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HD,

FFgeR R oM EL (330) : We have identified the repertoire of soybean transcription factor
(TFs), within which the GmNAC family and its upstream regulatory two-component
systems (TCSs) were analyzed in more details. Qur study provides a solid foundation for
selection of potential GmNAC gene candidates and respective promoters for the
improvement of drought resistance in soybean via genetic engineering, and first insight in
upstream regulating TCSs of drought-responsive NAC signaling.
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