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transcribed spacer 1 and 5.8S ribosomal RNA gene, complete sequence; and internal
transcribed spacer 2, partial sequence
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/organism="Strongylus vulgaris"
/mol_type="genomic DNA"
/isolate="ERU-Svul-1"
/isolation_source="faeces"
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/dev_stage="egg"
/country="Turkey"
rRNA <1.132
/product="18S ribosomal RNA"
misc_RNA 133..408



/product="internal transcribed spacer 1"

rRNA 409..561
/product="5.8S ribosomal RNA"
misc_RNA 562..>778

/product="internal transcribed spacer 2"

ORIGIN

//

1 gtgaacctgc agatggatca tcgtcgaaac ttacaatagt tcatcgttga ttcgcatgag
61 aggccaacac gctagttctt cacgactttg tcgggaaggt tggtagtatc atatcacctt
121 tggaaccctt cgtaaggtgt ctatgtatag tatgagtcgt taatgggtgg cgaccgtgat

181 tgctgtacaa agttcgcatt ttgctgagcet ttagacttga tgagcattgce atgaatgecg
241 ccttactatt tattttggtg gttaaaacat agactgcgga aacagcagtc tatgtggaca
301 cctgattctc aggaaatctt aatgatccgce cgcaaatgcg gacgccaaaa tagataataa
361 ctttttacat ttataatttg cagaaccgtg actttatgtc acaatcgact agcttcageg
421 atggatcggt cgattcgegt atcgatgaaa aacgcagcaa getgegttat ttaccacgaa
481 ttgcagacgc ttagagtggt gaaattttga acgcatageg ccgttgggtt ttcecttcgg
541 cacgtctggt tcagggttgt ttatatgtac tacaatgtag cctgttaaac attgtcggtc
601 gaatggtgta tacattaaat tgtgtcccee attctagaaa agaatatatt gcaacatgta
661 tattattcaa taatatacac agtatgtcat ggatttattc tcactactta attgtttcge

721 gacttattaa caatttagta gagcctgtcg gaagaatcaa atctaatgac atttgcaa



