPMDEPTL
AAGTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCGATGGACGAGCCCAGCCTT

LYVLFEVFDVVRVHAGQPHRGYV
CTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTC

]l ETVYLRTPFSAGNATT -
ATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP),-HVR1 adenovirus SEQ IDNOS
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Fig. 20

MATPSMMPQOWSYMHI SGOQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTGTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVYVQFARATETYTFS
TCGGAGTACCTGAGGCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTAGTTCAGG

LNNKFRNPTVAPTHDVTITTDR
CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCTACGCAGGACGTGACCACAGACCGG

SORLTULRFIPVDREDTAYSY
TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTAGTCGTAC

KARFTLAVGDNRVYVYLDMASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCT TCCACGTAC

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

Y NALAPKGAPNPT GCEWDTENAN
TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAACGCTAAT

P NANPNANPNANPIKTHYTFG®GO®G
CCCAACGCTAACCCAAATGCAAATCCTAATGCCAACCCCAAAACTCACGTATTTGGGCAG

APYSGINITKEGIT Q@I GVEGDQ
GCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAA

TPKYADKTFQPEPQI GESOQW
ACACCTAAATATGCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGG

YETEINHAAGRVYLKKTTPMNK
TACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGAGTAGCCCAATGAAA

PCYGSYAKPTNENGGOGG!I LYV
CCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTA

K0 QNGKLESOQVEMOQFTFSTTE
AAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAG

AAAGNGDNLTPKVVLYSEDYVY
GCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTA

DI ETPDTHI!I SYMPT I KESGRNS
GATATAGAAACCCCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGTAACTCA

RELMGOQOSMPNRPNY I AFRD
CGAGAACTAATGGGCCAACAATCTATGCCCAACAGRCCTAATTACATTGCT TTTAGGGAC

NF I GLMYYNSTGNMGYLAGHE®
AATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAA

ASOLNAVVDLQAGDRNTETLSYOQ
GCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAG

LLLDSIGDRTRYFSMNWNQGAV
CTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGGCTGTT

D SYDPDVRI I ENHGTETDETLTP
GACAGCTATGATCCAGATGTTAGAATTATTGAAAATCATGGAAGTGAAGATGAACTTCCA
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NYCFPLGGVY I NTETLTIEKYVYVKTEP
AATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCT TACCAAGGTAAAACCT

KTGQOQENGWEIKDATETFSDKHNE
AAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAA

I RVGNNFAMEI NLNANLWR RN
ATAAGAGTTGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAAT

FLYSNITALYLPDKLKYSPSN
TTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAAC

VKI SDNPNTYDYMNKRYV AP
GTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCC

GLVDCY I NLGARWSLDYMDN
GGGCTAGTGGACTGCTACATTAACCTTGGAGCACGCTGGTCCCT TGACTATATGGACAAC

VNPFNHHRNAGLRYRSMLLG
GTCAACCCATTTAACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGC

NGRYVPFHIQVPQKFFAIEKHN
AATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAAG

LLLLPGSYTY ‘E WNFRKDVNHM
CTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATG

V01LIQSSLGEGNDLRVYDGASIKTFD
GTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTTGACGGAGCCAGCATTAAGTTTGAT

SI1 CLYATFFPMAHNTASTLE
AGCATTTGCCTTTACGCCACCTTGTTCCCCATGGCCCACAAGACCGCCTCCACGCTTGAG

AMLRNDTNDO QSFNDYLSAAN
GCCATGCTTAGAAACGACACCAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCCAAG

MLYPIPANATNVPISIPSRN
ATGCTCTACCCTATACCCGCCAACGCTACCAACGTGECCATATCCATCCCCTCCCGCAAC

WAAFRGWAFTRLKTKETPSIL
TGGGCGGCT TTCCGCGGRCTGGGCCTTCACGCGCCTTAAGACTAAGGAAACCCCATCACTG
G SGYDPYYTYSGSIPYLDGT
GGCTCGGGCTACGACCCTTATTACACCTACTCTGGCTCTATACCCTACCTAGATGGAACC

FYLNHTFKKVYAITFDSSYVSW
TTTTACCTCAACCACACCTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGG

PGNDRLLTPNETFETILIKRSVYDG
CCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTTGAAATTAAGCGCTCAGTTGACGGG

EGYNVAQGCNMNMNTKDWFLY QML
GAGGGTTACAACGTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTAGAAATGCTA

ANYNT'IGYOQGFY 11 PESYZKDRHM
GCTAACTATAACATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATG

YSFFRNFOQPMSRQOQVYVDDTEKY
TACTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATAC

KDYQQ@VGEI LHQGHNNSGFUVGY
AAGGACTACCAACAGGTGGGCATCCTACACGAACACAAGAACTCTGGATTTGTTGGCTAC
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LAPTMREGQAYPANTFPYPL
CTTGCCCCCACCATGCGCGAAGGAGAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATA

GKTAVDSITQKKFLCGCDRTLW
GGCAAGACCGCAGTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGG

RI1PFSSNFMSMHMGALTDLGON
CGCATCCCATTCTCCAGTAACT TTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAAC

LLYANSAHALDMTEFEVDPMD
CTTCTCTACGCCAACTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGAC

EPTLLYVLFEVFDVYVVRVHOQQP
GAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCG

HRGVIETVYLRTPFSAGNAT
CACCGCGGCGTGATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACA

T -
ACATAA

40 /101



Hexon sequence of (NANP),-HVR1 adenovirus SEQ IDNOS : 13 and 45

T MATPSMHMPAOWSYMHIT SGODA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGRACGCC

27 S EYLSPGLVOQ@FARATETYFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACT TCAGC

419 LNNKFRNPTVYAPTHDVTTDR
121 CTGAATAAGAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SO RLTLRFIPVYDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

881 KARFTLAVGDNRVLDMNWASTY
241 AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCGACGTAC

W FDIRGVLDRGPTFKPYSGTA
301 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTAGTTTTAAGCCCTACTCTGGCACTGCC

i22. Y N AL APKGAPNP CEWDTELNAN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAATGCAAAT

149 P N A NP N ANPNANPNANEPWNAMN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAACGCGAACCCGAATGCTAAT

61 PKTHVYFGQAPYSGI!I NITIKTES®SG
481  CCTAAAACTCACGTATTTGGGCAGGCGCCTTATTCTGGTATAAATATTACAAAGGAGGGT
B1 1 @1 GVEGQTPKYADKTTFOQPE

541 ATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGATAAAACATTTCAACCTGAA

200 P 0 ) GESOQWYETETLINHAAGRY
601 CCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTC

2T LKKTTPMKPCY GSYAKPTNE
661 CTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAACCCACAAATGAA

241 N G GOGI LVKQEQNGKLESS GEVE
721 AATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAA

261 M QFF STTEAAAGNGDNLTEPK
781 ATGCAATTTTTGTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAA

20 VVLYSEDVDIETPDTHISYM
841 GTGGTATTGTACAGTGAAGATGTAGATATAGAAACCGCAGACACTCATATTTCTTACATG

301 P T I KEGNSRELMGQGSMPNR
901 CCCACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATCTATGCCCAACAGG

2. P NY I AFRDNF I GLMYYNSTSG
961 CCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGT

341 N MW GEGVLILAGOASQLNAVVDLOD
1021  AATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGAC

31 RN TELSY OLLLEDSIGDRTR RY
1081 AGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATTGGTGATAGAAGCAGGTAC

81 F S MWNOGLPNYCFPLGGV INT
1141 TTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACA

Fig. 21
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ETLTKVKPKTGOQENGWETZKTDA
GAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCT

TEFSDKNEIRYVYGNNTFAMETIN
ACAGAATTTTCAGATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAAATCAAT

LNANLWRNFLYSNIALYLPD
CTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGAC

KLKYSPSNVKISDNPNTYDY
AAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAACACCTACGACTAC

M NKRVVAPGLVDCY I NLGAR
ATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAACCTTGGAGCACGC

WSLDYMDNVNPFNHHRNAGL
TGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCACCACCGCAATGCTGGCCTG

RYRSMLLGNGRYVPFHTIEIOVP
CGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCT

QK FFAILKNLLLLPGSYTYTEHW
CAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGG

NFRKDVNMYVLQSSLGNDLRY
AACTTCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTT

DGASITKFDSICLYATFFPMA
GACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCGACCTTCTTCCCCATGGCC

HNTASTLEAMLRNDTNDO GSTF
CACAACACCGCCTCCACGCT TGAGGCCATGCTTAGAAACGACACCAACGACCAGTCCTTT

NDYLSAANMWLYPIPANATNY
AACGACTATCTCTCCGCCGCCAAGATGCTCTACCCTATACCCGCCAACGCTACCAACGTG

P1 SI1 PSRNWAAFRGWAFTRL
CCCATATCCATCCCCTCCCGCAACTGGGCGGCT TTCCGCGGCTGGGCCTTCACGCGCCTT

KTKETPSLGSGYDPYYTYSHG®
AAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTACACCTACTCTGGC

SITPYLDGTFYLNHTFEKTE KVYA/I
TCTATACCCTACCTAGATGGAACCTTTTACCTCAACCACACCTTTAAGAAGGTGGCCATT

TFDSSVSWPGNDRLLTPNETF
ACCTTTGAGTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTT

EIl KRSVDGEGYNVAGCNMTEK
GAAATTAAGCGCTCAGT TGACGGGGAGGGT TACAACGTTGCCCAGTGTAACATGACCAAA

DWFLVOMLANYNIGYQGF VY
GACTGGTTCCTGGTACAAATGCTAGCTAACTATAACAT TGGCTACCAGGGCTTCTATATC

PESYKDRMYSFFRNFGGPMSR
CCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGT

QVVDDTKYKDYQQVGEG!I LHOGH
CAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATCCTACAGCAACAC

NNSGFVGYLAPTMREGOQAYTP
AACAACTCTGGATTTGTTGGCTACCTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCT
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ANFPYPLIGKTAVDSITAOQKHK
GCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCAGT TGACAGCATTACCCAGAAAAAG

FLCDRTLWRIPFSSNFMNMSMG
TTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGC

ALTDLGONLLYANSAHALTDM
GCACTCACAGACCTGGGCCAAAACCTTCTCTACGCCAACTCCGCCCACGCGCTAGACATG

TFEVDPMDEPTLLYVLFEVEF
ACTTTTGAGGTGGATCCCATGGACGAGCCCAGCCTTCTTTATGTTTTGTTTGAAGTCTTT

DVVRVHQPHRGY I ETVYLRT
GACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTGTACCTGCGCACG

PFSAGNATT -
CCCTTCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP);-HVR1 adenovirus SEQ IDNOS : 14 and 46

T MATPSMMPOWSYMHI SGODA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

21 SEYLSPGLVYVOQFARATETYFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTAGTTCAGC

41 L NNKFRNPTVAPTHDVTITTDR
121  CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SOQRLTLRFIPVDREDTAYS.Y
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTAGTCGTAC

81 K ARFTLAVGDNRVLDMASTY
241 AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

01 FDIRGVLDRGPTFHKPYSGTA
301 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCG

20 Y N AL APKGAPNPG GCEWDTENAN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAATGCAAAT

141 P N A NP NAWNPNANPWNANPNAMWN
421 GCAAATGCAAATGCAAATGCAAATCCAAATGCAAATCCAAACGCGAACCCGAATGCTAAT

161 P N ‘A NP NANPIKTHVFGQAPYS
481 CCTAATGCAAATCCAAATGCAAATCCAAAAACTCACGTATTTGGGCAGGCGCCTTATTCT

89 6 I NI TKEGI QLI GVEGOTPKY
. 541 GGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATAT

201 ADKTFQPEPQII GESOWYETE
601 GCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAA

2217 ! NHAAGRVLKKTTPMKPECYSG
661 ATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGT

