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Gongylonema pulchrum isolate RO_465 internal transcribed spacer 1, partial sequence; 5.8S
ribosomal RNA gene, complete sequence; and internal transcribed spacer 2, partial
sequence

GenBank: PP229209.1
EASTA  Graphics

Goto:

LoCus PP229289 485 bp DA linear INV @3-FEB-2824
DEFINITION Gongylonema pulchrum isolate RO_465 internal transcribed spacer 1,
partial sequence; 5.85 ribosomal RNA gene, complete sequence; and
internal transcribed spacer 2, partial sequence.
ACCESSION  PP229289%
VERSION PP2292@9.1
KEYWORDS .
SOURCE Gongylonema pulchrum
ORGANISM Gongylonema pulchrum
Eukaryota; Metazoa; Ecdysozoa; Nematoda; Chromadorea; Rhabditida;
Spirurina; Spiruromorpha; Spirurcidea; Gongylonematidae;
Gongylonema.
REFERENCE 1 (bases 1 to 485)
AUTHORS Imre,M., Popovici,D.C., Marin,A.-M., Ionescu,0., Moraru,M.M.F.,
Kaya,D.A. and Mederle,N.
TITLE Molecular Characterization of Gongylonema pulchrum (Molin 1857) in
Fallow Deer in Romania - First Report
JOURNAL Unpublished
REFERENCE 2 (bases 1 to 485)
AUTHORS Imre,M., Popovici,D.C., Marin,A.-M., Ionescu,0., Moraru,M.M.F.,
Kaya,D.A. and Mederle,N.
TITLE Direct Submission
JOURNAL  Submitted (27-]AN-2824) Parasitology and Parasitic Disease
Department, University of Life Sciences Timiscara, Timiscara, Calea
Aradului No. 119, Timiscara, Timis 388645, Romania

COMMENT ##Assembly-Data-START##
Sequencing Technology :: Sanger dideoxy sequencing
##Assembly -Data-END#E
FEATURES Location/Qualifiers
source 1..485

Jforganism="Gongylonema pulchrum"
/mol_type="genomic DNA"
fisolate="R0O_465"
Jfisolation_source="esophagus”
/host="Dama dama"
fdb_xref="taxon:537853"
fcountry="Romania"
Jfcollection_date="@1-Sep-2822"
misc RNA <1..>485
/note="contains internal transcribed spacer 1, 5.85
ribosomal RNA, and internal transcribed spacer 2"
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cCCCcacaaa aaaaaaaaaa caccccccac acacacacac acattattgt attttggtaa
61 aaatatactg ataaaaatat cagttataaa gagatttact cttagcggtg gatcacttgg
121 ctcgtggatc gatgaagaac gcagctaget gocgataaata gtgcgaattg cagacacatt
181 gagcactaaa atttcgaacg cacattgcge catcgggttc attcccgttg geatgtctgg
241 ctgagggtta attcaaacaa aaagaatcta tctcagattg aatatgaaaa accatcgtca
381 ggtaatgtga tggttgtact getgetgegeg ctgctatatt tccctgatca gtttttgcta
361 ttataatgtt gtacggggca acaacaattc aaatagcaac tattaatttc tactactaca
421 acaaagaaag aaaatttaca tgtatgtagt agagaaaaga atgtggtgcg cattattaat
481 tttta
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AB495389.2 2094-2550_Gongylonema_pulchrum_genes_for 185 rRNA_ITS

PP229209.1_Gongylonema_pulchrum_isolate_ RO_465_internal _transcri
LC388754.1_764-1245_Gongylonema_pulchrum_Kyon2_genes_for_185_rRN
e AB646061.1_766-1249_Gongylonema_pulchrum_genes_for_185_rRNA_ITS1
LC026018.1_2077-2560_Gongylonema_pulchrum_genes_for_185_rRNA_ITS

99, JFB00924.1_Setaria_cervi_cytochrome_oxidase_subunit_I_COI_gene_p

100 MEK491767.1_Onchocerca_jakutensis_cytochrome_c_oxidase_subunit_I
100 f EU159111.1_Dirofilaria_immitis_cytochrome_oxidase_subunit_I_COI
I_ LC107816.1_Dirofilaria_immitis_mitochondrial COX1_gene_for_cytoc
LC582739.1_Thelazia_callipaeda_Caceres_Spain_mitochondrial_COX1
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