Table S1. Primers used to obtain the complete/nearly complete DNA-
dependent DNA polymerase and hexon coding sequences, and partial penton
base coding sequences of simian adenovirus (SAdV) strains KNA-S6 and KNA-
08975 detected in African green monkeys from St. Kitts. Primers employed in
semi-nested PCR assays to amplify a region of the putative hexon that is
genetically divergent between SAdV-17, -18 and Human mastadenovirus-F
strains (HAdV-F) are highlighted with yellow. Forward primers (used in
combination with 2 reverse primers designed from partial penton base
sequences of KNA-S6 and KNA-08975) that failed to amplify the 5’- region of

the penton base are shown with red font.

Target gene

Primer name

Primer sequence ! (5'-3')

Primer position 2

DNA-dependent
DNA polymerase

NHP-pol-5ENDF

TCTACGGCATCTCGATCCAGCAG

nt 5228-nt 5250

NHP-pol-5ENDR

AAGCTCTACGCCCTCAAGTGCCTC

nt 5591-nt 5569

NHP-pol-5261F

TGCGGGGGTTGGGRCGGCTTT

nt 5261-nt 5281

NHP-pol-5283F

GCTGTASGGBACCAGBCGGTG

nt 5283-nt 5303

NHP-pol-5946R

GGTGGATCCCCTGGTGGAGAACG

nt 5946-nt 5924

NHP-pol-5800F

GATTTGAGCGCGCGCTGCTCCAG

nt 5800-nt 5822

NHP-pol-6954R

CTCCAACTCSCACGCCATCTT

nt 6954-nt 6934

NHP-pol-6976R

TCTTYCAGCGSCCCACCATCTC

nt 6976-nt 6955

NHP-pol-6721F

CCCCAGGGCATGGGRTGGGT

nt 6721-nt 6740

NHP-pol-6742F

AGGGCCGAGGCGTACATGCC

nt 6742-nt 6761

NHP-pol-7983R

CACCTACGACGTVGARACCTACAC

nt 7983-nt 7960

NHP-pol-7751F

TCTGGAGGCGGTCGCGGTAGT

nt 7751-nt 7771

NHP-pol-7774F

CGGAACTTTTTGCCCACCGCCA

nt 7774-nt 7795

NHP-pol-8817R

CTGTYGAACTCTCTTTCAGGTTC

nt 8817-nt 8795

NHP-pol-8752R

CAGGACCTCAACCGCCGCGT

nt 8752-nt 8733

Hexon

NHP-hex-18098F

AACAGCATYGTGGGYCTGGG

nt 18098-nt 18117

NHP-hex-18582R

CGGTCCAGCACGCCGCGGATGTC

nt 18582-nt 18560

NHP-hex-18625R

GGAGTTGTAAGCGGTGCCGGAGTA

nt 18625-nt 18602

NHP-hex-18253F

CAAGATGGCCACCCCCTCSATGATGC

nt 18253-nt 18278

NHP-hex-18308F

CAGGACGCCTCGGAGTACCTGAGC

nt 18308-nt 18331

NHP-hex-18837R 3

TCTCCGGCTTCGCTGTTCCACTG 3

nt 18837-nt 18815

NHP-hex-18836R 4

GCGTGGGATCAATATTCCATTGCG ¢

nt 18836-nt 18813

NHP-hex-18494F

TACAAAGTGCGCTTCACGCTGG

nt 18494-nt 18515

NHP-hex-18524F

GACAACCGCGTGCTGGACATG

nt 18524-nt 18544

NHP-hex-19337R

GGTCATAGCTGTCYACGGCCTG

nt 19337-nt 19316

NHP-hex-19100F 3

CAGCAGGCGGCTCCCAACAGAC:?

