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FIG.1
PPV5A DNA Sequence
PPV5A_Reference:
gene 87..1967
/label="Predicted replicase"
gene 1975..2844
/label="Predicted gene of unknown function /
ORE3"
gene 2845..5547
/label="Predicted Capsid"
Sequence:

TATTTGCAGGCTTTTCCCTGATATTGGGAAGATTCCTGGGGTGACTCCTGAGCGGTATATTTAT
GCTGTAAACGTGAGTACCCGTAATGGGCAAAAGTGGCCGAAAGTTGGGACCGAGGGGCCATTGG
CTGCAGGTIGICITACAGGGGGAGGCCCTITITCCGTGAGACCCTTAAAGAGGTCCGGAAGGTGTG
CCGGCTGCCGCAAGACCCCCCATCTITICITICAATTGGAGAAAGTTGATTCCAAAGGGGGTCT
TCACCTTCATTTTTGTATTAGTGTTGCTGCTGGCACTCCTAGAGATGTGTCTTCGATGTTITAAA
GCCATTGAGCGICGAGTITCCITITACTACTITGGTIGTAGAGGGCTTGACTTITTTTTACTCCTC
ATAAAAATAAGCATGGGGCTTIGGAAGAGTAATGATGAGGGCTTITATTIGTGAATTATCTTCTTAA
AAAATTGCCTITGTCTGAGTGTGTGTATGCGTGGACTAATATGGATGGGGTGATTGGCGATGCC
TGTCTGAATGAAGATAAGCGCAGGGAATTGTTGTCTGAGCGTCAAGATCAGGGAGTCATTAAAG
AGCTCACTGCTICCTACTITITAAAGCTGCTACGGGTGATAAAATGTTGAGTGTGGTGGATTGGAT
GTIGTGATAATGATGTGACTACGGAGCGCCGATGGGAGGAAATATCGGCTGCGTCCCTGTACTCT
TTCCTTGCTACCCCAGCTGGCACTCATTTGGCTAAACAGTGTCTTAGAGCTGCGAATCAGCGTA
TTGTGAGCACTAAAACCTCTTGGTTGAGTCTCTGTAAATTTGCCAGTGAAAAGGAGCTTCGTGC
TTTTCAAAATGGGGATCCTGAGTTGTCTTCAGACAACAATAGGATCTATTACTTATTTIGCTATG
AATAATTACTGCCCTIGATATGGCCAGTATGATTITICITITGGTIGGTCTATGCGCCAAACGGGTA
AGAGAAACAGTATTIGGCIGITIGGACCTIGCTACAACCGGTAAAACCAATTTAGCAAGTGCTAT
TGCACATACTGCTGCCAGTTATGGGTGTGTTAACTGGAATAACGCAAATTTCCCGTTTCAAGAC
ATTGTGAATGTGCAACTGGGCTITGGCTGGGAGGAAGGAAAGATGACAGAGGATGTGGTTGAATGTG
CTAAGGCATTGCTAGGGGGAAGTAATGTAAGAGTTGACCGCAAATGTATGCAATCTGCGGAAGT
GCAATCTCCICCTITTATTATCACATCCAATACGGATATGTGCCTTIGTITTICTCAAGGCAGTTAC
ATCAGTTITTGAGCACCAGCAGCCTCTCCAGGATAGAATGATTAAATTTGAGTTITAACCATGTTC
TTCCTGGCAATTTCGGCCTCATTTCTGAAGATGAAGTTGTGGCCTTCTTCAGAAATGGTGCTTA
TAATGTGTTGAAGCATGCGTACATGAGAAAGGCCCAGCTTTTTGCTCTCGGTCCAGCTTCCTTG
CCATATAAGCCCCCTACGGGTGAATTAGTGTGTATAGACCAAGCTAAGTCTCCTTCTCCCTCTG
CITCTCGCCGCAGTGTGAGAAATTGGATGACGTGTCCCCCTGATCCTGTCCAGGACGATCCCGC
TGAACTGGACGAGTATTTTCCTCCAGATACTCCTCCAGAGGATTGTCCTTGTCCTATTITCTCCT
GTGAGGGAGTICITGTCCCTCGCCAGGGCCTITGCCCTACCCCTCCTCGCAAAAAACAACGGAAGA
GCAAGCATTGCTICCTIGICIGICICTIGCGGGTAAAGTTICCTGTGGTGGTTIGTGGGTGATTCTGA
CTCAGICCCCCCCGAAGAAAAAGAAAAAGAGGAAGTTTICCGTGGGGGAATCCCAGGATCCACAA
CIGTACTGGGACCTAACTCTCAGTCAATCCGACGTTICCTGTGCCTGAAGACGAGAGTACCCAGT
TTCCTGACGACGCTGTGGACGCTTCTGATCTCATTGCTGAACAGTAGTTAAGGTATGAGCCGTT
CTACTCAAAGAGATCITIGGTCTITGTTAAGGGAGAGACTTGAAAGGTATAAGGATCGAGTTAA
ATATTATGGTATITIGGTGCCAGAACGTCCTITCTACCTTAGCATCTTATTTITAGTAAAGACCCA
CCTCCAGATCCICCAACTGTITAAATTITGATAAACCCTATCAGGATGTAGATAGATTCTGGTTTC
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PPV5A DNA Sequence

