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Physiological, genomic and transcriptional diversity in responses to boron deficiency in rapeseed
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Comparative transcriptomic analysis uncovers the complex genetic network for resistance to
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P .

enome-Wide Association Scans. Frontiers in Plant Science, 2015, 6, 1027.

Novel Isoniazid- and Ethionamide-resistance loci in mycobacterium tuberculosis identified by
phenome-wide association scans. , 2015, , .

Transcriptomic basis of functional difference and coordination between seeds and the silique wall of
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