nt 19100-nt 19117

NHP-hex-19177F 3

TGGAAATATGGGAGTTCTTGCGGG 3

nt 19177-nt 19200

NHP-hex-19174F 4

CACTGGTAATATGGGGGTCTTGGC ¢

nt 19174-nt 19197

NHP-hex-19192F 4

CTTGGCAGGTCAGGCTTCGCAAC*

nt 19192-nt 19213

NHP-hex-20006R

AGTTGGCGTAVAGGTTRATGCTGTC

nt 20006-nt 19982

NHP-hex-19883F

TCCTACACCTACGAGTGGAACTT

nt 19883-nt 19905

NHP-hex-20887R

CTCATCCATGGGGTCCACCTC

nt 20887-nt 20867

NHP-hex-20946R

TGCGGCTGGTGGATGCGCAC

nt 20946-nt 20927

NHP-hex-20783F

AACTTCATGTCCATGGGGGC

nt 20783-nt 20802

NHP-hex-21114R

AAGCGYTTGTCRAASGTGCCCA

nt 21114-nt 21093

NHP-hex-21162R

GTGTTRACRATGGCGCASGCCA

nt 21162-nt 21141

Penton base

NHP-pen-13461

TGGARAGCCTRGTRGAYAAGATGAA

nt 13461- nt 13485

NHP-pen-13496

ACSTACGCSCAGGAGCAGCGGG

nt 13496- nt 13517

NHP-pen-13610

AGCGTGTTGGACTTGGGGGG

nt 13610-nt 13629

NHP-pen-13658

GCYCAYCTGCGSCCKCAGGG

nt 13658-nt 13677

NHP-pen-14407F

GAAGTTYGACACGCGCAACTTCCG

nt 14407-nt 14430

NHP-pen-14462F

ATGCCSGGCGTGTACACCAACGAG

nt 14462-nt 14485

NHP-pen-15243R

GCGTCRGTGATGGTCACGCGC

nt 15243-nt 15223

NHP-pen-15210R

ATRCTGCTGCGCAGCGGCAGGG

nt 15210-nt 15189

NHP-pen-15036F

ACGAGCAGGCCGTCTACTCGCAGC

nt 15036-nt 15059

NHP-pen-15446R

CGGTAGTGGCCGCGGACGCG

nt 15446-nt 15427




NHP-pen-15404R CGCTTGGCGCCGCCGTACAT

nt 15404-nt 15385

1 The primers were designed following multiple alignment of the complete genomic sequences of SAdV-18 strain C676
(GenBank accession number FJ025931), SAdV-17 strain B-105 (KP329566), and HAdV-F strains (HAdV-40 isolates Dugan

(L19443) and SA12680 (MK883611), and HAdV-41 isolate Tak (DQ315364)).
2 Nucleotide positions are those of SAdV-18 (F]J025931).

34 Primers specific to SAdV strain KNA-08975 3 and KNA-S6 ¢ (designed from partial hexon sequences of respective virus

strains), respectively.
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Figure S1. Flow chart summarizing the work pipeline and PCR results from the

present study.
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Figure S2. Expanded version of figure 3.



KNA-S6

54

KNA-08975

54
SAdV-F/SAdV-18
60
SADV-F/SAdV-17
60
HAdV-F/HAdV-40
60
HAdV-F/HAdV-41
60

KNA-S6

109

KNA-08975

109
SAdV-F/SAdV-18
120
SADV-F/SAdV-17
118
HAJV-F/HAdV-40
116
HAJV-F/HAdV-41
116

KNA-S6

169

KNA-08975

169
SAdV-F/SAdV-18
180
SADV-F/SAdV-17
178
HAdV-F/HAdQV-40
176
HAdV-F/HAdQV-41
176

KNA-S6

229

KNA-08975

229
SAdV-F/SAdV-18
240
SADV-F/SAdV-17
238
HAdV-F/HAdQV-40
236
HAdJV-F/HAdQV-41
236

KNA-S6

289

KNA-08975

289
SAdV-F/SAdV-18
300
SADV-F/SAdV-17
298
HAJV-F/HAdV-40
296
HAdV-F/HAdV-41
296

—————— PGAGGLHAAEAHPGTQPPRRRARQSAASPAPAAAGAPRRRAVAAAAGGTRTPAA

—————— PGAGGLHAAEAHPGTQPPRRRARQSAASPAPAAAGAPRRRAVAAAAGGTRTPAA

MALVPSPGTGGLHAAEAHPGPQPPRRRARQSAASSAPAAAGAPRRRAAAAHAGGTRTPAA

MALVPSPGTGGLHAEKAHPGPQPPRRRARQSAASPAPAAAGAPRRRAAGAHAGGSRTPAA

MALVPSPRAGGFLPAETHSGPQPPRRRVRQSTAGAAPTATRAPRRRAATASPGEPPSTTA

MALVPSPGTLGLHSTKTYPGTQPPRCRARQSAAGSASTATRAPGQRASTSSSGGSRTATA

KooK L prn R RERERKR ok kx| ok kg Rk pkk R n X
ARRPTAANHVS----- PAYRRHRGTIVAGRGHALLYAVDTSTNEPLEFKYHQRLAPALTR
ARRPTAANHVS----- PAYRRHRGTIVAGRGHALLYAVDTSTNEPLEFKYHQRLAPALTR