CAACAGACGATTATACTGACTGGTATGTICTGGCATGGAGAGGACAGACCTCCTAGATTTACCGA
GCATTCCGGTIGITCAGGGTTITTAAAACTAGGTGTGAGGGGGGGCTTCCTTTAATGCCCAGTGAT
CCCAAATTTTIGCCCCATACAAAATTTITIGGGATCAGTTCGCTAATTTTGATGAGGGGTCTCCGT
CCACCCAGATCGGTGAGAGTIGITICATGGAGTGATCATTITGGAAGTCCCGATCCCTCTCATCA
TCAGGAGGTGAGGGATGCTGATGAAGTTACTTCCGAGCGGCAGCAATATAAAAATAGGATTGTC
ACCTTACTAAGAAAAGTTTATTGGGCTAAGCAGTGGTICTGGGAAATTACAAATTAATGTTCCTT
CCCTICGAAAGCCTTITATGAGCAGATCCCCTATATGCTAGCCTATATGGACGCCGATAATTGGCG
TCAGAATTTGTTAGCTGCTAAAACTCTGCGAACCACTTTGGAAGCATTTTCCTGTGTTICCAGAT
CCTTICCACGIGCGATGTCACAATCTCCACACCCCTATCTGGTGAAACGGATCCCGCCTCTTTTG
CAAAATACTTATGITCCCTIGTATGCAACAGGTCTCAAGAAAAAGAACAGGCGCAGACGCCTTC
TTTGTCTCCATCTAAGCAAAAAGGGCAGATGTCAAGTCCTGATTCTGCATCGATCTCCCAACCT
CCCCCTGAAAGTCACAAGGATAGACTGCTICCTAAAACTGATCCCCTTICAGGAAGCAGGGCCCC
TTCCCGCTCCCCCTACAGCTCAGAAGCCTATTATCTCTAAGGGTGCAGGCGGTGGAGGGTCGTC
TGGCTTCATAATCCCTCCAAAACCTCCTAGCCCCGATCATACTAAAGATCCCCCCCCTICCTCCT
CCTCCCTCTCCAATTCCICCTCCTACATCTIGCGCCTGACGCAGAGGAGCACGAGCTAGAGCGTG
CTAAGCAGGAGAAACAAGAGGAAGATGAGCTCATTGAAAGAATCAAATCAGGAGAAGGAGAAGG
AGAACGAGGAGGCTICGTCTIGCCITCTCACCACTACACTGGTCCTAGAAATCCTGTCCCAGCT
GGCAAGCCTGCTGACCCCGTITGATGAATCTITCTGCGAGACATGACATCAGGTATGGGCAACGTC
TTAAACATGGAGACTGGCCATACCTGTGGGGGAAGGACTTGGATAATGCTCAGCGAGATGAGAT
TATCAAAGCTCTTCATAGTCATGTCAAAGTGGGAACCCAATTGGCAGGGAATATAGTGAGGAGT
ATCTGGAAGGCTAAGGAGCTCTTAACAGAACCTGTIGTATGAGCTGTTAAAGTCTATTCTCCCTC
CITCAGATTTATCTAAAGTICCTCTICCTCATTCCCAACAGACAGACAGAACAGAAGATCCAGA
AACTCCAGGGGAGACTAGAGGAACTGGATCAGACAGTICCTCGATCTCCTICGGCCTTCTGGATCA
ACTGAAGACGGGGGAGGTCCTITCTTICCGAGTCCAGATTACCTGGGAGTAAAGTTCCAGTAGACC
CATCTGCCACCACGTCTGAAGCAAAGAGGCAGAGGACTGAGGAGGGGATGGACATATCTTCATG
CGGTCCAGGGGGGATTITCTGCTITCTGGGGCTGCTTCAAATAACTCTGGTCTTGCTTGTGGGGGT
GGGGGGGGTACTAATTTAGGGACAGAATCICITGTATCCGGCTGTCAGTITGGCGTAAAAACTCTG
TGATCACTTCATCTTTTAGACGATGTCTTATTTCACCCTGGCCTGATAAATACTGTTGTTICTTC
TGCTCACGATCTTATTCCCGGAGTGGTCTACGAGACCCCTTGGTGCTATTATGATCTGAACGTC
ATCTCAAGCTACATITITICICCTICIGCTIGGCAGAGGCTTTITGGAGGATTATGATGCCTTTC
GACCTAAATCCCTTAAAGTTACCATCCAGICITTAGTITTAAAGATGTICTIGTCAAGGTGCAGAA
AAAACAAACTACAGTITCAGGATTICCCAGTICAGCCACTATTGCTATCTITTIGAGGATAAAGACTAT
GACTACCCCTATGTGATGGGAGGGGGTCAAAAAACAGTTCCGGGTCACTTGCCCGGTCAACCTT
ATAATCTITCCCAAGTATTCTTACAGAACCCTITGGTITCAGTCAAAGAAAGTAATAGGGCCAGTAT
GGGCGGTTCAGGGTACACTTITCAAATCCAATCAAGATACGGAATTGTTCCTGCTTGAAACACAT
GATGCCACTCTTATTCGAGGCGGGGGTACTTTITGAGCAGTACTATGAATTTCCAAACGATCTTC
CITICGAAAATTTGACTCAGTATCCITGGGATATCCGCCGTCAGGATAACCCCCTCTATCAGCA
GAGGATCACTGICATGTCAGGTITCTGACAGAGATACGGTAGGCATTICTAGATGGAGATTTTTAC
TCTCCTTTTCGGTTCAAAGGACATGATAGACCCGCCATGTGGCTGCCAGGACAGAGGTTGATTC
AGGGCAAATTCATAGATACGCACCCAATACCCAATACAGGGAGGAGTGGGGTTCATCCTAATGA
TTTTCACACAAGGGGCGATGGTCATGGTGACACCCATAGAACACATGAAGAGAGGATCTACAGT
CTAGATACAGGTICITGCIGCTATGCCACGTGCCGCTCATAGACCCACCCTTCAGCCCGGACCTA
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GGACTCTGTCTCATGCCGTACGCAGACCCGATGGTTICCACCGTGGTCACGGCTAATGCGTGTGC
TTACGCTTACACCCAGGAGAATCCTCATCAGGAACCCTGGAGTGATCTCAATGTCAGACATACC
ATGTATAGGTTAGCCTATCAACGTCAAAAAGGTTTITCAGCAACCCGGGGACCCTCTTCATATTC

