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Toxocara vitulorum isolate Medziphema, Nagaland 5.8S ribosomal RNA gene, partial
sequence; internal transcribed spacer 2, complete sequence; and large subunit ribosomal
RNA gene, partial sequence
GenBank: MK100346.1
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LOCUS       MK100346                 480 bp    DNA     linear   INV 01-NOV-2018 
DEFINITION  Toxocara vitulorum isolate Medziphema, Nagaland 5.8S ribosomal RNA 
           gene, partial sequence; internal transcribed spacer 2, complete 
           sequence; and large subunit ribosomal RNA gene, partial sequence. 
ACCESSION   MK100346 
VERSION     MK100346.1 
KEYWORDS    . 
SOURCE      Toxocara vitulorum 
 ORGANISM  Toxocara vitulorum 
           Eukaryota; Metazoa; Ecdysozoa; Nematoda; Chromadorea; Rhabditida; 
           Spirurina; Ascaridomorpha; Ascaridoidea; Toxocaridae; Toxocara. 
REFERENCE   1  (bases 1 to 480) 
 AUTHORS   ozukum,A., Chamuah,J.K., Ezung,E., Longkumer,I. and Jamir,Y.I. 
 TITLE     Toxocara vitulorum ITS-2 sequence 
 JOURNAL   Unpublished 
REFERENCE   2  (bases 1 to 480) 
 AUTHORS   ozukum,A., Chamuah,J.K., Ezung,E., Longkumer,I. and Jamir,Y.I. 
 TITLE     Direct Submission 
 JOURNAL   Submitted (27-OCT-2018) ANIMAL HEALTH, ICAR-NATIONAL RESEARCH 
           CENTRE ON MITHUN, JHARNAPANI, MEDZIPHEMA, NAGALAND 797106, India 
COMMENT     ##Assembly-Data-START## 
           Sequencing Technology :: Sanger dideoxy sequencing 
           ##Assembly-Data-END## 
FEATURES             Location/Qualifiers 
    source          1..480 
                    /organism="Toxocara vitulorum" 
                    /mol_type="genomic DNA" 
                    /isolate="Medziphema, Nagaland" 
                    /db_xref="taxon:62080" 
    misc_RNA        <1..>480 
                    /note="contains 5.8S ribosomal RNA, internal transcribed 
                    spacer 2, and large subunit ribosomal RNA" 
ORIGIN       
       1 agcactaaaa tttcgaacgc acattgcgcc atcgggttca ttcccgttgg cacgtctggc 
      61 tgagggtcag aatatggaga agtacgatcg gcacacacgt acgtatggaa tgtggttaac 
     121 gcgtaagcat tttcgtgcat tctgttgcaa cgtgcattcg gtgagctatg gtggtaatcg 
     181 atattgtttg aaattatcac cacgtacctt accaagccta tatacaaaga gacacaggaa 
     241 atcgctgtcg tttgcttgtc gtgaagaggc gaaaatggcc atcggtgttt gtgttacttt 
     301 acgatacggt ctccagcaag cgttgttttt tgctgcttga tggcaaaatc taggttggag 
     361 ataacgtgat cggccgcttg aagaaggaac gagcaccaaa tggttgacat gaattttttt 
     421 tttgacctca gctcaatcct gatcacccgc tgaatttaag catataacta aacggaggaa 
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