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     source          1..4762
                     /organism="Porcine parvovirus"
                     /mol_type="genomic DNA"
                     /isolate="N2"
                     /host="pig"
                     /db_xref="taxon:10796"
                     /country="South Korea"
                     /collection_date="11-Jan-2018"
     gene            159..2147
                     /gene="NS1"
     CDS             159..2147
                     /gene="NS1"
                     /codon_start=1
                     /product="nonstructural protein 1"
                     /protein_id="QCI61340.1"
                     /translation="MAAGNTYSEEVLKATNWLQDNAQKEAFSYVFKTHKVNLNGKEIA
                     WNNYNKDTTDGEMINLQRGAETSWDQATDMEWESEIDSLTKRQVLIFDSLVKKCLFEG
                     ILQKNLSPSDCYWFIQHEHGQDTGYHCHVLLGGKGLQQAMGKWFRKQLNNLWSRWLIM
                     QCKVPLTPVERIKLRELAEDGEWVSLLTYSHKQTRKQYTKMTHFGNMIAYYFLNKKRK
                     TTEREHGYYLSSDSGFMTNFLKESERHLFSHLFTEANKPETVETTVTTAQEAKRGRIQ
                     TKKEVSIKCTIRDLVNKRCTSIEDWMMTDPDSYIEMMAQTGGEILIKNTLEITTLTLA
                     RTKTAYDFIPEKAKPSMLPTFNISNTRTCKIFSMHNWNYIKVCHAITCVLNRQGGKRN
                     TILFHGPASTGKSIIAQHIANLVGNVGCYNAANVNFPFNDCTNKNLIWIEEAGNFSNQ
                     VNQFKAICSGQTIRIDQKGKGSKQIEPTPVIMTTNEDITKVRIGCEERPEHTQPIRDR
                     MLNMNLTRKLPGDFGLLEETEWPLICAWLVKKGYQATMASYMHHWGNVPDWSEKWEDP
                     KMQTPINTPIDSQISTSVKTSPADNNYAATPIQEDLDLALALEPWSEPTTPTFTNLHL
                     TPTPPDSAIRTPSPTWSEIETDIRACFGENCSPTTNLE"
     gene            2154..4416
                     /gene="VP1"
     CDS             join(2154..2181,2255..4416)
                     /gene="VP1"
                     /codon_start=1
                     /product="capsid protein VP1"
                     /protein_id="QCI61341.1"
                     /translation="MAPPAKRARGLTLPGYKYHGPGNSIDQGEPTNPSDAAAKEHDEA
                     YDKYIKSGKNPYFYFSAADKKFIKETEHAKDYGGKIGHYFFRAKRAFAPKLSETDSPT
                     TSQQPEVRRSPRKHPGSKPPGKRPAPRHIFINLAKKKAKGTSNTNSNSMSENVEQHNA
                     INAGTEWSATGNESGGGGGGGGGRGAGGVGVSTGSFNNQTEFQYLGEGLVRITAHASR
                     LIHLNMPEHETYKRIHVLNSESGVAGQMVQDDGHTQMVTPWSLIDANAWGVWFNPADW
                     QLISNNMTEINLVSFEQEIFNVVLKTITESATSPPTKIYNNDLTASLMVALDTNNTLP
                     YTPAAPRSETLGLYPWLPTKPTQYRYYLSCVRNLDPPTYTGQSQQITDTIQTGPHSDI
                     MFYTIENAVPIHLLRTGDEFSTGIYHFDTKPLKLTHSWQTNRSLGLPPKLLTEPTTEG
                     DLHPGTLPAADTRKGYHQTTNNSYTEATAIRPAQVGYNTPYMNFEYSNGGPFLTPIVP
                     TADTQYNDDEPNGAIRLTMGYQHGQLTTSSQEVERYTFNPQSKCGRAPKQQFNQQAPL
                     NLENTNNGTLLPSDPIGGKANMYFMNTLNTYGPLTALNNTAPVFPNGQIWDKELDTDL
                     KPRLHVTAPFVCKNNPPGQLFVKIAPNLTDDFNADSPQQPRIITYSNFWWKGTLTFTA
                     KMRSSNMWNPIQQHTTTSENIANYIPTNIGGITMFPEYSQLIPRKLY"
     gene            2677..4416
                     /gene="VP2"
     CDS             2677..4416
                     /gene="VP2"
                     /codon_start=1
                     /product="structural protein VP2"
                     /protein_id="QCI61342.1"
                     /translation="MSENVEQHNAINAGTEWSATGNESGGGGGGGGGRGAGGVGVSTG
                     SFNNQTEFQYLGEGLVRITAHASRLIHLNMPEHETYKRIHVLNSESGVAGQMVQDDGH