GAACCCATGCTIGITATGGGGACGGGGATGTTACCATTCCAAAAGAAGAGTCCTTATGGCCTAC
TGTTCTGGGTAGTTGCACAGAAAAGTCCCCTGCCTGTTTAGAGTCCCAGATTTGGTGTAAAACA
CCAAATGTGGACATGGTCTATGGAGAACACACACCCCCTCTIGCTTITATGGGGTATGCATGCTC
CCCCACCCCATGTATITCTCAGGATGCTITGCTCAAGAGGGTCCTCCTAATGTCAGTACTTGCAG
ACCGGCTCAATCTIGGTCAGACCTTCATCAATCAATATGGTCAGTTITCTCCTCTGTTTTACCATG
GTATGGGAAGTTAAGCCTAGACCCAAGTCCATCAAGCAGTGGAATCCACGTCCGCCCATCAGCA
TTCCTGTTGGTCAGTCTGGTCCTGCTTTCATTCTCGATCAAGATGGCTACTACCGTICTICCCAGA
ACATGTCTGGICTGCCAGGGAACGTATCCGCAGCAAACGCTAGTGCCCCCAGCAATACACTTAC
TACAGTATTGATGTGTCAGGCATTCTGGTTGATTGTTTTATTTTGGCTCCGCCTACTGTATGGC
CCATGTAAACGCATCTATTATGAAAATAAAATACGTCAATTGCTGATGTAATTCGTGTTGTAAT
TCTTGTTTTGAAAAGCGCATATTTTCTTGCCGGTCTGAGTAACACCACCTATGACATCATATAA
ATTTGATTACGTAACTICCTCTITITACTITCCGTCTITITITGATTACGCAATATACACAATTC
TAGCAGTTAACTATTACACAATATCACAC
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FIG. 2
PPV5A REPLICASE PROTEIN SEQUENCE

