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LOCUS       MK156397                 419 bp    DNA     linear   INV 17-NOV-2018 
DEFINITION  Explanatum explanatum isolate Cattle, Arunachal Pradesh, India 5.8S 
           ribosomal RNA gene, partial sequence; internal transcribed spacer 
           2, complete sequence; and large subunit ribosomal RNA gene, partial 
           sequence. 
ACCESSION   MK156397 
VERSION     MK156397.1 
KEYWORDS    . 
SOURCE      Explanatum explanatum 
 ORGANISM  Explanatum explanatum 
           Eukaryota; Metazoa; Platyhelminthes; Trematoda; Digenea; 
           Plagiorchiida; Pronocephalata; Paramphistomoidea; Paramphistomidae; 
           Explanatum. 
REFERENCE   1  (bases 1 to 419) 
 AUTHORS   Chamuah,J.K., Ozukum,A., Ezung,E., P,P. and Longkumer,I. 
 TITLE     Direct Submission 
 JOURNAL   Submitted (12-NOV-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..419 
                    /organism="Explanatum explanatum" 
                    /mol_type="genomic DNA" 
                    /isolate="Cattle, Arunachal Pradesh, India" 
                    /db_xref="taxon:1224815" 
    misc_RNA        <1..>419 
                    /note="contains 5.8S ribosomal RNA, internal transcribed 
                    spacer 2, and large subunit ribosomal RNA" 
ORIGIN       
       1 tcgacatctt gaacgcacat tgcggccacg ggttttcctg tggccacgcc tgtccgaggg 
      61 tcggcttata aactatcacg acgcccaaaa agtcgtggct tggaatctgc cagctggcgt 
     121 gatttcctct gtggttcgcc acgtgaggtg ccagatctat ggcgttttcc taatgtctcc 
     181 ggacacaacc gcgtcttgct ggtagcgcag acgagggtgt ggcggtagag tcgtggctca 
     241 atgaactgta atggcagcac gctctactgt tgtgcctttg tcagtgtaac tggtttgaga 
     301 tgctattgct gtccgtccaa tcatgatcac ctactgtggt gttctacaac ctgacctcgg 
     361 atcagacgtg aatacccgct gaacttaagc atatcactaa gcggaggaaa agaaaacta 
//

GenBank

Nucleotide

https://ncbiinsights.ncbi.nlm.nih.gov/2018/07/30/upcoming-changes-est-gss-databases/
https://www.ncbi.nlm.nih.gov/nuccore/MK156397.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/MK156397.1?report=graph
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1224815
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1224815
https://www.ncbi.nlm.nih.gov/nuccore/MK156397.1?from=1&to=419