241 S YA KPTNENGGOGI LV KQQOQN
721 TCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAAT

261 6 KLESQVEMOQFEFSTTEAARADG
781 GGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGC

260 N GDNLTPKVVLYSEDVDIET
841 AATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACC

301 PDTHI SYWMWPT I KEGNSRETLHM
901 CCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGTAACTCACGAGAACTAATG

321 6 Q Q S M PNRPNYIT AFRDNTFI G
961 GGCCAACAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGT

41 LMY Y NSTGNMGVLAGOASE OCL
1021 CTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTG

31 N AV VDLODRNTELSYOQLLLTD
1081 AATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGAT

381 S 1 GDRTRYFSMWNQLPNYTC CTF
1141 TCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTT

Fig. 22
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PLGGV I NTETLTKVEKPKT® GD®
CCACTGGGAGGTGTGATTAATACAGAGACTCT TACCAAGGTAAAACCTAAAACAGGTCAG

ENGWEKDATETFSDKNETIRYVG
GAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGA

NNFAMETIT NLNANLWRNFLYS
AATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCC

N T ALYLPDKLEKYSPSNVKIS
AACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCT

DNPNTYDYMNEKRYVYAPGLVD
GATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCGCGGGCTAGTGGAC

CY I NLGARWSLDYMDNVNPTF
TGCTACATTAACCT TGGAGCACGCTGGTCCCT TGACTATATGGACAACGTCAACCCATTT

NHHRNAGLRYRSMLLGNG GR RY
AACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCACTAT

VPFHIQ V. PG KFFAILIKNLLLL.
GTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTG

PGSYTYEWNTFRKDVYVYNMYLAQS
CCGGGCTCATACACCTACGAGTGGAAGT TCAGGAAGGATGTTAACATGGTTCTGCAGAGC

SLGNDLRVDGASI KFDSICL
TCCCTAGGAAATGACCTAAGGGTTGACGGAGCCAGCATTAAGT TTGATAGCATTTGCCTT

YATFFPMAHNTASTLEAMLR R
TACGCCACCTTCTTCCCCATGGCCCAGAACACCGCCTCCACGCTTGAGGCCATGCTTAGA

NDTNDOSFNDYLSAANMLYTP
AACGAGAGCAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCCAAGATGCTCTACCCT

I PANATNVPISIPSRNWAAF
ATAGCCGCCAACGCTAGCAACGTGCCCATATCCATCCCGTCCGGCAAGTGGGCGGCTTTC

RGWAFTRLEKTKETPSL iG S GY
CGCGGCTGGGCCTTCACGCGCCTTAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTAC

DPYYTYSGSIPYLDGTFYLWN
GACCCTTATTACACCTACTCTGGCTGCTATACCCTACCTAGATGGAACCTTTTACCTCAAC

HTFKKVYAITFDSSVSWPGND
CACACCTTTAAGAAGGTGGCCATTACCTTTGAGTCTTCTGTCAGCTGGCCTGGCAATGAG

RLLTPNEFEI!IKRSVDGESGYN
CGCCTGCTTACCCCCAACGAGTTTGAAATTAAGCGCTCAGTTGACGGGGAGGGTTACAAC

VAQCNMNTKDWFLVAOMLANYN ‘
GTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAAC

Il GYQGFY !l PESYKDRMYSFEF
ATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTT

RNFQPMSROVYDDTKYKDYDOQ
AGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAA

06 VGILHOHNNSGFVGYLAPT
CAGGTGGGCATCCTACACCAACACAACAACTCTGGATTTGTTGGCTACCTTGCCGCCACC
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M REGQAYPANFPYPLIGKTA
ATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCA

VDSITQKKFLCGCDRTLWRIPF
GTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCT TTGGCGCATCCCATTC

SSNFMSMGALTDLGONTLTLYA
TCCAGTAACTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCTTCTCTACGCC

NS AHALDMTFEVDPMDEPTIL
AACTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTT

LYVLFEVFDVYVRVYHOQPHRSGY
CTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTC

f ETVYVYLRTPFSAGNATT -
ATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP),,-HVR1 adenovirus SEQ IDNOS : 15 and 47

1T MATPSMHMMPOAOWSYMH! SGGDA

1 ATGGCTACCCCTTGGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC
20 SEYLSPGLVOQFARATETYTFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGT TTGCCCGCGCCACCGAGACGTACTTCAGC

41 L NNKFRNPTVAPTHDVTTDR
121  CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SQRLTLRFIPVDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

81 K ARF TLAVGDNRVYLDMWASTY
241  AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

0t FDIRGVLDRGPTFIKPYSGTA
301 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

210 Y NALAPKGAPNPCEWDENA AN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAATGCAAAT

141 P N ANPNANPMNANPNAWNGPNAMNWN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAACGCGAACCCGAATGCTAAT

161 P N A NP NANPWNANPNANEPIKTH
481 CCTAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAAAACTCAG

181 VFGQAPY SGINITKEGI QI G
541 GTATTTGGGCAGGCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGT

200 VEGOTPKYADKTFQPEPQQGIG
601 GTCGAAGGTCAAACACCTAAATATGCCGATAAAACATTTCAACCTGAACCTCAAATAGGA

21 E S QWYETETINHAAGRVLKKT
661 GAATCTCAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACT

241 T P MKPCYGSYAKPTNENSGS® GH®E
721 ACCCCAATGAAAGCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAA

261 G I LV KOQOQQGNGSGKTLESQVEMQFTF
181 GGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTC

261. S T TEAAAGNGDNLTPKVVLY
841 TCAACTACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTAC

1 SEDVDIETPDTHISYMNPTIK
901 AGTGAAGATGTAGATATAGAAACCCCAGACACTCATATTTCTTAGATGCCCACTATTAAG

321 EGNSRELMWWGOQSMWPNRPNY.
961 GAAGGTAACTCACGAGAACTAATGGGCCAACAATCTATGCCCAACAGGCCTAATTACATT

34 A FRDNTF I GLMYYNSTGNMGYVY
1021 "GCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATGGGTGTT

361 L AGOGASOGLNAVVDLO@DRNTE
1081 CTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGACAGAAACACAGAG

1 LSYOQLLLDSI!IGDRTRYFSMMW
1141 CTTTCATAGCAGCTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGG

Fig. 23
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Fig. 23
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NOQOLPNYCFPLGGV I NTETLT
AATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCTTACC

K VKPKTGOENGWEZ KDATETFS
AAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCA

DKNEIRVGNNFAMETINLNAN
GATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAAC

LWRNFLYSNIALYLPDK KLKY
CTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCT AAAGTAC

SPSNVKI'ISDNPNTYDYMNEK KR
AGTCCTTCCAACGTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGA

VVAPGLVYDCY I NLGARWSLD
GTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAACCT TGGAGCACGCTGGTCCCTTGAC

YMDNVNPFNHHRNAGLRYRS
TATATGGACAACGTCAACCCATTTAAGCACCACCGCAATGCTGGCCTGCGCTACCGCTCA

MLLGNGRYVPFHIQVPOKTFTF
ATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTT

AVKNLLLLPGSYTYEWNTEFREK
GCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGGAACTTCAGGAAG

DVNMVLESSLGNDLRVDGAS
GATGTTAACATGGTTCTGCAGAGGTCCCTAGGAAATGACCTAAGGGT TGACGGAGCCAGC

1l KFDSICLYATFFPMWAHNTA
ATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTCTTCCCCATGGCCCAGAACACCGCC

S TLEAMLRNDTNDO Q@SFNDYL
TCCACGCTTGAGGCCATGCT TAGAAACGACACCAACGACCAGTCCTTTAAGGACTATCTC

SAANMLYP!IPANATNVPILS
TCCGCCGCCAACATGCTCTACCCTATACCCGCCAACGCTAGCAACGTGCCCATATCCATC

PSRNWAAFRGWAFTRLKTKE
CCCTCCCGCAACTGGGCGGCTTTCCGCGGCTGGGCCTTCACGCGCCT TAAGACTAAGGAA

TPSLGSGYDPYYTYSGS | PY
ACCCCATCACTGGGCTCGGGCTACGAGCCT TATTACACCTACTCTGGGTCTATACCCTAC

LDGTFYL N' HTFKKVYAILT FDS
CTAGATGGAACCTTTTACCTGAACCACACCT TTAAGAAGGTGGCCATTACCTTTGACTCT

S VSWPGNDRLLTPNEFETLIKR
TCTGTCAGCTGGCCTGGCAATGACCGCCTGCT TACCCCCAACGAGTTTGAAATTAAGCGC

SVDGEGYNVAQCNMTKDWFL
TCAGTTGACGGGGAGGGTTACAACGT TGCCCAGTGTAACATGACCAAAGACTGGTTCCTG

VOMLANYNIGYQGEFYT!PESY
GTACAAATGCTAGCTAACTATAACATTGGCTACCAGGGCT TCTATATCCCAGAGAGCTAC

KDRMWYSFFRNFOQPMSROVVD
AAGGACCGCATGTACTCCTTCTTTAGAAACTTCGAGCCCATGAGCCGTCAGGTGGTGGAT

DTKYKDVYOQQVGILHQHNNSG®G
GATACTAAATACAAGGACTACCAACAGGTGGGCATCCTACACCAACACAACAACTCTGGA
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Fig. 23
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FVYVGYLAPTMREGQAYPANFTP
TTTGTTGGCTACCTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCC

YPLIGKTAVDSITGKKFLEGCD
TATCCGCTTATAGGCAAGACCGCAGT TGACAGCATTACCCAGAAAAAGT TTCTTTGCGAT

RTLWRIPFSSNFMNSMGALTD
CGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGCGCACTCACAGAC

L GONLLYANSAHALDMTFEVY
CTGGGCCAAAACCTTCTCTACGCCAACTCCGCCCACGCGCTAGACATGACTTTTGAGGTG

DPMODEPTLLYVYLFEVFDVYVYVR
GATCCCATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGT

VHOPHRGVY I'ETVYLRTPFSA
GTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCC

GNATT -
GGCAACGCCACAACATAA
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Hexon sequence of (NANP),,-HVR1 adenovirus SEQ IDNOS : 16 and 48

1 MATPSMHMMPQWSY MHI SGAQDA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGGCAGGACGGC

21 SEYLSPGLVOQFARATETYFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACT TCAGC

44 LNNKFRNPTVAPTHDVYTTDR
121 CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SQRLTLRFI PYDREDTAYSY
181  TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

81 K ARFTLAVGEGDNRVLDMASTY
241  AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAG

01 FDIRGVLDRGPTTFKPYSGTA
301 TYTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

1201. Y NALAPKGAPNPGCEWDELNAN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCT TGCGAATGGGATGAAAATGCAAAT

141 P N A NP NANPNAWNTPN Ai NP N AN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

161 P N A NP NANPNANPNANGEPCNAMWN
481 CCAAATGCAAATCCAAATGCAAATCCAAACGCGAACCCGAATGCTAATCCTAATGCAAAT

181 P N A NPKTHVYFGGAPYSG I NI
541 CCAAATGCAAATCCAAAAACTCACGTATTTGGGCAGGCGCCTTATTCTGGTATAAATATT

200 T KEGI Q11 GVEGQTPKYADKT
601 ACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGATAAAACA

21 FQPEPQOI GESQWYETETINHA
661 TTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCA

241 AGRVLKKTTPMKPCYGSYAK
721  GCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAA

%1 P TNENGG® QGI!I LVEKG DO NG KLE
781  CCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAA

281 S @G VEMOQFFSTTEAAAGNSGTDN
841 AGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAAC

301 LTPKVVLYSEDVYDIET®PDTH
901 TTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACGCCAGACACTCAT

320 1 SYMPT I KEGNSRELMGOGOQGS
961 ATTTGTTACATGCCCACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATCT

3 M P NRPNY I AFRDNFIGLMNYY
1021  ATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTAC

31 N S T GNMGVLAGOQASOGLNAVY
1081 AACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTA

38 D.LODRNTELSYQLLLDSIGD
1141  GATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATTGGTGAT

Fig. 24
50 /101



Fig. 24

401
1201

421
1261

441
1321

461
1381

481
1441

501
1501

521
1561

541
1621

561
1681

581
1741

601
1801

621
1861

641
1921

661
1981

681
2041

101
2101

21
2161

Ic
2221

761
2281

781
2341

801
2401

RTRYFSMWNOLPNYGCFPLGS® G
AGAACCAGGTACTTTTCTATGTGGAATCAGCT TCCAAATTACTGGTTTCCACTGGGAGGT

VINTETLTKVYKPKTGQENGHW
GTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGG

EKDATEFSDEKNETILIRYGNRNTFA
GAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGAAATAATTTTGCC

M EINLNANLWRNFLYSNIAL
ATGGAAATCAATCTAAATGCCAACCTGTGGAGAAAT TTCCTGTACTCCAACATAGCGCTG

YLPDKLKYSPSNVKISDNPN
TATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAAC

TYDYMNKRVYVAPGLVYDCGCY I N
ACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAAC

LGARWSLDYMDNVNPFNHHR
CTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCACCACCGC

NAGLRYRSMLLGNGRYVPFH
AATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCAC

Il VPAOKFFALILKNLLLLPGS SY
ATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATAC

TYEWNFREKDVNMWVLAQSSLGN
ACCTACGAGTGGAACTTCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAAT

DLRVDGASI!IKFDSICLYATTF
GACCTAAGGGTTGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTC

FPMAMHWNTASTLEAMLRNDTN
TTCCCCATGGCCCACAACACCGCCTCCACGCT TGAGGCCATGCTTAGAAAGGAGAGCAAG

DO SFNDYLSAANMLYPIPAN
GACCAGTCCTTTAACGACTATCTCTCCGCCGCCAACATGCTCTACCCTATACCCGCCAAG

ATNVPI SIPSRNWAAFRGWA

. GCTACCAACGTGCCCATATCCATCCCCTCCCGCAACTGGGCGGCT TTCCGGGGCTGGGCC

FTRLKTHKETPSLGSGYDPYY
TTCACGCGCCT TAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTAC

TYSGSIPYLDGTFYLNHTEFEK
ACCTACTCTGGCTCTATAGCCTACCTAGATGGAACCTTTTACCTCAACCACACCTTTAAG

KV AITFDSSVSWPGENDRLLT
AAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACC

PNEFEI KRSVDGEGYNVAOC
CCCAACGAGTTTGAAATTAAGCGCTCAGTTGACGGGGAGGGT TACAACGTTGCCCAGTGT

NMTKDWFLVOMLANYNIGYDQ®
AACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAACATTGGCTACCAG

GFY! PESYXKDRMYSFFRNFQ®
GGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAACTTCCAG

PMSROQVVDDTKYKDYQQV G I
CCCATGAGCCGTCAGGTGGTGGATGATACTAAATAGAAGGACTACCAAGAGGTGGGCATC
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LHOHNNSGFVGYLAPTMRESG®G
CTACACCAACACAACAACTCTGGATTTGTTGGCTACCT TGCCCCCACCATGCGCGAAGGA

OAYPANFPYPLIGKTAVDS
CAGGCCTACCCTGCTAACTTCCCCTATCCGCT TATAGGCAAGACCGCAGTTGACAGCATT

TOKKFLCDRTLWRIPFSSNEF
ACCCAGAAAAAGT TTCTTTGCGATCGCACCCT TTGGCGCATCCCATTCTCCAGTAACTTT

M SMGALTDLGONLLYANSAH
ATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCTTCTCTACGCCAACTGCGCCCAC

ALDMTFEVDPMDEPTLLYVL
GCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTG

FEVFDVVYVRVHQOQPHRGY I ETV
TTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTG

YLRTPFSAGNATT -
TACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP),,-HVR1 adenovirus SEQ IDNOS : 17 and 49

T M ATPSMHMMPQWSYMHI SGAODA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

21 SEYLSPGLVYQFARATETYTFS
61 TCGGAGTAGCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

41 L NNKFRNPTVAPTHDVTITTDR
121 CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCTACGCAGCGACGTGAGCACAGACCGG

61 SQRLTLRF I PVDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

881 K ARFTLAVGDNRVLDMASTY
241 AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

10t FDIVRGVYVLDRGPTFKPYSGTA
301 TTTGACATGCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTGTGGCACTGCC

2. YN AL APKGAPNPG CEWDENAHN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAATGCAAAT

141 P N A NP NANPWNANPNANPNAMN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

161 P N AN P NAWNZ®PNANGPNANGPWNAN
481 CCAAATGCAAATCCAAATGCAAATCCAAACGCGAACCCGAATGCTAATCCTAATGCAAAT

189 P N ANPNANPNANPKTHYVYFGOQ
541 CCAAATGCAAATGCAAATGGAAATCCAAATGCAAATCCAAAAACTCACGTATTTGGGCAG

200 APYSG I NI TKEGI Q11 G6VEGHQ
601 GCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAA

21 T PKYADKTFQPEPQI GESOQOW
661 ACACCTAAATATGCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGG

241 Y ETE I NHAAGRVLKKTTPMWEK
721 TACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAA

61 P CY G SYAKPTNENGGOQG ! LV
781 CCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTA

2861 K Q @ N GKLESOVEMGGFFSTTE
841 AAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAG

0t AAAGNGDNLTPKVVLYSETDYV
901 GCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTA

32 DI ETPDTHI!I SYNMNPT I KEGNS
961 GATATAGAAACCCCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGTAAGTCA

341 R E L MGOQSMPNRPNYTIL AFRTD
1021  CGAGAACTAATGGGCCAACAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGAC

1 N F I GLMYYNSTGNMNMGVLAGQ
1081 AATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAA

381 A S OQOLNAVVDLODRNTELSYO®O
1141  GCATCGCAGTTGAATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAG

Fig. 25
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LLLDSI GDRTRYFSMWNOGLTP
CTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCA

NYCFPLGGVINTETLTKYKHP
AATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCTTACCAAGGTAAAACCT

K TGQENGWEUEKDATETFSDIKNTE
AAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAA

Il RVGNNFAMETINLNANLWRN
ATAAGAGTTGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAAT

FLYSNITALYLPDKLEKYSPSN
TTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAAC

VKISDNPNTYDYMNEKRYVAP
GTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCG

GLVYDOGCY PNLGARWSLDYMDN
GGGCTAGTGGACTGCTACATTAACCT TGGAGCACGCTGGTCCCTTGAGTATATGGAGAAG

VNPFNHHRNAGLRYRSMLLG
GTCAACCCATTTAACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGC

MGRYVPFHIQVPQKFFATILIKN
AATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAAC

LLLLPGSYTYEWNTFRKDVYVNHM
CTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATG

VLQSSLGNDLRYVYVDGASIKFD
GTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTTGACGGAGCCAGCATTAAGTTTGAT

S$S1 ¢CLYATFFPMAHNTASTLE
AGCATTTGCCTTTACGCCACCTTCTTCCCCATGGCCCAGAACACCGCCTCCACGCTTGAG

AMLRNDTND GSFNDYLSAAN
GCCATGCTTAGAAACGACACCAACGACGAGTCGTTTAACGACTATCTCTCCGCCGCCAAC

MLYPIPANATNVPISIPSRN
ATGGTCTACCCTATACCCGCCAACGCTACCAACGTGCCCATATCCATCCCCTCCCGCAAC

W AAFRGWAFTRLKTKETPSIL
TGGGCGGCTTTCCGCGGCTGGGCCTTCACGCGCCT TAAGACTAAGGAAAGCCCATCAGTG

GSGYDPYYTYSGS I PYLDGT
GGCTCGGGCTACGACCCTTATTACACCTACTCTGGCTCTATACCCTAGCTAGATGGAACC

FYLNHTFKKVYAILTFDSSVSVW
TTTTACCTCAACCACACCTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGG

PGNDRLLTPNEFETLIKRSVDESE
CCTGGCAATGACCGCCTGCT TACCCCCAACGAGT TTGAAATTAAGCGCTCAGTTGAGGGG

EGYNVAQGCNMTKDWFLYOQOMNMNL
GAGGGTTACAAGGTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTA

ANYNTIGYQGFY PTPESYKDRHM
GCTAACTATAACATTGGCTACCAGGGCT TCTATATCCCAGAGAGCTACAAGGACCGCATG

YSFFRNFOQOGPMSRQGVVDDTKY
TACTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATAC
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KDY QQVG!LHOHNNSGFVYGY
AAGGACTACCAACAGGTGGGCATCCTACACCAACACAACAACTCTGGATTTGTTGGCTAC

LAPTMREGOQAYPANTFPYPLI
CTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATA

GKTAVDSI!I TOKKFLGCDRTILW
GGCAAGACCGCAGTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGG

RI PFSSNFMSMGALTDLSGA N
CGCATCCCATTCTCCAGTAACTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAAC

LLYANSAHALDMTTFEVDPMD
CTTCTCTACGCCAAGTGCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGAG

EPTLLYVLFEVFDYVRVHQOQP
GAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCG

HRGVIETVYLRTPFSAGNAT
CACCGCGGCGTCATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCCGGGAACGCCACA

T -
ACATA

55 /101

55/101



Hexon sequence of (NANP),;-HVR1 adenovirus SEQ IDNOS : 18 and 50
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Fig. 26

M ATPSMMPQOWSYMHISGQDA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVQFARATETYFS
TCGGAGTACCTGAGCCCCGGGCTGGTGCAGT T TGCCCGCGCCACCGAGACGTACTTCAGC

L NNKFRNPTVAPTHDVTTDR
CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

SQORLTLRFIPVDODREDTAYSY
TCCCAGCGT TTGACGCTGOGGT TCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

K ARFTLAVGDNRVLDMASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACT TTTAAGCCCTACTCTGGCACTGCC

Y NALAPKGAPNPC CEWDELNANHN
TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCT TGCGAATGGGATGAAAATGCAAAT

P NANGPNANGPNAMNPNANEPWNAMN
CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

P N ANPNANPNANPNANGPLNAMN
CCAAATGCAAATCCAAATGCAAATCCAAACGCGAACCCGAATGCTAATCCTAATGCAAAT

PN ANGPNAMNPNANEPNANEPNAN
CCARATGCAAATCCAAATGCAAATCCAAATGCARAT CCAAATGCAAATCCAAATGCAAAT

THVYFGQAPYSGI! NI TKES®S
AACTCACGTATTTGGGCAGGCGCCT TATTCTGGTATAAATATTACAAAGGAGGGT

P
CAA

K
A
I @1 GVEGQTPKYADKTTFG®GPE
ATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGATAAAACATTTCAACCTGAA

P G | ‘G ESQOWYETEINHAAGRY
CCTCAAATAGGAGAATGTCAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTC

LKKTTPMKPCGCYGSYAKPTNE
CTAAAAAAGACTACCCCAATGAAACCATGT TACGGT TCATATGCAAAACCCACAAATGAA

N GGOGILVYVKOQQONGKLTES® QVE
AATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCT AGAAAGTCAAGTGGAA

M QFFSTTEAMAAGNGDNLTPK
ATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAA

VVLYSEDVDIETPDTHISYMN
GTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGACACTCATATTTCTTACATG

PTI KEGNSRELMG QOS MPNR
CCCACTATTAAGGAAGGTAACTCACGAGAACTAATGGGCCAACAATCTATGGCCAACAGG

PNY Il AFRDNFIGLMWYYNSTS®E
CCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGT

NMGVLAGQASOQLNAVVYDLAOQD
AATATGGGTGTTCTGGCGGGCCAAGCATCGCAGT TGAATGCTGTTGTAGAT TTGCAAGAG
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RNTELSYOQOLLLDSIGDRTRY
AGAAACACAGAGCTTTCATACCAGCTTTTGCT TGATTCCATTGGTGATAGAACCAGGTAG