ARRQAQAGDVTSPPEYATYRRHRGTIVAARGQALLYAIDTSTNEPLEIKYHQRLAPALTR

ARRQAAADVN--PPEHATYRRHRGTIVAARGHGLLYAIDTSTNEPLEIKYHQRLAPALTR

SGRPPAANNVS----LTPNSRLRGTIVAPRGQGLLYAIDTATNSPMEIKFHRRLASALTR
PRRPSASNDVN----PPSTFRLRGTIVASRGQGLLYAIDTSTNSPLEIKFHQRLASALTR

* . LK KRRKKA Kok kkkKekkekk KekskekskkKk KKkKK
LLQVHRRTLPVDLNEAFLNSLDAAQIRALALRLRPPRVDIWTCGSRGVVTPSVLHPQQER
LLQVHRRTLPVDLNEAFLNSLDAAQIRALALRLRPPRVDIWTCGSRGVVTPSVLHPQQER
LLQVHRRTLPVDLSEAFLDSLDAAQIRTLALSLRPPRVDIWTCGSRGVVTPSVLHPQQER
LLOVHRRTLPVDLDEAFLDSLDAAHIRTLALRLRPPRVDIWTCGLRGIVTPSVLHPQQER
LLOQVNLRSVPADLNEAFLDSLDSSQIRTLALKLKVPRVEVWTCGSRGVVVPSITIHPQQER
LLOVNLRSLPAGLSEAFLDSLDSSQIRSLALRLQPPRVEVWTCASRGIVTPSVILPQQER
Kkkk e keek Kk kkkkekkkssekkakkhk Ko kkksokkk | Kkek Kkke: Kkkkk
AGAEEHDEAEGQRAEAPLDCPLRFLVRGRRVHLVQEVQSVQRCEHCARFYKYQHECTVRR
AGAEEHDEAEGQRAEAPLDCPLRFLVRGRRVHLVQEVQSVQRCEHCARFYKYQHECTVRR
AGAEEHDEAEGQRAEAPLDCPLRLLVRGRRVHLVQEVQSVQRCEYCARFYKYQHECTVRR
AGAEEHDEAEGQHAEAPLNCPLRLLVRGRRVHLVQEVQSVQRCEYCARFYKHQHECTVRR
AGAEEGDEGERQDTEDFLNFPLRFLVRGRQVHLIQEMQSVQRCEYCARFYKYQHECTVRR
AGAEENNEGERQSAQEPLNFPLRFLVRGRQVHLIQEVONVQRCEYCAREFYKYQHECTVRR
Kokkkk ek ok ok sa ks kkkakkkAkskkkakk ok AkAKk kA KAKK KA KKK KA K
RDFYFHHVNAHSSGWWQEINFFPLGSHPRTERLEVTYDVETYTWMGAFGKQLVPEFMLVMH
RDFYFHHVNAHSSGWWQEINFFPLGSHPRTERLEVTYDVETYTWMGAFGKQLVPEFMLVMH
RDFYFHHVNAHSSGWWQEINFFPLGSHPRTERLEVTYDVETYTWMGAFGKQLVPEFMLVMH
RDFYFHHVNAHSSGWWQQOINFFPLGSHPRTERLEVTYDVETYTWMGAFGKQLVPEFMLVMH
RDFYFHHINAHSSGWWOQKINFFPIGSHPRVERLEVTYDVETYTWMGAFGKQLVPEFMLVMH

RNFYFHHINAQSSGWWQEINFFPIGSHPRVERLEVTYDVETYTWMGAFGKQLVPEFMLVMH

hekhhkhkkhkeohkkeoehhhhhhohhhhkhkoehkhhhh *hhhhhkhhkhkhhdrhhkrhhkrhhkrhkhkhkhkdhkxk
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KNA-S6

