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Additional file3 Figure S3 Osa-miR162a does not repress the expression of
DUF292. (2) The alignment of Osa-miR162a and Osa-miR162b with MIMI62. (b)
The sequence alignment of Osa-miR162a with target sites of candidate genes
Mismatched mucleotides were highlighted in red colors. (c and d) Quantitative reverse
transcription polymerase chain reaction (RT-PCR) data indicate amounts of Osa-

miR162a levels in OX162 (c) and MIMI62 lines (d) in comparison with Nipponbare
SD (= 3). Different letters indicate a

(NPB). For GPCR. Data are shown as mean +
significant difference at 5% level via Tukey-Kramer test. All the experiments were
repeated two times with similar results




