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LOCUS KX514111 713 bp DNA linear INV 15-MAY-2018

DEFINITION Perkinsus olseni clone YS2-2 internal transcribed spacer 1, 5.8S

ribosomal RNA gene, and internal transcribed spacer 2, complete

sequence.

ACCESSION KX514111

VERSION KX514111.1

KEYWORDS .

SOURCE Perkinsus olseni

ORGANISM Perkinsus olseni

Eukaryota; Sar; Alveolata; Perkinsozoa; Perkinsea; Perkinsida;

Perkinsidae; Perkinsus.
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FEATURES Location/Qualifiers

source 1..713

/organism="Perkinsus olseni"

/mol_type="genomic DNA"

/isolate="YS2"

/host="Ruditapes philippinarum"

/db_xref="taxon:32597"

/clone="YS2-2"

/geo_loc_name="South Korea: South coast, Yeosu"

misc_RNA 1..183

/product="internal transcribed spacer 1"

rRNA 184..342

/product="5.8S ribosomal RNA"

misc_RNA 343..713

/product="internal transcribed spacer 2"

ORIGIN

1 acaccgattc attctctgcg aaactagcgg tcttgcttcg gcgagatggg atccccgctt

61 tgtttggatc cccccacctg accgccttaa cgggccgtgt taggtgatta tctcctatga

121 accattgtac tagtcacagt atccaaatcc ttttggattt tggtatttca aaacgaaatt

181 ccaaactctc aacgatggat gcctcggctc gagaatcgat gaaggacgca gcgaagtgcg

241 ataagcactg cgatttgcag aattccgtga accagtagaa atctcaacgc atactgcaca

301 aaggggatct ttcctctttg tacatacata tcagtgtcgc tcttcttccc gatacaaaca

361 ttttgttgtt aacgcaactc agtgctttgt atcccgcttg gactaactct tcggagatag

421 ttcgttatgt gcgcttgtga aggcaggcgt attaatttgc aaggctataa tctcgtattg

https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=32597
https://www.ncbi.nlm.nih.gov/nuccore/KX514111.1?from=1&to=183
https://www.ncbi.nlm.nih.gov/nuccore/KX514111.1?from=184&to=342
https://www.ncbi.nlm.nih.gov/nuccore/KX514111.1?from=343&to=713


481 tagcccctcc gagaggagga ccgcgcctgt gagtgtcttt ggatgctcgc aagtccgact

541 gtgttgtggt gatatcacgt gttccttgat cacgcgattc ttctcttcaa cgcattatgt

601 caattcttga tgaaatgcag agaagtgttt ggatcacgcg ttcagtctgg tcgcgagata

661 gctatatatc atagcacgct tgtcggtttg caccatggca aattgtcatc att

//