349

KNA-08975

349
SAdV-F/SAdV-18
360
SADV-F/SAdV-17
358
HAdV-F/HAdV-40
356
HAdV-F/HAdV-41
356

KNA-S6

409

KNA-08975

409
SAdV-F/SAdV-18
420
SADV-F/SAdV-17
418
HAJV-F/HAdV-40
416
HAJV-F/HAdV-41
416

KNA-S6

469

KNA-08975

469
SAdV-F/SAdV-18
480
SADV-F/SAdV-17
478
HAJV-F/HAdV-40
476
HAdV-F/HAdV-41
476

KNA-S6

529

KNA-08975

529
SAdV-F/SAdV-18
540
SADV-F/SAdV-17
538
HAJV-F/HAdV-40
536
HAdV-F/HAdV-41
536

KNA-S6

589

KNA-08975

589
SAdV-F/SAdV-18
600
SADV-F/SAdV-17
598
HAdV-F/HAdV-40
596
HAdV-F/HAdV-41
596

LSGEEALVEEACRLAREQSWDAWGEDGRTEFYVVTPEKMAVGKKEFRDYRDRLOTALALQLW
LSGEEALVEEACRLAREQSWDAWGEDGRTEFYVVTPEKMAVGKKFRDYRDRLOQTALALQLW
LSGEEALVEEACRLAREQNWDAWGQDGRTEFYVVTPEKMAVGKKFRDYRDRLOQTQLALQLW
LSGEETLVEEACRLAREQSWDAWGEDGRTEFYVVTPEKMAVGKKFRDYRDRLOQTALALQLW
LSGEEALVKEACRLACELQWDTWGNDERTFYVVTPEKLAVGKKFREYRNRLQAHFALQLW
LSGDDTLVEEACRLAHELQWDAWGNDGHTFYVVTPEKMAVGKKERNYRDRLOTHFATQLW
Kok e s akkakkokkkk K kkokk ook kAKX KRKKK KKk kk kAR AR s kk o kkk 2k kkK
RGFLOANPQVADWARQELGLYSPDCLTYEELKKAPKLOQGRPREFVELYIVGHNINGEFDEIV
RGFLOANPQVADWARQELGLYSPDCLTYEELKKAPKLOQGRPREFVELYIVGHNINGFDEIV
RGFLOANPQVAEWARQELGLYSPDCLTYEELKKAPKLOQGRPREFVELYIVGHNINGEFDEIV
RGFLOANPQVAEWARQELGLYSPDCLTYEELKKAPKLQGRPREFVELYIVGHNINGFDEIV
RGFLAANPQLAEWACLEMGLFSPDYLTYEELQKAPKLOQGRPRFLELYIVGHNINGFDEIV

QOAFLAANPQVAEWARLEMGLFSPDNLTYEELKKAPKLOQGTPREFVELYIVGHNINGFDEIV

e kk kkkk e ke kK kekkoekkk hhhkkhkkoehAkhkkhhkhkhx KhkkohkkhAhkhkhkhkhkrhkhhkkr*k

LAAQVINNRSDVPGPFRITRNFMPRAGKILENDVTFALPNPRSQKRTDYGLWERGACDDT
LAAQVINNRSDVPGPFRITRNFMPRAGKILENDVTFALPNPRSQKRTDYGLWERGACDDT
LAAQVINNRSDVPGPFRITRNFMPRAGKILENDVTFALPNPRSQKRTDYGLWERGACDDT
LAAQVINNRSDVPGPFRITRNFMPRAGKILFNDVTFALPNPRSQKRTDYGLWERGACDDT
LAAQVINNRSDVPGPFKITRNFMPRAGKILFNDITFALPNPSSKKRTDYRLWEQGACDDS
LAAQVINNRSDVPGPFKITRNFMPRAGKILFNDITFALPNPLSKKRTDYHLWEQGACDDT
B I P I P R N R P S Y
DFRFQFLKVMVRDTFALTHTSLRKAAQAYALPVEKGCCPYRAVNREFYMLGSYLADERGFEP
DFRFQFLKVMVRDTFALTHTSLRKAAQAYALPVEKGCCPYRAVNREFYMLGSYLADERGFEP
DFRFQFLKVMVRDTFALTHTSLRKAAQAYSLPVEKGCCPYRAVNREFYMLGSYLADERGFEFP
DFRFQFLKVMVRDTFALTHTSLRKAAQAYSLPVEKGCCPYRAVNREFYMLGSYLADERGFEP
DFKYQFLKVMVRDTFALTHTSLRKAAQAYTLPVEKGCCPYKAVNEFYMLGSYRADERGEP
DFKHQFLKVMVRDTFALTHTSLRKAAQAYALPVEKGCCPYKAVNQFYMLGSYRADERGEP
I P I R S
AEEYWKDREEYLLNRELWEKKQEPRYDLVRETLDYCALDVLVTAALVQKLRESYAQFEFTHD
AEEYWKDREEYLLNRELWEKKQEPRYDLVRETLDYCALDVLVTAALVQKLRESYAQFIHD
AEEYWKDREEYLLNRELWEKKQEPRYDLVRETLDYCALDVLVTAALVQKLRDSYAQEVHD
AEEYWKDREEYLLNRELWEKKQEPRYDLVRETLDYCALDVLVTAALVQKLRDSYAQEVHD
AEDYWKDREEYLLNRELWEKKQCPHYDLVRETLDYCALDVLVTAALVQKLRESYAQFTIRD

