Cephalosporium gramineum culture CBS:391.70 strain CBS 391.70 small subunit ribosomal RNA
gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal
transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial
sequence

GenBank: MH859752.1

FASTA Graphics PopSet

Go to:
LOCUS MH859752 585 bp DNA linear PLN 29-JUN-2022
DEFINITION Cephalosporium gramineum culture CBS:391.70 strain CBS 391.70

small
subunit ribosomal RNA gene, partial sequence; internal transcribed
spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer
2, complete sequence; and large subunit ribosomal RNA gene,
partial

sequence.

ACCESSION MH859752

VERSION MH859752.1

DBLINK BioProject: PRJNA422523
KEYWORDS

SOURCE [Hymenula] cerealis

ORGANISM [Hymenula] cerealis

Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
Pezizomycotina incertae sedis; Hymenella.
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FEATURES Location/Qualifiers
source 1..585
/organism="[Hymenula] cerealis"
/mol type="genomic DNA"
/strain="CBS 391.70"
/culture collection="CBS:391.70"
/db_xref="taxon:259995"
/country="United Kingdom"
/identified by="G.L. Hennebert and M. Noble, Jul 1966"
/note="CBS sequencing project; Other collections: MUCL
9099"
misc RNA <1l..>585
/note="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8S ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
ORIGIN
1 aacaaggttt ccgtaggtga acctgcggaa ggatcattaa taaactagtc gttcgtgtag
61 gggcaacctg atcatcacga tgtaagctca ctagtcaccc ttgaatatca tacctttgtt
121 gctttggcgg gccgccctcg tggccagcgg ctccggctge tgcgtgcccg ccagaggact
181 ccaactcttg tttttagtga tgtctgagta ctatataata gttaaaactt tcaacaacgg
241 atctcttggt tctggcatcg atgaagaacg cagcgaaatg cgataagtaa tgtgaattgce
301 agaattcagt gaatcatcga atctttgaac gcacattgcg ccctttggta ttccgaaggg
361 catgcctgtt cgagcgtcat tataaccact caagccttcg cttggtattg gggttcgcgg
421 tctcgcggcecc cctaaaatca gtggcggtgce ctgtcggctc tacgcgtagt aatactcctc
481 gcgattgagt ccggtgggta gcttgccaac aacccccaaa tttttacagg ttgacctcgg
541 atcaggtagg gatacccgct gaacttaagc atatcaataa gcgga
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