Cryptococcus neoformans isolate M9422 internal transcribed spacer 1, partial sequence; 5.8S
ribosomal RNA gene, complete sequence; and internal transcribed spacer 2, partial sequence
GenBank: MW040047.1

FASTA Graphics

Go to:

LOCUS MWO040047 453 bp DNA linear  PLN 30-SEP-
2020

DEFINITION  Cryptococcus neoformans isolate M9422 internal transcribed spacer
1, partial sequence; 5.8S ribosomal RNA gene, complete sequence;
and internal transcribed spacer 2, partial sequence.

ACCESSION  MW040047

VERSION MW040047.1

KEYWORDS

SOURCE Cryptococcus neoformans (Filobasidiella neoformans var.
bacillispora)

ORGANISM  Cryptococcus neoformans
Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;
Tremellomycetes; Tremellales; Cryptococcaceae; Cryptococcus;
Cryptococcus neoformans species complex.
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Chaturvedi,S.
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REFERENCE 2 (bases 1 to 453)
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Chaturvedi,S.

TITLE Direct Submission
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FEATURES Location/Qualifiers
source 1.453
/organism="Cryptococcus neoformans"
/mol_type="genomic DNA"
/isolate="M9422"
/db_xref="taxon:5207"
misc_RNA <1..>453
/note="contains internal transcribed spacer 1, 5.85
ribosomal RNA, and internal transcribed spacer 2"
ORIGIN
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1 gacttcggtc catttatcta cccatctaca cctgtgaact gtttatgtge ttcggcacgt
61 tttacacaaa cttctaaatg taatgaatgt aatcttatta taacaataat aaaactttca

121 acaacggatc tcttggcttc cacatcgatg aagaacgcag cgaaatgcga taagtaatgt
181 gaattgcaga attcagtgaa tcatcgaatc tttgaacgca acttgcgecc tttggtattc
241 cgaagggcat gcctgtttga gagtcatgaa aatctcaatc cctcgggttt tattacctgt
301 tggacttgga tttgggtgtt tgccgecgacce tgcaaaggac gtcggetecge cttaaatgtg
361 ttagtgggaa ggtgattacc tgtcagcccg gegtaataag tttcgetggg cctatggggt
421 agtcttcggc ttgctgataa caaccatctc ttt