AEDYWKDREEYLLNRELWEKKQQSRYDLIRETLDYCALDVLVTAALVQKLRESYAQFICD

Kk ekkhkhkkhk kA hAAhkhkkhkhkhkhhkkhk ehkhk ke kA Ak kA kA A A A Ak hAkkhhAkAA kA hAkhkkhhk e khkhk ko *
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KNA-S56

649

KNA-08975

649
SAdV-F/SAdV-18
660
SADV-F/SAdV-17
658
HAdV-F/HAdV-40
656
HAdV-F/HAdV-41
656

KNA-S6

709

KNA-08975

709
SAdV-F/SAdV-18
720
SADV-F/SAdV-17
718
HAdV-F/HAdQV-40
716
HAdV-F/HAdV-41
716

KNA-S6

769

KNA-08975

769
SAdV-F/SAdV-18
780
SADV-F/SAdV-17
778
HAJV-F/HAdV-40
776
HAdV-F/HAdV-41
776

KNA-S6

829

KNA-08975

829
SAdV-F/SAdV-18
840
SADV-F/SAdV-17
838
HAJV-F/HAdV-40
836
HAdV-F/HAdV-41
836

KNA-S6

889

KNA-08975

889
SAdV-F/SAdV-18
900

AVGLPEASFNIFQRPTISSNSHAIFRQVTYRAVRPQRADLGGGLLAPSHEMYDYVRASIR
AVGLPEASEFNIFQRPTISSNSHAIFRQVTYRAVRPQRADLGGGLLAPSHEMYDYVRASIR
AVGLPEASFNIFQRPTISSNSHAIFRQVTYRAVRPQRGDLGGGLLAPSHEMYDYVRASIR
AVGLPEASEFNIFQRPTISSNSHAIFRQVTYRAVKPQRGDLGGGLLAPSHEMYDYVRASIR
AVGLPEASEFNVFQRPTISSNSHAIFRQILYRTVKPQRSDLGGSLLAPSHEMYDYVRASIR
AVGLPEAKFNVFQRPTISSNSHAIFRQILYRSVKPKRSDLGNGLLAPSHEMYDYVRASIR
KAKKKAK KK ek kAR KA AR K AAR K kAR s Ak ok ok ok *kk  hkArh kA Xk kA Xk kA KK
GGRCYPTYLGVLREPLYVYDICGMYASALTHPMPWGAPLNPYERALAVRDWERALADPAV
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NDRYPSQIASFVLAWTRAFVSEWSEFLHAEDRGIPLEQRALKSVYGDTDSLEVTEAGRRL

NDRYPSQIASFVLAWTRAFVSEWSEFLHAEDRGIPLEQRALKSVYGDTDSLEVTEAGRRL
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QCPACGHVSKGKLRAKGHAAEALSYNLMLRCYLADSQGEDARFHTSRMSLKRTLASAQPG
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AHPFTVTETTLTRTLRPWRDVTLAPLDAHRLVPYSQSRPNPRNQEVCWI--- 1178
AHPFTVTETTLTRTLRPWRDVTLAPLDAHRLVPYSQSRPNPRNQEVCWI--—- 1178