MGKSGRKLGPRGHWLQVSYRGRPFSVRPLKRSGRCAGCRKTPHLFFQLEKVDSKGGLHLHECIS
VAAGTPRDVSSMFKAIERRVSEYYFGVEGLTFFTPHKNKHGAWKSNDEGE IVNYLLKKLPLSEC
VYAWTNMDGVIGDACLNEDKRRELLSERQDOQGVIKELTAPTFKAATGDKMLSVVDWMCDNDVTT
ERRWEEISAASLYSFLATPAGTHLAKQCLRAANQRIVSTKTSWLSLCKFASEKELRAFQONGDPE
LSSDNNRIYYLFAMNNYCPDMASMIFFWWSMROQTGKRNSIWLEFGPATTGKTNLASATAHTAASY
GCVNWNNANFPEFQODIVNVOLGWWEEGKMTEDVVECAKALLGGSNVRVDRKCMQSAEVQSPPEFIT
TSNTDMCLVSQGSYISFEHQOPLODRMIKFEFNHVLPGNFGLISEDEVVAFFRNGAYNVLKHAY
MRKAQLFALGPASLPYKPPTGELVCIDQAKSPSPSASRRSVRNWMTCPPDPVQDDPAELDEYFEFP
PDTPPEDCPCPISPVRESCPSPGPCPTPPRKKOQRKSKHCSLSVSAGKVPVVVVGDSDSVPPEEK
EKEEVSVGESQDPQLYWDLTLSQSDVPVPEDESTOQFPDDAVDASDLIAEQ

FIG.3
PPV5A ORF3

MSRSTORDLWSLLRERLERYKDRVKYYGILVPERPSTLASYFSKDPPPDPPTVKEDKPYQDVDR
FWFPTDDYTDWYVWHGEDRPPREFTEHSGVQGFKTRCEGGLPLMPSDPKFCPIQONFWDQFANEDE
GSPSTQIGESVSWSDHFGSPDPSHHQEVRDADEVTSERQOQYKNRIVTLLRKVYWAKQWSGKLQT
NVPSLESLYEQIPYMLAYMDADNWRONLLAAKTLRTTLEAFSCVPDPSTCDVTISTPLSGETDP
ASFAKYLCSLVCNRSQEKRKEQAQTPSLSPSKQKGQ

