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FEATURES Location/Qualifiers
source 1..982

/organism="Influenza A virus (A/Gdansk/037/2009(H1N1))"
/mol_type="viral cRNA"
/strain="A/Gdansk/037/2009"
/serotype="H1IN1"
/isolation_source="nasopharyngeal swab"
/host="Homo sapiens; sex M"
/db_xref="taxon:859255"

/segment="7"

/country="Poland"
/collection_date="20-Nov-2009"
/note="lineage: swl"

gene 1..982
/gene="M2"

CDS join(1..26,715..982)
/gene="M2"

/codon_start=1



/product="matrix protein 2"
/protein_id="ADJ41783.1"

/translation="MSLLTEVETPTRSEWECRCSDSSDPLVIAANIIGILHLILWITD

RLFFKCIYRRFKYGLKRGPSTEGVPESMREEYQQEQQSAVDVDDGHFVNIELE"

gene 1.759
/gene="M1"

CDS 1.759
/gene="M1"

/codon_start=1
/product="matrix protein 1"
/protein_id="ADJ41784.1"

/translation="MSLLTEVETYVLSIIPSGPLKAEIAQRLESVFAGKNTDLEALME

WLKTRPILSPLTKGILGFVFTLTVPSERGLQRRRFVONALNGNGDPNNMDRAVKLYKK

LKREITFHGAKEVSLSYSTGALASCMGLIYNRMGTVTTEAAFGLVCATCEQIADSQHR

SHRQMATTTNPLIRHENRMVLASTTAKAMEQMAGSSEQAAEAMEVANQTRQMVHAMRT

IGTHPSSSAGLKDDLLENLQAYQKRMGVQMQRFK"

ORIGIN

//

1 atgagtcttc taaccgaggt cgaaacgtac gttctttcta tcatccegte aggeccceete

61 aaagccgaga tcgcgcagag actggaaagt gtctttgcag gaaagaacac agatcttgag
121 gctctcatgg aatggctaaa gacaagacca atcttgtcac ctctgactaa gggaatttta
181 ggatttgtgt tcacgctcac cgtgeccagt gagcgaggac tgcagegtag acgetttgte
241 caaaatgccc taaatgggaa tggggacccg aacaacatgg atagagcagt taaactatac
301 aagaagctca aaagagaaat aacgttccat ggggccaagg aggtgtcact aagctattca
361 actggtgcac ttgccagttg catgggcectc atatacaaca ggatgggaac agtgaccaca
421 gaagctgctt ttggtctagt gtgtgccact tgtgaacaga ttgctgattc acagcatcgg
481 tctcacagac agatggctac taccaccaat ccactaatca ggcatgaaaa cagaatggtg
541 ctggctagca ctacggcaaa ggctatggaa cagatggctg gatcgagtga acaggcageg
601 gaggccatgg aggttgctaa tcagactagg cagatggtac atgcaatgag aactattggg
661 actcatccta gctccagtge tggtctgaaa gatgacctte ttgaaaattt gcaggectac
721 cagaagcgaa tgggagtgca gatgcagcga ttcaagtgat cctctegtea ttgcagcaaa
781 tatcattggg atcttgcacc tgatattgtg gattactgat cgtctttttt tcaaatgtat
841 ttatcgtcgc tttaaatacg gtttgaaaag agggccttct acggaaggag tgectgagte
901 catgagggaa gaatatcaac aggaacagca gagtgctgtg gatgttgacg atggtcattt
961 tgtcaacata gagctggagt aa



