Comparative analysis of the complete mitochondrial genome sequences and anther development cytology between maintainer and Ogura-type cytoplasm male-sterile cabbage (B. oleracea Var. capitata)
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Supplementary Fig. 1 The full-length gel shows co-transcription of orf138a and atp8 in the Ogura CMS line.
Transcription of orf138a/atp8 and co-transcription detection of orf138a and atp8 were detected. The cDNA of Ogura CMS and maintainer lines derive from the same experiment. Here is the full-length gel of Figure 6. 

image1.png
2019-12-27 19:24




