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[bookmark: feature_MN165284.1]FEATURES             Location/Qualifiers
     source          1..2265
                     /organism="Fowl aviadenovirus A"
                     /mol_type="genomic DNA"
                     /isolate="subcluster A"
                     /isolation_source="gizzard"
                     /host="Gallus gallus"
                     /db_xref="taxon:190061"
                     /geo_loc_name="Iran"
                     /collection_date="23-Nov-2016"
                     /collected_by="Mirzazadeh. A"
     CDS             <1..>2265
                     /codon_start=2
                     /product="long fiber"
                     /protein_id="QHB92356.1"
                     /translation="RTDVRDTVRAGTDDTVDLVYPFWWNLGTGGGGGGGGGGGGSGTS
                     LQPNDPLYAASGTINLRMTSPLTLSQRALALKTDSTLTLNTQGQLGVSLTPGDGLVLN
                     TNGLSINADPQTLAFNNSGALEVNLDPDGPWSKTATGIDLRLDPTTLEVDNWELGVKL
                     DPDEAIDSGPDGLCLNLDETLLLATNSTSGKTELGVHLNTSGPITADDQGIDLDVDPN
                     TMQVNTGPSGGMLAVKLKSGGGLTADPDGISVTATVAPPSISATAPLTYASGTIALTT
                     DTQTMQVNSNQLAVKLKTGGGLTADADGISVSVAPTPTISASPPLTYTNGQIGLSIGD
                     QSLQVSSGQLQVKLKSQGGIQQSTQGLGVAVDQTLKIVSNTLEVNTDPSGPLTSGNNG
                     LSLAAVTPLAVSSAGVALNYQSPLTVTSNSLGLSIAAPLQAGAQGLTVNTMEPLSASA
                     QGIQLHYGQGFQVVAGTLQLLTNPPIVVSSRGFTLLYTPAFTVSNNMLGLNVDGTDCV
                     AISSAGLQIRKEAPLYVTSGSTPALALKYSSDFTITNGALALANSGGGGSSTPEVATY
                     HCGDNLLESYDIFASLPNTNAAKVAAYCRLAAAGGVVSGTIQVTSYAGRWPKVGNSVT
                     DGIKFAIVVSPPMDKDPRSNLSQWLGAAVFPAGATTALFSPNPYGSLNTITTLPSIAS
                     DWYVPESNLVTYTKIHFKPTGSQQLQLASGELVVAAAKSPVQTTKYELIYLGFTLKQN
                     SSGTNFFDPNASSDL"
ORIGIN      
[bookmark: sequence_MN165284.1]        1 gcgaaccgac gttcgcgaca ccgtcagggc cggcactgac gacacggtag atctcgtgta
       61 ccctttttgg tggaatctcg gaacgggagg gggcggagga ggaggaggcg ggggcggcgg
      121 cagcggaacc tctctccagc ccaatgatcc gctttacgct gccagcggga ccatcaacct
      181 gcgcatgaca tccccgctaa cgttgtcaca acgagccttg gctctcaaaa cggacagcac
      241 gctcaccctc aacacgcaag gccagctggg cgtcagcctc acccccggag acggcctcgt
      301 cctcaacacc aacgggctca gcatcaacgc agacccgcaa accctcgcat tcaacaacag
      361 cggggcgctc gaagtcaacc tagaccccga cggaccctgg tctaaaaccg ccacggggat
      421 cgatctgcgt ctagatccga cgacgctcga agtagacaat tgggaactag gagtcaagct
      481 cgatcccgac gaagccatcg attccggacc cgacggtctc tgcctcaacc tggacgagac
      541 tctgctgctc gccaccaaca gcacctccgg caaaacggag ctcggggtac acctcaacac
      601 cagcggtccc attactgcgg acgaccaggg catcgacctg gacgtcgatc ccaacaccat
      661 gcaggtgaac acaggacctt ccggaggcat gctggccgtc aaactcaaat ctggcggcgg
      721 gctcaccgct gaccccgacg gtatctcggt cacggccacc gtcgcgcctc cgtccatcag
      781 tgcgacagct cctctcacct acgccagcgg caccattgca ctcactacgg atacgcaaac
      841 gatgcaagtc aacagcaacc aactggccgt gaagctcaaa acgggaggtg gtctgaccgc
      901 tgacgcggac ggaatctccg tttcggttgc accgaccccg acgatcagcg cttctccccc
      961 gctaacctac accaacgggc aaatagggct ctctatcggc gaccaaagcc tccaagtcag
     1021 ctctggacag ctccaagtca aactgaaaag ccagggcggt attcaacaga gcacgcaggg
     1081 gctcggggtg gcggttgatc aaacccttaa gattgtgtct aacacgctcg aggtcaacac
     1141 ggacccgagc ggacccctca cgagcggcaa caacggtctc agcttagcgg ccgtcacacc
     1201 cctagcagtg tcttccgccg gcgtcgccct gaactatcag tcccctctta cagtcacgag
     1261 taactctctc gggctctcca tagccgcgcc actccaggcg ggtgcgcaag gcttgacggt
     1321 aaacacgatg gaacccttga gcgcctcggc gcagggcatc cagctgcact acggacaggg
     1381 atttcaggtc gtcgcgggca cgctgcagct gctcactaat ccccccatcg ttgtctcatc
     1441 ccgcgggttc accttactct acactcccgc cttcacggtg agcaacaata tgttggggtt
     1501 gaatgtagac ggcactgact gcgtggctat cagttcagcc ggtctgcaga tccgtaagga
     1561 agccccgctg tacgttacct cgggaagcac tccagcatta gcccttaagt acagctccga
     1621 ctttaccatt accaatggtg cgctcgcgtt agcgaacagc ggcggaggag gaagttccac
     1681 acccgaggtg gccacctatc actgcgggga taacctactc gagtcctacg acatcttcgc
     1741 ctctctaccc aacaccaacg cggctaaggt ggcggcttac tgccgtttag ctgctgcagg
     1801 tggcgtggtc agcgggacca ttcaagtgac aagctatgcc ggacgatggc ctaaagtggg
[bookmark: _GoBack]     1861 caacagcgtt acggacggca tcaaatttgc catcgtcgtg tctcccccca tggacaaaga
     1921 cccacgatcg aacctcagtc agtggctggg tgccgccgta ttccctgcgg gcgcgactac
     1981 tgctctcttc tcacccaacc cgtacggctc cctcaacacc atcaccacac tgccatccat
     2041 cgcctcggac tggtacgtgc ccgaatccaa cctggtcacg tataccaaga tccattttaa
     2101 accaacgggg tcgcagcagc tgcagctcgc gagcggagaa ctcgttgttg cagcggcaaa
     2161 atcgcccgtg cagacgacga aatacgaatt gatctatctg ggatttacgc ttaagcagaa
     2221 ctcctcgggt accaacttct tcgatcccaa tgcctcctcc gatct