FSMWNOQLPNYCFPLGGY I NT
TTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACA

ETLTKVKPKTGQENGWETK KT DA
GAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAAT GGATGGGAAAAAGATGCT

TEFSDKNETLIRVGEGNNFAMEIN
ACAGAATTTTCAGATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAAATCAAT

LNANLWRNFLYSNIALYLPD
CTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGAC

KLKYSPSNVKISDNPNTYDY
AAGCTAAAGTACAGTCCTTCGAACGTAAAAATTTCTGATAACCCAAAGACCTACGACTAC

MNKRVVAPGLVYVYDCY I NLSGAR
ATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGGTACATTAACCTTGGAGCACGC

WSLDYMDNVYNPFNHHRNAGIL
TGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCACGACCGCAATGCTGGCCTG

RYRSMLLGNGRYVPFHIQ@VEP
CGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCT

QK FFAITKNLLLLPGSYTYEHW
CAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATACACCTACGAGTGG

NFRKDVNMNVYLOSSLGNDLT RY
AACTTCAGGAAGGATGTTAACATGGT TCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTT

DGASIKFDSICLYATFTFPMA
GACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTCTTCCCCATGGCC

HNTASTLEAMLRNDTND® GSF
CACAACACCGCCTCCACGCT TGAGGCCATGCT TAGAAACGACACCAACGACCAGTCCTTT

NDYLSAANMLYPIPANATHNY
AACGACTATCTCTCCGCCGCCAACATGCTCTACCCTATACCCGCCAAGGCTACCAACGTG

P1 S1PSRNWAAFRGWAFTRIL
CCCATATCCATCCCCTCCCGCAACTGGGCGGCTT TCCGCGGCTGGGCCTTCACGCGCCTT

K TKETPSLGSGYDPYYTYS SG®G
AAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTACACCTACTCTGGC

ST PYLDGTFYLNHTFEKEKYVYA/I
TCTATACCCTACCTAGATGGAACGT TTTACCTCAACCACACCTTTAAGAAGGTGGCCATT

TFDSSVSWPGNDRLLTPNETF
ACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTT

E1l KRSVDGE®GYNVAQGGCNMTK
GAAATTAAGCGCTCAGT TGACGGGGAGGGT TACAACGTTGCCCAGTGTAACATGACCAAA

DWFLVOMLANYNTITGYOQGFYI
GACTGGTTCCTGGTACAAATGCTAGCTAACTATAAGATTGGCTACCAGGGCTTCTATATC

PESYKDRMYSFFRNFOQPMSR
CCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAAGTTCCAGCCCATGAGCCGT

57 /101



Fig. 26
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QVVDDTKYKDYOQOOVGEGILHOH
CAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATCCTACACCAAGAC

NNSGFVGYLAPTMREGOGAYT?P
AACAACTCTGGAT TTGTTGGCTACCTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCT

ANFPYPLIGKTAVDSITQOKEK
GCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCAGT TGACAGCATTACCCAGAAAAAG

FLCDRTLWRI!IPFSSNFMSMEG
TTTCTTTGCGATCGCACCCT TTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGC

ALTDLGONLLYANSAHALDM
GCACTCACAGACCTGGGCCAAAACCTTCTCTACGCCAACTCCGCCCACGCGCTAGACATG

TFEVDPMDEPTLLYVLFEVEF
ACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTT

DVVRVHOPHRGV I ETVYLRT
GACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTGTACCTGCGCACG

PFSAGNATT -
CCCTTCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP),,-HVR1 adenovirus SEQ IDNOS : 19 and 51

I MATPSMMPOWSYMHI SGODA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

20 SEYLSPGLVOGFARATETYFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCGACCGAGACGTACTTCAGC

4 L NNKFRNPTVAPTHDVITDR
121 CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

6t SQRLTLRF I PVDREDTAYS SY
181  TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

81 K ARFTLAVGDNRYLDMASTY
241  AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGAGATGGCTTCCACGTAC

101 FDIRGVLDRGPTFKPYSGTA
301 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGGCCTAGTCTGGCACTGGE

2. Y N ALAPKGAPNPGCEMWDENA AN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAATGCAAAT

141 P N ANPNAWNPNANPNANPNAN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

161 P N ANPRNANPMNANPNANPNAMN
481 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

189 PN A NP NAMNPNANPNAIUNPNAMN
541 CCAAATGCAAATCCAAACGCGAACCGGAATGCTAATCCTAATGCAAATCCAAATGCAAAT

200 P N ANPNANPIKTHYFGQAPYS
601 CCAAATGCAAATGCAAATGCAAATCCAAAAACTCACGTATTTGGGCAGGCGCCTTATTCT

21 6 | NI TKEGI1 Q1! GVEGQTPKY
661 GGTATAAATATTACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATAT

21 AD KT FQPEPQIGESQOQWYTETE
721  GCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAA

261 | NHAAGRVLEKKTTPMKPTC CYS®G
781 ATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGT

280 S Y AKPTNENGGAQGI LV KOGON
841 TCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAAT

301 6 KLESQ@VEMOQOQFFSTTEAAARAG
901 GGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGC

32M. NGDNLTPKVVLYSEDVDIET
961 AATGGTGATAAGTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACC

31 PDTH I SYMPT I KEGNSRETLMN.
1021 CCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGTAACTCACGAGAACTAATG

31 6.0 Q@ SMPNRPNY I AFRDNEFII G
1081 GGCCAACAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGT

381 LMY YNSTGENMGEVLAGQASOQL
1141 CTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTG

Fig. 27
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NAVVDLODRNTELSYQLLLTD
AATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCT TTCATACCAGCTTTTGCTTGAT

S 1 GDRTRYFSMWNOQLPNYGCHF
TCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTT

PLGGV INTETLTKVKPKTS®GOQ
CCACTGGGAGGTGTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAG

ENGWEKDATEFSDKNETILIRVGE
GAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGA

NNFAMETINLNANLWRNFLYS
AATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCC

N1 ALYLPDKLKYSPSNVYKIS
AACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCT

DNPNTYDYMNEKRYVYVAPGLVD
GATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGAC

CY I NLGARWSLDYMDNVRNPTF
TGCTACATTAACCTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTT

NHHRNAGLRYRSMHNLLGNGRY
AACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGT TGCTGGGCAATGGTCGCTAT

VPFHIQVPOKFFA!KNLLLL
GTGCCCTTCCAGATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTG

P G  S YTYEWNFRKDVNMWVLOGS
CCGGGCTCATACACCTACGAGTGGAACTTCAGGAAGGATGTTAACATGGTTCTGCAGAGC

SLGNDLRVDGASIKFDSI CL
TOCCTAGRAAATGACCT AAGGGTTGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTT

YATFFPMAHNTASTLEAMNMLR
TACGCCACCTTCTTCCCCATGGCCCACAACACCGCCTCCACGCTTGAGGCCATGCTTAGA

NDTNDOGSFNDYLSAANMLYFP
AACGACACCAACGAGCAGTCCTTTAACGACTATCTCTCCGCCGCCAACATGCTCTACCCT

I PANATNVPILISIEPSRNWAAF
ATACCCGCCAACGCTACCAACGTGCCCATATCCATCCCCTCCCGCAACTGGGCGGGTTTC

RGWAFTRLKTHKETPSLGSG GY
CGCGGCTGGGCCT TCACGCGCCT TAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTAC

DPPYYTYSGS I PYLDGTFYLN
GACCCTTATTACACGTACTCTGGCTCTATACCCTACCTAGATGGAACCTTTTACCTCAAC

HTFKKVAITFDSSVSWPGND
CACACCTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGAC

RLLTPNEFEI!IKRSVDGETGYN
CGCCTGCTTACCCCCAACGAGT TTGAAATTAAGCGCTCAGT TGACGGGGAGGGTTACAAC

VAQCNMWTKDWFLY QML ANYHN
GTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAAC

l G YQGFY ! PESYKDRMYSTFF
ATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTT
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RNFQPMSRQVVDDTKYKDYQ
AGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAA

@ VGILHQHNNSGFVGYLAPT
CAGGTGGGCATCCTACACCAACACAACAACTCTGGATTTGTTGGCTACCTTGCCCCCACC

MREGQAYPANFPYPLIGKTA
ATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCT TATAGGCAAGACCGCA

VDSITQKKFLGCDRTLWRIPF
GTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGGCGGATCCCATTC

S SNFMSMGALTDLGONLTLYA
TCCAGTAAGTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACGTTCTCTACGCC

NSAHALDMTFEVYDPMDEPTL
AACTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTT

LYVLFEVFDVVYRVHOGPHREGY
CTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTC

L ETVYLRTPFSAGNATT -
ATCGAAACCGTGTACCTGCGCACGCCCT TCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP),,-HVR1 adenovirus SEQ IDNOS : 20 and 52

T MATPSMMPOWSYMHISGOGDA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

21 SEYLSPGLVOFARATETYTFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

4 L NNKFRNPTVAPTHDVTITTDR
121 CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SQRLTLRFIPVDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

8t K ARFTLAVGDNRVLDMASTY
241  AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

101 FDIRGVLDRGPTFKPYSGETA
301  TTTBACATCCGCGGCGTGCTGGACAGGGGCCCTACT TTTAAGCCCTACTCTGGCACTGCC

12 Y NALAPKGAPNPG GCEWDTELNAHN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATGCT TGCGAATGGGATGAAAATGCAAAT

141 P N A NP NANPNANPNANPNAMN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

161 P N A NP NANPNANPNANPNAMN
481 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

181 P N-ANPNANPNANPNANPNAN
541 CCAAATGCAAATCCAAACGCGAACCCGAATGCTAATCCTAATGCAAATCCAAATGCAAAT

201 P N ANPNANPNANPNANEPKTIH
601 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATGCAAAAACTCAC

21 VFGOQAPYSGINITKEGIQTIG
661 GTATTTGGGCAGGCGCCTTATTCTGGTATAAATATTACAAAGGAGGGTATTCAAATAGGT

241 VEGQTPKYADKTFQPEPRQIGSG
721  GTCGAAGGTCAAACACCTAAATATGCCGATAAAACATTTCAACCTGAACGTCAAATAGGA

21 E S QWYETEINHAAGRYVLKKT
781 GAATCTCAGTGGTACGAAACAGAAATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGAGT

281 T PMKPGCYSGS Y AKPTNENG GG GO
841 ACCCCAATGAAAGCATGTTACGGTTCATATGCAAAACCCACAAATGAAAATGGAGGGCAA

301 6 I LVKQQNGKLESOQVEMNQFTF
901 GGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTC

3?1 S TTEAAAGNGDNLTPKV VLY
961 TCAACTACTGAGGCAGCCGCAGGCAATGGTGATAACTTGACTCCTAAAGTGGTATTGTAC

34 S EDVDIETPDTHISYMPTIK
1021  AGTGAAGATGTAGATATAGAAACCCCAGACACTCATATTTCTTACATGCCCACTATTAAG

31 FGNSRELMGOOQSMPNREPNY.
1081  GAAGGTAACTCACGAGAACTAATGGGCCAACAATCTATGCCCAACAGGGCTAATTACATT

331 AFRDNFI GLMWYYNSTGNMGY
1141  GCTTTTAGGGACAATTTTATTGGTCTAATGTATTACAACAGCACGGGTAATATGGGTGTT

Fig. 28
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LAGOASOLNAVYDLODRNTE
CTGGCGGGCCAAGCATCGCAGT TGAATGCTGTTGTAGATTTGCAAGACAGAAACACAGAG