AHPFTVTETTLTRTLRPWKDVTLASLDAHRLVPYSQSRPNPRNQEVCWIEMP 1192
AHPFTVTETTLTRTLRPWRDVTLAPLDAHRLVPYSQSRPNPRNQEVCWIEMP 1190
ARPFTVTETNLTRTLRPWKDITLAPLDAHRLVPYSQSRPNPRNQEVCWIEMP 1188
AHPFTVTETTLTRTLRPWKDITLAPLDAHRLVPYSQSRPNPRNQEVCWIEMP 1187
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Figure S3. Multiple alignment of the nearly complete deduced amino acid (aa)
sequences of the putative DNA-dependent DNA polymerase (Pol) of simian
adenovirus (SAdV) strains KNA-S6 and KNA-08975 with cognate sequences of
SADV-F/SAdV-17 strain B-105 (GenBank accession number KP329566), SAdV-
F/SAdV-18 strain C676 (FJ025931), Human AdV-F (HAdV-F)/HAdV-40 isolate
Dugan (L19443), and HAdV-F/HAdV-41 isolate Tak (DQ315364). Numbers to
the right indicate the positions of the aa for respective AdV strains.
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PFHIQVPOKFFAIKNLLLLPGSYTYEWNFRKDVNMILQOSSLGNDLRVDGASVREFDSINLY
KK K KK Kk KK Kk KK Kk K Kk K Kk kK Kk kR Kk kK Kk R R Kk kR Kk kR Kk kR Kk s KKk kK Kk
ANFFPMAHNTASTLEAMLRNDTNDQSEFNDYLCAANMLYPIPANATSVPISIPSRNWAAFR
ANFFPMAHNTASTLEAMLRNDTNDQSEFNDYLCAANMLYPIPANATSVPISIPSRNWAAFR
ANFFPMAHNTASTLEAMLRNDTNDQSEFNDYLCAANMLYPIPANATSVPISIPSRNWAAFR
ANFFPMAHNTASTLEAMLRNDTNDQSEFNDYLCAANMLYPIPANATSVPISIPSRNWAAFR
ANFFPMAHNTASTLEAMLRNDTNDQSEFNDYLCAANMLYPIPANATSVPISIPSRNWAAFR
ANFFPMAHNTASTLEAMLRNDTNDQSEFNDYLCAANMLYPIPSNATSVPISIPSRNWAAFR
KK Kk KK Kk K Kk kK Kk kK Kk kK Kk kK Rk kR Rk kR Rk kR Rk ks Kk kK Rk kK Rk kK Rk kK Kk
GWSFTRLKTKETPSLGSGFDPYFTYSGSIPYLDGTFYLNHTFKKVSVMFDSSVSWPGNDR
GWSFTRLKTKETPSLGSGFDPYFTYSGSVPYLDGTFYLNHTFKKVSVMFDSSVSWPGNDR
GWSFTRLKTKETPSLGSGFDPYFTYSGSIPYLDGTFYLNHTFKKVSIMFDSSVSWPGNDR
GWSFTRLKTRETPSLGSGFDPYFTYSGSIPYLDGTFYLNHTFKKVSIMFDSSVSWPGNDR
GWSFTRLKTKETPSLGSGFDPYFTYSGSIPYLDGTFYLNHTFKKVSIMFDSSVSWPGNDR
GWSFTRLKTKETPSLGSGFDPYFTYSGSVPYLDGTFYLNHTFKKVSIMFDSSVSWPGNDR
KA Kk KKKk K s hk kA Kk kA Kk kA Kk KAk ok s Ak Kk kAR kKA KK KA KK KA ¢k kA Kk KA KKk KA KK
LLTPNEFEIKRTVDGEGYNVAQCNMTKDWELIQMLSHYNIGYQGFYVPEGYKDRMYSFEFFR
LLTPNEFEIKRTVDGEGYNVAQCNMTKDWEFLIQMLSHYNIGYQGFHVPESYKDRMYSFEFFR
LLTPNEFEIKRTVDGEGYNVAQCNMTKDWELIQMLSHYNIGYQGFYVPEGYKDRMYSFEFFR
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LLTPNEFEIKRTVDGEGYNVAQCNMTKDWELIQMLSHYNIGYQGFYVPEGYKDRMYSFEFFR
LLTPNEFEIKRTVDGEGYNVAQCNMTKDWELIQMLSHYNIGYQGFYVPESYKDRMYSFEFFR
Kok K kA K kK kKK KKK KA KA A KA KA KK A KA KA K KA KA KA A KA KA K s Ak k| kA KA Kh ok * Kk x K
NFQPMSRQVVDTTSYSDYKNVTLPFQHNNSGEVGYMGPTMREGQAYPANYPYPLIGKTAV
NFQPMSRQVVDTTTYTEYONVTLPFQHNNSGEVGYMGPAIREGQAYPANYPYPLIGQTAV
NFQPMSRQVVDSVNYANYKEVKLPFQHNNSGEVGYMGPTMREGQAYPANYPYPLIGKTAV
NFQPMSRQVVDTTTYSDYQONVTLPFQHNNSGEVGYMGPTMREGQAYPANYPYPLIGKTAV
NFQPMSRQVVDTTTYTDYKNVTLPFQHNNSGEVGYMGPTMREGQAYPANYPYPLIGKTAV

