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The Nucleotide database will include EST and GSS sequences in early 2019. Read more.

Nicotiana langsdorffii trnH-psbA intergenic spacer region, partial sequence; chloroplast
GenBank: MK055332.1
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LOCUS       MK055332                 443 bp    DNA     linear   PLN 28-APR-2019 
DEFINITION  Nicotiana langsdorffii trnH-psbA intergenic spacer region, partial 
            sequence; chloroplast. 
ACCESSION   MK055332 
VERSION     MK055332.1 
KEYWORDS    . 
SOURCE      chloroplast Nicotiana langsdorffii 
  ORGANISM  Nicotiana langsdorffii 
            Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; 
            Spermatophyta; Magnoliophyta; eudicotyledons; Gunneridae; 
            Pentapetalae; asterids; lamiids; Solanales; Solanaceae; 
            Nicotianoideae; Nicotianeae; Nicotiana. 
REFERENCE   1  (bases 1 to 443) 
  AUTHORS   Prabhakar Rao,K., Sarala,K., Saroja,T. and Damodar Reddy,D. 
  TITLE     Nicotiana langsdorffii - trnH-psbA -intergenic spacer region 
  JOURNAL   Unpublished 
REFERENCE   2  (bases 1 to 443) 
  AUTHORS   Prabhakar Rao,K., Sarala,K., Saroja,T. and Damodar Reddy,D. 
  TITLE     Direct Submission 
  JOURNAL   Submitted (15-OCT-2018) Biotechnology, division of crop 
            improvement, ICAR-Central Tobacco Research Institute, Bhaskara 
            nagar, Rajahmundry, Andhra Pradesh 533105, India 
COMMENT     ##Assembly-Data-START## 
            Sequencing Technology :: Sanger dideoxy sequencing 
            ##Assembly-Data-END## 
FEATURES             Location/Qualifiers 
     source          1..443 
                     /organism="Nicotiana langsdorffii" 
                     /organelle="plastid:chloroplast" 
                     /mol_type="genomic DNA" 
                     /db_xref="taxon:118700" 
     misc_feature    <1..>443 
                     /note="trnH-psbA intergenic spacer region" 
ORIGIN       
        1 tgccttgatc cacttggcta catccgcccc ctcgcctact tacattccgt ttttacatta 
       61 tttaaattag aaaacaaaag attcaagttc gaatattgct tttctttctt atttcaatga 
      121 tattattatt tcaaagataa gaatatgaag tcaaaatttg attttttttt ttcaaaaaaa 
      181 aaatcaaaaa gatatagtaa cattagcaag aagagaaaca agtcatattt ctacaatttt 
      241 aaacaaataa aaaatcaaaa tagaatactc aatcaggaaa aaaggcaaga aaataacctc 
      301 tacttctttt tctataaggt aaacaaaaaa gtctatgtaa gtaaaatact agtaaataaa 
      361 taaaaagaaa aaaagaaggg agcaatagcc ccctcttgat agaacaagaa aaggattatg 
      421 gctcctttct tttcaaaacc tcc 
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