LSYOLLLDSIGDRTRYFSMNMW
CTTTCATACCAGCTTTTGCTTGATTCCATTGGTGATAGAACCAGGTACTTTTCTATGTGG

NQGLPNYCFPLGGY I NTETLT
AATCAGCTTCCAAATTACTGCTTTCCACTGGGAGGTGTGATTAATACAGAGACTCTTACC

KV KPKTGOQENGWEKDATETFS
AAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGGGAAAAAGATGCTACAGAATTTTCA

DKNEIRVGNNFAMETILINLNAN
GATAAAAATGAAATAAGAGT TGGAAATAATTTTGCCATGGAAATCAATCTAAATGCCAAC

LWRNFLYSNIALYLPDEKLEKY
CTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTGTATTTGCCCGACAAGCTAAAGTAC

SPSNVKISONPNTYDYMNEKTR R
AGTCCTTCCAACGTAAAAATTTCTGATAACCCAAACACCTACGACTACATGAACAAGCGA

VVAPGLVYDCY I NLGARWSILD
GTGGTGGCTCCCGGGCTAGTGGACTGCTACAT TAACCTTGGAGCACGCTGGTCCCTTGAC

YMDNVNPFNHHRNAGLRYRS
TATATGGACAACGTCAACCCATTTAACCACCACCGCAATGCTGGCCTGCGCTACCGCTCA

MLLGNGRYVPFHIQVPQKFTF
ATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCACATCCAGGTGCCTCAGAAGTTCTTT

Al KNLLLLPGSYTYEWNTEFREK
GCCATTAAAAACCTCCT TCTCCTGCCGGGCTCATACACCTACGAGTGGAACTTCAGGAAG

DVNMVLOSSLGNDLRVYDGAS
GATGTTAACATGGTTCTGCAGAGCTCCCTAGGAAATGACCTAAGGGTTGACGGAGCCAGE

P KFDS !t CLYATFFPMAHNTA
ATTAAGTTTGATAGCATTTGCCTTTACGCGACCTTCTTCOCCATGGCCCACAACACCAOC

STLEAMLRNDTNDO GSFNDYL
TCCACGCTTGAGGCCATGCT TAGAAACGACACCAACGACCAGTCCTTTAAGGACTATCTC

S AANMLYPIPANATNVYPILSI
TCCGCCGCCAACATGCTCTACCCTATACCCGCCAACGCTACCAACGTGCCCATATCCATC

PSRNWAAFRGWAFTRLEKTIKE.
CCCTCCCGCAACTGGGCGGCTTTCCGCGGCTGAGCCT TCACGCGCCTTAAGACTAAGGAA

TPSLGSGYDPYYTYSGSIPY
ACCCCATCACTGGGCTCGGGCTACGACCCTTATTACACCTAGTCTGGCTCTATACCCTAC

LDGTFYLNHTFKKYALTEFDS
CTAGATGGAACCTTTTACCTCAACCACACCTTTAAGAAGGTGGCCATTACCTTTGACTCT

SVSWPGNDRLLTPNETFETLIKR
TCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACCCCCAACGAGTTTGAAATTAAGCGC

SVDGEGYNVAQCNMTHKDWEFL
TCAGT TGACGGGGAGGGTTACAACGTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTG

VOMLANYNIGYOQGFY ! PESY
GTACAAATGCTAGCTAACTATAACATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTAC
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Fig. 28

K DRMYSFFRNFQPMWSRQV VD
AAGGACCGCATGTACTCCTTCTTTAGAAACTTCCAGCCCATGAGCCGTCAGGTGGTGGAT

DTKYKDYQQVGILHOQHNNSSES
GATACTAAATACAAGGACTACCAACAGGTGGGCATCCTAGACCAACAGAACAACTCTGGA

FVYVGYLAPTMREGOQAYPANFTP
TTTGTTGGCTACCTTGCCCCCACCATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCC

YPLIGKTAVDSITQKKFLT CD
TATCCGCTTATAGGCAAGACCGCAGT TGACAGCATTACCCAGAAAAAGTTTCTTTGCGAT

RTLWRIPFSSNFMSMGALTD
CGCACCCTTTGGCGCATCCCATTCTCCAGTAACTTTATGTCCATGGGCGCAGTCACAGAG

LGONLLYANSAHALDMTFEV
CTGGGCCAAAACCT TCTCTACGCCAACTCCGCCCACGCGCTAGACATGACTTTTGAGGTG

DPMDEPTLLYYV L FEVFDVVR
GATCCCATGGACGAGCCCACCCTTCTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGT

VHOPHRGV IETVYLRTPFSA
GTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTGTACCTGCGCACGCCCTTCTCGGCC

GNATT -
GGCAACGCCACAACATAA
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Hexon sequence of (NANP)22-HVR1 adenovirus SEQ IDNOS : 21 and 53

1 MATPSMMPOWSYMHITSGGEDA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

21 SEYLSPGLVOQOFARATETYFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGACGTACTTCAGC

49 L NNKFRNPTVAPTHDYVITTDR
121 GTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SQRLTLRFItPVDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

81 KARFTLAVGDNRVLDMASTY
241  AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

10t FDIRGVLDRGPTFKPYSGTA
301 TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACT TTTAAGCCCTACTCTGGCACTGCC

126 Y NALAPKGAPNPT CEMWDENAN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCT TGCGAATGGGATGAAAATGCAAAT

141 P N A NP NANPNANPNANPNAMWN
421 CCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

161 P N A NP NANPNANEPNANPNAN
481 CCAAATGGAAATCGAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

181 P N A NP NANPWNANPNANGPNAMN
541 CGAAATGCAAATCCAAACGCGAACCCGAATGCTAATCCTAATGCAAATCCAAATGCAAAT

200 P N A NP NANPNANPNANEPNAN
601 CCAAATGGAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAATCCAAATGCAAAT

21 . P N ANPKTHVFGQAPYSGIT NI
661 CCAAATGCAAATCCAAAAACTCACGTATTTGGGCAGGCGCCTTATTCTGGTATAAATATT

241 T KEG 1 Q1 GVEGQTPKYADKT
721 ACAAAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAAGACCTAAATATGCCGATAAAACA

%1 FQPEPQI GESQWYETETINHA
781  TTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCA

21 AGRVLKKTTPMNKPCYGSYAK
841 GCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAA

31 P TNENGGOQG I LVEKQONEGKTLE
901 CCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAA

321 S QVEMOQFFSTTEAAAGNGDN
961 AGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGCAATGGTGATAAC

31 L TPKVVLYSEDVDIETPDTH
1021  TTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGACACTCAT

%1 I SYMPT I KEGNSRELMGQOOS
1081 ATTTCTTACATGCCCACTATTAAGGAAGGTAAGTCACGAGAACTAATGGGCCAACAATCT

381 M PNRPNY ! AFRODNFILPGLMWYY
1141 ATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATGTATTAC

Fig. 29
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NSTGNMGYLAGOASOLNAVY
AACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCTGTTGTA

DLODRNTELSYQLLLDSI!IGD
GATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATTGGTGAT

RTRYFSMWNOQOLPNYCFPLGS®G
AGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTTCCAGTGGGAGGT

VINTETLTKVKPKTGQENG® GHW
GTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAATGGATGG

EKDATEFSDKNETILIRVYVGNNTFA
GAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGAAATAATTTTGCC

MEI NLNANLWRNFLYSNIAL
ATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATAGCGCTG

YLPDKLKYSPSNVKISDNPN
TATTTGCCCGAGAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAACCCAAAC

TYDYMNKRVVAPGLVDC CYIN
ACCTACGACTACATGAAGAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTACATTAAC

LGARWSLDYMDNVNPFNHHR
CTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCACCACCGC

NAGLRYRSMLLGNGRYVPFH
AATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCCTTCCAC

1 QVPOKFFALILKNL LLLPGSY
ATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGCTCATAC

TYEWNFRHKDVNMVLGSSLGN
ACCTACGAGTGGAACTTCAGGAAGGATGTTAACATGGT TCTGCAGAGCTCCCTAGGAAAT

DLRYDGASIKFDSICGCL YATEF
GACCTAAGGGT TGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTTTACGCCACCTTC

FPMAHNTASTLEAMLRNDTN
TTCCCCATGGCCCACAAGAGCGCCTCCACGCTTGAGGCCATGCTTAGAAACGACACCAAC

DOQSFNDYLSAANMLYPILIPAN
GACCAGTCCTTTAACGACTATCTCTCCGCCGCCAACATGGTCTACCCTATAGCCGCCAAC

ATNVPISIPSRNWAAFRGWA
GCTACCAACGTGCCCATATCCATCCCCTCCCGCAACTGGGCGGCTTTCCGCGGCTGGGCE

FTRLKTKETPSLGSGYDPYY
TTCACGCGCCT TAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCTTATTAC

TYSGSIPYLDGTFYLNGHTEFK
ACCTACTGTGGCTCTATACCCTACCTAGATGGAACGTTTTACCTCAACCACACCTTTAAG

KVAI TFDSSVSWPGNDRLLT
AAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTGCTTACC

PNEFEIKRSVDGEGYNVAQGEC
CCCAACGAGTTTGAAAT TAAGCGCTCAGT TGACGGGGAGGGT TACAACGTTGCCCAGTGT

NMTKDWFLVOMLANYNIGY®
AACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAACATTGGCTAGCAG
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GFY 1 PESYKDRMYSFFRNTFD@
GGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTAGTCCTTCTTTAGAAACTTCCAG

PMSRQGVVDDTKYKDYOQQVEGI
CCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTGGGCATC

LHQHNNSGFVYGYLAPTMRES
CTACACCAACACAACAACTCTGGATTTGTTGGCTACCT TGCCCCCACCATGCGCGAAGGA

QO AYPANFPYPLIGKTAVDS.I
CAGGCCTACCCTGCTAACTTCCCCTATCCGCT TATAGGCAAGACCGCAGTTGACAGCATT

TOKKFLCDRTLWRIPFSSNTEF
ACCCAGAAAAAGTTTCTTTGCGATCGCACCCT TTGGCGCATCCCATTCTCCAGTAACTTT

‘M S MGALTDLGOGNLTLYANSAH
ATGTCCATGGGCGCACTCACAGACCTGGGCCAAAACCT TCTCTACGCCAACTCCGCCCAC

"ALDMTFEVDPMDEPTLLYVL

GCGCTAGACATGACT TTTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTATGTTTTG

FEVFDVVRVHQPHRGV I ETYV
TTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAAACCGTG

YLRTPFSAGNATT -
TACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Hexon sequence of (NANP),.-HVR1 adenovirus SEQ IDNOS : 22 and 54