Fig. 4:
PPV5SA CAPSID PROTEIN SEQUENCE

MORINSGEGEGERGGEFVLPSHHYTGPRNPVPAGKPADPVDESSARHDIRYGQRLKHGDWPYLWG
KDLDNAQRDETIKALHSHVKVGTQLAGNIVRSIWKAKELLTEPVYELLKSILPPSDLSKVPLPH
SQOTDRTEDPETPGETRGTGSDSPRSPRPSGSTEDGGGPSSESRLPGSKVPVDPSATTSEAKRQ
RTEEGMDISSCGPGGISASGAASNNSGLACGGGGGTNLGTESLVSGCQEFGKNSVITSSEFRRCLI
SPWPDKYCCSSAHDLIPGVVYETPWCYYDLNVISSYIFSPSAWQRLLEDYDAFRPKSLKVTIQS
LVLKMSVKVQOKKQTTVODSQSATIAIFEDKDYDYPYVMGGGQKTVPGHLPGOPYNLPKYSYRTL
GSVKESNRASMGGSGYTFKSNODTELFLLETHDATLIRGGGTFEQYYEFPNDLPFENLTQYPWD
IRRODNPLYQORITVMSGSDRDTVGILDGDFYSPFRFKGHDRPAMWLPGORLIQGKFIDTHPIP
NTGRSGVHPNDFHTRGDGHGDTHRTHEERIYSLDTGLAAMPRAAHRPTLOPGPRTLSHAVRRPD
GSTVVTANACAYAYTQENPHQEPWSDLNVRHTMYRLAYQROKGEFQOPGDPLHIRTHACYGDGDV
TIPRKEESLWPTVLGSCTEKSPACLESQIWCKTPNVDMVYGEHTPPLALWGMHAPPPHVELRMLA
QEGPPNVSTCRPAQSGOTFINQYGOQFLLCEFTMVWEVKPRPKSTIKQWNPRPPISTIPVGQSGPAFT
LDODGYYRLPEHVWSARERIRSKR
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FIG. 7

BLASTYp results of PPV5A_Capsid vs. Total GenBank sequences.

Closest Match: Porcine Parvovirus 4 PPV4 —-- GenBank Accession ID: AFM73871
Sequence Identities: 40% (310/774)
Sequence Homologies: 52% (403/774)

PPV5A 163 KHGDWPYLWGKDLDNAQRDEIIKALHSHVKVGTQLAGNIVRSIWKAKELLTEPVYELLKS 222
KHG WP+LW +D ET + L K+ +L N + ++W+AKE + P+YE++K
PPV4_ 3 KHGHWPHLWAPFVDROMSQEIQQVLKGSTKLSQKLLANFITALWRAKEKIGAPIYEIVKG 62

PPV5A 223 ILPPSDLSKVPLPHSQQTDRTEDPETPGETRGTIGSDSPRSPRPSGSTEDGGGPSSESRLP 282
+ P D A% P +P RG+ SP P+ ED
PPV4_ 63 VEPSVDKKTVESLLPHPDPIPAPPSSP--QRGSKRASPPQO-SPNAHDED——————————— 108

PPV5HA 283 GSKVPVDPSATTSEAKRQRTEEGMDISSCGPGGISASGAASNNSGLACGGGGGTNLGTES 342
T S KRQ+T E S C + 4+ A + L CG GGG +
ppv4_ 109 —————————— TMSGHKRQKTMEVE——-SECDKSLLCPTQNAGADFEL-CGTGGGATNEKGT 155

PPVSA 343 LVSGCQFGKNSVITSSFRRCLISPWPDKYCCSSAHDLIPGVVYETPWCYYDLNVISSYIF 402
V G QF S+ T RRC++S +PD YC + D IP +++ TPW YYDLN++S + F
PPV4_ 156 WVGGIQFTIDISIRTFGTRRCVLSAFPDTYCSMMSGDAIPSIIFNTPWYYYDLNIMSCH-F 214

