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LOCUS KJ1746437 779 bp DNA linear INV 22-3JUL-2014

DEFINITION Setaria digitata isolate Nagaland 5.8S ribosomal RNA gene, partial
sequence; internal transcribed spacer 2, complete sequence; and 28S
ribosomal RNA gene, partial sequence.

ACCESSION KJ1746437

VERSION KJ3746437.1 GI:665768064
KEYWORDS .
SOURCE Setaria digitata

ORGANISM Setaria digitata
Eukaryota; Metazoa; Ecdysozoa; Nematoda; Chromadorea; Spirurida;
Filarioidea; Setariidae; Setaria.

REFERENCE 1 (bases 1 to 779)

AUTHORS Chamuah,J.K., Sakhrie,A., Chigure,G.M., Perumal,P., Jacob,S.S.,
Raina,0.K. and Rajkhowa,C.

TITLE Direct Submission

JOURNAL  Submitted (24-APR-2014) Veterinary Parasitology, National Research
Centre on Mithun (ICAR), Jharnapani, Medziphema, Nagaland 797106,

India
COMMENT ##Assembly-Data-START##
Sequencing Technology :: Sanger dideoxy sequencing
##Assembly-Data-END##
FEATURES Location/Qualifiers
source 1..779

/organism="Setaria digitata"
/mol_type="genomic DNA"
/isolate="Nagaland"
/host="Bos frontalis"
/db_xref="taxon:48799"
/country="India"
misc RNA <1..>779

/note="contains 5.8S ribosomal RNA, internal transcribed
spacer 2, and 28S ribosomal RNA"

ORIGIN

iy

cgggggggta ctctggectcg tggatcgaag aagaacgcag ctagctgecga taaatagtgce
61 gaattgccga cgcattgagc acaaaaattt cgaacgcaca ttgcaccatc gggttgattc
121 ccgatggtac gtttggttga gggtcaatta ataaaataac aagcaaaatt gtagaggaag
181 agaagaaaaa tttcttcccc taaaactatc attcctaata taatattaga atgctaatta
241 ctaataattt tatatattgg tatgatgaaa gagagaagaa attttccatt attttgccat
301 cgtcagggga taattataaa attatcaatt gttgttgtta gaagttaaca acaaacatct
361 attgatgaat gttttttatt tttatcccct gataagtaat acattaaaag aaaatgataa
421 tttttttttt ttttgaattt gatcttctct aaccactata aatagatatg gtggtaatga
481 atgctaaaat tattaccacc taattattta taaagcaaaa agaggtgaga gaagagaaga
541 gaagaaaaaa attatcattt ataagttata tgtatacaca catctacatt catatcattt
601 catatgctat taattgtaaa aagaataaat gaaagatatg atgatgatgg cgcataatta
661 aatgtgtata tatttaaaat gtgatacaat tgtaaatttt ttacttttga cctcaactca
721 gtcgtgattc cccgcctgaa ttgaaacctt aaacagcgga ggagaggcta taaaccggg
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