1 M ATPSMMPOQOWSYMHISGODA
1 ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGBACGCC

21 S EYLSPGLVOQFARATETYTFS
61 TCGGAGTACCTGAGCCCCGGGCTGGTGCAGTTTGCCCGCGCCACCGAGAGGTACTTCAGC

4 L NNKFRNPTVAPTHDVTITTDR
121 CTGAATAACAAGTTTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

61 SQRLTLRF I PVDREDTAYSY
181 TCCCAGCGTTTGACGCTGCGGTTCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

81 K ARFTLAVGDNRVLDMASTY
241 AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

01 FDIRGVLDRGPTFKPYSGTA
301  TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTAGTCTGGCACTGCC

120 Y NALAPKGAPNPT CEWDENAMN
361 TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAAACGCCAAT

141 PN ANPNANPWNANPNANPNALN
421 CCAAATGCGAATCCCAACGCTAATCCTAACGCAAACCCGAATGCTAACCCTAACGCAAAG

161 P N ANPNANPNANPNANEPNAMN
481 CCCAACGCTAACCCCAACGCGAACCCCAATGCCAACCCCAACGCCAACCCGAACGCCAAT

181 P N A NP NANPWNANPNANEPNAMN
541 GCAAACGCTAACCCTAATGCCAATCCTAATGCCAATCCGAACGCCAATCCAAATGCCAAT

200 PN ANPNVDPNANPWNAWNPNAMN
601 CCAAATGCTAATCCCAACGTGGACCCCAACGCGAACCCTAATGCCAACCCCAACGCTAAT

21 PN A NP NANPNA®NPNANPNAN
661 CCAAATGCGAACCCTAACGCGAACCCGAATGCTAATCCCAATGCCAACCCCAATGCTAAT

241 PN A NPNANPKTHVFGQAPYS
721 _CCCAATGCGAACCCTAATGCCAATCCCAAAACTCACGTATTTGGGCAGGCGCCTTATTCT

261 G I N1 TKEGI QLI GVEGQTPKY
781 GGTATAAATATTACAAAGGAGGGTAT TCAAATAGGTGTCGAAGGTCAAACACCTAAATAT

21 ADKTFQPEPOI GESOQWYETLE
841 GCCGATAAAACATTTCAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAA

300 | NHAAGRVLKIKTTPMKPCYSG
901 ATTAATCATGCAGCTGGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGT

321 S YA KPTNENGSGGOQG I LVEKQOQOQN
961 TCATATGCAAAACCCACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAAT

31 G K LESQVEMGFFSTTEAAAG
1021  GGAAAGCTAGAAAGTCAAGTGGAAATGCAATTTTTCTCAACTACTGAGGCAGCCGCAGGC

31 N GDNLTPKVVLYSEDVDIET
1081 AATGGTGATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACG

381 P DV THI SYMPTI KEGNSRETLM
1141 CCAGACACTCATATTTCTTACATGCCCACTATTAAGGAAGGTAACTCACGAGAACTAATG

Fig. 30
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GOOQSMPNRPNYIT AFRDNFIG
GGCCAACAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGT

LMY YNSTGNMGYLAGOASOL
CTAATGTATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTG

NAVVDLOGDRNTELSYGLLLTD
AATGCTGTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGAT

S1 GDRTRYFSMWNQLPNYGCTF
TCCATTGGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGCTTCCAAATTACTGCTTT

PLGGVY I NTETLTKVKPIKTSGA
CCACTGGGAGGTGTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAG

ENGWEKDATETFSDKNETIRVG
GAAAATGGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGA

NNFAMEINLNANLWRNFLYS
AATAATTTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCC

N1 ALYLPDKLKYSPSNVKIS
AACATAGCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCT

DNPNTYDYMNKRYVAPGLVD
GATAACCCAAACACCTACGACTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGAC

CY !l NLGARWSLDYMDNYNTPEF
TGCTACATTAACCTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTT

NHHRNAGLRYRSMLLGNGRY
AACCACCACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTAT

VPFHIOVPGKFFALTKNLLLL
GTGCCCTTCCACATGCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACGTCCTTCTCCTG

PGSYTYEWNTFRKDVNMNVYVLGS
CCGGGCTCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATGGTTCTGCAGAGC

SLGNDLRVYDGASIKFDSICL
TCCCTAGGAAATGACCTAAGGGT TGACGGAGCCAGCATTAAGTTTGATAGCATTTGCCTT

YATFFPMAHNTASTLEAMLR
TAGGCCAGCTTCTTCCCCATGGCCCACAACACCGCCTCGACGCTTGAGGCCATGCTTAGA

NDTNDOSFNDYLSAANMLYFP
AACGACACCAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCCAAGATGCTCTACCCT

I PANATNVPISITPSRNWAAF
ATACCCGCCAACGCTACCAACGTGCCCATATCCATCCCCTCCCGCAAGTGGGCGGCTTTC

RGWAFTRLKTKET®PSLGSG® GY
CGCGGCTGGGCCTTCACGCGCCT TAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTAC

DPYYTYSGS I PYLDGTFYLN
GACCCTTATTACACCTACTCTGGCTCTATACCCTACCTAGATGGAACCTTTTACCTCAAC

HTFKKVAITFDSSVSWPGND
CACACCTTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGAC

RLLTPNEFETIKRSVDGESGYN
CGCCTGCTTACCCCCAACGAGT TTGAAATTAAGCGCTCAGT TGACGGGGAGGGTTACAAC
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Fig. 30
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3001

VAQCNMTKDWFLVQ@NLANTYN
GTTGCCCAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAAGTATAAC

1 6GYQGFY I PESYKDRMYSFF
ATTGGCTACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCGTTCTTT

RNFOQPMSRGVVDDTKYIKDYDQ
AGAACTTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATAGAAGGACTACCAA

QVGEGILHOHNNSGFVYGYLAPT
CAGGTGGGCATCCTACACCAACACAACAACTCTGGATTTGTTGGCTACCTTGCCCCCACC

MREGOAYPANFPYPLIGKTA
ATGCGCGAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCA

VDSITOKKFLGEGDRTLWRIPF
GTTGACAGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTC

SSNFMSMGALTDLGOQONLELYA
TCCAGTAACTTTATGTCCATGGGCGCACTCACAGACCTGGGCCAAAAGCTTCTGTACGCC

NS AHALDMTFEVDPWDEPTIL
AACTCCGCCCACGCGCTAGACATGACTTTTGAGGTGGATCCCATGGACGAGCCCACCCTT

LYVLFEVFDVVRVYHQPHRGY
CTTTATGTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTC

l' ETVYLRTPFSAGNATT -
ATCGAAACCGTGTAGCTGCGCACGCCCTTCTCGGCCGGCAACGCGAGAACATAA
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Hexon sequence of (QGPGAP),-HVR5 adenovirus SEQ IDNOS
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Fig. 31

M ATPSMMPAOWSYMHI S GOQODA
ATGGCTACCCCTTCGATGATGCCGCAGTGGTCTTACATGCACATCTCGGGCCAGGACGCC

SEYLSPGLVOQFARATETYTFS
TCGGAGTACCTGAGCCCCGGRCTGGTGCAGTTTGRCCCGCGCCACCGAGACGTAGTTCAGC

LNNKFRNPTVAPTHDVTITDR
CTGAATAACAAGT TTAGAAACCCCACGGTGGCGCCTACGCACGACGTGACCACAGACCGG

SORLTLRF I PVDREDTAYSY
TCCCAGCGTTTGACGCTGCGGT TCATCCCTGTGGACCGTGAGGATACTGCGTACTCGTAC

K ARFTLAVGEGDNRYLDMWASTY
AAGGCGCGGTTCACCCTAGCTGTGGGTGATAACCGTGTGCTGGACATGGCTTCCACGTAC

FDIRGVLDRGPTFKPYSGTA
TTTGACATCCGCGGCGTGCTGGACAGGGGCCCTACTTTTAAGCCCTACTCTGGCACTGCC

YNALAPKGAPNPCEWDEAAT
TACAACGCCCTGGCTCCCAAGGGTGCCCCAAATCCTTGCGAATGGGATGAAGCTGCTACT

ALEI NLEEEDDDNETDEVDES®
GCTCTTGAAATAAACCTAGAAGAAGAGGACGATGACAACGAAGACGAAGTAGACGAGCAA

AEQQKTHVFGQAPYSG I NITT
GCTGAGCAGCAAAAAACTCACGTATT TGGGCAGGCGCCTTATTCTGGTATAAATATTACA

K EGI'I QI GVEGQGTPKYADEKTETF

AAGGAGGGTATTCAAATAGGTGTCGAAGGTCAAACACCTAAATATGCCGATAAAACATTT

CPEPOI GESOQOWYETETINHAA
CAACCTGAACCTCAAATAGGAGAATCTCAGTGGTACGAAACAGAAATTAATCATGCAGCT

GRYLKKTTPMKPCYGSYAKP
GGGAGAGTCCTAAAAAAGACTACCCCAATGAAACCATGTTACGGTTCATATGCAAAACCC

TNENGGOQG I LYK GQNSGHKTLTES
ACAAATGAAAATGGAGGGCAAGGCATTCTTGTAAAGCAACAAAATGGAAAGCTAGAAAGT

OV EMOQFFSASQGPGAPQGZPG
CAAGTGGAAATGCAATTTTTCTCAGCTAGCCAGAGCCCTGGAGCTCCACAGGGAGCAGGT

AP QGPGAPGTSTTEAAAGNG®G
GCACCTCAAGGGCCTGGAGCCCCTGRCACTAGCACT ACTGAGGCAGCCGCAGGCAATGGT

DNLTPKVVLYSEDVDIETPD
GATAACTTGACTCCTAAAGTGGTATTGTACAGTGAAGATGTAGATATAGAAACCCCAGAC

THI SYMWPTI1KEGNSRELMGDO®
ACTCATATTTCTTACATGCCCACTAT TAAGGAAGGTAACTCACGAGAACTAATGGGCCAA

Q SMPNRPNYITAFRDNEFTIGLM
CAATCTATGCCCAACAGGCCTAATTACATTGCTTTTAGGGACAATTTTATTGGTCTAATG

Y YNSTGNMGYVYLAGQASOLNA
TATTACAACAGCACGGGTAATATGGGTGTTCTGGCGGGCCAAGCATCGCAGTTGAATGCT

VVDLODRNTELSYQLLLDS!
GTTGTAGATTTGCAAGACAGAAACACAGAGCTTTCATACCAGCTTTTGCTTGATTCCATT
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Fig. 31
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GDRTRYF SMWNOGAVDSYDPD
GGTGATAGAACCAGGTACTTTTCTATGTGGAATCAGGCTGTTGACAGCTATGATCCAGAT

VR I I ENHGTEDELPNYGFPL
GTTAGAATTATTGAAAATCATGGAACTGAAGATGAACT TCCAAATTACTGCTTTCCACTG

GGV INTETLTKVKPKTGQEN
GGAGGTGTGATTAATACAGAGACTCTTACCAAGGTAAAACCTAAAACAGGTCAGGAAAAT

GWEKDATEFSDKNETLRVGNN
GGATGGGAAAAAGATGCTACAGAATTTTCAGATAAAAATGAAATAAGAGTTGGAAATAAT

FAMETI!I NLNANLWRNTFLYSNI
TTTGCCATGGAAATCAATCTAAATGCCAACCTGTGGAGAAATTTCCTGTACTCCAACATA

ALYLPDKLKYSPSNVKISDN
GCGCTGTATTTGCCCGACAAGCTAAAGTACAGTCCTTCCAACGTAAAAATTTCTGATAAG

PNTYDYMNKRYVAPGLVDGC CY
CCAAACACCTACGAGTACATGAACAAGCGAGTGGTGGCTCCCGGGCTAGTGGACTGCTAC

I NLGARWSLDYMDNVNPFNH
ATTAACCTTGGAGCACGCTGGTCCCTTGACTATATGGACAACGTCAACCCATTTAACCAC

HRNAGLRYRSMLLGNGRYV?P
CACCGCAATGCTGGCCTGCGCTACCGCTCAATGTTGCTGGGCAATGGTCGCTATGTGCCC

FHI1IQVPQOQRKFFAIKNLLLLTPSES
TTCCAGATCCAGGTGCCTCAGAAGTTCTTTGCCATTAAAAACCTCCTTCTCCTGCCGGGC

SYTYEWNTFR VK DVNMWVLOSSL
TCATACACCTACGAGTGGAACT TCAGGAAGGATGTTAACATGGTTCTGCAGAGCTCCCTA

GNDLRVDGASIKFDSI1IGLYA
GGAAATGACCT AAGGGT TGACGGAGCCAGCAT TAAGTTTGATAGCATTTGCCTTTACGCC

TFFPMAHN TASTLEAMLRND
ACCTTCTTCCCCATGGCCCACAACACCGCCTCCACGCTTGAGGCCATGCTTAGAAACGAC

TNDOQSFNDYLSAANMLYPIP
ACCAACGACCAGTCCTTTAACGACTATCTCTCCGCCGCGAACATGCTCTACCCTATACCC

ANATNVYPISIPSRNWAAFRGE
GCCAACGCTACCAACGTGCCCATATCCATCCCCTCCCGCAACTGGGCGGCTTTCCGCGGC

WAFTRLKTKETPSLGSGYDP
TGGGCCTTCACGCGCCT TAAGACTAAGGAAACCCCATCACTGGGCTCGGGCTACGACCCT

YYTYSGS I PYLDGTFYLNHT
TATTACACCTACTCTGGCTCTATACCCTACCTAGATGGAACCTTTTACCTCAACCACACC

FKKVYAILTFDSSVSWPGNDRL
TTTAAGAAGGTGGCCATTACCTTTGACTCTTCTGTCAGCTGGCCTGGCAATGACCGCCTG

LTPNEFE ! KRSVYDGEGYNVA
CTTACCCCCAACGAGTTTGAAATTAAGCGCTCAGTTGACGGGGAGGGTTACAACGTTGCC

O CNMTKDWFLVYVOMLANYNIG
CAGTGTAACATGACCAAAGACTGGTTCCTGGTACAAATGCTAGCTAACTATAACATTGGC
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YQGFY ILPESYKDRMYSFFRN
TACCAGGGCTTCTATATCCCAGAGAGCTACAAGGACCGCATGTACTCCTTCTTTAGAAAG