PPV5A 403 SPSAWQRLLEDYDAFRPKSLKVTIQSLVLKMSVKVQKKQT-TVQDSQSATIAIFEDKDYD 461
SPSA+Q L+EDYDAFRP+SL V ++ LV+K + Q 0 V D+ SAT+ FED +¥Y+
PPV4_ 215 SPSAFQTLIEDYDAFRPRSLTVHLKELVIKDVCQQQGLQAEQVSDNNSATLLAFEDVNYE 274

PPV5A 462 YPYVMGGGQKTIVPGHLPGQPYNLPKYSYRTLGS—-—————-— VKESNRASMGGSGY—————— 508
PYV+GGGQ +VPGHLPGQPY LPKYSYRT+G A% N G G+
PPV4_ 275 LPYVLGGGQVSVPGHLPGQPYQLPKYSYRTVGKPDPNSGFVPGRNTHPDQGPGHPKASKT 334

PPV5A 509 ———-TFKSNODTELFLLETHDATLIRGGGTFEQYYEFPNDLPFENLTQYPWDIRRQDNPL 564
+ QODTE ++LE H AT++ G TF Q+Y FP DLPFE LTQY WD RRQDNPL
PPV4_ 335 IWYSQYLETQODTEFYILENHKATILHSGNTFSQHYNFP-DLPFEQLTQYMWDARRQDNPL 393

PPV5A 565 YQORITVMSGSDRD———-TVGILDGDFYSPFRFKGHDRPAMWLPGOQRLIQGKFIDTHPIP 620
QORI VMS D T I + PEF K RPAM+L G R G+ TP
PPV4_ 394 IDQRIQVMSRMYDDGPQKTFAIKVNPYIVPFTVKSTSRPAMFLAGGRFKDGDYSITGPGD 453

PPV5A 621 NIGRSGVHPND-——-FHTRGDGHGDTHRTHEERIYSLDTGLAAMPRAAHRPTLQPGPRTLS 677
S + ND TR DT Y + LA R QPGPR
PPV4_ 454 RDKTISFKYYNDPPWIITR-————-— DT-———————— YLFSSDLAKTERE—————— QPGPRQGD 494

PPVS5A 678 HAVRRPDGSTVVIANACAYAYTQENPHQEPWSDLNVRHT-MYRLAYQRQOKGFQQPGDPLH 736
VR PDG+ +VT NA AY YT E P +RLA + ++G+ PG P H
PPV4_ 495 TVVRIPDGTLIVITINALAYGYTTEYLKNIPLLSSKYHGVENFRLAVENERGYSMPGHPSH 554

PPV5A 737 IRTHACYGD————-— GDVTIPKE-———-ESLWPTVLGSCTEKSPACLESQIWCKTPNVDMVY 787
IR G + TI E E +P +GS EK+ A LESQIW + PN D+
PPV4_ 555 IRETLFRGKLPSEIRESTIKSEDQRKEITFPDYMGSVNEKTTANLESQIWSQIPNIDITE 614

PPV5A 788 GEHTPPLALWGMHAPPPHVFLRMLAQEGPPNVSTCRPAQSGQTFINQYGOQFLLCFTIMVWE 847
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TPPL++WGM PPP VFLR+LAQ GPP S C + T++NQY QFLL + M W+
PPV4_ 615 KCITPPLSIWGMKNPPPMVFLRLLAQMGPPRRSACSGSIPSNTYLNQYCQFLLTYEMEWD 674

PPV5A 848 VKPRPKSIKQWNPRPPISIPVG-QSGPAFILDQODGYYRLPEHVWSARERIRSKR 900
vV R + +WNP PP IP+G + P +IL+++G YR+P VW+A++R R +R

PPV4_ 675 VIKRTRKIVRWNPIPPPQIPMGPNNLPVYILNKEGQYRMPTEVWTAKQRPRHRR 728
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FIG. 8

BLASTYp results of PPV5A_REP gene vs. Total GenBank sequences.

