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[bookmark: comment_AJ629361.1][bookmark: feature_AJ629361.1]FEATURES             Location/Qualifiers
     source          1..523
                     /organism="Marteilia refringens"
                     /mol_type="genomic DNA"
                     /host="Mytilus galloprovincialis"
                     /db_xref="taxon:107386"
                     /clone="MgaHue-26"
                     /geo_loc_name="Spain:Huelva"
     misc_feature    <1..>523
                     /note="intergenic spacer, IGS"
ORIGIN      
[bookmark: sequence_AJ629361.1]        1 agccttgatc acacgctttt ccgcgttcgg tcgccactac gaccgtagcc tttccacata
       61 ggactctatt cgactcgtga accacatgca tggctgctgc cgatgtgtag cactcgaggt
      121 gccacacgag cagccagcta tggcacaaca taccctgttg atcgcgtgcc gcttgagaaa
      181 gtcggcgggt gtccgagtga tcttgtcagc cgtcgtcccg aatctaccca ctggaaagat
      241 aggcagccac gatcgaacgt gtttgcagaa gccggtagat acgggagagg ttggaagatt
      301 cgcaccgggc gcacccacaa cttcgatagc cccttcgagg agcattggat ttgtcggttg
      361 tcgagttgtg catgcactta ctcgatcgtg actatagaaa actgtgcagc cgaagtttgc
      421 ggtgaacaaa ccgtggcggc gcgtgatcgc ctcgctcgac cactggggcc gggtgaggtg
      481 cacgagagga aagttgggag aagagtagag gcgtgtcttt ggc
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