FOPMSROGVVDDTKYKDYQQYV
TTCCAGCCCATGAGCCGTCAGGTGGTGGATGATACTAAATACAAGGACTACCAACAGGTG

G I LHQGQHNNSGFVYGYLAPTHMR
GGCATCCTACACCAACAGAACAACTCTGGATTTGTTGGCTACCTTGCCCCCACCATGCGC

EGOAYPANFPYPLIGKTAVD
GAAGGACAGGCCTACCCTGCTAACTTCCCCTATCCGCTTATAGGCAAGACCGCAGTTGAC

ST TOKKFLCDRTLWRIPFSS
AGCATTACCCAGAAAAAGTTTCTTTGCGATCGCACCCTTTGGCGCATCCCATTCTCCAGT

NFMSMGALTDLGONLLYARNS
AACTTTATGTCCATGGGCGCACTGACAGACCTGGGCCAAAAGCTTCTCTAGGCCAAGTCC

AHALDMTF FEVDPMDEPTLLY
GCCCACGCGCTAGACATGACTT TTGAGGTGGATCCCATGGACGAGCCCACCCTTCTTTAT

VLFEVFDVVRVHQGPHRGYIE
GTTTTGTTTGAAGTCTTTGACGTGGTCCGTGTGCACCAGCCGCACCGCGGCGTCATCGAA

TVYLRTPFSAGNATT -
ACCGTGTACCTGCGCACGCCCTTCTCGGCCGGCAACGCCACAACATAA
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Fiber sequence of (QGPGAP),-Fib adenovirus SEQ IDNOS
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Fig. 32

M KRARPSEDTFNPVYPYDTE
ATGAAGCGCGCAAGACCGTCTGAAGATACCTTCAACCCCGTGTATCCATATGACACGGAA

TGPPTVPFLTPPFVSPNGEFDO
ACCGGTCCTGCAACTGTGCCTTTTCTTACTCGTCCCTTTGTATCCCCCAATGGGTTTCAA

ESPPGVLSLRLSEPLVTITSNG
GAGAGTCCCCCTGGGGTACTCTCTTTGCGCCTATCCGAACCTCTAGTTAGCTCCAATGGC

ML ALKMGNGLS SLDEAGNLTS
ATGCTTGCGCTCAAAATGGGCAACGGCCTCTCTCTGGACGAGGCCGGCAACCTTACCTCC

O NVITVSPPLKEKTEKSNINLE
CAAAATGTAACCACTGTGAGCCCACCTCTCAAAAAAACCAAGTCAAACATAAAGCTGGAA

I SAPLTVISEALTVAAAMAPL
ATATGTGCAGCCCTCACAGTTACCTCAGAAGCCCTAACTGTGGCTGCCGCCGCAGGTCTA

MV AGNTLTMAQSOQAPLTVHDS
ATGGTCGCGGGCAAGACACTCACCATGCAATCAGAGGCCCCGCTAACCGTGCACGACTEC

KL SI ATQGPLTVSESGKLALZESG
AAACTTAGCATTGCCACCCAAGGACCCCTCACAGTGTCAGAAGGAAAGCTAGCCCTGCAA

TSG6GPLTTTDSSTLTITASPP
ACATCAGGCCCCCTCACCACCACCGATAGCAGTACCCTTACTATGAGTGCCTGACCCCCT

LTTATGSLGIDLKEPIYTAQQN
CTAACTACTGCCACTGGTAGCT TGGGCATTGACT TGAAAGAGCCCATTTATACACAAAAT

6 KLGLKYGAPLHVYTITDDLNTL
GGAAAACTAGGACTAAAGTACGGGGCTCCTTTGCATGTAACAGACGACCTAAACACTTTG

TVATGPGVYTINNTSLOEGTKVT

ACCGTAGCAAGTGGTCCAGGTGTGACTATTAATAATACTTCCTTGCAAACTAAAGTTACT

G ALGFDSOGNMOQOLNVYAGGLHR
GGAGCCTTGGGTTTTGATTCACAAGGCAATATGCAACTTAATGTAGCAGGAGGACTAAGG

Il DS Q@ NRRLILDVSYPFDAGN
ATTGATTCTCAAAACAGACGCCTTATACTTGATGTTAGTTATCCGTTTGATGCTCAAAAC

0 LNLRLGOGPLFI NSAHNLDED
CAACTAAATCTAAGACTAGGACAGGGCCCTCTTTTTATAAAGTCAGCCCACAAGTTGGAT

] N Y NKGLYLFTASNNSKTIEKILE
ATTAACTACAACAAAGGCCT TTACTTGT TTACAGCT TCAAAGAATTCCAAAAAGCTTGAG

VNLSTAKGLMFDATATILIATLNA
GTTAACCTAAGCACTGCCAAGGGGTTGATGTTTGACGCTACAGCCATAGCCATTAATGCA

6GDGLETFOGSPNAPNTNPLIKTIEK

GGAGATGGGCTTGAATTTGGTTCACCTAATGCACCAAACACAAATCCCCTCAAAACAAAA

| G HGLEFDSNIKAMYVYPKLGTE®G
ATTGGCCATGGCCTAGAATTTGATTCAAACAAGGCTATGGT TCCTAAACTAGGAACTGGC

LSFDSTGAI TVGNEKNNDEIKLT
CTTAGTTTTGACAGCACAGGTGCCATTACAGTAGGAAACAAAAATAATGATAAGCTAACT
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LWTTPAPSPNGCRLNAEIKTDAK
TTGTGGACCACACCAGCTCCATCTCCTAACTGTAGACTAAATGCAGAGAAAGATGCTAAA

LTLYLTKCGSOQI!I LATYVSVLA
CTCACTTTGGTCTTAACAAAATGTGGCAGTCAAATACTTGCTACAGTTTCAGTTTTGGCT

VKGSLAPI!I SGTVEGSAHLTIIR
GTTAAAGGCAGTTTGGCTCCAATATCTGGAACAGTTCAAAGTGCTCATCTTATTATAAGA

FDENGVYVLLNNSFLDPEYWNTF
TTTGACGAAAATGGAGTGCTACTAAACAATTCCTTCCTGGAGCCAGAATATTGGAACTTT

RNGDLTEGTAYTNAVGFMPN
AGAATGGAGATCTTACTGAAGGCACAGCCTATACAAACGCTGTTGGATTTATGCCTAAC

LS AYPKSHGKTAKSNIVSQYV
CTATCAGCTTATCCAAAATCTCACGGTAAAACTGCCAAAAGTAACATTGTCAGTCAAGTT

YLNGDKTKPVTLTITLNGTAQ
TACTTAAACGGAGACAAAACTAAACCTGTAACACTAACCATTACACTAAACGGTACACAG

ETGOGPGAPOGPGAPIOQGPSGA
GAAACAGGACAGGGCCCTGGAGCTCCACAGGGACCAGGTGCACCTCAAGGGCCTGGAGCC

PSAYSMSFSWDWSGHN
G

T
CTGACACAACTCCAAGTGCATACTCTATGTCATTTTCATGGGACTGGTCTGGCCACAAC

YI NEITFATSSYTFSY 1 AQE -
TACATTAATGAAATATTTGCCACATCCTCTTACACTTTTTCATACATTGCCCAAGAATAA
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Fiber sequence of (NANP),-Fib adenovirus SEQ IDNOS : 25 and 55

1 MKRARPSEDTFNPVYPYDTE
1 ATGAAGCGCGCAAGACCGTCTGAAGATACCTTCAACCCCGTGTATCCATATGAGACGGAA

21 T e6PPTVPFLTPPFVSPNGTFZ®G
61 ACCGGTCCTCCAACTGTGCCTTTTCTTACTCCTCCCTTTGTATCCCCCAATGGGTTTCAA

41 ESPPGVLSLRLSEPLVTSNGEG
121 GAGAGTCCCCCTGGGGTACTCTCTTTGCGCCTATCCGAACCTCTAGTTACCTCCAATGGC

61 M L AL KMGNGLSLDEAGNLTS
181  ATGCTTGCGCTCAAAATGGGCAACGGCCTCTCTCTGGACGAGGCCGGCAACGTTACCTGE

8 O NV T TVSPPLKKTKSNINLE
241  CAAAATGTAACCACTGTGAGCCCACCTCTCAAAAAAACCAAGTCAAACATAAACCTGGAA

01 I SAPLTVISEALTVAAAAPL
301 ATATCTGCACCCCTCACAGTTACCTCAGAAGCCCTAACTGTGGCTGCCGCCGCAGCTCTA

120 MV AGNTLTNMGSOQAPLTVYHDS
361 ATGGTCGCGGGCAACACACTCACCATGCAATCAGAGGCCCCGCTAACCGTGCACGACTCC

41 KL S I ATQGPLTVSEGKLALDO®
421  AAACTTAGCATTGCCACCCAAGGACCCCTCACAGTGTCAGAAGGAAAGCTAGGCCTGCAA

i1 T SGGPLTTTDSSTLT I TASPP
481  ACATCAGGCCCCCTCACCAGCACCGATAGCAGTACCCTTACTATCACTGCCTCACCGCCT

1 LT TATGSLGIDLKEPIYTOQN
541 CTAACTACTGCCACTGGTAGCTTGGGCATTGACT TGAAAGAGCCCATTTATACACAAAAT

200 6 KL GLKYGGAPLHYV TDDLNTL
601 GGAAAACTAGGACTAAAGTACGGGGCTCCTTTGCATGTAACAGAGGAGCTAAACACTTTG

2t TVATGPGVT I NNTSLQATKVT
661 ACCGTAGCAACTGGTCCAGGTGTGACTATTAATAATACTTCCTTGCAAAGTAAAGTTACT

241 G AL GFDSOQGNMOQLNYVAG® GLR
721  GGAGCCTTGGGTTTTGATTCACAAGGCAATATGCAACTTAATGTAGCAGGAGGACTAAGG

261 ' D SQNRRLILDVSYPFDAR GN
781  ATTGATTCTCAAAACAGACGCCTTATACTTGATGTTAGTTATCCGTTTGATGCTCAAAAC

81 QLNLRLGOGGPLFINSABHNLD
841 CAACTAAATCTAAGACTAGGACAGGGCCCTCTTTTTATAAAGTGAGCCCACAACTTGGAT

301 t NYNKGLYLFTASNNSIKIEKTLE
901 ATTAACTACAACAAAGGCCTTTAGTTGTTTACAGCTTCAAACAATTCCAAAAAGGTTGAG

320 VNLSTAKGLMNMFDATALATILNA
961 GTTAACCTAAGCACTGCCAAGGGGTTGATGTTTGACGCTACAGCCATAGCCATTAATGCA

31 6D GLEFGSPNAPNTNPLIKTEK
1021 GGAGATGGGCTTGAATTTGGTTCACCTAATGCACCAAACACAAATCCCGTCAAAACAAAA

31 | GHGLEFDSNEKAMNMVYPKLGTSE
1081 ATTGGCCATGGCCTAGAATTTGATTCAAACAAGGCTATGGTTCCTAAACTAGGAACTGGC

381 L SFDSTGAIT TV GENKNNDKLT
1141  CTTAGTTTTGACAGCACAGGTGCCATTACAGTAGGAAACAAAAATAATGATAAGCTAACT

Fig. 33
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LWTTPAPSPNGCRLNAERKDAK
TTGTGGACCACACCAGCTCCATCTCCTAACTGTAGACTAAATGCAGAGAAAGATGCTAAA