NFQPMSRQVVNTTTYKEYQONVTLPFQHNNSGEVGYMGPTMREGQAYPANYPYPLIGQTAV
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YVLFEVFDVVRIHQPHRGVIEAVYLRTPFSAGNATT 925
YVLFEVFDVVRIHQPHRGVIEAVYLRTPFSAGNATT 923
YVLFEVFDVVRIHQPHRGVIEAVYLRTPFSAGNATT 917
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Figure S4. Multiple alignment of the complete deduced amino acid (aa)
sequences of the putative hexons of simian adenovirus (SAdV) strains KNA-56
and KNA-08975 with those of SADV-F/SAdV-17 strain B-105 (GenBank
accession number KP329566), SAdV-F/SAdV-18 strain C676 (FJ025931), Human
AdV-F (HAdV-F)/HAdV-40 isolate Dugan (L19443), and HAdV-F/HAdV-41
isolate Tak (DQ315364). The region of the putative hexon (genetically divergent
between the hexons of SAdV-17, -18, and HAdV-F) that formed the basis of
classification of the AdV strains from African green monkeys into group-I and
group-II viruses is highlighted with blue. Numbers to the right indicate the
positions of the aa for respective AdV strains.
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Figure S5. Expanded version of figure 4.
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Murine mastadenovirus BIMAdV-2/HM049560

Figure S6. Phylogenetic analysis of the complete hexon coding sequences of
simian adenovirus (SAdV) strains KNA-S6 and KNA-08975 (shown with red
and blue circles, respectively) with those of human adenoviruses (HAdVs) and
other SAdVs. The tree was constructed using the maximum likelihood (ML)
method with the Hasegawa-Kishino-Yano model + G and 1000 bootstrap
replicates. Similar clustering patterns were observed when the ML analysis was
repeated using other mathematical models. Murine mastadenovirus BIMAdV-
2/HM049560 was used as the outgroup sequence. Bootstrap values < 60% are
not shown. Scale bar, 0.2 substitutions per nucleotide.
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Figure S7. Multiple alignment of the partial deduced amino acid (aa) sequences
of the putative penton bases of simian adenovirus (SAdV) strains KNA-S6 and
KNA-08975 with cognate sequences of SADV-F/SAdV-17 strain B-105
(GenBank accession number KP329566), SAdV-F/SAdV-18 strain C676
(FJ025931), Human AdV-F (HAdV-F)/HAdV-40 isolate Dugan (L19443), and
HAdV-F/HAdV-41 isolate Tak (DQ315364). The putative ‘RGD’ motif is
highlighted with green and was absent in HAdV-F strains. The aa numbers
shown here correspond to those of the complete deduced aa sequence of penton
base of SAdV-F/SAdV-18.
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Figure S8. Expanded version of figure 5.

