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CsAMTL1.2 is targeted to the plasma membrane

GFP fluorescence PM marker Merged image Bright field
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Zhang et al. Identification of regulatory networks and hub genes controlling nitrogen uptake
in tea plants [Camellia sinensis (L.) O. Kuntze]. J. Agric. Food Chem, 2020
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Model (left) based on template cSaezA
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