                     TQMVTPWSLIDANAWGVWFNPADWQLISNNMTEINLVSFEQEIFNVVLKTITESATSP
                     PTKIYNNDLTASLMVALDTNNTLPYTPAAPRSETLGLYPWLPTKPTQYRYYLSCVRNL
                     DPPTYTGQSQQITDTIQTGPHSDIMFYTIENAVPIHLLRTGDEFSTGIYHFDTKPLKL
                     THSWQTNRSLGLPPKLLTEPTTEGDLHPGTLPAADTRKGYHQTTNNSYTEATAIRPAQ
                     VGYNTPYMNFEYSNGGPFLTPIVPTADTQYNDDEPNGAIRLTMGYQHGQLTTSSQEVE
                     RYTFNPQSKCGRAPKQQFNQQAPLNLENTNNGTLLPSDPIGGKANMYFMNTLNTYGPL
                     TALNNTAPVFPNGQIWDKELDTDLKPRLHVTAPFVCKNNPPGQLFVKIAPNLTDDFNA
                     DSPQQPRIITYSNFWWKGTLTFTAKMRSSNMWNPIQQHTTTSENIANYIPTNIGGITM
                     FPEYSQLIPRKLY"
ORIGIN      
[bookmark: sequence_MH817779.1]        1 ggctgaaaag aggcgggaaa ttcaaaaaaa gaggcgggaa aaaaagaggt ggagcctaac
       61 actataaata cagttgctta cttcagttag ttcctttctg cttcagactg cacttcgctc
      121 cagagacaca actacaaact actctcaact actgcagcat ggcagcggga aacacttact
      181 cggaagaggt actaaaagct accaactggc ttcaagataa tgctcaaaaa gaagcattct
      241 cttatgtatt taaaacacac aaagtcaatc taaatggaaa agaaattgct tggaataact
      301 acaacaaaga tacaacagat ggggaaatga taaacctaca aagaggagca gaaacatcat
      361 gggaccaggc aacagacatg gagtgggaat cagaaatcga cagcctcaca aaacggcaag
      421 tactgatttt tgactctctt gttaaaaaat gtctctttga aggtatatta caaaagaacc
      481 tgagtccaag tgactgctac tggttcatac agcatgaaca tggtcaagat actggctatc
      541 actgccatgt actactaggt ggaaaaggct tacaacaagc aatgggaaaa tggttcagaa
      601 aacaattaaa caatttatgg agtagatggt taataatgca atgcaaagta cctctaacac
      661 cagttgaaag aataaaatta agggaattag cagaggatgg tgagtgggta tcgctactaa
      721 cctactctca caaacaaact agaaaacaat atacgaagat gactcatttt ggaaatatga
      781 ttgcttacta cttcctaaat aaaaaaagaa agacaactga aagagagcat ggatattatc
      841 tcagctcaga ttctggcttc atgacaaatt tcttaaaaga aagcgagaga cacttattca
      901 gtcacctatt tactgaagca aataaacctg aaactgtgga aacaaccgtt actacagctc
      961 aggaagcaaa aagaggcaga atacaaacaa aaaaagaagt aagcataaaa tgcacaataa
     1021 gagacttggt taataaaaga tgtactagca tagaagactg gatgatgaca gatccagaca
     1081 gttatataga aatgatggct caaaccggag gagaaatttt aatcaaaaat acactagaaa
     1141 taacaactct tactctagca agaacaaaaa cagcatatga cttcatacct gaaaaggcaa
     1201 aaccaagcat gctaccaaca tttaatatta gcaatacaag aacatgtaaa atattcagca
     1261 tgcacaattg gaactacatt aaagtctgcc acgctataac ttgtgtacta aacagacaag
     1321 gaggaaaaag aaatacaatt ctatttcatg ggccagcatc aaccggaaaa agtataattg
     1381 ctcaacacat tgcaaacttg gttggtaatg ttggttgcta caatgcagcc aatgtgaact
     1441 ttccatttaa tgactgtaca aataaaaact taatatggat tgaagaagca ggaaacttct
     1501 ctaaccaagt aaaccaattc aaagccatat gttccggtca aacaattaga attgaccaaa
     1561 aaggtaaagg aagcaaacaa attgaaccaa ctcctgtaat aatgactaca aatgaagaca
     1621 taactaaagt tagaatagga tgcgaggaaa gaccagaaca tacacaacca ataagagaca
     1681 gaatgttaaa catgaaccta accagaaaac tgccaggtga ttttggactt ttagaagaaa
     1741 ctgaatggcc actaatatgt gcttggttgg taaagaaagg ttaccaagca acaatggcta
     1801 gctatatgca tcattgggga aatgtacctg attggtcaga aaaatgggag gatccaaaaa
     1861 tgcaaacccc aataaataca ccaatagact ctcagatttc cacatcagtg aaaacttcgc
     1921 cagcggacaa caactacgca gcaactccaa tacaggagga cctggattta gctttagcct
     1981 tggagccgtg gagcgagcca acaacaccaa ctttcaccaa cctgcactta actccaacac
     2041 cgccagattc agcaatacgg acaccaagtc caacttggtc ggaaatagaa accgatataa