15



100 HAdV-G/SAdV-53/Rhesus macaque/KM591903
HAdV-G/(AdV-RBR-6-3)/ICrab-eating macaque/0Q 579036
HAdV-G/SAdV-2/Rhesus macaque/MG969551
HAdV-G/SAdV-11/Rhesus macaque/KP329562
HAdV-G/SAdV-1/Cynomolgus macaque/AY 771780
1ol HAdV-G/HAdV-52/Human/DQ923122
HAdV-G/ SAdV-52/Rhesus macaque/KM591902
HAdV-G/SAdV-58/Rhesus macaque/MF198452
HAdV-G/SAdV-7/Rhesus monkey/DQ792570
1w HAdV-G/SAdV-51/Rhesus macaque/ KM591901
SAdV-C/SAdV-19(AA153)/Baboon/KP329565
1 SAdV-C/{BaAdV-4)/Baboon/KC693024
33| SAdV-C/(BabAdV-2)/Baboon/KC693022
100 HAdV-F/HAdV-40{Dugan)/Human/L19443
% HAdV-F/HAdV-40(HoviX)/Human/KU162869
HAdV-FIHAdV-40( KENKLF HFK102)/Human/OP581383 HAdV-F/HAdV-40
HAdV-F/033-Araguaina/Human/MT791000
HAdV-FIHAdV-40( KENKLF HFK100)/Human/OP581381
SAdV-FISAdV-18(C676)/Grivet/FJ025931
SAdV-FI SAdV-17(B-105)/Grivet/KP329566 SAdV-F
1o <1, HAV-FIHAdV-41(Tak)/Human/DQ315364
&1l HAdV-FIHADV-41(NIVD103)/Human/HM565136
= HAdV-FIHAdV-41/Human/OP581371
HAdV-FIHAdV-41/Human/AB610517
SAdV-B/SAdV-49/Cynomolgus macaque/HQ241819
s | SAdV-B/SAdV-50/Crab-eating macaque/HQ241820
SAdV-B/BaAdV-1/Baboon/KC693021
s¢| SAdV-B/A1296/Macaca mulatta/ JN880453
SAdV-B/SAdV-8/Crab-eating macaque/KP329561
SAdV-E SAdV-16(C-8)/Grivet/KP329564
HAdV-A/HAdV-31(UFL Adv31)/Human/KF268119

kil
100 HAdV-AIHAdV-12/Human/X7 3487
HAdV-A/HAdV-18/Human/GU191019
sl HAdV-A/SAdV-ch1/Chimpanzee/KF 360047

ke HAdV-C/HAdV-1/Human/AF534906
o[l HAdV-C/HAdV-6/Human/F J349096
HAdV-C/HAdV-2/Human/J01917

100 HAdV-C/SAdV-42/Bonobo/HC191035
@W-CISAdV—MIChimpanzeelHCOOONG
E HAdV-C/SAdV-34/Chimpanzee/HC000847
HAdV-DIHAdV-9/Human/AJ854486
HAdV-D/IHAdV-8/Human/AB448767
HAdV-D/HAdV-30/Human/JN226755
HAdV-D/HAdV-13/Human/JN226747
HAdV-DIHAdV-20/Human/JN226749
HAdV-E/SAdV-22/Chimpanzee/AY 530876
HAdV-E/ SAdV-25/Chimpanzee/AF394196
HAdV-E/HAdV-4/Human/AY 487947
HAdV-E/SAdV-36/Chimpanzee/HC191003
HAdV-B/ SAdV-29/Chimpanzee/HC085020
HAdV-BISAdV-41/GorillalHI964271
s HAdV-B/HAdV-3/Human/DQ086466

wo| - HAdV-B/HAdV-7/Human/AY495969
HAdV-B/HAdV-16/Human/AY 601636
HAdV-B/ SAdV-33/Chimpanzee/HC085083

e HAdV-B/HAdV-34/Human/AY 737797

w HAdV-B/SAdV-27.1ch/Chimpanzee/HC 084988
| r HAdV-B/IHAdV-21/Human/AY 601633
L HAdV-B/HAdV-50/Human/AY 737798

SAdV-D/ SAdV-13(P-9)/Macaca sp./KP329563
4100'—— SAdV-HISAdV-54/Macaca mulatta/lkKM190146
SAdV-Il SAdV-55/Golden snub-nosed monkey/KX505867
SAdV-G/ SAdV-20/Grivet/HQ605912
= SAdV-A/SAdV-6/Macaca sp./JQ776547
= SAdV-A/SAdV-3/Rhesus macaquel/AY 598782
%L SAdV-A/SAdV-48/Cynomolgus macaque/HQ241818

HAdV-F/HAdV-41

Platyrrhini mastadenovirus AITMAdV-1/Titi monkey/HQ913600

005

Figure S9. Phylogenetic analysis of the complete deduced amino acid (aa)
sequences of the putative penton bases of simian adenoviruses (SAdVs) and
human adenoviruses (HAdVs). The phylogenetic analysis was performed as
described under ‘Materials and Methods’ section. Bootstrap values < 60% are
not shown. Scale bar, 0.05 substitutions per aa residue.

16