Closest Match: Porcine Parvovirus 4 PPV4 —-- GenBank Accession ID: ADB20210
Sequence Identities: 58% (292/504)
Sequence Homologies: 73% (369/504)

PPV5A 15 LOVSYRGRPFSVRPLKRSGRCAGCR--KTPHLFFQLEKVDSKGGLHLHFCISVAAGTPRD 72
L ++ R R L++ R CR P +F QLE+VDSKGGLHLH+C+SV+AGTPRD
PPV4_ 33 LVIAVRQAEALFRELQKELR-KSCRLGVDPGIFMQLEEVDSKGGLHLHWCVSVSAGTPRD 91

PPV5A 73 VSSMFKAIERRVSFYYFGVEGLTFFTPHKNKHGAWKSNDEGF IVNYLLKKLPLSECVYAW 132
V ++FK E++VS YYFGVEGL+FF PHKNKHGAWKS DEGFI NYLLKKLPL EC+YAW
PPV4_ 92 VLTIFKNTEKKVSQYYFGVEGLSFEVPHKNKHGAWKSTDEGFIYNYLLKKLPLKECLYAW 151

PPV5A 133 TNMDGVIGDACLNEDKRRELLSERQDQGVIKELTAPTFKAATGDKMLSVVDWMCDNDVTIT 192
T + G IGDACLN DKR+ELL RQD VI+EL+AP +K ATG+KML +V W+ DN++ +
PPV4_ 152 TTIGGAIGDACLNTDKRKELLDNRQDPAVIEELSAPMYKCATGEKMLDIVQWLVDNNICS 211

PPVS5A 193 ERRWEEISAASLYSFLATPAGTHLAKQCLRAANQRIVSTKISWLSLCKFASEKELRAFQON 252
E RWE +A SLYSFLAT AG ++AKQCLR A Q+++ K L+L F LR FQ
PPV4_ 212 ESRWENKNALSLYSFLATQAGGYMAKQCLRIAQQKLLKEKPLGLTLMDFKGMNALRREFQQ 271

PPV5A 253 GDPELSSDNNRIYYLFAMNNYCPDMASMIFFWWSMRQTGKRNSIWLFGPATTGKINLASA 312
+ E++ DNNR++Y+FA+NNY P +AS+I ++WSM+QTGKRN +W +GPATTGKTN+A A
PPV4_ 272 DEGEMTFDNNRMHYIFAINNYDPKIASVIMYEFWSMKQTGKRNCVWEYGPATTGKTINMAQA 331

PPV5A 313 IAHTAASYGCVNWNNANFPFQDIVNVQLGWWEEGKMTEDVVECAKALLGGSNVRVDRKCM 372
I H++A+YG VNWNNANFPFQDIV Q+GWWEEGKMT D+VE AKALLGG+ +R+DRKCM
PPV4_ 332 ICHSSANYGNVNWNNANFPFQDIVGAQVGWWEEGKMTGDMVEAAKALLGGTALRIDRKCM 391

PPVSA 373 QSAEVQSPPFIITSNIDMCLVSQGSYISFEHQQPLQODRMIKFEFNHVLPGNFGLISEDEV 432
QS EV SPPF+ITSN DM +V +GS++SFEHQQPL+DRMIKEF FN LPGNFGLI+ +EV
PPV4_ 392 QSIEVNSPPFLITSNVDMTIVQEGSEVSFEHQQPLEDRMIKFSFNMTILPGNFGLITSEEV 451

PPV5A 433 VAFFRNGAYNVLKHAYMRKAQLFALGPASLPYKPPTGELVCIDQAKSPSPSASRRSVRNW 492
+FFR GA + + +F GPAS+ + P GE+ P + +
PPV4_ 452 KSFFRMGA-KLAAQPDIMNCPIFKKGPASIRHLVPVGEI ——————— PPPKEMKHKRQPLY 503

PPV5A 493 MICPPDPVQODDPAELDEYFPPDTP 516
M PD +QD+P ELD +F + P
PPV4_ 504 MRAEPDEIQDNPEELDHWFEEEAP 527