LTLVLTKGCGSOILATVSVLA
CTCACTTTGGTCTTAACAAAATGTGGCAGTCAAATACTTGCTACAGTTTCAGTTTTGGCT

VKGSLAP ! SGTVAQ@SAHLIIR
GTTAAAGGCAGTTTGGCTCCAATATCTGGAACAGTTCAAAGTGCTCATCTTATTATAAGA

FDENGVYLLNNSFLDPEYWNTF
TTTGACGAAAATGGAGTGCTACTAAACAAT TCCTTCCTGGACCCAGAATATTGGAACTTT

RNGDLTEGTAYTNAVGFMPN
AGAAATGGAGATCTTACTGAAGGCACAGCCTATACAAACGCTGTTGGATTTATGCCTAAC

LSAYPKSHGKTAKSNIVSQYV
CIATCAGCTTATCCAAAATCTCACGGTAAAACTGCCAAAAGTAACATTGTCAGTCAAGTT

YLNGDKTKPVITLTITLNGTZ®
TACTTAAACGGAGACAAAAGTAAACGTGTAACACTAACCATTACACTAAACGGTACACAG

ETGNANPNANPNANPNANEPD

* GAAACAGGAAACGCTAATCCGAACGCTAACCCAAATGCAAATCCTAATGCCAAGCCCGAG

TTPSAYSMSFSWDWSGHNTY.I
ACAACTCCAAGTGCATACTCTATGTCATTTTCATGGGACTGGTCTGGCCACAACTACATT

NELILFATSSYTFSY 1l AQE -
AATGAAATATTTGCCACATCCTCTTACAGTTTTTCATACATTGCCCAAGAATAA
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Fig. 34

pVIl sequence of PyCSCD4-pVil adenovirus SEQ IDNOS

1
i
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61
181

81
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101
301

121
361

141
421

161
481

181
541

201
601

221
661

M S 1 LI SPSNNTGWGLREFPSK
ATGTCCATCCTTATATCGCCCAGCAATAACACAGGCTGGGGCCTGCGCTTCCCAAGCAAG

M FGGAKKRSDOQHPVRVRGHY
ATGTTTGGCGGGGCCAAGAAGCGCTCCGACCAACACCCAGTGCGCGTGCGCGGGCACTAC

R APWGAHKRGRTGRTTVDDA
CGCGCGCCCTGRGGCGCGCACAAACGCGGCCGCACTGGGCGCACCACCGTCGATGACGCC

] DAVVEEARNYTPTPPPVST
ATCGACGCGGTGGTGGAGGAGGCGCGCAACTACACGCCCACGCCGCCACCAGTGTCCACA

VDAAIQTVVRGARRYAKMEKR
GTGGACGCGGCCATTCAGACCGTGGTGCGCGGAGCCCGGCGCTATGCTAAAATGAAGAGA

RRRRVARRHRRRPGTAAQGRA
CGGCBGAGGCGCETAGCACGTCGCCACCGCCGCCGACCCGGCACTGCCGCCCAAGGCACE

AAMALLNRARRTGRRAAMNMRAA
GCGGCGGCCCTGCTTAACCGCGCACGTCGCACCGGCCGACGGGCGGCCATGCGGGCOGCT

RRLAAGI!IVTVPPRSRRRARAA
CGAAGGCTGGCCGCGGGTATTGTCACTGTGCCCCCCAGGTCCAGGCGACGAGCGGCCGEE

AAAAALI SAMTOGRRGNVY WY
GCAGCAGCCGCGGCCATTAGTGCTATGACTCAGGGT CGCAGGGGCAACGTGTATTGGGTG

RDSVSGLRVPVRTRPPRNYVR
CGCGACTCGGTTAGCGGCCTGCGCGTGCCCRTGCGCACCCGCCCCCCGCGCAACGTGCGE

TRPPRMNYNRNIVNRILILEGDAL
ACCCGCCCCCCGCGCAACTACAACAGGAACATCGTGAACAGGCTGCTGGGCGACGCCCTG

N GKPEEK: -
AACGGCAAGCCCGAGGAGAAGTAG

78 101
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pVll seqdence of PfCSPCD4-pVIi-1 adenovirus SEQ IDNOS
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M S I LI SPSNNTGWGLREFPSK
ATGTCCATCCTTATATCGCCCAGCAATAACACAGGCTGGGGCCTGCGCT TCCCAAGCAAG

M F 6GAKEKRSDA QHPVRVRGHY
ATGTTTGGCGGGGCCAAGAAGCGCTCCGACCAACACCCAGTGCGCGT GCGCGGGCACTAC

R APWGAHIKRGRTGRTTVDDA
CGCGCGCCCTGGGGCGCGCACAAACGCGGCCGCACT GGGCGCACCACCGTCGATGACGCE

I DAV VETEA RNYTPTPPPVST
ATCGACGCGGTGGTGGAGGAGGCGCGCAACTACACGCCCACGCCGCCACCAGTGTCCACA

VDAAIQTVVRGARRYAKHMNEKR
GTGGACGCGGCCATTCAGACCGTGGTGCGCGGAGCCCGGCGCTATGCTAAAATGAAGAGA

RRRRVARRHRRRPGTAAQRA
CGGCGGAGGCGCGTAGCACGTCGCCACCGCCGCCGACCCGGCACTGCCGCCCAACGCGCG

AAALLNRARRTGRRAAMRAA
GCGGCGGCCCTGCTTAACCGCGCACGTCGCACCGGCCGACGGGCEGCCATGCGGGCCECT

RRLAAGIVTVPPRSRRRAAHA
CGAAGGCTGGCCGCGGATATTGTCACTGTGCCCCCCAGGTCCAGGCGACGAGCGRCCGCE

AAAAAT SAMTOQEGRRGNVY WY
GCAGCAGCCGCGGCCATTAGTGCTATGACTCAGGGT CGCAGGGGCAACGTGTATTGGGTG

RDSVSGLRVPVRTRPPRNLEY
CGCGACTCGGTTAGCGACCTGOGCETGOCCGTACCACCCRCCCCCCECACACEARTAT

L NKIQNSLSTEWSPCS VT -
TTGAACAAGATTCARAAGTCCCTCTCAACAGAATGGTCTCCTTGCAGCGTGAGT TAG
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pVil sequence of PFCSPCD4-pVII-2 adenovirus SEQ IDNOS : 28 and 57

1 M S L?tSPSNNTGWSGLRFPSK
1 ATGTCCATCCTTATATCGCCCAGCAATAACACAGGCTGGGGCCTGCGCTTCCCAAGCAAG

21 M F GGAKEKRSDOHPVRYVYRGHY
61 ATGTTTGGCGGGGCCAAGAAGCGCTCCGACCAACACCCAGTGCGCGTGCGCGGGCACTAC

41 R AP WGAHKRGRTGRTTVDDA
121  CGCGCGCCCTGGGGCGCGCACAAACGCGGCCGCACTGGGCGCACCACCGTCGATGACGCE

61 | DAVVEEARNYTPTPPPVST
181 ATCGACGCGGTGGTGGAGGAGGCGCGCAACTACACGCCCACGCCGCCACCAGTGTCCACA

81 VDAAI QT VVRGAEYLNKTIA® QN
241  GTGGACGCGGCCATTCAGACCGTGGTGCGCGGAGCCGAATATTTGAACAAGATTCAAAAC

01 S L ST EWSPCSVTIRRYAKHMEKR
301 TCCCTCTCAACAGAATGGTCTCCTTGCAGCGTGACT CGGCGCTATGCTAAAATGAAGAGA

2, RRRRVARRHRRRPGTAAQRA
361 CGGCGGAGGCGCGTAGCACGTCGCCACCGCCGCCGACCCGGCACTRCCGCCCAACGCGCG

141 A AALLNRARRTGRRAAMNMRAA
421 GCGGCGGCCCTGCTTAACCGCGCACGTCGCACCGGCCGACGGGCGGCCATGCGGGCCGET

%1 RRLAAGIFIVTVPPRSRRRAAA
481 CGAAGGCTGGCCGCGGGTATTGTCACTGTGCCCCCCAGGTCCAGGCGACGAGCGGCCGCC

181 A AAAALIT SAMTOGRRGENYVY WYV
541 GCAGCAGCCGCGGCCATTAGTGCTATGACTCAGGGTCGCAGGGGCAACGTGTATTGGGTG

200 RDSVSGEGLRVPVRTRPPRNVR
601 CGCGACTCGGTTAGCGGCCTGCGCGTGCCCATGCGCACCCGCCCCCCGCGCAACGTGCGE

21 TRPPRNYNRNIVNRLLGDAL
661 ACCCGCCCCCCGCGCAACTACAACAGGAACATCGTGAACAGGCTGCTGGGCGACGCCCTG

24t T R PP RN -
721 ACCCGCCCCCCGCGCAACTAG

Fig. 36
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pVIl sequence of PICSPCD4-pVII-3 adenovirus SEQ IDNOS : 29 and 58

1 MS$ 1 LI SPSNNTGWEGLRFPSK
1 ATGTCCATCCTTATATCGCCCAGCAATAACACAGGCTGGGGCCTGCGCTTCCCAAGCAAG

21 M F GGAKEKRSDOGHPVRVRGHY
61 ATGTTTGGCGGGGCCAAGAAGCGCTCCGACCAACACCCAGTGCGCGTGCGCGGGCACTAC

41 RAPWGAHKRGRTGRTTVDDA
121 CGCGCGCCCTGGGGCACGCACAAACGCGGCCGCACTGGGCGCACCACCGTCGATGAGGCE

61 | DAV VEEARNYTPTPPPVST
181 ATCGACGCGGTGGTGGAGGAGGCGCGCAACTACACGCCCACGCCGCCACGAGTGTCCAGA

81 VD AAITQTVVRGARRYAKMKR
241  GTGGACGCGGCCATTCAGACCGTGGTGCGCGGAGCCCGGCGCTATGCTAAAATGAAGAGA

00 RRRRVARRHRRRPGTAAQGRA
301 CGGCGRAGGCGCGTAGCACGTCGCCACCGCCGCCGACCCGGCACTGCCGCCCAACGLGCG

120 AAALLNRARRTGRRAAMNRAA
361 GCGGCGGCCCTGCTTAACCGCGCACGTCGCACCGGCCGACGGGCGGCCATGCGRGCCGCT

141 E Y L N K 1 QNS L STEWSPCGCS VI
421 GAATATTTGAACAAGATTCAAAACTCCCTCTCAACAGAATGGTCTCCTTGCAGCGTGACT

%61 RRLAAGI VTVPPRSRRRAAA
481 CGAAGGCTGGCCGCGGGTATTGTCACTGTGCCCCCCAGGTCCAGGCGACGAGCGGCCGEC

181 A AAAAILSAMTOGEGRRGNVYWYV
541 GCAGCAGCCGCGGCCATTAGTGCTATGACTCAGGGTCGCAGGGGCAACGTGTATTGGGTG

200 RDSV SGLRVPVRTRPPRNVYVR
601 CGCGACTCGGT TAGCGGCCTGCGCGTGCCCGTACGCACCCGCCCCCCGCGCAACGTGOGE

21 T RP.PRN-
661 ACCCGCCCCCCGEGCAAGTAG

Fig. 37
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Fig. 50
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Fig. 52
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Fig. 57
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