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The complete chloroplast genome sequence of Avena sterilis L. using

Illumina sequencing
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Abstract

The complete chloroplast genome sequence of Avena sterilis L., a dominant wild oat species in the family

Poaceae, is first reported in this study. The complete cp genome sequence of A. sterilis is 135,887 bp in

length with 38.5% overall GC content and exhibits a typical quadripartite structure comprising one pair of

inverted repeats (21, 603 bp) separated by a small single-copy region (12,575 bp) and a large single-copy

region (80,106). The A. sterilis cp genome encodes 111 unique genes, 76 of which are protein-coding genes,

4 rRNA genes, 30 tRNA genes and 18 duplicated genes in the inverted repeat region. Nine genes contain one

or two introns. Pair-wise alignments of cp genome were performed for genome-wide comparison. This

newly determined cp genome sequence of A. sterilis will provide valuable information for the future

breeding programs of valuable cereal crops in the family Poaceae.
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