     2101 gagcctgctt tggtgaaaac tgttcaccca caacaaacct tgaataaggt aggatggcgc
     2161 ctcctgcaaa aagagcaaga ggtaagggta gttttaaggg ggtggggggc atacatataa
     2221 aactaactgc caataatttt tttatatatc acaggactaa ctctaccagg atacaaatac
     2281 catggtccag gaaactcaat agaccaagga gaaccaacta atccatcaga cgccgcagca
     2341 aaagaacacg acgaagccta cgacaaatac ataaaatctg gaaaaaatcc atacttctac
     2401 ttctcagcag ctgataaaaa attcataaaa gaaactgaac acgcaaaaga ctacggaggt
     2461 aaaattggac attacttctt cagagcaaag cgtgcctttg ctccaaaact ctcagaaaca
     2521 gactcaccaa ctacatctca acaaccagag gtaagaagat cgccgagaaa acacccaggg
     2581 tctaaaccac caggaaaaag acctgctcca agacatattt ttataaactt agctaaaaaa
     2641 aaagctaaag ggacatctaa tacaaactct aactcaatga gtgaaaatgt ggaacaacac
     2701 aacgctatta atgcaggcac tgaatggtct gcaacaggaa atgaatctgg gggtgggggc
     2761 ggcggtggcg ggggtagggg tgctgggggg gttggtgtgt ctacaggtag tttcaataat
     2821 caaacagaat ttcaatactt gggggagggc ttggttagaa tcactgcaca cgcatcaaga
     2881 ctcatacatc taaatatgcc agaacacgaa acatacaaaa gaatacatgt actaaattca
     2941 gaatcagggg tggcgggaca aatggtacaa gacgatggac acacacaaat ggtaacacct
     3001 tggtcactaa tagatgctaa cgcatggggg gtgtggttca atccagcgga ctggcagtta
     3061 atatccaaca acatgacaga aataaactta gttagttttg aacaagaaat attcaatgta
     3121 gtgcttaaaa caattacaga atcagcaacc tcaccaccaa ccaaaatata taataatgat
     3181 ctaactgcaa gcttaatggt cgcactagac accaataaca cacttccata cacaccagca
     3241 gcacctagaa gtgaaacact tggtttatat ccatggttac ctacaaaacc aactcaatac
     3301 agatattacc tatcatgcgt cagaaaccta gatccaccaa catacactgg acaatcacaa
     3361 caaataacag acacaataca aacaggacca cacagtgaca ttatgttcta cacaatagaa
     3421 aatgcagtac caattcatct tctaagaaca ggagatgaat tctccacagg aatatatcac
     3481 tttgacacaa aaccactaaa attaactcac tcatggcaaa caaacagatc tctaggactg
     3541 cctccaaaac tactaactga acctaccaca gaaggagacc tacacccagg aacactacca
     3601 gcagctgaca caagaaaagg ttatcaccaa acaactaata atagctacac agaagcaaca
     3661 gcaattaggc cagctcaggt aggatataat acaccataca tgaattttga atactccaat
     3721 ggtggaccat ttctaactcc tatagtacca acagcagaca cacaatataa tgatgatgaa
     3781 ccaaatggtg ctataagact tacaatgggt taccaacatg gacaattaac cacatcttca
     3841 caagaggtag aaagatacac attcaatcca caaagtaaat gtggaagagc tccaaagcaa
     3901 caatttaatc aacaggcacc actaaaccta gaaaatacaa ataatggaac acttttacct
     3961 tcagatccaa taggagggaa agctaacatg tatttcatga atacactcaa tacatatgga
     4021 ccattaacag cactaaacaa tactgcacct gtatttccaa atggtcaaat atgggataaa
     4081 gaacttgata cagatctaaa acctagacta catgttacag ctccatttgt ttgtaaaaac
     4141 aatccaccag gacaactatt tgtaaaaata gcaccaaacc taacagatga tttcaatgct
     4201 gactctcctc aacaacctag aataataact tattcaaact tttggtggaa aggaacacta
     4261 acattcacag caaaaatgag atccagtaat atgtggaacc ctattcaaca acacacaaca
     4321 acatctgaaa acattgctaa ctatattcct acaaatattg gtggcataac aatgtttcca
     4381 gaatattcac aacttatacc aagaaaatta tactagaaat aactatgtaa ataaaaactc
     4441 agttacttgg ttaatcatgt actactatca ttgtatactt caataaaaat aaattgtaaa
     4501 atcaataaaa ctaagttact tgatttatgt ataccaatac tagaaataac tctgtaaata
     4561 aaaactcagt tacttggtta atcatgtact actatcattg tatacttcaa taaaaataaa
     4621 ttgtaaaatc aataaaacta agttacttgg tttatgtaga ccaattatcc ccaaaaaaac
     4681 aataaaattt taaaaagaaa caagctctca tgtgtttact attaactaaa ccaaccacac
[bookmark: _GoBack]     4741 ttatatgacc ttatgtcttt ag
